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Abstract 

The Rajang River is a peat-draining river in Sarawak, Malaysia of which 50% of its 5,500 km2 

peatlands have been exploited and converted into plantations. However, there has been no 

comprehensive research on the nutrient dynamics and the microbial diversity in this region. Hence, 

this thesis aims to study the nutrient dynamics and the microbial community structure (bacteria, 

phytoplankton and picoplankton) that occur spatially as well as seasonally and integrate these two 

components along ~300 km of the Rajang River to South China Sea continuum. Amplicon sequencing 

of 16S rRNA genes via Illumina Miseq was utilized for profiling microbial communities while 

CHEMTAX was utilized for the prediction of phytoplankton community structure coupled with 

physico-chemical conditions using a distance-based linear model (distLM). Nutrients analyses were 

executed via a SKALAR Sanplus continuous flow analyser, and picoplankton abundance was 

determined via flow cytometry. The findings in this study can be classified under three recurring 

themes: (1) Changes according to spatial variation. DIP concentrations varied along the salinity 

gradient whereby DIP and DOP exhibited non-conservative behaviour, with the DIP subjected to 

57.78% removal and DOP 44.07% addition towards the South China Sea. The microbial communities 

(bacteria and phytoplankton) showed distinct patterns linked to changes in salinity and other 

biogeochemical parameters. However, PICRUSt predictions showed minor variations.  Alpha 

diversity indices for bacteria indicated that the diversity was higher upstream. (2) Changes according 

to seasonal variation. Both DIP and DOP may have supported phytoplankton biomass; Spearman 

correlations show possible switch in preference for DOP vs. DIP depending on concentrations due to 

seasonality. Different seasons showed changes in NO3N:DIP ratios which influenced the 

phytoplankton biomass. Furthermore, shifts in bacterial community composition and particle 

association indicate the influence of seasonality. Lastly, resource availability as a result of seasonal 

changes led to changes in the distribution of phytoplankton size classes; (3) Possible anthropogenic 

influences. The sources of P were likely anthropogenic in nature based on dSi:P ratios, whereby oil 

palm plantations increased the richness but decreased the diversity of microbial populations. The 

presence of CFB-group bacteria and Cryptophytes should be cause for concern as indicators for 

eutrophication. Overall, the findings of this study improve the understanding of nutrient dynamics, P 

budgets, and the microbial communities of the Rajang River-South China Sea continuum to inform 

public administration and support future research.  
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Chapter 1 

Introduction 
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1.1 Thesis Scope and Objectives 

This thesis aims to study the spatio-temporal microbial diversity and nutrient dynamics of the longest 

river in Malaysia, the Rajang River. The Rajang is studied in a river-to-sea continuum approach, with 

the lotic water column the focus of this thesis.  Besides the changes from freshwater to marine water, 

the Rajang is also characterized by the existence of peat and mineral soils as well as relatively pristine 

and anthropogenic areas, offering an opportunity to assess impact of changes in land use on microbial 

diversity and nutrient dynamics as well.  

 

While it cannot be denied that microbes in a broad definition influence the biogeochemistry in river-

to-sea continuums, the physico-chemical conditions should be studied as well in order to assess their 

role in influencing the microbial diversity and/or biogeography. To address microbial community 

structure, bacterial, phytoplankton and picoplankton communities and their relationship with nutrients 

will be discussed. Hence, this thesis has two broad objectives, which are 1) to examine the spatial and 

seasonal nutrient dynamics of the river-to-sea continuum, and 2) understand the microbial community 

structure and its functional potential as a whole. This would: 

 

 Address the need for understanding the composition of the microbial community within a dynamic 

environment (spatial heterogeneity and/or homogeneity, biogeographical differences, edaphic 

niches as well as seasonal fluctuations) and the changes that come with it 

 Determine the fate and fluctuation of nutrients as part of the dynamic changes occuring along the 

river-to-sea continuum  

 Highlight the need for understanding and integrating nutrient dynamics with the microbial 

community of river-to-sea continuums, particularly peat-related riverine continuums, in order to 

further elucidate their biogeochemical roles within such dynamic environments  
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1.2 Thesis outline 

Chapter 1 provides the relevant context highlighting knowledge gaps related to the scope of the thesis. 

Chapter 2 provides an overview of the study site and the methods utilized in the proceeding chapters. 

In each of the following studies, the underlying hypotheses and rationale are provided in the 

introduction and end with a concluding remark and proposed future work.  

Chapter 3 details the study of the dissolved phosphorus with associated nutrients in relation to 

phytoplankton biomass along the Rajang River-South China Sea continuum across seasonal changes 

(Objective 1). Understanding the nutrient dynamics aids in Chapters 4 and 5. 

Chapter 4 discusses the biogeographical distribution of the bacterial communities and Chapter 5 the 

biogeographical distribution of phytoplankton along the Rajang River-South China Sea continuum 

(Objective 2). 

The findings of these studies are then synthesized as a concluding summary in Chapter 6, which also 

addresses the existing knowledge gap and provides recommendations for future research directions. 
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1.3 Introduction  

1.3.1 Brief Introduction to Microbial Ecology 

Bacterial communities in natural environments are highly dynamic and extraordinarily diverse 

(Crump et al. 2009). According to Whitman et al. (1998), there are about 1030 organisms present in 

the vast microbial world on Earth; they may only be observed through relatively small proportions at 

discrete points across time and space (Sloan et al. 2007). As put into perspective by Curtis and Sloan 

(2004), there are 109 times more bacteria existing on Earth as compared to the number of stars in the 

Universe. Furthermore, it was theorized for years (Everything is everywhere theory) that 

microorganisms are ubiquitous globally (Baas Becking 1934), but studies have begun to show 

restricted, distinctive microbial populations. Current knowledge now points to evidence that time and 

spatial environmental gradients cause shifts in natural communities of bacterioplankton (Fenchel 2003; 

Crump and Hobbie 2005). With the advent of high-throughput sequencing (Quince, Curtis and Sloan 

2008) and its recent improvements (Faust et al. 2015), there has been a rise in longitudinal studies 

which are able to document the variation of microbiological communities from a vast range of 

environments. New frontier environments explored in recent times include deep subseafloor 

extremophiles (Morono et al. 2011; Nunoura et al. 2013), high altitude snow (Chuvochina et al. 2011) 

and even space on the International Space Station (Ichijo et al. 2013). While these are exciting times 

to explore new frontiers with the new advances in technology, however, there is still a lack of 

awareness of the importance of peatlands and of the microbial ecology of tropical peat-draining rivers.  

 

1.3.1.1 Importance of Microorganisms 

As microorganisms are the most abundant organisms in aquatic ecosystems, they play a major role in 

the biogeochemistry and ecosystem productivity of aquatic bodies (Labatte et al. 2016). According to 

Schlesinger and Bernhardt (2013), microorganisms and their metabolic activities predominantly 

govern ecosystem processes to a large extent. The global biogeochemical cycles of major Earth 

elements such as carbon, nitrogen, sulfur, phosphorus and a host of metals (Falkowski and Raven 

2013) are driven by microbial communities (Battin et al. 2003; Cardinale et al. 2011; Alsterberg et al. 

2017).  For example, in a pelagic food web (Fig. 1.1), the major path of organic matter flux is 

dependent on the microbial loop within it (Azam 1998).  
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Fig. 1.1: The microbial loop (Azam 1998) 

 

Biota in the streams rely on allochthonous particulate organic sources as critical energy supply which 

would subsequently influence the metabolic activity of the ecosystem as well as energy flow within 

the aquatic food web (Tank et al. 2010). Conrad (1996) showed that greenhouse gases such as CO2 

and CH4 are released into the environment due to the decomposition of organic material via microbes, 

which thus play a critical role in the global carbon (C) cycle. Furthermore, nitrogen transformations 

by microorganisms are reliant on carbon supplies that are able to undergo oxidation (Bernhardt and 

Likens 2002). Within the N cycle, denitrification by microbial denitrifiers is one of the major known 

biological process that are involved in the removal of reactive N species (Castellano-Hinojosa et al. 

2017). As put forth by Seitzinger (1994), denitrification rates are functionally coupled to the carbon 

cycle in large due to the dependence on organic carbon availability. Moreover, microbial populations 

play an important role in the biogeochemical cycling of P due to their role in organic phosphorus 

mineralization, which assists the release of bioavailable phosphate and supplies phosphorus to other 

oganisms (LeBrun et al. 2018). This is particularly important for cyanobacteria, which are responsible 

for fixing atmospheric nitrogen and utilize phosphorus (Andersson et al. 2015); nitrogen fixation in 

turn promotes primary productivity (Worden et al. 2004; Jardillier et al. 2010). Rieck et al. (2015) 

further stated that major environmental drivers for community structure and activities of aquatic 

organisms are the availability of nutrients, pH, salinity and temperature. Therefore, the community 

composition of aquatic organisms and its metabolic activities are shaped by the spatial and temporal 

gradients in environmental factors, which naturally shapes the biogeochemistry of the aquatic 

ecosystems as well (Rieck et al. 2015). Hence, it is essential to cross-examine the various components 

in zones of “coalescence” or mixing, which are: 1) mineral soil freshwater to peat freshwater 
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coalescence 2) peat freshwater to peat brackish waters 3) peat-brackish waters to marine waters. 

Furthermore, in addition to that, serial discontinuities [WHY serial?] such as anthropogenic 

coalescence events should also be taken into consideration (Mansour et al. 2017). These are important 

in order to improve and enhance predictions regarding how communities would change over space 

and time as community composition is linked with ecosystem function. For instance, according to 

Reed and Martiny (2013), bacterial community composition in estuaries are intrinsically linked with 

its ecosystem functioning such as nitrification, enzymatic activities, CH4 flux as well as CO2 

production. 

 

1.3.1.2 Anthropogenic Threats to Microbial Biogeochemistry 

Human activities are increasingly affecting global biogeochemical cycles of carbon and other 

nutrients (Griggs et al. 2013). However, the anthropogenic impacts on the function of aquatic 

microbial assemblages and ecology are often multi-faceted and largely undefined (Labatte et al. 2016). 

Furthermore, Evans and Wallenstein (2011) and Yavitt et al. (2011) stated that global warming, 

anthropogenic enrichments and alterations in water availability have received particular attention due 

to the effects on microbes. The disruption of microbial activities by environmental disturbances such 

as changes in direct physico-chemical properties and nutrient availability leads to the alteration of the 

rate of their processes (Schimel, Balser and Wallenstein 2007). Anthropogenic bursts of microbial 

carbon and nitrogen mineralization were attributed to positive priming effects that were due to the 

enhanced turnover of microbial biomass or induced cell lysis resulting in the increase of labile 

substrates (Schimel and Clein 1996; Herrmann and Witter 2002). Furthermore, there has been a lack 

of attention to the role of organic C in the regulation of P as mediated by the organo-

phosphohydrolytic microbial enzymes (Anderson 2018). This is truer for riverine cycling of 

phosphate via microorganisms. Anderson (et al. 2018) demonstrated that biogeochemical changes of 

C and P link microbial communities to a complex network of interactions in organic-rich Arctic and 

mineral rich temperate soils. With this in mind, it is also essential to understand the interaction and 

activity between microorganisms and primary producers (Treseder et al. 2012). Thus, microbes can 

potentially accentuate or mitigate climate change (Strengbom et al. 2002; Wagner and Liebner 2009) 

due to the alteration of decomposition rates of carbon (Treseder et al. 2012).  

 

1.3.1.3 Role of microorganisms in Peat-Draining Environments 

There is a lack of current literature regarding microbial community structure in tropical, lotic 

environments such as South East Asia, particularly in peat-draining rivers. According to Heino (2011), 

interactions between local habitat conditions and regional-scale factors such as dendritic network 

energy transport from upstream to downstream, adjacent riparian ecosystem interactions drives the 

local aquatic communities. Such drivers are, in turn, influenced by the dynamicity of river discharge 

that is temporal in nature (Poff et al. 1997). While microorganisms are indeed essential in rivers, i.e. 
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they drive biogeochemical cycles (Zeglin 2015), interact with the abiotic component as well as 

macroorganisms, propel biogeochemical cycles, and are predominantly involved in decomposition 

and the degradation of pollutants. However, recent studies do not include peat-draining rivers in the 

consideration of river-to-sea continuum microbial composition. Hence, it is important to consider the 

“peat-draining” component while examining microbial community composition of the boundaries 

especially where “zones” of mixing occur. This then leads to the question: What happens when the 

microbial communities encounter such zones of mixing and how do the microbial communities 

adapt/evolve in terms of their composition as well as their functional role when met with 

physicochemical changes. This will be further explored in Chapter 4.  
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1.3.2 Tropical Peat Swamps 

 

1.3.2.1 General Features of Peat 

 
Fig. 1.2: Formation of Tropical Peat Swamps (UNDP 2006) 

 

According to Shotyk (1988), tropical peat swamp forests are consistently waterlogged environments 

where organic matter consisting of organic carbon, nitrogen, phosphorus and sulphur derived from 

plant debris accumulates due it being predominantly anaerobic. As shown in Fig 1.2 the accumulation 

of carbon in peat swamps is due to the slow degradation of plant biomass caused by its oligotrophic 

nature, low pH and high amount of tannins which inhibit microbial activity (Kanokratana et al. 2011). 

Such habitats play a major role in conserving biodiversity as well as in carbon emissions reduction by 

sequestering carbon (Harrison 2013).  
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Fig. 1.3: Structure of the acrotelm and catotelm (Thornton 2019) 

 

An acrotelm, as defined by Ingram’s definition (Holden and Burt 2003) is rich in peat-forming 

aerobic bacteria and other microorganisms, has a live matrix of growing plant material, has high 

hydraulic conductivity, fluctuating water content and variable water table; the base of the acrotelm is 

where the lowest water table depth is (Fig 1.3). On the other hand, the catotelm has fixed water 

content, has anaerobic microorganisms instead of peat-forming aerobic ones, and has limited 

hydraulic conductivity. Furthermore, as put forth by Holden and Burt (2003), most nutrient transfer 

and the production of runoff will occur at, close to, or within the peat surface, implied by the 

acrotelm-catotelm model. 
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Fig. 1.4: Global distribution of peat (%) (Pravettoni 2009) 

 

The global peat carbon pool is estimated to be between 489 Gt to 622 Gt of carbon (C) (Page, Rieley 

and Banks 2011; Dargie et al. 2017). As put forth by Kiew et al. (2018), the fundamental 

characteristics that differentiate boreal peat and tropical peat ecosystems are the existence of 

waterlogged woody peat together with the occurence of tropical rainforests. The diminshed carbon 

dioxide (CO2) under anoxic conditions caused by the high groundwater levels (GWL), as well as 

increased biomass productivity, contribute to the efficacy of the tropical peat swamp forests as 

efficient carbon (C) sinks. Furthermore, the tropical peat carbon pool comprises 17 - 19% of the 

estimated global peat carbon pool. However, within this one-fifth of the carbon pool, South East Asia 

constitute 88.6 Gt of carbon accumulation or 15 – 19% of the global carbon peat pool (Immirzi, 

Maltby and Clymo 1992; Page et al. 2011), indicating that South East Asia has the highest carbon 

densities globally, signifying its importance in global C cycles as well as highlighting the fundamental 

need to incorporate South East Asian tropical peat carbon in the assessment of global C stocks. As 

compared to tropical rainforests, peatlands cover less than half of the total area but contain 3.5 times 

more carbon (IGBP 1999). As shown in Fig. 1.5, the accumulation of peat in Sarawak within South 

East Asia cannot be ignored (further explained in Chapter 2.1.1), as these peatlands are subjected to 

multiple anthropogenic influences and land use changes.  
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Fig. 1.5: Location of Sarawak, Malaysia in Borneo (Inset). The map shows all peat deposits that are 

greater than 1m thick as well as the major peat forming regions. The drainage basin as well as the 

drainage from proximal hills are shown. (Staub, Among and Gastaldo 2000).  
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1.3.2.2 Anthropogenic influences and Land Use Change on Peatlands and Rivers  

 

 
Fig. 1.6: Threats to peatlands (IUCN 2019) 

 

Currently, literature points to anthropogenic activities (namely: draining or mining) which contribute 

to 10% global peatlands being converted from long-term sinks into sources by three main pathways 

(Joosten 2019, see Fig. 1.6). These three pathways are: 1) combustion of mined peat that leads to 

carbon monoxide and methane emissions, 2) leaching of dissolved carbon and 3) carbon dioxide 

emission from microbial oxidation of peat (IPCC 2014). Moreover, peatlands can be altered into 

sources from sinks by draining which degrades peatlands by releasing a significant amount of N2O 

(Leifeld 2013). Due to the balance that exists between the peat, vegetation and hydrological aspects of 

tropical peat swamps, they are much more susceptible to the synergistic effects of multiple human 

disturbances (Posa et al. 2011). Among the major threats to tropical peat swamps are logging, land 

conversion (land-use change) and fires. The economic value of selected timber species in peat swamp 

forests, such as the ramin trees (Gonystylus bancanus), has led to intensive exploitation of these areas 

in South East Asia. According to Rashid and Ibrahim (1994), intensive extraction which led to greater 

damage of the residual forests was due to the mechanization of extraction methods. For example, 
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illegal logging activities often include building canals to floating out logs; this has caused 

hydrological conditions of the tropical peat swamps to be altered. Such adulterations have caused the 

decrease in flora and fauna; the orang utan densities have decreased by 21 – 22% versus pristine peat 

swamp forests (Felton et al. 2003; Johnson et al. 2005). As the peat substances are extremely 

flammable when it is dry, tropical peat swamps are particularly vulnerable to destruction by fire 

(Langner, Miettinen and Siegert 2007; Langner and Siegert 2009).  Langner et al. (2007) reported that 

77% and 55% of forest fires in Borneo in 2002 and 2005, respectively were peat forests. As extreme 

droughts which are brought upon by strong El Niño events in South East Asia, human disturbances 

further exacerbate the vulnerability of peat swamps to burning (Page et al. 2009). Among the tree 

crops that were successfully grown on peat soils are the Elaeis guineensis (oil palm) and Acacia 

crassicarpa (pulp trees). Due to the physical and chemical properties of peat, agricultural activities on 

peat soils require large-scale land conversion via drainage, clearing of forests, application of fertilizers, 

increase pH with liming and enhanced microbial activities (Posa et al. 2011). The drainage of peat 

causes a chain-effect which first causes enhanced microbial oxidation that decomposes organic matter 

at a faster rate. This in turn causes subsidence, which means the peat surface is lowered (Wösten, 

Ismail and De Wijk 1997). Next, the greenhouse gases such as methane and carbon dioxide are 

released from the oxidation of organic matter which contributes significantly to global warming (van 

der Werf et al. 2009; Couwenberg,  Dommain and Joosten. 2009). 

 

According to Cobb et al. (2017), in the development and preservation of tropical peat, water is 

integral whereby the overall hydrological characteristics of peatland are regulated by rainfall and 

surface topography. In the Southeast Asian region, peatlands are one of the extensive land types 

which have developed mainly in coastal lowland plains in between large-scale rivers (peat portal 

2016). According to Wetlands International (2010), of the 23% of peatlands in Malaysia, Sarawak, the 

eastern state of Malaysia consists of 17%. Out of the 17%, only 1.5% of the Sarawakian peatlands 

remains entirely pristine. The geophysiology, climatology and the socioeconomic activities of the 

Rajang River is further discussed in detail in Chapter 2.1. Apart from being a powerhouse in storing 

carbon, when compared with other peatland types globally, tropical peat swamp forests have the 

highest diversity of flora and fauna whereby a substantial precentage of birds and mammals were 

recorded as endangered, vulnerable or threatened under the IUCN Red list status (Posa et al. 2011). 
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1.3.3 Nutrient Budgets associated with Rivers to Sea continuum 

Rivers were often thought to be just passive channels in the global and regional determination of 

carbon (C) and weathering products; later the importance of rivers in regulating the transfer of 

nutrients from land to coastal areas was recognised (Smith and Holibaugh 1993). According to 

Aufdenkampe et al. (2011), an integral part of characterizing the riverine biogeochemical function and 

land use change is understanding the components (coupling of landscape components, transport and 

reactivity). This is in line with the River Continuum concept (Vannote et al. 1980), whereby fluvial 

geomorphic processes largely govern the organic matter transport and storage, energy input, and use 

by the corresponding functional feeding groups. It is hence important to primarily understand the 

physical processes that govern a river in order to further understand and predict the patterns of 

community structures and their functions, metabolic strategies and growth patterns.  Moreover, as put 

forth by Aufdenkampe et al. (2011), outgassing from inland surface waters, based on published 

estimates, ranged from 0.75 - 1.4 Pg C yr-1 justifying its importance when compared with net 

estimates of C accumulation in both oceans and even on continents (both at 2.2 Pg C yr-1).  

 

According to Cotrim da Cunha et al. (2007), rivers are important drivers in altering the hydrography 

and consequently the biogeochemistry of oceans. In the past, global estimates of the impact of river-

transported nutrients and carbon on the coastal and global ocean were faulty due to the lack of 

estimates of of river nutrients discharge on a global scale. One concern is that the coastal ocean 

biogeochemistry is affected by fluvial systems which input nutrients (Meybeck 1998). As put forth by 

Longhurst (2000), this in turn affects the seawater composition on a geological timescale. In a natural 

environment, leaching and eroding processes in the catchments leads to the delivery of nutrients that 

are being drained to the coastal oceans (Smith et al. 2003). The main components which are identified 

and studied (which will be further discussed in the thesis) are based on the dominant components 

which influence freshwater ecosystems (Fig. 1.7).  
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Fig. 1.7: Conceptual Model of the dominant components which influence freshwater ecosystems 

(Ecological Society of America 2003)  

 

According to Seitzinger et al. (2010), the concentrations of N and P in the majority of rivers 

worldwide have at least doubled due to anthropogenic inputs. Moreover, as put forth by Baron et al. 

(2003), watersheds or catchments are closely correlated to the function and structure of freshwater 

ecosystems. The water body which passes through the landscapes links it to three dimensions: 1) from 

upstream to downstream, 2) tributaries which connect to floodplains as well as riparian wetlands, and 

3) the hyporheic zones which link surface waters to groundwaters. Therefore, such systems are 

immensely determined by terrestrial-based activities, including anthropogenic activities, whereby 

land-generated materials across the landscape would ultimately arrive in water bodies (lakes, rivers 

and other freshwater ecosystems). Moreover, as put forth by Vinita et al. (2015), the net transport of 

nutrients from upstream of the estuarine (headwaters) to the ocean (land-ocean fluxes) is essential in 

the assessment of environmental impacts. This is therefore a critical step, as it would allow for the 

determination of the dynamics between nutrients and other immediate components - such as plankton 

dynamics (Sooria et al. 2015) as well as microbial community composition and function - that thrive 

from the nutrient fluxes.  
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Fig. 1.8: Conceptual Model of Land-Ocean Interactions in the Coastal Zone (LOICZ) in Tropical 

Coastal Ecosystems (LOICZ 2019) 

 

The coastal zone represents a long narrow interface between the land and ocean which is a naturally 

dynamic zone and is subject to increasing human use (LOICZ 2005). As shown in Fig. 1.8, the 

LOICZ conceptual model includes numerous factors that are involved within each section as it moves 

from land to ocean. For example, the increase in intensity and frequency of tropical storms as well as 

more irregular monsoonal rainfall results in pulsed run-off in which the communities within the 

coastal ecosystem would respond in the positive or negative feedback loop. Ergo, while the 

conceptual model does not equally represent all tropical coastal ecosystems worldwide, it is a 

representation of the coastal ecosystem; the spatial and temporal heterogeneity of such coastal zones 

are extensive (Vafeidis et al. 2004). This would in turn cause methodological complexities in 

developing global perspectives on the scale and roles of the coastal ecosystem in Earth System 

functioning.  For instance, within Rajang coastal ecosystem, several other factors come into play, such 

as the presence of peat domes (refer to Chapter 2.1.1) where there are interactions between the peat 

riparian region and the lotic water column of the Rajang river.   
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1.3.3.1 Phosphorus 

 

 

 
 

Fig. 1.9: The global phosphorus cycle (Ruttenberg 2003) 

 

1.3.3.1.1 Phosphorus in Freshwater Ecosystems 

 

As put forth by Ruttenberg (2003), the major conduits of phosphorus transfer into lakes and oceans 

are rivers and streams (Fig 1.9). As such, rivers and streams function as an ecosystem whereby the 

biogeochemical processes that occur during the aforementioned transport will modify the P form en 

route. That in turn influences the biological availability and chemical reactivity once it reaches the 

interface of the receiving water bodies (Reynolds and Davies, 2001; Withers & Jarvie 2008). 

According to Correll (1998), the availability of essential nutrients would become limited for the 

growth of plant and bacteria in an aquatic system. One of the important drivers for biological activity 

in flowing waters is the supply of phosphorus (P) in terms of its flux as well as concentration (Withers 

& Jarvie et al. 2008). The management of the aforementioned nutrient is hence crucial in order to 

avert the impacts of eutrophication that are correlated with the upsurge in agricultural activity as well 

as urbanisation. Furthermore, the occurrence and severity of eutrophication are dependent on a diverse 

set of factors other than P, such as nitrogen (N), silica (Si), carbon (C) and other physic-chemical 

parameters such as flow regime, water temperature etc. (Soballe and Kimmel, 1987; Dodds  2007).  
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1.3.3.1.2 Phosphorus in Coastal Zones 

 

Valiela (2015) states that phosphorus can be found in marine environments as dissolved inorganic 

phosphorus (DIP), dissolved organic phosphorus (DOP) and particulate phosphorus (in this thesis 

mostly DIP and DOP will be discussed). The low phosphate concentrations in surface waters are 

typical scenarios due to the uptake by primary producers and bacteria. The residence time of DOP is 

limited to only a few hours (Van Wazer 1973) due to the rapid lysis process, whereas abiotic 

hydrolysis occurs at a rate that is 103 – 104 times slower than microbial activity. Furthermore, the 

hydrolysis of esters of DOP as well as viral lysis will contribute to the formation of DIP. According to 

Smith et al. (2003), 70% of the total material loads (i.e. Dissolved Inorganic Phosphorus) to the 

coastal zones originate from regions with low to intermediate area-specific yields. However, parts of 

Europe, sub-tropical, island-dominated and particularly, tropical regions are medium to high yields. 

At a global scale, these areas are which are of medium to high yields come from either small or small-

medium river influenced or ocean-dominated coasts. This indicates that at a global scale, a large 

proportion of the aforementioned rivers dominate coastal processes as compared to continental-scale 

influences of large rivers (Solomon et al. 2007).  

 

1.3.3.2 Nitrogen 

 

1.3.1.2.1 Nitrogen Cycling in Freshwater Ecosystems 

While Carpenter (2008) and Schindler et al. (2008) state that the main nutrient limiting primary 

productivity in lakes is phosphorus (P), nitrogen is often co-limiting or limiting in many freshwater 

ecosystems (Elser et al. 2007, Lewis et al. 2011). However, there is a need to highlight that 

phosphorus management may lead to elevated dissolved inorganic nitrogen (DIN) via the decreased 

denitrification process (Finlay et al. 2013).  
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Fig. 1.10: Simplified Nitrogen cycle (Valiela 2015) 

 

The nitrogen cycle has three phases which are sedimentary, aquatic and gaseous phases (Fig 1.10). In 

this thesis, the form of N that will be discussed is the Dissolved Inorganic Nitrogen (DIN) that is 

formed from Nitrate (NO3), Nitrite (NO2
-) and Ammonium (NH4

+). In aerobic environments, the 

nitrogen form that is the most oxidized form, NO3
- is being taken up by microorganisms such as 

bacteria, phytoplankton and plants. Usually, the concentration of NO2
- is low in the water column. 

Heterotrophs decompose the large quantities of organic-N that are released from dead animals to form 

NH4
+. Other sources of NH4

+ included zooplankton excretion, which also releases Dissolved organic 

nitrate (DON). At high temperatures, NH4
+ is abundant in shallow productive regions due to the high 

rates of microbial degradation caused by the high temperatures. Due to the interaction of nitrogen 

with the gaseous phase, a unique pathway that N undergoes is its fixation (N2) into organic-N forms 

from the atmosphere, which acts as a new source of nitrogen for the marine ecosystem. This process is 

inhibited by high NH4
+ concentrations.  

 

1.3.3.2.2 Nitrogen in Coastal Zones 

According to Nixon (1986), one of the most highly fertilized ecosystems (where N is concerned) are 

coastal zones. Hence, there is a primary concern about the loading of nitrogen to coastal watersheds 

due to primary productivity being limited by the nitrogen supply (Caraco et al., 1987; Howarth 1988; 

Valiela 2015). Thus, it appears that anthropogenic transformation of coastal ecosystems 

(eutrophication of coastal waters), elicited via nitrogen loading, is ubiquitous (National Research 

Council 1994). The usage of fertilizers, contamination of the atmosphere and the disposing of waste 

waters (Lee & Olsen 1985) are all major sources of nitrogen loading in coastal watersheds; such 
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sources are subsequently carried to waters via river discharge, groundwater flow, deposition in the 

atmosphere and sewage discharge.  

 

1.3.3.3 Silicon Cycle 

According to Wollast and Mackenzie (2005), Silicon comprises 27% by weight of the elements in the 

Earth’s crust and is the second most abundant element after oxygen. Silicon is crucial in the formation 

of skeletal structures of numerous aquatic planktons such as radiolarians, diatoms, silicoflagellates 

and sponges. Hence, in primary productivity processes silica is an important nutrient in aquatic 

systems, whereby the cycling of silicon is regulated between physiochemical and biological processes.   

Canfield, Kristensen & Thandrup (2005) state that the weathering of rock-forming silicate minerals is 

the main source of dissolved silica in aquatic environments by acidic dissolution. The rate of 

weathering is dependent on the complex interaction between the temperature, topography, vegetation 

apart from the precipitation, runoff as well as its lithology (Drever 1994). It is interesting to note 

however, that a considerable portion of riverine load of dissolved silica (about 0.6 x 1012 mol yr-1) is 

removed by biological uptake in estuaries and does not reach the ocean (this is further explored in 

Chapter 5). On the other hand, a considerable amount of Si flux into the ocean is via the transport by 

rivers of amorphous silica from terrestrial environment (Conley 1997). While various studies show 

that there is a strong relationship between dissolved Si depletion and nutrient loading (high discharges 

of nitrogen and phosphorus) and damming of rivers in coastal marine areas (Conley, Schelske and 

Stoermer 1993), the condition of the Rajang river is different as the damming causes the river to be 

enriched in dSi. 
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1.3.4 Primary Productivity  

 

1.3.4.1 Role of phytoplankton in global carbon cycle 

According to Bracher et al. (2017), the phytoplankton community composition/structure is paramount 

to many essential biogeochemical processes, especially nutrient uptake and cycling, gas exchange 

with the atmosphere, energy transfer through the marine food web, as well as deep-ocean carbon 

transport.  One such biogeochemical cycle is the global carbon cycle via the biological carbon pump 

as put forth by IPCC (2013), in which marine phytoplankton contributes to about 50% of the global 

primary production (Field et al. 1998).  

 

1.3.4.2 Role of nutrient dynamics in phytoplankton production 

Fishery productions in marine ecosystems are supported by phytoplankton production via a bottom-up 

effect (Kimmerer 2002; Connolly, Schlacher and Gaston 2009; Kostecki et al. 2010). This is 

supported by the fact that the distributions of phytoplankton biomass influence the global distribution 

of fishery resources (Caddy & Bakun 1994). The phytoplankton primary production in turn, is 

supported by nutrient limitation and the availability of light, whereby the fluctuations in the 

aforementioned factors would regulate seasonal and annual fluctuations in the primary productivity of 

phytoplankton (Cloern & Jassby 2008). This in turn would then regulate secondary production and 

further influence the survival of larval fish and annual fish stock recruitment. However, as put forth 

by Thomas et al. (2004) and Smith et al. (2012), in relation to temperate zone rivers and estuaries, the 

characteristics and processing of nutrients of tropical rivers and estuaries are a lot less studied.  

 

1.3.4.3 Primary Productivity of Freshwater Ecosystems 

While it is shown that freshwater flow and upwelling are the two major processes that supply 

nutrients in estuarine and coastal systems that do not undergo strong tidal mixing (Caddy & Bakun 

1994), the input of each nutrient source to the production of phytoplankton in open coastal systems 

influenced by oceanic water is still less well studied. Watanabe et al. (2017) showed that open coastal 

systems are dominantly driven by entrainment of oceanic nutrients and are altered by both freshwater 

inflow and coastal conditions that are dissimilar from semi-enclosed bays. This is due to the fact that 

nutrient composition and concentrations as well as the volume of the aforementioned two parameters 

could differ seasonally (Watanabe et al. 2017).  

 

1.3.4.4 Importance of Tropical Estuaries for Primary Productivity 

A feature of tropical estuaries is that they are among the most biogeochemically active zones which 

are much more susceptible to anthropogenic nutrient loading than are higher latitude estuaries (Yule 

et al. 2010; Smith et al. 2012). Hence, this is a crucial region as the primary productivity within 
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estuaries and coastal areas accounts for about 30% of the total global net oceanic productivity 

(Gattuso et al. 1998; Dürr et al. 2011).  

 

1.3.4.5 Nutrient dynamics and influence on Primary Productivity  

According to Harrison (2000), the species composition of marine primary producers is significantly 

influenced by the alterations in Si inputs to marine ecosystems, particularly the balance of production 

between non-siliceous phytoplankton and diatoms. Furthermore, it was hypothesized that there was a 

higher contribution of diatoms to total oceanic phytoplanktonic biomass during the Last Glacial 

Maximum (79% as compared to 54% today) due to the increased aeolian (wind) inputs of Si (Tréguer 

& Pondaven 2000). Also, while total algal growth is essentially governed by the availability of P and 

N respectively, the relative abundance and availability of Si in relation to P and N, i.e. the Si:N and 

Si:P ratios, are able to influence the phytoplankton community composition (Conley, Schelske and 

Stoermer 1993), hence proving Si to be a key element to sustain diatom growth. Paasche (1980) also 

states that the depletion of oceanic and coastal DSi concentrations to near limitation is due to the 

production of new diatoms (<5µM DSi). Moreover, diatoms (apart from phytoliths and sponges) 

make up important amorphous silicon pools in wetland ecosystems (Struyf et al. 2009; Clarke 2003) 

and at the interface of aquatic and terrestrial continuums. Even though most of the DSi is sequestered 

by diatoms (97% of the ASi that is settling) back into DSi before settling to the sediments of ocean 

floors, oceanic diatom production would eventually decline in the long term without constant 

replenishing of the remainder (3%) from terrestrial ecosystems. This would in turn affect the 

production of oceans as well as burial of carbon (Struyf et al. 2009).  Thus, diatoms play an important 

role in primary productivity in terms of the eutrophication of coastal zones and oceanic C-sink. 

 

Additionally, one of the main causes for concern for regional-scale alteration and threat to the 

biosphere (in terms of rivers) is human interference (land-use change) (Sala et al. 2000) and in 

particular the building of dams. From an ecological standpoint, river corridors are decentralized or 

fragmented by dams. Such conversion of stream-flow dynamics and fluvial processes poses serious 

threats to the native river biodiversity (Poff et al. 2007). Based on the study done by Poff et al (2007), 

river dynamics in the United States were shown to homogenize due to the construction of dams; they 

contended that the concentration of dams in the country would create conditions that would support 

non-indigenous, urban species at the expense of the local biodiversity. Hence, while dams cause 

widespread, regional homogenization of the regional dynamics, as the Rajang river is heterogeneous 

in its riparian ecosystem, it would be interesting to note if such homogenization is indeed the major 

force of driving nutrient dynamics and the subsequent microbial community, or if the riparian run-off 

would be the major driving force.  
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Documentation of large-scale alterations in nutrient fluxes are less studied than those demonstrated in 

other tropical aquatic ecosystems within similar latitudes (i.e. Amazon, African continent). Of the 

studies shown, increased nutrient loads (especially N) by riverine transport have contributed to the 

increased input of nutrients to numerous major coastal zones (Meybeck 1982; Turner and Rabalais 

1991). Furthermore, such increases in loads (riverine suspended sediment) caused by 

watershed/riparian development lead to extensive consequences on sensitive marine ecosystems 

including seagrass meadows (Restrepo et al. 2006), coral reefs (Fabricius 2005; Bartley et al. 2014) 

and wetlands (White et al. 2019), even though wetlands were shown to act as a filter/barrier. 

Furthermore, inputs of P have increased globally as rock phosphates are used in detergent additives, 

animal supplements and most importantly fertilizers for agricultural crops (Gomes et al. 2018). 

Globally, while the estuarine processes were not taken into consideration, it was estimated that 80% 

of Dissolved Inorganic Phosphate (DIP) reaches the open ocean (Seitzinger et al. 2010; Sharples et al. 

2017). According to Jickells et al. (2017), a weak tropical Coriolis force allows river plumes to move 

directly across the shelf as compared to temperate and polar regions, thus causing tropical and sub-

tropical rivers to be most important for the delivery of nutrients to the open ocean (Sharples et al 

2017). Hence, a major source of nutrients for open oceans and seas comes from low-latitude rivers, 

particularly in the Amazon as well as rivers in South East Asia. This further highlights the importance 

of deducing the nutrient outputs of the Rajang River and the biogeochemical processes that come with 

it.  
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Chapter 2 

General Methodologies  
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General Methodologies 

Each of the following chapters includes methods that are specific to each chapter. The following 

methodologies encompass methods which are common to all chapters as outlined below. 

 

2.1 Study Area 

 

2.1.1 Geophysiology and climatology of the Rajang River 

This study was conducted along ~300km of the Rajang River in Sarawak, Malaysia, which is located 

on the north-western region of the Borneo Island. This region has an equatorial climate characterized 

by constant temperatures, high extensive rainfall and high humidity (Wang et al. 2005, Wang et al. 

2009). Based on the statistics provided by the Malaysian Department of Statistics (2019), the level of 

urbanization within the Sarawak state was at 53.8% of which the estimated total population in 

Sarawak for the year of 2018 was 2.79 Million with a GDP of RM 113.982 billion in 2017. It was 

reported that 60% of the total wood revenue in 1973 were from wood products originating from peat 

swamp forests in Sarawak, amounting to RM 150 million (36.7 million USD) at the time (FTU 2002). 

 

 
Fig. 2.1: Location of Rajang River within Sarawak, Malaysia (Inset). The four tributaries of the 

Rajang River are as labelled (clockwise: Rajang, Paloh, Lassa and Igan Tributary).  

 

According to MacKinnon et al. (1996), the Rajang River originates near the border of Indonesia and 

Malaysia where the Iran mountain range is situated, where elevations can reach 1800 m (Milliman 
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and Farnsworth, 2011). From Staub and Gastaldo (2003), the main trunk of the Rajang river drains an 

approximately 52,100 km2 area (Lehner, Verdin and Jardis 2006; DID 2017). It follows a 

comparatively straight path through the Central Borneo Massif (separation of planet’s crust by faults 

or flexures without changing its internal structure). The Rajang River flows around 530km from East 

to West; the river starts bifurcating close to the town of Sibu in a rectilinear north-south position, and 

finally discharges into the South China Sea (Milliman and Farnsworth 2011). This bifurcation then 

results in 5 main tributaries from northeast to southwest: Igan, Lassa, Paloh, Rajang and Belawai (not 

shown). The shoreline experiences tides and seasonally strong waves ranging from 3 – 6 m, with 

intensity increasing from the east to the west. In addition, maximum saltwater incursion occurs during 

the dry season (Staub and Esterle, 1994), by which monsoonal climate causes the fluctuation in 

saltwater influence. According to Müller-Dum et al. (2019), saltwater intrusion occurs until a few 

kilometres downstream of the town of Sibu, whereas tidal influence extends further inland up to 120 

km to the town of Kanowit (Staub and Gastaldo 2000). The aforementioned influence is restrained by 

diurnal or semi-diurnal tides ranging from meso- to macro-tidal (about 2 to 6 metres). The Rajang 

delta can be segmented into three regions, namely the distal region in which Nipa is the most 

pronounced species, the tidal flats in which marine to brackish water-fed mangroves are colonized by 

Rhizophora, Avicennia and Sonneratia, and lastly the river channels which are flanked by riparian 

vegetation (Gastaldo 2010).  

 

The Rajang river drainage basin area is approximately 50,000 km2 (Staub, Among & Gastaldo 2000). 

According to Nachtergaele et al. (2009), 11% of the catchment size corresponds to peatlands which 

extend over the aforementioned area. Furthermore, only 1.5% of Sarawak’s 17% of peatlands of the 

entire state remains entirely pristine (Wetlands International 2010). The upper reaches of the Rajang 

river drain mineral soils until the town of Sibu (Müller-Dum et al. 2019), from which multiple 

distributary channels branch out to drain peat towards the South China Sea. Apart from that, the 

proximal hills region also releases discharge and sediment (Gastaldo 2000) whereby its delta plain 

covers approximately 6500 km2. The Rajang delta system consists of an alluvial valley, an associated 

coastal plain and a delta plain (Staub and Esterle 1994). According to Gastaldo (2010) the Rajang 

river delta is a coastal plain system mainly accumulated with thick peat; it can be greater than 1 m 

thick; it is low-ash and low-sulphur acquired over the past 7 – 7.5 ka (Staub and Esterle 1994; Staub 

and Gastaldo 2003). 
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Fig. 2.2: Licensed sago and oil palm plantations that was digitized from the NREB map and 

determined based on Landsat data (Wetlands International 2015) 

 

According to Wetlands International (2015), the land surrounding the study sites is characterised by a 

range of anthropogenic activities, ranging from oil palm and sago plantations to human settlements 

and transportation and sand dredging activities (see Fig. 2.2). In terms of human settlements, apart 

from the main settlements (Sibu, Kanowit and Kapit), a large number of traditional buildings, called 

longhouses, are inhabited by the local communities along the river and the tributaries (Ling et al. 

2017). Industrial oil palm plantations (Gaveau et al. 2016) and sago plantations (Wetlands 

International 2015) were mostly converted from these peatlands; Miettinen et al (2016) claim that the 

plantation industry accounts for more than 50% of the peatlands (11% of the total catchment size) in 

the Rajang watershed. Furthermore, timber processing, logging and fisheries are the main 

socioeconomic activities for the local residents (Abdul Salam & Gopinath 2006, Miettinen et al. 2016). 
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2.1.2 Classification of Seasons 

Two monsoonal periods occur within this region, whereby the southwestern monsoon which occurs 

from May until September is normally associated with relatively drier weather whereas the 

northeastern monsoon which is normally associated with enhanced rainfall and subsequently frequent 

flooding occurs from December to February. Nonetheless, rainfall is high throughout the year despite 

the monsoon which is associated with the drier season (Sa’adi et al. 2017). The discharge rates for the 

Rajang river drainage basin vary from 1000 – 6000 m3s-1 for each month (data obtained from 30 years 

of rainfall data) whereby the average is around 3600 m3s-1. 

 

 
Fig 2.3: Monthly Mean Precipitation (mm) from Jan 2016 to Sep 2017. Months of the field 

campaigns are highlighted red (Aug 2016), blue (Mar 2017) and dark blue (Sep 2017) 

 

Monthly precipitation for the period in between the cruises (August 2016 to September 2017) were 

obtained from the Tropical Rainfall Measuring Mission website (NASA 2019) in order to gauge the 

seasonality (wet or dry). As the rainfall data do not correlate with the monsoonal periods, the seasons 

into which the sampling cruises were classified were based on the mean rainfall that occurred for each 

month. The August 2016 cruise (colored red) is classified as the dry season based on the lower mean 
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rainfall value as compared to the other two (March 2017 and September 2017), which are both 

classified as the wet season.  

 

2.2 Sample Collection Strategy 

Two cruises were undertaken in August 2016 over a span of seven days and in March 2017 over four 

days on board a live-aboard fishing boat, and in September 2017 over four days on a speedboat. All 

samples were collected on board and filtered and preserved directly. 

 

 
Fig 2.4: Fishing boat used for August 2016 and March 2017 cruises  

 

The cruise in August 2016 represented the highest sampling frequency in order to obtain complete 

coverage of representative regions with marine and freshwater end-members in mind, while the 

cruises in March and September 2017 were carried out on a lower frequency and were aimed to obtain 

seasonal representatives but with similar spatial coverage and end-members. Based on the monthly 

mean precipitation, the first cruise (August 2016) was sampled during the dry season, while the March 

2017 and September 2017 cruises were carried out during the wet season. The specific sampling sites 

for each chapter will be shown in each individual chapter (Chapters 3, 4 and 5). The samples were 

collected within the upper 1 m (as a representative of surface waters) using a throw-away bucket. The 

bucket was thoroughly rinsed with sample waters at the start of each station. 
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2.3 Filtration of Samples 

Filtration of the samples was carried out on-board immediately after collecting the sample waters with 

the throw-away bucket using a portable filtration set connected to a vacuum pump (Fig. 2.5). About 

250 – 1000 mL of waters were sampled depending on the turbidity of the waters. The vacuum pump 

was set at around 100 mbar. For nutrient samples, refer to Chapter 3.3. For bacteria samples, refer to 

Chapter 4.3.1.  

 

 
Fig. 2.5: Portable Filtration Set  
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2.4 Classification of Samples 

The sampling area can be divided into four categories according to salinity and/or source types: 1) 

marine, 2) brackish peat, 3) freshwater peat, and 4) freshwater mineral soil. The classification was 

based on salinity and type of soil (peat or mineral soils) based on earlier descriptions of Müller-Dum 

et al. (2019) and salinity data obtained from the cruises. The classification of land-use is based on 

descriptions by Wetlands International (2015), Gaveau et al. (2016), Miettinen et al (2016) and Ling 

et al. (2017) to assess the possible anthropogenic influences. The classification of land use can be 

separated into several categories, namely: 1) coastal zone, 2) coastal zone with plantation influence, 3) 

oil palm plantation, 4) human settlements, 5) secondary forests.  

 

2.5 Physico-chemical Measurements 

A multi-parameter probe that was pre-rinsed with Milli-Q® and sample waters was used at the start of 

every station to obtain the physico-chemical parameters, i.e. salinity, temperature, DO and pH of the 

surface waters utilizing an Aquared®. The Global Positioning System (GPS) coordinates were 

obtained with a GPS in-built in the YSI CastAway CTD©. The salinity data obtained from the CTD 

was also compared with the multi-parameter probe.  

 

2.6 Sample Collection Preparation 

Sampling bottles for nutrients were all soaked in 4% HCl for 3 days and thoroughly rinsed with Milli-

Q® water for 6 times prior to being air-dried in a laminar flow. For the storage of filters and also 

picoplankton samples, 2 mL and 4 mL cryo-preservation tubes were sterilized at 121°C for 15 mins. 

0.7 GF/F filters for Chl a (refer to Chl a determination) and pigments analyses (refer to Chapter 

5.3) were also individually sterilized at 121°C for 15 mins. Also, 3.0 µm, 0.4 µm (for nutrients) and 

0.2 µm pore size polycarbonate (GF/C) filters (Cyclopore, Whatman, Germany) were already pre-

sterilized.  

 

  



32 
 

2.7 Nutrients Analyses 

The concentrations of nutrients were determined in the laboratory utilizing a Skalar SANplus auto 

analyser (see Fig. 2.6) based on the procedures of Grasshoff et al. (1999). The nutrients measured 

included: Nitrate (NO3
-), Nitrite (NO2

-), Ammonium (NH4
+), Dissolved Inorganic Phosphate (DIP), 

Dissolved Silicate (dSi), Total Dissolved Nitrogen (TDN) and Total Dissolved Phosphate (TDP). The 

sum of NO3
-, NO2

- and NH4
+ was classified as dissolved inorganic nitrogen (DIN). The analytical 

precision for all nutrient components measured was <5%. The samples were analyzed in batches 

based on the salinities.  

 

Fig 2.6: Skalar Sanplus auto analyzer (Left). Automated sampler for the Skalar Sanplus (Right) 

 

2.7.1 Principle and Preparation of Reagents and Standards 

For each of the nutrient components, reagents and standards were prepared before the analyses. The 

components and principle for each of the components are as stated below according to standard 

references provided by EPA (1983), American Public Health Association (1989) and International 

Organisation for Standardisation (ISO-5667-3 2018). For samples of known salinities, it should be 

noted that the instrument wash water was replaced with ultra-pure sodium chloride solution to match 

the salinities of the samples. The samples were fed into the system with the auto-sampler and reacted 

with the reagents stated below for each of the nutrient component.  

 

2.7.1.1 Phosphate 

The determination of phosphate was based on the formation of an antimony-phospho-molybdate 

complex formed from the reaction between a solution of diluted phosphate, potassium antimony 

tartrate and ammonium molybdate in an acidic medium (Boltz and Mellon 1948; Walinga et al. 1989). 

The complex formed was measured at 880 nm due to the complete reduction of the intensely blue 
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coloured complex by ascorbic acid. The reagents required for the determination of phosphate were as 

follows: (1) ammonium molybdate solution prepared with 230 mg of potassium antimony 

(K(SbO)C4H4O6·
 

 
H2O) added to ±800 mL MilliQ© water in a 1 L Erlenmeyer flask. Next, 69.4 mL of 

97% sulphuric acid (H2SO4) was slowly added to the solution and allowed to cool with constant 

swirling. Then, 6 g of ammonium molybdate ((NH4)6Mo7O24·4H2O) were added to the mix and 

topped up with MilliQ© water to 1 L. The solution was then topped up with 2 mL of FFD6 (an anionic 

surfactant). (2) ascorbic acid solution was prepared by dissolving 11 g of ascorbic acid (C6H8O6) in ± 

800 mL MilliQ© water. Then, 60 mL of acetone was added to the solution and topped up with MilliQ© 

water to 1 L. The ascorbic acid was then 2 mL of FFD6. The stock solution of 100 ppm standard for 

phosphate was prepared by dissolving 0.4394 g of potassium dihydrogen o-phosphate (KH2PO4) in 

±800 mL of MilliQ© water in a 1 L Erlenmeyer flask. The flask was then filled up to the 1 L mark 

with MilliQ© water and mixed well.  

 

2.7.1.2 Nitrate and Nitrite  

Nitrate and nitrite were determined based on the reduction of cadmium. To reduce the nitrate to 

nitrite, the samples were passed through a column with granulated copper-cadmium. The 

determination of the originally present nitrite and reduced nitrate was based on the diazotization with 

sulfanilamide. A highly coloured azo dye was formed when the reaction was completed by the 

coupling with α-napthylethylenediamine dihydrochloride which was then measured at 540 nm. The 

preparation of the buffer solution required for the determination of both components included: (1) a 

buffer solution which was prepared by dissolving 50 g of ammonium chloride (NH4Cl) in 800 mL of 

MilliQ© water in an Erlenmeyer flask and adjusted to pH 8.2 with an ammonium hydroxide (25%) 

solution. The flask was then filled to 1 L and 3 mL of Brij 35 (30%, a non-ionic surfactant) were 

added to the solution and mixed well; (2) a colour reagent was prepared by adding 150 mL of 

Phosphoric acid (H3PO4, 85%) in ± 700 mL of MilliQ© water in an Erlenmeyer flask. Then, 10 g of 

sulfanilamide (C6H8N2O2S) and 0.5 g of α-napthylethylenediamine dihydrochloride 

(C10H7NHCH2CH2NH2·2HCl) were dissolved into the solution. The solution was then topped up with 

MilliQ© water to the 1 L mark and mixed well. For the preparation of 100 ppm N to use as standards 

in order to construct the calibration curve, 0.6068 g of sodium nitrate (NaNO3) was added into ± 800 

mL of MilliQ© water in an Erlenmeyer flask. The solution was well mixed after the addition of 

MilliQ© water up to the 1 L mark.  

 

The determination of nitrate and nitrite requires another step which is the activation of the cadmium 

column. The activation of the aforementioned column required: (1) the dilution of 400 mL of 32% 

hydrochloric acid (HCl) in 600 mL of MilliQ© water to obtain 4 M HCl; (2) dissolving 20 g of cupric 

sulphate (CuSO4·5H2O) in ± 800 mL of MilliQ© water, subsequently topped up to the 1 L mark in an 
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Erlenmeyer flask; (3) ± 4.5 g of 0.3–1.0 mm sieved cadmium granules. About 30 mL of 4M HCl 

solution was mixed with cadmium granules and stirred for approximately 1 minute. The solution was 

decanted and washed with MilliQ© water until it was acid free and then topped up with ± 50 mL of 

cupric sulphate solution and stirred for 5 minutes. The dirt was washed out with additional MilliQ© 

water. The cadmium granules were then dried with filter paper. The column was filled with the 

cadmium granules with the aid of a funnel. Care was ensured to pack the column with the granules. A 

small piece of polyethylene tube was added with a sharpened inlet into the column in order to avoid 

the granules from spilling. The column was filled with the buffer solution prepared in step 1 with the 

aid of a syringe. The column was then placed into the system.    
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2.7.1.2.1 Digestion of Dissolved Organic Nitrate and Dissolved Organic Phoshphate 

 

Fig. 2.7: Graphical representation of DON and DOP digestion (illustration from Jin, unpublished)  

The concentrations of the dissolved organic phosphorus (DOP) and dissolved organic nitrogen (DON) 

were calculated by subtraction of DIP from TDP and DIN from TDN respectively. A digestion 

method (see Fig. 2.7) to determine total dissolved phosphorus (TDP) and total dissolved nitrogen 

(TDN) was designed according to methods of Ebina et al. (1983) using the alkaline persulfate 

oxidation method with the aforementioned auto analyzer. The materials prepared for the oxidizing 

agent were: 1.5 g of low-N sodium hydroxide (NaOH) added to 90 mL of MilliQ© water in a 125 mL 

bottle. Then, 5 g of low-N potassium persulfate (K2S2O8) and 3 g of boric acid (H3BO3) were added 

into the solution and topped up to 100 mL (~100 g by weight). A series of working standards were 

prepared for nitrogen and phosphate utilizing potassium nitrate (KNO3) and potassium dihydrogen 

phosphate (KH2PO4), respectively prior to analyses of samples. In order to ensure total digestion, 
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digestion check standards were carried out with glutamic acid and glycerophosphate for nitrogen and 

phosphorus digestion checks, respectively. For the digestion of the samples, 20 mL of the sample was 

added with 2 mL of the oxidizing reagent that was prepared. For blanks, the samples were replaced 

with 20 mL of MilliQ© water. The samples were digested utilizing an autoclave machine at 120°C at 1 

atm for 30 mins and allowed to cool. The determination of the total dissolved phosphate and nitrogen 

procedure is similar to the protocol for phosphate as well as nitrate and nitrite. 

 

2.7.1.3 Ammonia 

The determination of ammonia was based on the modification of the Berthelot’s reaction (Krom 1980; 

Searle 1984) whereby phenol reacted with chlorinated ammonia (monochloramine). After the 

oxidative coupling and oxidation, it results in the formation of a green coloured complex. Then, the 

reaction was catalysed by nitroprusside, whereby chlorine donation occurs when reacted with sodium 

hypochlorite. The absorption of the formed complex was measured at 630 nm. The reagents required 

for the analysis of ammonia were: (1) a buffer solution prepared by dissolving 33 g of potassium 

sodium tartrate (KNaC4H4O6·4H2O) in ± 800 mL of MilliQ© water and added with 24 g of sodium 

citrate (C6H5O7Na3·H2O) in an Erlenmeyer flask until it was dissolved. The pH of the solution was 

then adjusted with 0.5 M sulphuric acid to pH = 5.0. Then, the solution was topped up to the 1 L mark 

with MilliQ© water and 0.5 mL of Brij 35 (35%) added; (2) phenol solution was prepared by 

dissolving 83 g of phenol in ± 80 mL MilliQ© water in a 1 L Erlenmeyer flask and 40 g of sodium 

hydroxide (NaOH) slowly added to the mixture. The solution was then mixed after the addition of 

MilliQ© water to the 1 L mark; (3) sodium hypochlorite solution was prepared by the addition of 200 

mL of 13% active chlorine sodium hypochlorite in ± 700 mL of MilliQ© water in a 1 L Erlenmeyer 

flask. Next, the solution was topped up to the 1 L mark with MilliQ© water; (4) sodium nitroprusside 

solution was prepared by the dissolution of 0.5 g of sodium nitroprusside (Na2[Fe(CN)5NO]·2H2O) in 

about 800 mL of MilliQ© water and subsequently topped up to the 1 L mark in an Erlenmeyer flask; 

(5) The air scrubber solution was prepared by careful dilution of 139 mL of 97% H2SO4 sulphuric acid 

in ± 800 mL of MilliQ© water and topped up to the 1 L mark in an Erlenmeyer flask. The preparation 

of 100 ppm N for the determination of ammonia required dissolving 0.3819 g of ammonium chloride 

(NH4Cl) in ± 800 mL of MilliQ© water, mixed well after filling to the 1 L mark in an Erlenmeyer 

flask.  

 

2.7.1.4 Silicate  

The principal behind the determination of silicate is based on the formation of molybdosilisic acid 

from the acidification of the sample that was mixed with an ammonium molybdate solution (Smits 

and Milne 1981; Babulak 1973). The acid was reduced to a blue dye with ascorbic acid and was added 

with oxalic acid to avoid the interference of phosphate. The blue dye was measured at 810 nm. The 

reagents required for the reactions were: (1) the preparation of sulphuric acid solution by diluting 10 
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mL of 97% sulphuric acid (H2SO4) in ± 800 mL of MilliQ© water and subsequently filled to 1 L in a 1 

L Erlenmeyer flask; (2) 20 g of ammonium molybdate ((NH4)6Mo7O24·4H2O) was added to 800 mL 

of MilliQ© water and topped up to 1 L in an Erlenmeyer flask; (3) oxalic acid solution was prepared 

by adding 44 g of oxalic acid (C2H2O4·2H2O) in ±800 mL of MilliQ© water and mixed after 

subsequent addition of MilliQ© water to the 1 L mark in an Erlenmeyer flask; (4) ascorbic acid 

solution was prepared with 800 mL of MilliQ© water and the addition of 40 g of ascorbic acid 

(C6H8O6) and filled to the 1 L mark in an Erlenmeyer flask. The standard stock solution of 100 ppm Si 

was prepared by the dissolution of 1.0119 g of sodium metasilicate Na2SiO3·9H2O in 1 L of MilliQ© 

water in an Erlenmeyer flask.  

 

 

2.7.2 Calibration Curve 

The calibration curves for each of the components are shown in Table 2.1 below: 

 

Table 2.1: Calibration curve of each parameter analysed 

Parameter Slope a R2 
Si 8.34359 -30.87108 0.99987 
Nitrate/Nitrite 45.75879 -3.09998 0.99969 

Ammonium 6.7604 -1.66455 0.99819 
Phosphate 10.01598 -31.71001 0.9992 
 

 

2.8 Pyrosequencing, DNA Processing and Quality Control Pipeline  

In traditional culture-dependent techniques for the identification of bacteria in environmental samples, 

the discrepancy between the actual number of culturable bacteria and direct microscopic count is one 

of its many limitations (Amann, Ludwig and Schleifer 1995). In order to improve both basic science 

understanding and informed progress towards the monitoring of water quality, it is essential to study 

whole microbial communities instead of selected proxies; the latter are often biased and incomplete 

representations of the microbial diversity in the genomic databases and literature of microbial ecology 

(Van Rossum 2017). Furthermore, the actual bacterial community structure cannot be accurately 

reflected due to the selectivity of the growth media which is limited to certain bacteria (Theron and 

Cloete 2000). According to Dahllöf, Baillie, H and Kjelleberg (2000), molecular methods allow high 

resolution and rapid description of microbial communities and provide new insights for microbial 

diversity as compared to traditional, culture-dependent approaches. Based on the review by Douterelo 

et al. (2014), high-throughput sequencing techniques such as the Illumina or Roche 454 

pyrosequencing methods are less expensive and faster than the traditional Sanger sequencing, as they 

can combine multiple samples in a single run and are often utilized for the analysis of microbial 
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diversity and structures of environmental samples.  Hence, the Illumina Miseq sequencing platform 

was utilized, as the variability of the highly diverse microbial communities in both marine and 

freshwater ecosystems is unknown (Fortunato et al. 2012).  

 

2.8.1 Amplicon Sequencing 

The 3.0 µm and 0.2 µm filters were sent to the Australian Centre for Ecogenomics, Brisbane in order 

to undergo amplicon sequencing (16s ribosomal Ribonucleic Acid , rRNA) using the Illumina Miseq 

(Caporaso et al. 2012) platform. It should be noted that the platform utilized runs on the forward (F1) 

read only. As shown in the workflow below (Fig. 2.8), the raw .fastq files were first processed with 

fastqc (Babraham Bioinformatics).  

 

 
Fig. 2.8: Workflow of processing of raw data (ACE 2019) 

Using the Trimmomatic software (Bolger, Lohse and Usadel 2014), the primer sequence was removed 

by trimming the first 20 bases of all fastq files. Then, the primer-trimmed fastq files were then quality 

trimmed with the criteria of an average base quality of  >15 with a sliding window of 4 bases. 

 

2.8.2 Downstream Processing of High Quality Raw Sequences  

While the amplicon clustering and taxonomy assignment was carried out by ACE, in this study the 

clustering and taxonomy assignment was carried out with mothur v1.39.5 (Schloss et al. 2009) using 

the supercomputer (OzSTAR) provided at Swinburne University of Technology, Melbourne, 

Australia, which is an open-source bioinformatics pipeline that is widely used for bioinformatics 

analyses. The standard operating procedures are according to Kozich et al. (2013). The standard 

operating procedure is as shown in Fig. 2.9. 
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Fig. 2.9: General overview of the MiSeq SOP using mothur (image from Chunlab Inc.(C) 2019) 

Prior to analyses, the FASTA file had the barcodes removed and the paired-end sequences merged; it 

was filtered for quality and length (based on the ACE steps). The EzTaxon (v.1.5) (Kim et al. 2012) 

database was utilized over the conventional SILVA database as the EzTaxon database contains 

uncultured phylotypes which were suitable for the unknown samples obtained from the Rajang River-

South China Sea continuum. The minimum length of base pairs was set at 400, and maximum 

homopolymer value was set at 8. The values below 400 base pairs were discarded from subsequent 

analyses. The pre.cluster command was utilized to remove sequences as a result of pyrosequencing 

errors. Chimeric sequences were then removed via the chimera.vsearch command. The classify.seqs 

command was utilized with a cutoff of 80 to assign taxonomy to the sequences. The remove.lineage 

option was utilized to only include taxa from bacteria. The uncorrected pairwise distances were 

calculated with the dist.seqs option with cutoff = 0.15 and lastly the cluster command with a cutoff = 

0.03 was utilized to assign OTUs to the sequences. Then, to obtain the consensus taxonomy for the 

OTU, whereby a taxonomic table was generated, the classify.otu command was used. Then, the 

split.abund option was utilized in order to remove singleton OTUs (alpha diversity analyses exclude 

the removal of singleton OTUs). A .biom file was generated utilizing the make.shared command and 

make.biom command. MEGAN community edition (Huson et al. 2016) was utilized for graphical 

representation of the microbial (bacteria) community analyses.  
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2.9 Chl a and pigments determination  

As a proxy for phytoplankton biomass, chlorophyll a (Chl a) was utilized. The extraction of Chl a is 

as provided by Martin et al. (2018). The methods for pigments extraction is as provided by Zhu et al. 

(2009) and Biswas et al. (2015). The filters were first grounded and extracted utilizing methanol and 

extracted with an ultrasonicator (VCX644, Sonics and Materials, USA) in an ice bath. Then, 0.45 µm 

PTFE membrane was utilized to filter supernatant of the extracts after centrifugation at 3000 rpm. 

Prior to HPLC analyses, the extracts were stored at -40 °C. Milli-Q water was added immediately 

before the injection at a water:extract ratio of 1:5 v/v to the samples. This is to prevent distortion of 

analyses due to the earlier eluting peaks (Zapata and Garrido 1991). Then the HPLC with gradient 

elution (Zapata et al. 2000) was utilized to analyze 100 μL (extract + water) aliquots. The HPLC 

system used was the Agilent 1100 series that contains an auto-sampler, diode array detector (DAD), 

fluorescence detector (FLD), on-line vacuum degasser, quaternary pump and a column fitted with a 

thermostat. The samples were stored after being scanned at 300 to 750 nm. Then, at 440 nm with a 

20nm bandwith, 4 nm slit peak and >0.1 peak width (2s), the pigments were quantified.  At 665 nm 

(DAD) and FLD (ex.:440nm, em.: 650 nm), the sample chlorophylls were also quantified. After being 

passed through the corresponding guard column, the pigments were separated using a C8 column 

(ZORBAX Eclipse XDB-C8, 4.6×150 nM) at 25°C. Based on the comparison of the spectra and 

retention time, the pigments were quantified with authentic standards. Chl a standards were purchased 

from Sigma-Aldrich. The remaining pigment standards were bought from DHI company.  

 

2.9.1 Phytoplankton community Determination 

For the prediction of phytoplankton community using the pigments concentration via CHEMTAX, 

refer to Chapter 5.2. 
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2.10 Picoplankton Abundance Determination and Biomass Calculations 
The picoplankton samples were sent to Institute of Ocean and Earth Sciences, University of Malaya 

for enumeration. The method for picoplankton enumeration is as described by Marie et al. (2000) A 

Flow cytometer (Partec CyFlow Space, Partec, Germany) was used to determine the cell abundance 

(cells mL-1) of Prochlorococcus, Synechococcus, and pico-eukaryotes based on their auto-

fluorescence of the chlorophyll (FL3 channel), phycoerythrin (FL2 channel) and side scattering 

characteristics. The samples were first thawed to 37 °C and diluted with pre-filtered by 0.2 pore size 

syringe filtered seawater or freshwater depending on the salinity of the samples. 

The absolute cell concentration is as follows:  

                
      

       
  

whereby:  

Cpop = concentration of population (cells µL-1), 

Npop = Number of cells obtained 

T = Time of Acquisition (minutes) 

R = Sample flow rate (µL min-1 )  

V = volume of sample (µL) 

Vtotal = Volume of sample (including fixatives, beads etc).  

 

The cell abundance was calculated and converted into biomass (ug C L-1) based on literature values 

(Buitenhuis et al. 2012). For Prochlorococcus (Pro), each cell mL-1 = 60 fg C mL-1, Synechococcus 

(Syn) = 154 fg C mL-1 and Pico-eukaryotes (Peuk) = 1319 fg C mL-1. The calculated biomass was 

utilized for correlation with selected nutrient parameters. The equation for the calculation of the 

picoplankton biomass is as follows:  

 

                 

                                                                               

 

2.11 Statistical analyses and Modeling 

Averages of measured parameters were reported as ± standard error (SE) unless stated otherwise. For 

statistical correlations, SPSS (IBM SPSS Statistics 22) was utilized for calculations of Independent 

sampling t-test (between seasons), one-way ANOVA (between source types) and Spearman’s ranking 

(Bivariate correlation). Graphs were produced using Prism 6 (GraphPad Software, Inc). By utilizing 

PRIMER 7 (Clarke and Gorley 2015), the biomass (pigments concentration or picoplankton) or 

abundance data (OTU abundance table for bacteria) were first standardised and transformed (Square 

root), i.e. Hellinger Transformed. Bray-Curtis dissimilarities were calculated utilizing the Hellinger 

Transformed OTU/biomass matrix whereby ordination visualization, non-metric multidimensional 
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scaling (NMDS), and similarity analyses (ANOSIM) were then executed. The physico-chemical 

parameters were then standardized and a Euclidean distance matrix was calculated from the physico-

chemical paramters that were standardized. Multi-collinearity between variables was tested utilizing 

the ‘Draftsman Plot’ function in Primer 7 as well as normalizing transformations of the environmental 

variables were carried out prior to execution of DistLM analyses. Using the partition of community 

variation, distance-based linear models (DistLM) were used to determine the extent to which the 

community structure can be explained by environmental variables (Legendre and Anderson 1999). 

Hellinger Transformed abundance tables were used as the response variable for the variation partition 

analysis, whereby the best fit selection procedure was selected with AIC (Akaike information 

criterion) as the selection criterion (Kim et al. 2012). The significance of each correlation was tested 

with 999 permutations, and the distance-based redundancy analyses (dbRDA) was plotted. 
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3.1 Abstract 
The Rajang river is a tropical peat-draining river which passes through peat-domes in the estuary and 

has mass discharge of organic matter into the South China Sea. This study aims to understand the 

nutrient biogeochemistry of the Rajang River, especially modifications implicated by anthropogenic 

activities. Hence, the main aim is to determine the spatial and seasonal variations in dissolved 

phosphorus budgets and the associated nutrients and their influence on the phytoplankton biomass.  

Three sampling campaigns  in August 2016, March 2017 and September 2017 were undertaken along 

~300 km of the Rajang river to study both spatial and seasonal distribution of nutrients and their fate 

in the coastal region. The analyses for nutrients encompass both inorganic (i.e. Nitrate, NO3
-, Nitrite, 

NO2
-, Ammonium, NH4

+, Phosphate, PO4
- (DIP) and Silicate, dSi) and organic (Dissolved organic 

nitrate, DON and Dissolved organic phosphate, DOP) fractions. It was found that DIP concentration 

was not seasonally influenced but was spatially different along the salinity gradient whereas DOP was 

both seasonally and spatially different. Both DIP and DOP exhibited non-conservative behaviour in 

the mixing. DIP was subjected to 57.78% removal whereas DOP was subjected to 44.07% addition 

along the salinity gradient towards the South China Sea. The bulk of the dissolved phosphate is from 

DOP (73.84%), but both DIP and DOP may have contributed to the phytoplankton biomass. 

Spearman’s correlations show that there was a switch in preference for DOP as compared to DIP 

depending on the concentrations of DIP or DOP due to seasonality. The main limitation in the Rajang 
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River was assumed to be DIP based on the Redfield ratio. During the dry season, the NO3-N:DIP 

ratios were lower, which were ideal conditions for phytoplankton proliferation while in the wet 

season, the increased NO3-N:DIP ratios led to lower phytoplankton biomass. Overall, the Rajang 

River exports 0.12 t DIP mth-1 into the South China Sea, which is relatively low compared to other 

major peat-draining rivers in the world. At the current pace of deforestation and the projected 

intensification of rainfall in the region, this finding provides an important baseline of the inventory of 

DIP into the South China Sea.  

 

Keywords: Dissolved inorganic phosphate, dissolved organic phosphate, Rajang River, South China 

Sea, phosphate limitation 
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3.2 Introduction 

The view of rivers as passive transporters have been recently been deemed null by studies (Richey et 

al 2002; Tranvik et al. 2009). Aufdenkampe et al. (2011) and Marwick et al. (2015) state that rivers 

are now well acknowledged as key players in regional and global carbon budgets, with the majority of 

the terrestrial input fraction being processed along the transit towards the coastal zone. 

 

As the major pathway for nutrients dispersal from the continents to the oceans is through riverine 

transport (Liang & Xian 2018), the N and P riverine loading to the estuarine ecosystems have 

increased on a global scale due to nutrient enrichment (Nixon 1995). Nonetheless, eutrophication 

occurs due to enhanced nutrient levels vary from one aquatic environment to another (Di & Cameron 

2002). While tropical aquatic environments support an extensive amount of biodiversity, there are few 

or no studies of nutrient mass balances of tropical regions (Liljeström, Kummu and Varis 2012). 

Furthermore, Yule et al (2010) and Smith et al. (2012) stated that tropical estuaries are the most 

biogeochemically active zones and are much more vulnerable towards anthropogenic nutrient loading 

as compared to estuaries at higher latitudes.  Rapid economic development as a result of population 

growth has resulted in the extensive modification of tropical South East Asian rivers and degradation 

of catchments (Jennerjahn et al. 2008; Yule et al. 2010). This is even more true for peat draining 

rivers, yet there are limited studies of nutrient transport and in particular the dynamics of phosphate 

(P) in such environments. 

 

The Rajang River is subjected to human developments which may alter the quantity and quality of 

nutrients and carbon (Rixen et al. 2016). Development may influence nutrient dynamics and 

subsequent alterations towards primary productivity and microbiological function (Henson et al. 

2018). Primary productivity and biomass accumulation in coastal and freshwater ecosystems are 

driven by seasonally high NO3
-
 concentrations (Sieracki, Verity and Stoecker. 1993; Kristiansen, 

Farbrot, Naustvoll 2001). However, as the Rajang river is tidal, has fluvially-driven inputs of 

terrestrial mineral soils in the upper altitudes, and drains peat domes in the lower altitudes (towards 

the coastal regions), it is imperative to understand the anthropogenic variability in nutrient dynamics 

in the landscape to better understand how such systems may respond to disturbance. 

 

A macronutrient that is essential but often limiting in freshwater systems is phosphorus (Elser et al. 

2007); under specific conditions it can also limit the primary productivity of terrestrial and coastal 

ecosystems (Sylvan et al. 2006, Street, Mielke 2018; Woodin 2018,).  In the second half of the 20th 

century, anthropogenic activities have caused the global riverine phosphorus and nitrogen inputs to 

increase by three times (Jennerjahn et al. 2004). On a global scale, it was estimated that the riverine 

DIP loading for the world’s largest rivers, which include 37% of the earth’s watershed area and half 

of the earth’s population, is 2.6 Tg yr-1 (Turner et al. 2002). This value will undoubtedly increase due 
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to the increasing anthropogenic pressures. Runoff and leaching from animal production and 

agricultural fields (Van Drecht et al. 2009) would lead to changes in primary productivity, ecosystem 

functioning, hypoxic events, harmful algal blooms, damaged water quality as well as increased 

greenhouse gas emissions (Schindler 1974; Deemer et al. 2016; Macdonald et al. 2016; Ho & 

Michalak 2017). It is essential to understand the influence of peat on the riverine phosphate loading 

into the South China Sea due to the knowledge gaps about tropical peat-draining rivers, particularly 

the Rajang River. As the South China Sea supports one third of the global marine biodiversity (Ooi, 

Samah and Braesicke 2013), the contribution of the Rajang River towards the South China Sea in 

terms of primary productivity cannot be ignored. 

 

The carbon pools in tropical peatlands are globally significant, with the current estimates ranging 

from 40 to 90 Gt of C (Yu et al. 2010; Page, Rieley and Banks 2011; Warren et al. 2016). The 

disturbance of peatlands due to anthropogenic activities such as deforestation and conversion of 

peatlands for agricultural activities poses a threat to the environment. This is because disturbed peat 

soil changes from carbon sink into carbon source, contributing to the greenhouse gases in the 

atmosphere (Hooijer et al. 2010, Hirano et al. 2012). Among recent studies of lateral transport of CO2 

of tropical peat-draining rivers (Müller et al 2015, Wit et al. 2015), the river of Maludam National 

Park seems to have a moderate amount of outgassing of CO2 as compared to other peat-draining rivers 

globally. While the Rajang River is considered a medium-sized river based on its discharge (Sa’adi et 

al. 2017), 11% of its catchment area is part of the 15-19% of the global carbon peat pool in South East 

Asia (Page, Rieley and Banks 2011).  

 

Therefore, the aim of this study is to 1) better understand the spatial and temporal distribution of 

nutrients, with particular focus on dissolved inorganic phosphate (DIP) and dissolved organic 

phosphate (DOP) in the Rajang river with consideration of the diverse inputs and influences, and 2) 

determine its influence on the phytoplankton biomass. 
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3.3 Methodology 

 

3.3.1 Study Area 

The sites of samples that were collected for nutrient analyses are shown in Fig. 3.1. The red triangles 

represent the samples collected from the dry season whereas the blue circles represent the samples 

collected for the wet season.  

 
Fig. 3.1: Location of the Rajang River in Sarawak, Malaysia (Inset). Close up map of the Rajang 

basin and the stations sampled along the Rajang river and its tributaries (Red triangle: dry season, blue 

circle: wet season). The bold cross indicates the location of Sibu. 

 

3.3.2 Sampling 

For the two sampling campaigns, all samples were collected within the upper 1 m (surface) using 1 L 

HDPE sampling bottles that were pre-washed with 4% hydrochloric acid (HCl) via a pole-sampler to 

reduce contamination from the surface of the boat and engine coolant waters (Zhang et al., 2015). All 

samples to be analysed for nutrients were filtered through 0.4 μm pore-size polycarbonate membrane 

filters (Whatman) into 100 mL bottles that were pre-rinsed with the filtrate. About 100 mL of the 

filtrate was collected in pre-acid washed polyethylene bottles. These samples were then killed with 10 

μL of concentrated mercury chloride, HgCl2 and kept in a cool, dark room before chemical analyses. 

For chlorophyll a, the samples (250 – 1000 mL) were filtered through 0.7 μm pore-size GF/F filters 

(Whatman) and carefully wrapped in aluminium foil before being immediately stored at   -20 °C.   
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3.3.3 Nutrients Analyses 

The concentrations for nutrients were determined in the laboratory utilizing a Skalar SANplus auto 

analyser (Liu et al. 2010). Total dissolved phosphorus (TDP) and total dissolved nitrogen (TDN) 

followed the methods of Grasshoff et al. (1999) using the aforementioned auto analyzer. The 

components of nutrients that were measured include: Nitrate (NO3
-), Nitrite (NO2

-), Ammonium 

(NH4
+), Dissolved Inorganic Phosphate (DIP), Dissolved Silicate (dSi), Total Dissolved Nitrogen 

(TDN) and Total Dissolved Phosphate (TDP). The sum of NO3
-, NO2

- and NH4
+ were classified as 

dissolved inorganic nitrogen (DIN), whereas the concentrations of the dissolved organic phosphorus 

(DOP) and dissolved organic nitrogen (DON) were calculated by subtraction of DIP from TDP and 

DIN from TDN respectively. The analytical precision for all nutrients components measured was 

<5%. In order to analyse correlation between humic acids and DIP or DOP, dissolved organic carbon 

concentrations (DOC) were used as a proxy as part of the hydrophobic fraction of dissolved organic 

matter are generally derived from humic substances (Findlay et al. 2003). Lastly, for DOC 

concentrations the results were obtained from Martin et al. (2018), whereas SPM, PN and POC values 

were reported by Müller-Dum et al. (2019). 

 

In this study particulate P was excluded from the total determination of P loading. While DIP is more 

biologically available as compared to particulate P (PP), Harrison et al. (2019) suggested that 

Particulate P is usually the dominant form of P that is being exported to the coastal areas. Thus, the 

bioavailability of particulate P should be further studied and modelled to better understand the 

significance of P loading model outputs.  However, as suggested by Jordan et al. (2008), most of the 

biologically available DIP in estuaries is converted from fluvial PP which is enhanced by increasing 

salinities. Consequently, the DIP in estuaries could serve as a proxy for the PP that originated from 

headwaters and its importance can still be reflected in the concentration of biologically available DIP.  

 

3.3.4 Chlorophyll a determination  

Refer to Chapter 2.9 

 

3.3.5 Data analyses  

The spatial distribution of the physico-chemical parameters was plotted in Surfer 13 and all graphs 

were plotted utilizing Prism 6 (GraphPad Software, Inc). Averages of measured parameters were 

reported as ± Standard Error (SE) unless stated otherwise. For statistical correlations, SPSS (IBM 

SPSS Statistics 22) was utilized for calculations of Independent sampling t-test (between seasons), 

one-way ANOVA (between source types) and Spearman’s ranking (Bivariate correlation, for nutrients 

correlation).  
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3.3.6 Export calculations 

For calculations of the discharge of the entire Rajang river, precipitation values for the entire Rajang 

river catchment were obtained from the Tropical Rainfall Measuring Mission (TRMM) website 

(NASA 2019). The precipitation values were converted into m3 from mm and multiplied by the 

conversion factor to obtain the discharge s-1 and further multiplied with 60% (0.6) (Whitmore 1984) to 

obtain the discharge values after taking into consideration the surface run-off values. Furthermore, the 

value for the entire catchment area was derived from the values provided in Müller-Dum et al. (2019).  

 

                                                                                 

                           

 

River loads for DIP and Si were calculated for the entire Rajang river with the assumption that the 

total loading from the headwaters at the Upper Rajang river (input) would equal the output (into the 

South China Sea). The average concentrations (µmol L-1) of the selected nutrient parameters were 

calculated based on the nutrient concentrations of the samples obtained at salinity ⩳ 0 (Liang & Xian 

2018). The average concentrations were then used for the estimation of river loads utilizing the 

equation provided in Müller-Dum et al. (2019) with slight modifications provided by the conversion 

factor from (International Council for the Exploration of Seas 2019).  

 

The nutrient loads of Phosphate Phosphorus (PO4-P) were obtained from DIP and were calculated 

based on the conversion factors (International Council for the Exploration of Seas 2019) whereby: 

 

                           
                        

  = conversion factor for DIP 

  = conversion factor from s-1 – mth-1 

  = conversion factor from g to t 

  = discharge (m3 s-1) 

Hence, the equation for yield is: 
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3.4 RESULTS 

3.4.1 Physico-chemical parameters and nutrient concentrations 

Table 3.1: Average values of measured parameter along the four source types (geographical distribution) of the Rajang river (mean ± SE)  
 

 Source Type (Mean ± SE) 
Parameters Season Marine Brackish Peat Freshwater Peat Mineral Soil 

Temperature (°C) Dry 31.10 ± 0.41 (n=3) 30.40 ± 0.21 (n=13) 30.00 ± 0.18 (n=4) 26.00 ± 0.17 (n=9) 
Wet 30.25 ± 0.15 (n=2) 28.84 ± 0.31 (n=8) 27.76 ± 0.25 (n=5) 26.60* (n=1) 

Salinity (PSU) Dry 31.50 ± 0.32 (n=3) 15.40 ± (n=13) 0.28 ± (n=4) 0.00*(n=9) 
Wet 30.01 ± 0.01 (n=2) 14.52 ± 2.46 (n=8) 0.00 (n=5) 0.00* (n=1) 

Dissolved oxygen, DO  
(mg L-1) 

Dry 4.03 ± 0.08 (n=3) 3.51 ± 0.16 (n=13) 3.68 ± 0.19 (n=4) 4.33 ± 0.13 (n=9) 
Wet 6.52 ± 0.02(n=2) 6.01 ± 0.27 (n=8) 5.88 ± 0.36 (n=5) 5.96*(n=1) 

DIP(μM) Dry 0.17 ± 0.05 (n=3) 0.11 ± 0.04 (n=13) 0.04 ± 0.01 (n=4) 0.04 ± 0.01(n=8) 
Wet 0.13* (n=1) 0.10 ± 0.01 (n=8) 0.08 ± 0.03 (n=5) 0.06 * (n=1) 

DOP(μM) Dry 0.25 ± 0.01 (n=3) 0.25 ± 0.01 (n=13) 0.22 ± 0.02 (n=4) 0.20 ± 0.01 (n=9) 
Wet 0.33 ± 0.04 (n=2) 0.19 ± 0.03(n=8) 0.10 ± 0.02 (n=5) 0.09 * (n=1) 

TDP(μM) Dry 0.42 ± 0.04 (n=3) 0.36 ± 0.02 (n=13) 0.25 ± 0.02 (n=4) 0.23 ± 0.01(n=9) 
Wet 0.42* (n=1) 0.29 ± 0.03 (n=8) 0.18 ± 0.02 (n=5) 0.16 * (n=1) 

Dissolved Inorganic 
Nitrogen, DIN (μM) 

Dry 11.36 ± 1.69 (n=3) 21.86 ± 1.59 (n=13) 13.33 ± 1.14 (n=4) 10.90 ± 1.76 (n=9) 
Wet 10.57 ± 0.46 (n=2) 13.41 ± 0.93 (n=8) 13.44 ± 1.95 (n=5) 10.34 * (n=1) 

dSi  (μM) Dry 4.63 ± 0.32 (n=3) 80.50 ± 12.96 (n=13) 152.00 ± 3.13 (n=4) 143.00 ± 3.21(n=9) 
Wet 10.77 ± 4.78 (n=2) 76.50 ± 12.01 (n=8) 146.94 ± 2.98 (n=5) 157.00* (n=1) 

Suspended Particulate 
Matter, SPM (mg L-1) 

Dry 49.30 ± 20.51 (n=3) 86.10 ± 11.06 (n=13) 56.00 ± 12.76 (n=4) 74.00 ± 14.85(n=9) 
Wet 55.47 ± 8.32 (n=2) 52.46 ± 6.27 (n=8) 264.09 ± 58.58 (n=5) 226.73* (n=1) 

Dissolved Organic Carbon 
(DOC) (mM)  

Dry 0.1833 ± 0.0189 (n=3) 0.2678 ± 0.0151 (n=13) 0.2355 ± 0.0119 (n=4) 0.2281 ± 0.0214 (n=9) 
Wet 0.0896 ± 0.0066 (n=2) 0.1452 ± 0.0066 (n=8) 0.1839 ± 0.0094 (n=5) 0.1253* (n=1) 

*Indicate only one (1) sample was available for calculations 
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The physico-chemical parameters of temperature (°C), salinity (PSU), dissolved oxygen, DO (mg L1) 

and suspended particulate matter, SPM (mg L-1) of dry and wet seasons were plotted along the Rajang 

River-South China Sea continuum (Fig. 3.2).  

 

Fig. 3.2: Distribution of temperature (°C), salinity (PSU), dissolved oxygen, DO (mg L1) and 

suspended particulate matter, SPM (mg L-1) in the dry and wet season along the Rajang River-South 

China Sea continuum  
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Based on Table 3.1, the temperature in the dry season was 29.92 ± 0.20 °C whereas for the wet 

season the temperature was 28.54 ± 0.30 °C. For both seasons, the variation of temperature between 

the cruises was limited (Fig. 3.2). The full range of salinities from freshwater to marine water were 

sampled in both cruises, ranging from 0 to 33 PSU. In the dry season, dissolved oxygen ranged 

between 2.7 mg L-1 to 4.9 mg L-1 whereas in the wet season, the range was from 4.5 – 7.58 mg L-1. 

The mean values for dissolved oxygen during the wet season were 6.03 ± 0.17 mg L-1 as compared to 

the dry season with only 3.84 ± 0.11 mg L-1. The SPM concentrations of both the dry and wet seasons 

decreased from headwaters (freshwater mineral soil) towards the coastal region (marine), with a range 

of 25.01 – 161.27 mg L-1 in the dry season and 36.06 – 494.46 mg L-1 in the wet season.  
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The nutrient concentrations of dissolved inorganic nitrate, DIN (µM), dissolved organic carbon, DOC 

(mM) and dissolved silicate, dSi (µM) are plotted in Fig. 3.3. 

 

 

Fig. 3.3: Concentration of DIN (μM), DOC (μM) and dSi (μM) in both dry and wet seasons along the 

Rajang River-South China Sea continuum  

The range of DIN in both dry and wet seasons is from 7.1 to 28.7 µM. However, the measured DIN 

concentrations for the dry season varied, with the highest mean occurring in the brackish peat 21.86 ± 

1.59 μM as compared to marine, freshwater peat and freshwater mineral soils (11.36 ± 1.69 μM , 

13.33 ± 1.14 μM and 10.90 ± 1.76 μM, respectively). In terms of DOC, the concentrations ranged 

from 0.08 to 0.40 µM (Martin et al., 2018). For dSi, the range in the dry and wet season was from 4 – 
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179.1. The dSi concentration in the wet season had an average of 147.72 ± 32.79 μM as compared to 

the dry season with an average 106.67 ± 11.06 μM.   
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The concentrations of dissolved inorganic phosphate, DIP (μM), dissolved organic phosphate, DOP 

(μM) and total dissolved phosphate, TDP (μM) are plotted in Fig. 3.4. 

 

 

Fig. 3.4: The distribution of DIP (μM), DOP (μM) and TDP (μM) concentrations in the dry and wet 

season along the Rajang River-South China Sea continuum 
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Fig. 3.5: (A) Distribution of DIP along salinity gradient in the dry and wet season and theoretical 

conservative line calculated based on integration. (B) Distribution of DOP along salinity gradient in 

the dry and wet season and theoretical conservative line. (C)  Composition (%) of Phosphates in the 

Rajang River. (D) DIP composition based on different classifications/anthropogenic source (E) 

Dissolved inorganic phosphorus, DIP (µM) and dissolved silicate, dSi (µM)  against salinity (PSU) (F) 

Dissolved inorganic phosphorus, DIP (µM) and suspended particulate matter, SPM (g L-1) against 

Salinity (PSU) of surface waters along the Rajang river 



58 
 

From Fig. 3.4, the range of DIP is 0.0 – 0.27 µM.  The overall range of DOP for both seasons is from 

0.04 to 0.11 µM.  Combining the two parameters (DIP and DOP), the concentrations of TDP ranged 

from 0.23 – 0.42 µM during the dry season and 0.16 – 0.42 µM during the wet season. Collectively, 

the range of TDP is from 0.13 – 0.53 µM across both seasons. The concentrations of DIP and DOP 

were also plotted along the integrated conservative mixing line against salinity (Fig. 3.5(A and B)). In 

terms of the DIP concentrations, both dry and wet season consistently increased from headwaters 

towards the coastal region with the mean concentrations of each source type ranging from 0.03 – 0.17 

μM whereas the wet season had mean concentrations of 0.06 – 0.13 μM. On the other hand, DOP 

concentrations during the dry season were relatively stable with a mean concentration of 0.23 ± 0.01 

μM. In contrast, the mean concentrations during the wet season increased from headwaters towards 

the coastal region (0.09 – 0.33 μM). In the dry season DIP is 26.16% and DOP 73.84% of the total 

TDP pool (Fig. 3.5(C)). In the wet season the DIP is 34.70% and DOP represents 65.30% of the total 

TDP. The average concentrations for DIP when they are classified under different land use are 

0.11±0.02 (coastal zone), 0.117 ± 0.019 (coastal zone with plantation influence), 0.087 ± 0.012 (oil 

palm plantation), 0.085± 0.027 (human settlement) and 0.032 ± 0.031 (secondary forest) (Fig. 3.5(D)). 

Based on Fig. 3.5(E) and Table 2, dSi and DIP were negatively correlated into both dry and wet 

seasons (-0.819 and -0.550, respectively). Lastly, there were no significant correlations between DIP 

and SPM in both dry and wet seasons.  However, when plotted against salinity, it can be seen that the 

SPM decreases and DIP increases along the salinity gradient (Fig. 3.5(F)). 

 

The reaction factor was calculated for both DIP and DOP with both seasons combined to obtain the 

average reaction factor. The reaction factors are given in Table 3.2: 

 
Table 3.2: The calculated reaction factor and percentage addition or removal of DIP and DOP along 
the salinity gradient towards the South China Sea 
 
 DIP DOP 
Reaction Factor 0.58 2.27 
Percentage Addition or 
Removal (%) 57.78% Removal 44.07% Addition 
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3.4.2 Nutrient Ratios across the Rajang River-South China Sea continuum 

 

Table 3.3: Nutrient ratios of the selected parameters along four source types (mean ± SE) 

 Source Type (Mean ± SE) 
Nutrients 
Ratios Season Marine Brackish Peat Freshwater Peat Mineral Soil 

DIN:DIP 
Dry 

73.61 ± 12.55 
(n=3) 

203.36 ± 24.69 
(n=13) 

404.50 ± 62.45 
(n=4) 

438.00 ± 
83.11 (n=8) 

Wet 
77.73* 
(n=1) 

152.78 ±19.01 
(n=8) 

265.60 ±97.69 
(n=5) 161.81* (n=1) 

NO3-N:DIP 
Dry 

17.74 ± 1.15 
(n=3) 

114.63 ± 16.35 
(n=13) 

209.19 ± 31.74 
(n=4) 

229.39 ± 
40.63 (n=8) 

Wet 
29.93* 
(n=1) 

69.85 ± 11.78 
(n=8) 

199.49 ± 104.28 
(n=5) 

112.87*(n=1) 

Si:DIP 
Dry 

31.86 ± 8.23 
(n=3) 

883.04 ± 206.16 
(n=13) 

4793.68 ± 923.36 
(n=4) 

6615.26 ± 
1429.10 (n=8) 

Wet 
119.57* 

(n=1) 
897.00 ± 182.63 

(n=8) 
4001.02 ± 

2183.14 (n=5) 2458* (n=1) 

Si:DIN 
Dry 

0.42 ± 0.04 
(n=3) 

3.90 ± 0.81 
(n=13) 

11.71 ± 0.85 
(n=4) 

16.47 ± 1.71 

Wet 
1.04 ± 0.50 

(n=2) 
5.40 ± 0.69 

(n=8) 
12.10 ± 2.12 

(n=5) 
15.19* 
(n=1) 

* Indicates only one sample 

 

The DIN:DIP ratios were high throughout the Rajang River (Table 3.3), which can be correlated with 

the low DIP concentrations. The same trend can be seen for the other two nutrient ratios (Si:DIP and 

Si:DIN). In a study carried out by Liang & Xian (2018), the two components that were utilized were 

the NO3-N:DIP as these two were the main components that were utilized or incorporated by 

phytoplankton for growth. Hence, for discussion in this study, the NO3-N:DIP were utilized for 

discussions.   
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Table 3.4: Spearman’s rank correlation of various parameters against DIP and DOP in the dry and 

wet seasons.  Bolded values indicate statistical significance   

Parameters 
Dry Wet 

DIP DOP DIP DOP 
DIP N/A 0.237 N/A 0.416 
DOP 0.237 N/A 0.416 N/A 
DIN 0.476** 0.005 0.447 -0.282 
DON -0.520** -0.226 -0.631* -0.427 
TDN -0.081 -0.148 0.111 -0.466 
DOC 0.192 0.123 -0.563 -0.688** 
dSi -0.819** -0.328 -0.550* -0.844** 

SPM 0.21 0.004 -0.014 -0.557* 
Sal 0.839** 0.453* 0.450 0.880** 
DO -0.537** -0.121 -0.207 0.413 

** means significant at the 0.01 level (two tailed) 

* means significant at the 0.05 level (two tailed)  

Based on Table 3.4, the parameters which were highly positively or negatively correlated with DIP in 

the dry seasons were DON, Silicate, Salinity and DO (-0.520, -0.819, 0.839 and -0.537, respectively) 

whereas for DOP in the dry season, none of the parameters were highly correlated. On the other hand, 

in the wet season, the parameters that were highly correlated with DIP were DON and Silicate (-0.631 

and -0.550 respectively) whereas for DOP, the parameters that were highly correlated were DOC, dSi 

SPM and Salinity (-0.688, -0.557, -0.844 and 0.880 respectively).  

  



61 
 

3.4.3 Factors influencing phytoplankton biomass 

 

Fig. 3.6: (A) Dissolved organic phosphate, DOP (µM) and dissolved organic carbon, DOC in both 

wet and dry season (µM) against salinity (PSU) (B) Concentration of CHLa (mg L-1) and dSi (mM) in 

dry and wet season against salinity (PSU) (C) CHLa (mg L-1) concentrations in the dry and wet and 

suspended particulate matter , SPM (g L-1) against salinity  
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Table 3.5: Spearman’s Rank correlation of Chl a in dry vs wet with selected parameters. Bolded 

values indicate statistical significance  

Season Dry Wet 
Parameters Chlorophyll a 

DIP 0.562* 0.189 
DOP 0.486 0.691* 
TDP 0.631* 0.770* 
Sal 0.618 0.815** 

DIN 0.275 -0.223 
dSi -0.796** -0.713** 

SPM -0.016 -0.733* 
DON -0.291 -0.499 
DOC -0.209 0.545 

** means significant at the 0.01 level (two tailed) 

* means significant at the 0.05 level (two tailed 
 

DOP was further plotted against DOC (Fig.3.6(A)) against the salinity gradient in which there is an 

observed trend whereby there is an increase in DOP with the decrease in DOC concentrations along 

the salinity gradient. Fig. 3.6(B and C) show that Chl a increased significantly with salinity only in 

the dry season, while SPM decreased drastically in the wet season and silicate decreased against the 

salinity gradient for both seasons. From Table 3.5, Chl a correlated positively with DIP and TDP in 

the dry season (0.562 and 0.631, respectively) and with DOP, TDP, Salinity in the wet season (0.692, 

0.770 and 0.815, respectively). Chl a correlated negatively with dSi in both seasons (dry: -0.796, wet: 

-0.713) and with SPM in the wet season (-0.733).  
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3.4.4 Average Discharge of the Rajang River 

Table  3.6: Average precipitation calculations over the month of the sampling campaigns (dry and wet) and the calculations for discharge 

Season Average 
precipitation (mm) 

Average 
precipitation (m) 

Days 
per 

month 

Area of Basin 
(m2) 

Total 
Precipitation (m3) 

Precipitation 
(m3 s-1) 

Discharge after consideration of  
surface runoff) (m3 s-1) 

Dry 209.79 0.20979 
31 

5.20E+10 1.09E+10 4073.74 2444.24 
Wet 338.68 0.33868 5.20E+10 1.76E+10 6576.49 3945.89 

 

Discharge during the dry season (2444.24 m3 s-1), as shown in Table 3.6, was below the annual average of 3355 m3 s-1 as described by Müller-Dum et al. 

(2019) (or 3780.57 m3 s-1 based on own calculation) whereas for the wet season, the discharge rate (3945.89 m3 s-1) was below the annual estimated average of 

4197.39 m3 s-1 (own calculation) . 
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3.4.5 P yield calculations and comparisons with other global peat-draining rivers 

 

Fig. 3.7: The yield of DIP and the DIP:dSi ratio in selected blackwater rivers along increasing 

discharge (t DIP mth-1). The dotted line represents the DIP:Si soil reference for the Rajang River 

(Funakawa et al. 1996) 
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Table 3.7: Comparison of nutrient concentrations of major global rivers or other peat-draining rivers vs. Rajang river (µmol L-1) 

River Country Catchment 
Size (km2) 

Discharge 
(m3 s-1) Classification DIP 

(µmol L-1) 
DOP 

(µmol L-1) 
dSi 

(µmol L-1) 
DIN 

(µmol L-1) Reference 

Pearl River China 453,700 10,464 Peat 0.43 – 1.44 0.58 138.3 112.6 Li et al. (2017) 

Rajang Malaysia 52,009 3600 Peat 
(11% of total) 0.002 – 0.26 0.14 – 

0.32 
4.01 – 
179.00 

7.10 – 
28.68 This study 

Amazon 
(Morth) Brazil 6,300,000 180,000 Peat 

 0.7 - 144 - Demaster & Pope 
(1996) 

Dumai, 
Sumatra 
(Black water) 

Indonesia 7,500 16 Peat 0.017 – 
0.033 - 0.7 1.0 

Alkhatib, 
Jennerjahn & 

Samiaji (2007) 
Siak, Sumatra 
(Polluted Black 
water) 

Indonesia 10,500 99 - 684 Peat 
(21.9) 0.2 - 36.7 - 1.6 – 89.1 7.9 - 67.9 Baum, Rixen and 

Samiaji. (2007) 

 

Among the tropical/subtropical blackwater rivers compared (Table 3.7, Fig. 3.7), the highest yield was the Amazon River (31.02 t DIP mth-1), followed by 

the Pearl River (2.65 t DIP mth-1). Next, the Siak River had DIP yields of 1.78 t DIP mth-1. The Rajang River and the Dumai River have yields of 0.12 t DIP 

mth-1 and 0.00001 t DIP mth-1, respectively.  
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3.5 Discussion  

3.5.1 DIP sources and behavior   

The concentrations of DIP increased from the headwaters (from mineral soils) to the coastal region 

along with salinity (F(3, 40)= 12.009, ρ = 0.000 (Fig. 3.4 and Table 1). However, the difference in 

DIP concentrations between the dry and the wet season was not found to be significant (t(42)=-0.514, 

ρ = 0.610). The increase in DIP towards the coastal region can be explained by probable desorption of 

DIP from particles (Froelich et al. 1985, Fox 1990) as well as from estuarine and marine sediments 

(Caraco 1990, Pagnotta 1989), both caused by increasing salinities (Zhang & Huang 2011)  

 

Non-conservative behaviour was observed in the dry season (Fig. 3.5(A)), indicating a constant 

removal of DIP towards the coastal region (average of 57.87% removal across both seasons, Table 

3.2). This was similar to DIP behaviour shown in the Changjiang estuary (Kwon et al. 2018) which 

showed possible PO4
2- removal within the estuary due to biological removal or buffering actions of 

suspensions and sediments of the estuary, the phosphate buffering mechanism. Furthermore, studies in 

Europe and North America (Lebo & Sharp 1992; Nixon et al. 1996; Sanders et al. 1997) also show 

large scale removal of DIP by suspended particles in estuaries. In the wet season, DIP showed non-

conservative behavior as well. The varying DIP concentrations might indicate probable point sources 

of DIP. In another study by Ling et al. (2017) on the Rajang river, it was reported that the total 

phosphorus and SRP (DIP) was higher in the stations located at the upper part of river. However, this 

study was carried out only during the wet season and in tributaries different from this study. Hence, 

the values obtained could likely originate from point sources. Another possible explanation for the 

increase in DIP is due to the resuspension of sediments as shown by the higher SPM levels (Fig. 3.2) 

near the coastal region. Oenema and Roest (1998) stated that the bioavailability of P transported from 

land is only a fraction whereby its movement is dependent on the transport and mobilisation of soil 

particles (Jarvie et al. 1998; Stanley and Doyle 2002). Furthermore, as put forth by Stumm and 

Morgan (1996), 10% of naturally weathered phosphorus is only available to the marine biota in the 

form of orthophosphate (i.e. DIP). As shown in Fig. 3.5(D), it is likely that the concentration of 

dissolved inorganic phosphate originated from probable leaching from anthropogenic activities (from 

oil palm plantations) as well as desorption from sediments under increasing salinity (coastal zone). It 

is interesting to note that in a study by Funakawa et al. (1996) on peat soils in Sarawak, the 

concentrations of N and P were fairly high in the soil solution, even in those classified as oligotrophic 

peat, except for the concentrations of P adjacent to the centre of the peat dome. However, depletion of 

phosphate was observed during the rainy season at a sago plantation farm grown on deep peat which 

was associated with the clear-cutting of forests and the successive disruption in nutrient cycling. Thus, 

it can be inferred that the higher average DIP values in the wet season (Fig. 3.5 (C)) in this study were 

a result of probable run-off from the disturbed peat. 
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3.5.2 DOP sources and behaviour 

With relation to the TDP (Fig. 3.5(C)), the DOP represents a significant percentage compared to the 

DIP pool. Even though there is mounting evidence that phytoplankton and/or zooplankton and even 

microbial populations are able to hydrolyze a considerable amount of DOP in natural waters (Chrost 

et al. 1986), many studies exclude DOP and it is hence infrequently measured. It is, however, of 

importance to consider DOP when assessing nutrient budgets and nutrient limitations (Monbet, 

McKelvie and Worsfold et al. 2009). It was shown that DOP (referred to as Filtrate Hydrolysable 

Phosphate) formed 85% of the Total Filterable Pool (Ellwood and Whitton, 2007) with DOP 

originating from the drainage of peat and underlying limestones. Both dry and wet seasons showed 

addition of DOP (44.07% addition, see Table 3.2) towards the coastal region (Fig. 3.5(B)). Based on 

the independent t-test, DOP differed slightly between dry and wet seasons (t(22.218)=1.777, ρ = 0.09) 

but was significantly different between source types (F(3,41)=3.927, ρ = 0.015). Furthermore, DOP 

concentrations were negatively correlated with DOC (-0.688, as shown in Table 3.4 and Fig. 3.6(A)) 

in the wet season which was in line with a study by Whitton and Neal (2011) who showed that DOC 

concentrations were low when the DOP pools were at its highest.  Besides probable sources such as 

sewage effluents or agricultural soils, Whitton and Neal (2011) also showed that DOP pools in 

downstream sites might have originated upstream but have yet to be utilized by organisms or be 

hydrolysed by soluble phosphatases in the water. In the wet season, the concentrations of DOP 

exceeded that of the dry season (Fig. 3.6(A)), likely due to the higher run-off induced by higher 

precipitation during the sampling campaign. According to Nissenbaum (1979), it was estimated that 

20-50% of the organic phosphorus reservoir in sediments are bound by humic acids. As a large 

proportion of peat is made up of humic substances (Klavins & Purmalis 2013), the draining of peat 

would then lead to the probable release of high amounts of DOP. However, the highest correlation of 

humic substances (DOC) was with DOP during the wet season (-0.688, see Table 3.4). A similar 

pattern was observed for DOC run-off from the peatlands (Martin et al. 2018) which was accelerated 

by higher precipitation as indicated in the steeper DOC gradient in the wet season in Fig. 3.6(A), 

suggesting probable higher DOP run-off as compared to DOC. This was in line with a prediction 

model (Harrison, Caraco & Seitzinger 2005) in which DOC:DOP ratios tend to be lower in regions 

with intensive agricultural activities.   
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3.5.3 Nutrient ratios and fate in the estuarine and coastal region 

Generally, the ratios for NO3N:DIP are extremely high (Table 3.3), indicating that the river is 

naturally low in phosphate, which could possibly be limiting nutrient in the Rajang river. According 

to Justić et al. (1995), P limitation could potentially occur when N:P is greater than 22. Based on the 

NO3N:DIP ratios in the dry season, the ratio of 17.74 (1.15) is less than the aforementioned possible P 

limitation (when N:P>22) as suggested by Justić et al. (1995). Hence, the dry season is in favour of 

the Redfield’s ratio of 16:1, indicating optimal conditions for phytoplankton growth as compared to 

the wet season. Si limitation occurs when Si:DIN is greater than 1 and Si:P is less than 10. In the 

Rajang River, the Si:P ratios were higher than the Redfield ratio across both seasons and source type. 

All Si:N ratios were greater than 1 across both seasons and source type except for the dry season (0.42 

± 0.04, Table 3.3). Cloern (2001) and Kemp et al. (2009) highlighted that estuaries that are highly 

turbid, strongly mixed and that exchange high amounts of organic inputs from livestock production or 

watershed with agricultural activities will not exhibit a relationship between primary productivity and 

nitrogen. However, in this study, the NO3N:DIP ratios differed between the dry and wet seasons, 

especially within the brackish peat region (Table 3.3). The NO3N:DIP ratios were higher in the dry 

season as compared to the wet season. This could be due to the increased DIN concentrations in the 

dry season due to the decomposition of dissolved organic nitrogen as demonstrated by Jiang et al 

(2019). Furthermore, as shown in Fig. 3.2, the lower SPM levels in the brackish peat during the dry 

season led to the enhancement of light, which favours the growth of phytoplankton, which can be 

reflected in the increased Chl a concentrations (Fig. 3.6(B) and Fig. 3.6(C)). The uptake of DIP by 

phytoplankton may have led to the drawdown of DIP (Li et al. 2017). In estuarine zones, silicate is 

usually conservative whereby it is influenced mainly by the flux from dry to wet season (Zhang 

1996). The highly negative correlation of Chl a with silicate (-0.796) and the positive correlation with 

DIP (0.562) in the dry season may explain the net removal of Silicate within the estuarine to coastal 

region by phytoplankton, i.e. diatoms, and the increase in Chl a is enhanced by the increased presence 

of DIP. Conversely, the intensity of ammonification and nitrification in the Rajang River was reduced 

during the wet season, which led to lower DIN concentrations as compared to the dry season (Jiang et 

al. 2019), thus reflecting the generally lower NO3N:DIP ratios which were closer to but still not at the 

optimal Redfield ratio. Furthermore, Chl a was not correlated with DIP in the wet season (Table 3.5) 

as reflected in the higher NO3N:DIP ratios (Table 3.3) in the brackish peat region. This was identical 

to the scenario in the Chesapeake Bay where phytoplankton bloom was delayed due to higher rapid 

flushing in the wet season (Malone et al. 1988). When river flow was higher, the downstream mass 

transport of biomass was relatively more important versus production utilizing DIP as a source of 

biomass. In addition to that, during periods of high discharge (i.e. wet season), seaward advective 

transport driven by freshwater inflow prevents biomass accumulation due to its flow being faster than 

phytoplankton growth rate (Cloern et al. 2014). This can be further supported by the fact that there 
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was almost a two-fold increase in SPM (Fig 3.2) during the wet season, which could have constrained 

phytoplankton production due to light attenuation and altered spectral quality sediments (Wetsteyn & 

Kromkamp 1994). Furthermore, during the wet season, the ratios for NO3N:DIP were much lower 

than in the dry season (Table 3.3), with the exception of the marine region, which was possibly 

caused by higher run-off of phosphates or nitrogen from anthropogenic activities such as oil palm and 

sago plantation (Fig. 3.5(D)). As put forth by Tarmizi &Tayeb (2006), oil palm plantations require 

more phosphate rock fertilizer in the mixing of the Nitrogen (N):Phosphate (P):Potassium (K) ratios 

in order to compensate for the phosphates that are immobilized by the soils, implying that there is an 

abundance of phosphates within the agricultural soils. This would support the notion that greater run-

off from higher precipitation during the wet season would lead to higher leaching of phosphates into 

the Rajang river. While Thevenot et al. (2010) illustrated that tropical soils are naturally poor in N and 

P compounds, intensive land-use changes such as deforestation will increase recalcitrant compounds 

which are readily decomposed. Furthermore, drained peatlands export more phosphorus than mineral 

soils after clear-cutting of peat forests, as peat has lower phosphate adsorption capacity (Cuttle 1983; 

Nieminen and Jarva 1996). 

Numerous studies have shown the importance of DOP as a source of phosphorus (Bentzen, Taylor & 

Millard 1992; Boyer et al. 2006) in aquatic environments to support algal metabolism and growth 

when the other bioavailable P pools drop below critical threshold concentrations with regards to other 

requisite nutrients (Lin, Litaker and Sunda 2015). It is more advantageous for phytoplankton to utilize 

DIP as it can be directly taken up and assimilated, whereas DOP requires more energy (Falkowski & 

Raven 2013) as it requires phosphatases catalysing the hydrolysis of phosphate monoesters found 

within DOP compounds. Consequently, this would result in the liberation of inorganic phosphate as 

well as organic matter (Labry, Delmas and Herbland 2005). Thus, as the Rajang River has a greater 

pool of DOP as compared to DIP (Fig.3.5(C)), there is a probable switch in preference for DOP as 

compared to DIP depending on the concentrations of DIP or DOP. From Table 3.5, the change of Chl 

a being positively correlated with DIP to a correlation with DOP reflects a switch in the roles of DIP 

and DOP as the preferred phosphate sources for the phytoplankton biomass (refer to Chapter 5.3, 

Table 5.10 and 5.11). As described by Lin et al. (2016), the operational measurement of DOP is 

defined as the difference between TDP and DIP, thus polyphosphate esters and inorganic 

polyphosphate as well as two other DIP species, which are phosphite (PO3
3-) and phosphine (PH3), are 

included operationally in the determination of DOP. This is reflected in the prediction of functional 

genes (see Chapter 4.4.5) which indicate the presence of phosphonate and phosphinate metabolism 

even though in low abundance.  
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3.5.4 Nutrient loads & Comparisons with worldwide systems: other peat and non-peat 

draining rivers  
It should be noted that this paper discusses the estimation of P loads based on the freshwater inputs, 

which excludes addition and removal (fluxes) from the calculations. As reported by Statham (2012), 

while freshwater inputs in estuarine environments will frequently be exceeded by tidally driven fluxes 

of seawater, nutrients in river waters will typically have greater concentrations as compared to the 

adjoining seawater. While the estimated figures in t P mth-1 (Fig. 3.7) are an underestimation due to 

the exclusion of particulate phosphates and sedimentary phosphates, they are still useful for 

estimation purposes.  

 

Globally, the export of P from Rajang is comparatively minor when compared to other major rivers. 

When compared with other peat draining rivers in Southeast Asia, the Rajang river exports 1,178 

times more t DIP mth-1 than the Dumai river, which is a pristine peat-draining river, whereas the 

Rajang was 15 times lower than the Siak river (highly polluted blackwater river). When compared to 

the Amazon, the export of the Rajang river was 267 times lower. Considering another major 

anthropogenically influenced river draining into the South China Sea, the Pearl River (third largest 

river in China; Strokal et al. 2015), the Rajang exports about 23 times less.  

 

Regarding the dSi:DIP ratios in the Rajang, while DIP yields were variable, their sources are likely 

anthropogenic in nature as dSi originates from natural chemical and physical weathering, which are 

relatively stable compared to riverine N and P loads (Beusen et al. 2009). In the Siak River, the 

DIP:dSi ratios were the highest; however, the yield of the Siak was lower than the Pearl or the 

Amazon River. The yields of the Siak River was lower than the Pearl River as a result of less 

discharge. However, the DIP concentrations by of the Siak River increased by 470% due to the 

domestic wastewater discharges. A similar pattern was observed in the Dumai River. While the DIP 

yields of the Amazon as well as the Pearl River were higher than that of the Rajang River, the DIP:dSi 

ratios were similar, indicating that the DIP yield in the Rajang River was likely anthropogenic in 

nature. The vast difference in DIP yields in the Pearl River was due to agriculture and industrial 

activities as well as sewage (Vitousek et al. 2009; Qu and Kroeze 2010; Maimaitiming et al. 2013). 

On the other hand, the DIP yield in the Amazon was the highest but was attributed to the high 

discharge which was about 18 times higher than the Pearl River (Table 5). Even though the addition 

as well as removal rate of both DIP and DOP is known, the P accumulation rate, which is largely 

dependent on several factors such as the sedimentation rate or bottom-water oxygen content, is largely 

unknown. By referencing the soil P:Si ratios (obtained from Funakawa et al. 1996) in a peat swamp 

forest along the Rajang River, it can be inferred that the Rajang River may be subjected to high burial 

and sedimentation of P, as reflected by the low DIP:dSi in the water column compared to the soil. 
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Since these estimations are only based on DIP exports, the actual P load of the Rajang River and its 

contribution to the adjacent South China Sea and global P loads should be determined to better inform 

government authorities for proper management of the Rajang river basin. As proposed by Jiang et al. 

(2019), the mild DIN input likely supports primary productivity within the region. Likewise, the P 

loads similarly contribute towards sustaining primary productivity and subsequently the fisheries 

industry (Ikhwanuddin et al. 2011).  
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3.6 Conclusion 

This study represents an in-depth look into the nutrient dynamics of the Rajang river and its 

tributaries. The DIP concentrations in the Rajang River increased along the salinity gradient and were 

variable with source types but were not significantly different between seasons. Seasonality slightly 

exhibited for DOP but was significantly different between source types. Both DIP and DOP exhibited 

non-conservative behaviour, with DIP subjected to 57.78% removal whereas DOP was subjected to 

44.07% addition along the salinity gradient towards the South China Sea. In the Rajang River, the 

bulk of the dissolved phosphate is from DOP (73.84%), in which both DIP and DOP may have 

contributed to the phytoplankton biomass. Spearman’s correlations show that there was a switch in 

preference for DOP as compared to DIP depending on the concentrations of DIP or DOP due to 

seasonality.  The complexity of DOP formation, supply and degradation is due to variation in origins 

such as river supplies, algal excretion, cell lysis etc. as well as variation in the degradation process of 

DOP (both enzymatic and chemical). Much of this requires further examination.  During the dry 

season, the NO3N:DIP ratios were lower, which were ideal conditions for phytoplankton proliferation, 

while in the wet season, the increased NO3N:DIP ratios led to lower phytoplankton biomass. In terms 

of export loads of P, while the Rajang River exports more DIP compared to Dumai (a pristine peat 

draining river), it is much less compared to the Pearl and the Amazon rivers. In order to further 

understand the dynamics of phosphorus on the Rajang River and the coastal region, long term 

observations with higher frequency should be carried out. While the loading of P is not as extensive as 

other major rivers, including those that discharge into the South China Sea, with further understanding 

of the addition and removal rates of the P components as well as the sedimentation rates, more can be 

known about the contributions of P export from the Rajang River into the South China Sea, which is 

essential as a reference to improve regional as well as global P budget estimations.  
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4.1 Abstract 

The Rajang River is the main drainage system for central Sarawak in Malaysian Borneo, eventually 

feeding into the southern South China Sea. Due to rapid development, there is mass discharge of 

organic matter into the Rajang River caused by logging and sand-mining operations. Its many 

tributaries also pass through peat domes where peat-rich material is fed into the system. Microbial 

communities found within peat-rich systems are important biogeochemical cyclers in terms of 

methane and carbon dioxide sequestration. To address the critical lack of knowledge about microbial 

communities in tropical (peat-draining) rivers, this study of the Rajang River aimed to (1) investigate 

the microbial community structure, diversity and probable function across wet and dry seasons, and 

(2) determine the underlying factors that may influence the spatial and seasonal distribution of the 

prokaryotic communities and the nutrient dynamics. This was carried out utilizing 16S rRNA gene 

amplicon sequencing via Illumina MiSeq in size-

membranes) covering different biogeographical features/sources from headwaters to coastal waters.  

Amplicon sequencing of 16S rRNA genes via Illumina MiSeq in size-fractionated samples (0.2 and 

3.0 m GF/C filter membranes) was utilized for the identification of free-living and particle-

associated bacterial communities. The microbial communities found along the Rajang river exhibited 

taxa common to rivers (i.e. the predominance of β-Proteobacteria), while estuarine and marine 

regions exhibited taxa that were common to the aforementioned regions as well (i.e. predominance of 

α- and γ-Proteobacteria). This is in agreement with studies from other rivers which observed similar 

changes along the salinity gradients. In terms of particulate versus free-living bacteria, nonmetric 

mailto:edwinsia92@gmail.com
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multi-dimensional scaling (NMDS) results showed similarly distributed microbial communities with 

varying separation between seasons. Distinct patterns were observed as a result of the changes in 

salinity along with variation of other biogeochemical parameters. Alpha diversity indices indicated 

that microbial communities were higher in diversity upstream compared to the marine and estuarine 

regions, whereas anthropogenic perturbations led to increased richness but less diversity. Despite the 

observed changes in bacterial community composition and diversity that occur along the Rajang 

River-to-sea continuum, the PICRUSt predictions showed minor variations. The present study 

represents the first seasonal assessment targeted at establishing a foundational understanding of the 

microbial communities of the Rajang River-South China Sea continuum. The results provide essential 

context for future studies such as further analyses of the ecosystem health in response to 

anthropogenic land-use practices and probable development of biomarkers to improve the monitoring 

of water quality in this region. 

 

Keywords: particle-associated microbes, free-living microbes, 16S rRNA, River-sea continuum 
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4.2 Introduction 

Biogeochemical transformations are primarily governed by microbial communities (Konopka 2009), 

and it is crucial to understand their dynamics in order to predict biosphere modulations in response to 

a changing climate. Despite the importance of freshwater to society and despite hosting the highest 

microbial diversity (Besemer et al. 2013), microbial community composition and diversity in 

freshwater habitats, especially in lotic environments, are much less studied compared to marine and 

soil communities (Kan 2018).  

 

Lotic environments are the interface between soil and aquatic environments. Until not long ago, rivers 

were thought to be passive channels in the global and regional determination of carbon (C) and 

weathering products; then it became clear that rivers regulate, for example, the transfer of nutrients 

from land to coastal areas (Smith and Holibaugh 1993). Several studies have shown that bacteria are 

key players in nutrient processing in freshwater systems (Cotner and Biddanda 2002; Findlay 2010; 

Madsen 2011). Zhang et al. (2018a) stated that the organic matter composition and resistance to 

degradation are strongly modified by bacteria. Recent studies in the Rajang river have demonstrated 

that bacteria strongly influence the soil humic substances (Zhu et al., 2019) as indicated by high 

concentrations of D-form amino acids (Dittmar, Fitznar, and Kattner 2001). Moreover, it was 

demonstrated by Jiang et al. (2019) that Dissolved Organic Nitrogen was reduced to NH4
+ via 

mineralization and ammonification, again highlighting the biogeochemical activity and the 

importance of microbes in the Rajang River. However, until now there has been no study on their 

diversity - a gap that this study aims to fill. 

 

Next-generation sequencing technologies have enabled a better understanding of the rare or 

unculturable biosphere which traditional culture methods would not have been able to elucidate (Cao 

et al. 2017; Pough and Singh 2016). Only few studies assessing bacterial community composition 

have been undertaken in lotic/riverine environments (Zwart et al. 2002; Fortunato et al. 2012; Ladau 

et al. 2013), with even fewer focusing on the diversity of surface-attached biofilms in lotic 

environments, particularly in comparison to biofilm studies in benthic habitats (Zeglin 2015). 

Furthermore, bacterial assemblages on suspended particles were shown to differ from free-living 

bacterioplankton in a number of studies in which the ratios between both fractions were often 

influenced by the quality of suspended particulate matter (Bidle and Fletcher 1995; Crump, Armbrust 

and Baross 1999; Doxaran et al. 2012). Even fewer studies attempted to map bacterial community 

composition in a river-to-sea continuum across multiple seasons and habitats (Fortunato et al. 2012), 

and it was only recently reported that the most abundant riverine bacterioplankton resemble lake 

bacteria and can be regarded as ‘typical’ freshwater bacteria (Zwart et al. 2002; Lozupone and Knight 

2007). Metagenomics studies substantiated the dominance of Proteobacteria and Actinobacteria,  but 

Bacteroidetes, Cyanobacteria, and Verrucomicrobia were also found to be abundant in rivers 
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(Cottrell et al. 2005; Lemke et al. 2008; Newton et al. 2011; Staley et al. 2013; Kolmakova et al. 

2014; Read et al. 2015). Crump and Hobbie (2005) and Fortunato et al. (2013) studied the freshwater-

marine gradients of rivers, and Kanokratana et al. (2011), Mishra et al. (2014), Yule et al. (2016) and 

Too et al. (2018) studied tropical peatlands. But to the author’s knowledge, this is the first study 

which links both freshwater-marine gradients as well as tropical peatlands as a cohesive system (i.e. 

tropical peat-draining river to coastal ecosystem).  Due to the high diversity and fast generation time, 

the first responders to environmental changes (both natural and anthropogenic events such as storms, 

upwelling and pollutants) are microbial communities (Hunt and Ward 2015). Liao et al. (2019) show 

that extensive agricultural land-use in the inter-tidal region of a watershed resulted in the prevalence 

of bacteria pathogen-like sequences. Bruland et al. (2008) stated that the assemblages of microbes 

also vary temporally as a function of oceanographic conditions, river discharge, tidal phase and 

season. Thus, as the Rajang River experiences two monsoonal seasons (Sa’adi et al. 2017) and is 

subject to anthropogenic disturbances (Gaveau et al. 2016; Miettinen et al. 2016), it is thus 

fundamental to consider both seasonal and anthropogenic influences on the microbial communities of 

the Rajang River.     

 

Lotic environments are the interface between soil and aquatic environments as terrestrial 

environments seed microbes into the adjacent water column (Crump et al. 2012).  Thus, it is essential 

to understand the dynamics and structure of microbial communities in them to assess their 

contribution towards biogeochemical fluxes such as carbon and nitrogen (Battin et al. 2008; Raymond 

et al. 2013), as well as phosphate cycling (Hall et al. 2013). In addition, the fluxes as well as 

transformations of organic matter as well as nutrients in aquatic systems are environmentally driven 

by parameters such as temperature or the availability of nutrients in these ecosystems (Welti et al. 

2017). In turn, various gradients (i.e. physical, chemical, hydrological or even biological) contribute 

to the changes in the microbial diversity and distribution living within the lotic environments (Zeglin 

et al. 2015).  

 

Given the rapid development in Sarawak and the hypothesized importance of microbes in several 

biogeochemical processes in the Rajang river (Martin et al. 2018; Müller-Dum et al. 2019; Shan et al. 

2019; Zhu et al. 2019), it is imperative to study the microbial communities to enable future 

predictions and management responses. The Rajang river offers the opportunity to study the microbial 

diversity along a river to sea continuum and at the same time assess influence of natural conditions 

such as seasons (dry vs. wet), different soil types (peat vs. mineral soil), as well as anthropogenic 

disturbances such as plantations. Linear models are used to examine the relationship between the 

microbial community structure and their environment. This study of the Rajang River aimed to (1) 

investigate the microbial community structure, diversity and probable function across wet and dry 
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seasons, and (2) determine the underlying factors that may influence the spatial and seasonal 

distribution of the prokaryotic communities and the nutrient dynamics. 
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4.3 Methodology 

 

4.3.1 Study area and sampling strategy 

 

 

 
Fig. 4.1: Location of Rajang River within Sarawak, Malaysia (inset). (A) shows the stations sampled 

during three (3) different cruises; August 2016 (red triangles), March 2017 (blue circles) and 

September 2017 (cyan diamonds). (B) GIS data from 2010 (Sarawak Geoportal, 2018) indicating 

various forest types. Red colour represents non-forest areas (2010), yellow represents non-forest areas 

(2013), light green represents primary forests, teal represents secondary forests whereas dark green 

represents potential peat swamp forests. 

 

A total of 59 water samples were collected along salinity gradients during three (3) cruises (Fig. 

4.1(A)), covering both wet and dry seasons as well as different source types (i.e. mineral or peat soils). 
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Source types sampled were grouped as follows: 1) marine, 2) brackish peat, 3) freshwater peat and 4) 

mineral soils. From Sibu towards Kapit (upriver), the riparian zone is mineral soil whereas from Sibu 

downwards to the coast it consists of peat which was then further divided into freshwater (salinity 0 to 

~ 1 PSU) and brackish (salinity 2- 28 PSU) (as described in Fig. 4.1(B)). The cruise in August 2016 

represented the highest sampling frequency in order to obtain complete coverage of representative 

regions, while the cruises in March and September 2017 were aimed to obtain seasonal 

representatives for each region. About 250 – 500 mL of water were filtered through 3.0 µm pore size 

polycarbonate filters GF/C (Cyclopore, Whatman, Germany) via vacuum filtration. This was referred 

to as the ‘Particulate-attached’ fraction. The filtrate from the 3.0 µm portion was collected in a sterile 

glass bottle and subsequently filtered through 0.2 µm pore size polycarbonate (GF/C) filters 

(Cyclopore, Whatman, Germany). The smaller fraction was referred to as ‘free-living’ fraction. All 

filters (117 in total as 1  3.0 µm filter was contaminated and discarded during the filtration process) 

were immediately stored at -20 °C and sent to the Australian Centre for Ecogenomics (ACE), 

Brisbane for processing utilizing Illumina platform (Caporaso et al. 2012).  

 

4.3.2 Pyrosequencing and Bioinformatics Analyses 

Initial processes were carried out by the Australian Centre for Ecogenomics utilizing the ACE mitag 

pipeline (ACE 2016). In short, fastq files generated from the Illumina platform were processed with 

fastqc, primer sequences trimmed with Trimmomatic, and poor quality sequences removed using a 

sliding window of 4 bases with an average base quality of more than 15. Subsequent processing steps 

were then performed utilizing the mothur pipeline. Sequences were aligned against the SILVA 

alignment (Quast et al. 2013, Yilmaz et al. 2014), ‘pre.cluster’ command executed for denoising, and 

chimeric sequences removed using the ‘chimera.vsearch’ function. Chimera-free 16s rRNA bacterial 

gene sequences were taxonomically assigned against the EzTaxon database (Kim et al. 2012) using 

the Naïve Bayesian classifier with a threshold of 80%. The quality-filtered sequences were then 

clustered into operational taxonomic units (OTUs) at 97% similarity cutoff with singleton OTUs 

being omitted. In order to reduce bias caused by variations in sample size, high-quality reads were 

randomly subsampled to 923 reads per sample. The alpha diversity was calculated using the phyloseq 

package R (v.3.5.3). For the analyses of functional genes, Phylogenetic Investigation of Communities 

by Reconstruction of Unobserved States (PICRUSt, Langille et al. 2013) was utilized. The 

metagenomics prediction table produced from PICRUSt was utilized to produce pathway abundance 

profiles using HUMAnN2 (Franzosa et al. 2018). It should be noted that the reconstructed functional 

genes were based on the GreenGenes database and not the EzTaxon database used for the phylogeny.   
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4.3.3 Physico-chemical Data and Geochemical Analyses 

Monthly precipitation for the period in between the cruises (August 2016 to September 2017) was 

obtained from the Tropical Rainfall Measuring Mission website (NASA 2019) in order to gauge the 

seasonality (wet or dry; see Fig. 2.3, Chapter 2.1.2). The analyses for nutrients encompassing both 

inorganic (i.e. Nitrate, NO3
-, Nitrite, NO2

-, Ammonium, NH4
+, Phosphate, PO4

- and Silicate, SiO4
4-) 

and organic (dissolved organic nitrate, DON, and dissolved organic phosphate, DOP) fractions were 

photometrically determined utilizing a SKALAR Sanplus continuous flow analyser in the State Key 

Laboratory for Estuarine and Coastal Research (SKLEC), Shanghai (details described in Chapter 2.7). 

NH4
+ and PO4

3- were determined manually following Grasshoff et al. (1999), while Total Dissolved 

Nitrogen, TDN, and Total Dissolved Phosphate, TDP, were determined indirectly by obtaining the 

values for NO3
- and PO4

3- via oxidation with boracid-acid-persulfate solution (Ebina et al. 1983).  

 

 

4.3.4 Statistical Analyses and distLM model 

Refer to Chapter 2.10 for statistical analyses and distLM model.  

 

Ordination visualization, non-metric multidimensional scaling (NMDS), and similarity analyses 

(ANOSIM) were executed using PRIMER 7 (Clarke and Gorley 2015) to determine if for example the 

various terrestrial source types or different land uses determine the structural differences of the 

bacterial community. By partitioning the community variation, distance-based linear models 

(DistLM) were used to determine the extent to which the bacterial community structure can be 

explained by environmental variables (Legendre and Anderson 1999). Normalizing transformations of 

the environmental variables were carried out prior to execution of DistLM analyses. Hellinger 

Transformed OTU abundance table was used as the response variable for the variation partition 

analysis. The authors would like to note that the distLM models are based on only the August 2016 

and March 2017 cruise as there was a lack of physico-chemical data from the September 2017 cruise 

due to malfunctioning equipment. However, it is sufficient to draw linkages between the major drivers 

of microbial communities between seasons as March 2017 and September 2017 were considered wet 

seasons based on the average precipitation (see Fig. 2.3). Multi-collinearity between variables was 

tested utilizing the ‘Draftsman Plot’ function in Primer 7 (Clarke and Gorley 2006; Supplementary 

Fig. 1).  
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4.4 Results 

 

4.4.1 Clustering of Samples according to ANOSIM Global Test Scores 

 
Table 4.1: ANOSIM Global Test scores based on various parameters 

 

74,690 high quality bacterial sequences were obtained from a total of 117 samples, with 200 to 2,615 

sequence reads per sample. The sequences were clustered into 2,087 OTUs at the 97% confidence 

interval. Instead of displaying bacterial diversity by station, bacterial communities were grouped 

together according to the R scores obtained from the ANOSIM Global test, with the parameters 

‘cruise’, ‘source type’ and ‘land use’ showing the highest scores (ANOSIM Global R = 0.737, P < 

0.001, Table 4.1).   

Parameters tested, 999 
permutations, random sampling ANOSIM Global Test, R P value 

Cruise (Wet/Dry season) 0.439 0.001 
Source Type 0.422 0.001 
Land use 0.182 0.001 
Particle Association 0.037 0.001 
Source Type, Land use 0.415 0.001 
Cruise, Source Type, Particle 
Association,  0.708 0.001 

Cruise, Source Type, Land use 0.737 0.001 
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4.4.2 Shifts in bacterial community structure  

 

The NMDS graph (2D stress score: 0.18, Fig. 4.2), supported ANOSIM results by clustering samples 

according to (i) source type and land use as well as (ii) cruises. 

 

 
Fig. 4.2: Non-metric Multi-dimensional Scaling (NMDS) graph of samples according to cruise, 

source type as well as land use.   

 

The X axis (MDS1 scores) clearly reflects changes in terms of salinity (river-sea continuum) while the 

Y axis (MDS2 scores) emulates the different cruises. It is apparent that there were seasonal variations 

as shown from the lighter shade points, representing the August 2016 samples, compared to those 

with darker shades representing both March 2017 and September 2017 samples (Fig. 4.2). There are 

apparent overlaps of samples from mineral soil and brackish peat origin. It can also be observed that 

there is a gradual shift of samples from mineral soils and freshwater peat towards brackish and then 

marine samples, with evident transitioning between samples.  
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Fig. 4.3: Non-metric Multi-dimensional Scaling (NMDS) diagram of seasonal (August 2016, March 

2017 and September 2017) and particle association (particle-attached or free-living) 

 

Seasonality was observed within the three cruises irrespective of the particle association (Fig. 4.3). 

The August 2016 cruise was found to cluster with the September 2017 whereas the March 2017 cruise 

clustered separately from the other two cruises. However, it can be seen that there is greater 

partitioning of free-living and particle-associated samples in the March 2017 samples.   
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4.4.3 Bacterial Distribution according to source type and cruise 

To further investigate whether the four different source types support distinct bacterial communities, the relative abundance was mapped into a percentage 

plot (Fig. 4.4).  

 

Fig. 4.4: Relative abundance (%) of dominant bacterial (at phylum level, top 10) along the various source types (Marine, Brackish Peat, Freshwater Peat, 

Mineral Soils) across 3 cruises/seasons  



86 
 

Fig 4.4 shows that the phylum Deinococcus-Thermus was abundant in freshwater peat and in mineral 

soils, albeit to a lesser extent compared to freshwater peat. Taking seasonality into consideration, the 

relative abundance (%) of Deinococcus-Thermus drastically decreased in September 2017. On the 

contrary, the abundance of Cyanobacteria was greater within marine as well as brackish peat for the 

cruises of March 2017 and September 2017 but not for August 2016. For the August 2016 cruise, 

Cyanobacteria were found throughout all source types albeit at lower counts compared to the other 

cruises. Similar changes in bacterial communities were observed during different cruises but at 

different sections of the river. For the marine and brackish peat portions, the cruises of March 2017 

and September 2017 were more similar to each other than to the August 2016 cruise, with the 

anomaly of the Bacteroidetes phylum. On the other hand, for the freshwater peat and mineral soils, 

the cruises of August 2016 and March 2017 had greater resemblance. Furthermore, there was a 

distinct split in terms of the bacterial community composition for the four source types across all 

sampling cruises, i.e. marine and brackish peat had similar composition and freshwater peat and 

mineral soils had similar composition. In terms of a river-sea continuum, the most apparent changes in 

the community composition were observed during March 2017, which presented an almost step-wise 

change in bacterial community composition.    
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The diversity of Proteobacteria was examined in more detail as it was the predominant phyla regardless of source type (Fig. 4.5). 

 

Fig. 4.5: Relative abundance (%) of dominant classes of Proteobacteria along the various source types (Marine, Brackish Peat, Freshwater Peat, Mineral soils) 

across 3 sampling cruises 
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In the marine region, the abundance of α-Proteobacteria was higher than β-Proteobacteria. However, 

γ-Proteobacteria were found to be the predominant class in the marine and brackish peat regions in 

the March 2017 samples as well as the marine region for the September 2017 samples. It was also 

shown that the β-Proteobacteria was the predominant class of Proteobacteria in the August 2016 as 

well as September 2017 samples. However, in the March 2017 samples the proportion of γ-

Proteobacteria was greater than that of α-Proteobacteria within the freshwater peat and the mineral 

soils region. 
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The separation of groups was also shown down to the genus level as shown in the heatmap (Fig 4.6) whereby the marine and brackish peat groups are distinct 

from the freshwater peat and mineral soil, with the exception of the groups that fall in the marine and brackish peat for September 2017. 

 
Fig. 4.6: Heatmap of the bacterial community composition (OTU reads, genus level). The relative abundance of each taxon is indicated by the intensity of the 

colour ranging from black (indicative of 0) to white (500) with the green scale as the values in between.  

The heatmap also showed different distribution pattern for i) the sampling cruise as well as ii) the different source types. Salinimicrobium for example was 

present in August 2016 in the marine and brackish peat samples but absent from freshwater peat and mineral soils. Similar patterns were observed for 

Erythrobacter, Sphingomonas, Psychrobacter, and Bacillus. On the other hand, Deinococcus, Exiguobacterium, and Masilia were the major genera present in 

freshwater peat and mineral soil. 
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4.4.4 Alpha Diversity Indices  

 

Fig. 4.7: The calculated α-diversity indices (Observed, Chao1, Shannon, Simpson and Inverse 

Simpson) of the four different source type along the salinity gradient.  

Based on the Observed indices (Fig. 4.7), mineral soils generally had the highest counts of unique 

OTUs. However, during the September 2017 cruise, the freshwater region had the highest values. 

Based on the Chao1 indices, there was a significant effect of the source type on the observed richness 

(p<0.001), with increasing values from marine to mineral soils. In the March 2017 and September 

2017 cruise, the Chao1 indices were found to have greater variability as compared to the August 2016 

cruise. For the September 17 cruise, the values for Chao1 across the brackish peat, freshwater peat as 

well as mineral soils were all observed to have increased values of Chao1. According to the Shannon 

indices, the diversity of the microbial communities were significantly different along the different 

source types (p<0.001). In the dry season the Shannon indices were found to be higher than that found 

in March 17 and September 2017 samples, except for the Brackish peat September 2017 samples.  In 

terms of the Simpson diversity indices, the August 2016 season was found to have the higher values as 

compared to the March 2017 and September 2017 season.  
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Fig. 4.8: The calculated α-diversity indices (Observed, Chao1, Shannon, Simpson and Inverse 

Simpson) of the Land Use types (Coastal Zone, Coastal Zone with Plantation (OP) influence) Coastal 

Zone with Plantation (Sago and Oil Palm influence), Human Settlement, Oil Palm and Sago mixed 

Plantation, Oil Palm Plantation and Secondary Forest) 

Based on the effects of land use on the diversity indices (Fig. 4.8), the sites which are surrounded by 

human settlements had higher observed indices (regardless of the cruise), with the exception of the 

Shannon indices in August 2016. Samples surrounded by secondary forest had the second-highest 

values, with samples from August 2016 repeatedly higher than the other two cruises. There were 

significant differences (p<0.001) between samples from the coastal region with generally lower 

indices compared to upstream samples. 
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4.4.5 Functional Profile of Bacterial Communities  

Fig. 4.9: The relative abundance of predicted functional profiles in the four source types across two 

seasons based on KEGG Pathways  

 Based on the KEGG pathways (Fig. 4.9), the functional profiles of the microbial communities were 

predicted for the August 2016 and March 2017 samples. The metabolic pathways that were selected 

were based on the active pathways that were exhibited, including the metabolism of Nitrogen, 

Carbohydrate, Methane and Sulfur metabolism. The main functions found were oxidative 

phosphorylation (20.09%), carbon fixation pathways in prokaryotes (19.00%) and methane 

metabolism (18.36%), respectively. These were followed by nitrogen metabolism (11.50%), carbon 

fixation in photosynthetic organisms (7.67%), and inorganic ion transport and metabolism (5.68%). 

The remaining functional groups were photosynthesis (4.92%), sulphur metabolism (4.31%), inositol 

phosphate metabolism (2.96%), phosphotransferase system (PTS, 2.34%), carbohydrate metabolism 

(1.83%), phosphonate and phosphinate metabolism (1.11%) and lastly mineral absorption (0.23%). 

From Fig. 4.9, it can be seen that the functional gene profiles that were derived from the metagenomic 

profile were very similar. This was similar to a study by Fortunato & Crump (2015) who observed that 

the average similarities of the functional gene profiles were 82% from river to ocean. In terms of gene 

abundances, the March 2017 samples (wet season) were found to have higher gene abundances with 

the highest counts in brackish peat followed by marine samples. However, marine samples in August 

2016 displayed slightly higher gene counts compared to the brackish peat.   
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4.4.6 Distance-based Linear Model of bacterial communities and environmental parameters 

 

Table 4.2: Proportion of combined community variation based on marginal DistLM test that is 

explained by each predictor variable using two cruises (August 2016 and March 2017) 

Category Variable Pseudo-F P-value Proportion 
explained (%) 

Physico-chemical 
parameters 

Salinity 9.6128 0.001 13.42 
Dissolved oxygen 6.6151 0.001 9.64 

SPM 4.3486 0.001 6.55 

Biogeochemical 
parameters 

DIP 4.2218 0.001 10.57 
Silicate 9.269 0.001 9.27 
DOP 5.4246 0.001 8.04 
DON 4.2218 0.001 6.37 

 

Marginal DistLM was performed in order to gauge the extent of physicochemical parameters or 

environmental variables accounting for a compelling proportion of variation in the bacterial 

communities. Salinity was the single best predictor variable explaining bacterial community variation 

(15.27%), followed by Dissolved Inorganic Phosphate at 10.57%. The remaining physico-chemical 

parameters were dissolved oxygen (9.64%) and Suspended Particulate Matter (6.55%) whereas for the 

biogeochemical parameters, Silicate (9.27%), Dissolved Organic Phosphate (8.04%), Dissolved 

Organic Nitrogen (6.37%), Dissolved Organic Carbon (5.27%) and lastly Dissolved Inorganic 

Nitrogen (4.29%) made up the remaining variables (all variables P = 0.001, except for DIN, P=0.002). 
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Significant vectors of environmental variables (R2>0.3892, P <0.001) were calculated based on a 

linear model (DistLM) and plotted against the bacterial community composition as shown in Fig 4.10. 

 

Fig. 4.10: Distance-based Redundancy Analysis (dbRDA) plot based on a linear model (DistLM) and 

plotted against the bacterial community composition.  

 

From Fig. 4.10, the distLM model clustered samples from the August 2016 cruise away from the 

samples of the March 2017 cruise (as seen from the plot points with lighter shades as August 2016 and 

darker shades as March 2017).  Samples originating from the brackish peat as well as marine region 

(August 2016) irrespective of land use were shown to cluster more strongly towards salinity (as shown 

from the longer vector from salinity) as well as DIN and DOP, followed by DIP. On the other hand, 

the brackish peat and marine samples from the March 2017 were found to cluster in between DIP and 

DO. In addition, the samples from August 2016 for freshwater peat and mineral soil -irrespective of 

land use- clustered towards silicate and DON whereas for March 2017, the samples were shown to 

cluster towards the SPM vector. Lastly, it was found that samples which are of peat origin were also 

adjacent to the DOC vector. 
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4.5 Discussion 

This study presents seasonal and spatial distribution of particulate-attached and free-living bacteria in 

the longest river in Malaysia in an attempt to map the bacterial community composition of the water 

column across several habitats with relation to the riparian zones and anthropogenic activities in a 

river-to-sea continuum. Our dataset allows comparison of the microbial community across two 

dimensions: 1) spatial biogeography from headwaters to the coastal zone, and 2) through time 

(seasonally). The rich supporting dataset also allows us to assess underlying nutrient dynamics 

influencing the microbial communities.   

 

4.5.1 General bacterial community composition 

The core microbial communities along the Rajang River-South China Sea continuum consist of 

Proteobacteria, Firmicutes, Actinobacteria, Bacteroidetes, Deinococcus-Thermus and Cyanobacteria 

in varying abundances (Fig. 4.4), indicating high variation within the system. Staley et al (2015) 

proposed that variability in microbial communities are due less to the presence/absence, but likely due 

to shifts in relative abundance of OTUs. As shown in Fig. 4.4, the bulk bacterial taxa were restricted 

to a relatively small number of assemblages. However, due to the heterogeneity of the Rajang River, 

substantial shifts in OTU diversity were shown. While exhibiting successional changes in community 

composition downstream, there were abrupt shifts in terms of richness, diversity and bacterial 

distribution, which was structured according to macro-scale source types. 

 

4.5.2 Diversity and shifts in bacterial communities along the Rajang river-South China Sea 

continuum  

The predominance of the Proteobacteria phylum, especially within the brackish peat region (Fig. 4.4) 

was similar to a recent study on the Pearl River Delta (Chen et al. 2019). In another study by Doherty 

et al. (2017) on the mainstem of the Amazon River (a blackwater influenced river, similar to the 

Rajang River), Actinobacteria were much more abundant (25.8%) compared to the Rajang River 

(11.95%). However, the second-most abundant taxon were the Proteobacteria (β-Proteobacteria) 

which peaked during seasons of high discharge. The same pattern of peaking during high discharge 

can be observed in the Rajang River with considerably higher relative abundance in the wet season 

(Fig. 4.4). This could be a result of the intense rainfall that led to the large input of freshwater 

(Silveira et al. 2011), and ultimately resulting in a “trickling” over microbial pattern from the 

freshwater to the brackish region. The predominance of β-Proteobacteria in the freshwater region and 

the predominance of α- and γ-Proteobacteria (Fig. 4.5) in the estuarine region is typical as the main 

group in seawaters (Nogales et al. 2011) and similar to findings by Silveira et al. (2011) on the 

bacterioplankton community along the Parnaioca River continuum towards the Atlantic Ocean. Hence, 

this shows that salinity exhibited a strong influence on the abundances of Proteobacteria and 

Firmicutes.  
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Among the proteobacterial classes, γ-Proteobacteria was the most dominant, followed by α-

Proteobacteria. The high abundance of γ-Proteobacteria is in line with Fuchsman et al. (2012) which 

states that the group is commonly regarded as particle-associated bacteria. When compared across the 

river-to-sea continuum, the low abundance of β-Proteobacteria is in contrast to other literature (Ghai 

et al. 2012; Brown et al. 2015), as the majority of freshwater systems have β-Proteobacteria as the 

most dominant taxa. This was a because the determination of the Proteobacteria phylum on the 

Rajang takes into account the estuarine as well as the marine regions. The phylum Proteobacteria was 

dominant in all the samples, indicating its role in nitrogen cycling (Yang et al. 2013). The presence of 

Proteobacteria is complementary to the Cyanobacteria blooms which occur as evidently shown in 

Fig. 4.4. Furthermore, the higher presence of Chloroflexi (Ward et al. 2018) and Cyanobacteria 

(Guida et al. 2017) within the marine and brackish peat regions - as reflected by the higher gene 

counts (carbon fixation pathways in prokaryotes) in those regions as compared to the freshwater peat 

and mineral soil (Fig. 4.9) - indicated their probable role in carbon fixation. Furthermore, the presence 

of the genus Sphingomonas indicated the presence of purple-sulfur bacteria which were able to utilize 

carbon dioxide (carbon fixation pathways in prokaryotes) and oxidation of hydrogen sulfide (sulphur 

metabolism, Fig. 4.9) (Pfennig 1975). The higher abundance of Firmicutes in the brackish region was 

reflective of the overall production as opposed to selective growth of the particular source type, as 

Firmicutes were found throughout all four source types. The highest presence of Deinococcus-

Thermus (Fig. 4.4) was found in freshwater peat environments, indicating its preference for the 

aforementioned environment. This is interesting to note as most studies on bacterial community 

composition show that the phylum Deinococcus-Thermus occurs in a higher abundance in extreme 

environments such as hot springs (Zhang et al. 2018b) or in environments that are analogous for Mars 

(2019). In contrast, Deinococcus-Thermus was found in low percentages in extreme environments 

such as Antarctic marine environments (1%, Giudice & Azzaro 2019), or hypersaline soils (1.5%, 

Vera-Gargallo et al. 2019). Considering the major genera, there is a fundamental shift in bacterial 

community composition along the continuum (Fig 4.4, Fig. 4.7). Together with the bacterial richness 

and diversity indices, there was a distinct difference between the dry season (August 2016) and both 

wet seasons, with September 2017 having higher observed indices, while March 2017 had lower or 

variable observed indices. This difference in the two wet season samples could be due to the different 

stages of phytoplankton bloom as mentioned earlier; September 2017 was during an algal bloom while 

March 2017 was after an algal bloom event. This was reflected in the Simpson index as well as the 

indices for September 2017 being lower than those of the August 2016 or March 2017 samples. 

Similarly, Zhou et al. (2018) demonstrated that the Simpson Indices for bacteria increased after the 

onset of an algal bloom (Brackish peat, September 2017) whereas the Shannon indices were at the 

lowest (Brackish peat, March 2017), assuming that the region in which phytoplankton blooms occur is 

the brackish peat region. Overall, there was greater diversity (based on Shannon Indices) in the dry 

season (August 2016) than the wet seasons (March and September 2017), whereas there were greater 
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OTUs in the wet season (Observed index). The decrease in richness and evenness was similar to a 

study conducted by Savio et al. (2015) in which the bacterial evenness and richness declined 

downriver, which is in line with the River Continuum Concept (Vannote et al. 1980). The presence 

of peat did not affect the alpha-diversity indices; this is reflected in the shift in taxa occurring from 

freshwater (which includes freshwater peat) towards the saline region (which includes brackish peat). 

Dominant phyla such as Proteobacteria, typically found in Malaysian peat swamps (Kanokratana et 

al. 2011; Tripathi et al. 2016; Too et al. 2018), are found throughout the Rajang river, whereas 

Acidobacteria is not a major phylum in the Rajang river.  

 

4.5.3 Factors determining bacterial community composition 

While there is difficulty in assessing microbial communities in lotic environments due to the 

heterogeneity of the physicochemical parameters that lotic environments are subjected to (Zeglin 

2015), the major drivers of microbial communities should still be assessed. While only two cruises 

(August 2016 and March 2017) were used due to the lack of physico-chemical data for the September 

2017 cruise, it is sufficient to draw linkages between the major drivers of microbial communities 

between seasons (see Fig. 2.3, Chapter 2.1.2). As shown in Fig. 4.2, it can be observed that there is a 

continual shift in microbial communities, suggesting mixing of the communities from the headwaters 

to the coast (Fortunato et al 2012), which has also been observed along the Upper Mississippi River 

(Staley et al. 2015) and along the Danube River (Savio et al. 2015). Based on the linear model (Fig. 

4.10), salinity is an important factor in driving the shift in microbial communities (Table 4.2), akin to 

findings by Herlemann et al. (2011) along a 200 km salinity gradient in the Baltic Sea. The dispersal 

of taxa of microbial communities from fresh to marine waters faces a strong barrier due to salinity 

(Fortunato and Crump, 2015), likely explaining the reduced relative abundances of Chloroflexi 

upstream and in turn the reduced Deinococcus-Thermus downstream (Fig. 4.4). Such dispersals are 

further influenced by transitional waters such as estuaries and plumes where the microbial 

communities are exposed to rapidly changing physico-chemical conditions such as salinity gradients, 

nutrients, temperature as well as sporadic anthropogenic inputs (Crump et al. 2004). While the 

distribution of the core microbial communities are indicative of the river-sea continuum, it is 

noteworthy that several phyla were distinctly associated with specific source types. The distinct shift 

in bacterial taxa for example from freshwater to brackish waters (and lack thereof between freshwater 

peat and brackish peat; Fig. 4.4) indicates that peat did not have a significant effect on the distribution 

of bacterial taxa. This is further supported by the fact that DOC (as a proxy for organic matter of peat 

origin) only accounts for 5.27% of the community variation (Table 4.2). A study on blackwater rivers 

in the Orinoco Basin, Venezuela (Castillo et al. 2004) showed that increased DOC resulted in higher 

bacterial production. However, the change in bacterial production is not a reflection of its influence on 

the community composition. This was supported by a simple respiration experiment conducted in 
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August 2016 (Supplementary Table 1), whereby the respiration rate (0.44 ± 016 g DO L-1 d-1) was 

higher than that of the primary production rate (0.39 ± 0.08 g DO L-1 d-1).  

 

According to Peter et al. (2011) and Wilhelm et al. (2015) salinity, DIP (biogeochemical parameter) 

and Dissolved Oxygen (physical parameter) had major impacts on the distribution of species. This is 

neatly supported by the distribution of samples on the distLM fitted dbRDA graph (Fig. 4.10). The 

affinity for each of the samples correlates to the physical environment, e.g. the samples which group 

along the salinity vector were those which correlate with the marine as well as brackish peat regions. 

Samples influenced by dissolved oxygen (Fig. 4.10) are from the estuarine region which showed an 

almost anoxic zone (refer to Fig. 3.2). The low availability of oxygen is mirrored in higher counts; 

samples belonging to the brackish peat category showed highest counts regardless of phyla as well as 

season; Supplementary Fig. 2. However, higher counts (particularly Chloroflexi and Cyanobacteria) 

do not reflect higher primary production within this zone. While zones of coastal estuaries are usually 

deemed to have higher primary productivity, it can be inferred that the depletion in oxygen and higher 

pCO2 emissions (Mueller-Dum et al. 2019) within the brackish peat region of the August 2016 

campaign was a result of high bacterial productivity. This can be further supported by the high 

suspended particulate matter (SPM) as a proxy for turbidity of the brackish peat (Fig 3.2) which may 

have resulted in the reduced primary productivity, which in turn can explain the lower dissolved 

oxygen values. As mentioned earlier, the respiration rate (0.44 ± 016 g DO L-1 d-1) was higher than 

that of the primary production rate (0.39 ± 0.08 DO L-1 d-1).  This was similar to a study in the Scheldt 

river, where the higher bacterial production occurred in the turbidity maxima together with the 

depletion of oxygen (Goosen, Rijswijk & Brockmann 1995). However, the relative abundance of 

bacterial OTUs were higher in the estuary as well as marine region, reflecting that while the microbial 

communities are structured by salinity, their abundance is more a reflection of the nutrients available, 

especially in estuaries which exhibit circulation patterns which can result in localised nutrient-rich 

conditions (They et al. 2019). This was supported by the higher relative abundance of oxidative 

phosphorylation genes as well as nitrogen metabolism within the brackish peat, and by Jiang et al. 

(2019), who demonstrated through incubation studies that N transformations in the Rajang estuary 

mixing zone was higher than in the Rajang River and coastal region.  

 

While the development of unique community structures is strongly influenced by spatial factors, an 

influence of seasonality could also be observed with samples from March 2017 being distinctly 

different from the other two cruises (August 2016 and September 2017; Fig. 4.3). Seasonal variability 

was also observed between the source types, particle association and down to the genus level (Fig 4.2, 

Fig 4.3 and Fig. 4.6)). Based on the precipitation as an indicator of the seasonality, a probable 

“transitioning” phase was observed in the dry season (August 2016) with the microbial communities 

being more alike with the March 2017 samples (Fig. 4.4) than with the September 2017 ones. Within 
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the phylum rank (Fig. 4.4), the presence of Cyanobacteria during the March and September 2017 

cruises indicates the influence of seasonality. However, while March 2017 and September 2017 were 

both considered to be wet seasons based on the precipitation, in terms of the relative abundance there 

are considerable differences between the two cruises. The greater abundance of Bacteroidetes in 

March 2017 may be indicative of the community composition adjusting following an algal bloom 

(Pinhassi et al. 2004). In the September 2017 season, it is probable that the time sampled was still 

during an algal bloom, as indicated by the higher abundance of Cyanobacteria. Moreover, the shifts in 

community composition from August 2016 to March 2017 and from March 2017 to September 2017 

are indicative of the influence of seasonality. While March 2017 and September 2017 were similar in 

terms of seasons, September 2017 had higher precipitation during that month, which led to higher run-

off from the riparian region as compared with the March 2017 wet season. This could have led to the 

increase in cyanobacteria, which was also reflected increase of picoplankton size class during the wet 

season (Chapter 5.4, Fig 5.3).  Furthermore, in comparison, August 2016 and March 2017 were 

similar in terms of the proportion of the relative abundance of the community composition (Fig. 4.4).  

 

4.5.4 Possible pathogenic bacteria and/or anthropogenic influence and land-use change  

According to Reza et al. (2018) the taxa Flavobacterium is a potential fish pathogen which is 

commonly found in freshwater habitats (Lee and Eom 2016) as well as coastal pelagic zones (Eilers et 

al. 2001). In the Rajang river, it is the sixth most abundant class (Supplementary Fig. 2). This is 

cause for concern as it was found to be high in the coastal regions as well as brackish regions where 

fisheries and fishing activities are concentrated. Furthermore, the Cytophaga-Flavobacterium-

Bacteroidetes group, or rather known as the CFB group, is commonly associated with humans (Weller 

et al. 2000), reflecting anthropogenic influences on the samples, especially within the brackish areas 

which have several human settlements and plantations. Lee-Cruz et al. (2013) demonstrated that 

conversions from tropical forests to oil palm plantations are much more severe than logged forests in 

terms of bacterial community composition; logged forests were shown to exhibit some resilience and 

resistance (to a certain extent). There has been little to no literature regarding the changes in microbial 

community composition as a result of land-use changes that occur within this region, particularly 

throughout the catchment area of the Rajang River. However, the results obtained from this study 

evidently suggest that the run-off from anthropogenic activities alters the microbial community 

composition. Anthropogenic disturbances, in particular settlements and logging (secondary forest), led 

to higher diversity indices (Fig. 4.9). On the contrary, sites surrounded by oil palm plantations 

displayed the lowest diversity indices, supporting results by Mishra et al. (2014), who found similar 

results in peatlands. In a study by Fernandes et al. (2014), anthropogenically-influenced mangroves 

had 2x higher amounts of γ-Proteobacteria compared to pristine mangroves. This was similar to the 

March 2017 cruise along the Rajang river, whereby γ-Proteobacteria was the predominant class in the 

marine and brackish peat region along with the significant increase in Bacteroidetes as mentioned, 
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which can be associated to anthropogenic activities. On the other hand, during the dry season, the 

diversity of the “less-disturbed” region was higher than the disturbed regions. However, it should be 

noted that the coastal zone generally has the lowest richness and diversity amongst the regions 

regardless of the presence or absence of anthropogenic activities. Hence, the extent of salinity 

intrusion may also result in the loss of diversity and richness of the microbial communities in the 

Rajang river (Shen, Langenheder & Jürgens, 2018).  
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4.6 Conclusion 

This study represents the first assessment of the microbial communities of the Rajang River, the 

longest river in Malaysia, expanding our knowledge of microbial ecology in tropical regions. The 

predominant taxa are Proteobacteria (50.29%), followed by Firmicutes (22.35%) and Actinobacteria 

(11.95%). The microbial communities were found to change according to the source type, whereby 

distinct patterns were observed as a result of the changes in salinity along with variation of other 

biogeochemical parameters. Alpha diversity indices indicate that the microbial diversity was higher 

upstream as compared to the marine and estuarine regions, whereas anthropogenic perturbations led to 

increased richness but less diversity in the less pristine environments. Even though there were 

observed changes in bacterial community composition and diversity that occur along the Rajang River 

to sea continuum, the PICRUSt predictions showed minor variations. Areas surrounded by oil palm 

plantations showed the lowest diversity; other signs of anthropogenic impacts included the presence of 

CFB-groups as well as probable algal blooms. In order to further gauge and substantiate the functional 

and metabolic capacity of the microbial communities within each specific source type, 

metaproteomics as well as metabolomics should be carried out along with mixing experiments. These 

could show the response of the microbial communities towards anthropogenic perturbations as well as 

the role of microbial communities in degrading peat-related run-off from the surrounding riparian 

regions.   
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Phytoplankton and picoplankton dynamics along the Rajang river-South China Sea continuum 

 

5.1 Abstract 

In the recent years, there has been an increase in the number of studies on phytoplankton in the South 

China Sea. As the Rajang River is a unique tropical peat-draining river which discharges a large 

amount of organic matter into the South China Sea, little is known about the relative contribution of 

the Rajang River towards the phytoplankton and picoplankton assemblages and vice versa. 

Furthermore, there are limited studies which are conducted along blackwater dominated rivers and 

estuaries in general with regards to phytoplankton and picoplankton. Therefore, the aim of this study 

is to assess phytoplankton community via CHEMTAX (program for the analysis of pigment markers) 

and elucidate its dynamics with environmental parameters. Also, the distribution of picoplankton will 

be investigated in order to determine the seasonal and spatial distribution and dominance of either 

phytoplankton or picoplankton. CHEMTAX was utilized to predict the phytoplankton community 

from the obtained pigment concentrations, and picoplankton abundance was obtained via flow 

cytometry. The profiles of phytoplankton pigments revealed distinct contributions of phytoplankton 

communities towards the total Chl a, which change according to source type. Distributions of the 

phytoplankton were commonly found based on the salinity profiles, i.e. diatoms were found in the 

salinity influenced regions whereas the chlorophytes were common in freshwater ecosystems. 

Resource availability was a major factor in the phytoplankton and picoplankton communities of the 

Rajang River. In the wet season, the upstream Rajang River has lower nutrient concentrations due to 

higher flow, which led to the dominance of picoplankton upstream; larger sized phytoplanktons 

dominated the coastal regions due to higher abundance of nutrients. In conclusion, the present study 

represents a first assessment of the spatial and seasonal distribution of both freshwater and marine 

phytoplankton assemblages, and of picoplankton abundance along the Rajang River-South China Sea 

continuum. The results contribute towards improved understanding of the phytoplankton and 

picoplankton communities of this region, which can provide insights towards the ecophysiological 

health of the region. They should also assist long-term monitoring of harmful algal blooms, especially 

with indicator phytoplankton species that respond to anthropogenic activities.  
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5.2 Introduction 

Phytoplankton play an important role in the marine ecosystems and biogeochemical cycles (Le Quéré 

et al. 2005; Doney et al. 2009; Weber & Deutsch 2010) such as the carbon cycle (Zhu et al. 2009). In 

addition, planktonic algae play an essential role in the functioning of large rivers as major producers 

of organic carbon and food source for planktonic consumers (Wehr & Descy 1998). The diversity of 

phytoplankton, such as their shape, size and pigmentation, strongly influences biogeochemical 

processes such as the efficiency of phytosynthesis, trophic interactions (Legendre and Lefevre 1989; 

Jennings et al. 2002) and global carbon fluxes originating from the euphotic zone (Michaels and Silver 

1988; Buesseler 1998).  

Paerl et al. (2003) claim that phytoplankton groups are seasonally influenced, whereby drought 

conditions -which cause the reduction of freshwater discharge- result in longer water residence time 

and reduced nutrient concentrations, which favour slower growing phytoplankton taxa such as 

cyanobacteria and dinoflagellates. Other phytoplankton groups are able to grow under reduced saline 

conditions and competitively utilize nutrients; they subsequently grow rapidly during increased river 

flow rates caused for example by higher precipitation. Hence, the elucidation of spatiotemporal 

nutrient availability is essential for the basic understanding of the riverine and coastal/estuarine 

ecosystem structure and overall productivity (Downing et al. 1997, Paerl et al. 2004). It has been 

established that regions of high nutrients are usually found in estuaries and are mostly characterized 

by the dominance of large celled-diatoms in the phytoplankton biomass (Sarthou et al. 2005). Thus, 

fucoxanthin, the diagnostic pigments related to diatoms, are provisionally higher in these areas 

(Wysocki et al. 2006). Cyanobacteria are commonly found in many aquatic systems, including 

tropical and temperate lakes, rivers and estuaries (Whitton and Potts 2000). Picoplankton are groups 

of phytoplankton with sizes less than 2 or 3 µm in diameter (Sieburth et al. 1978; Takashi & Hori 

1984; Vaulot et al. 2008). According to Alvain et al (2005), the phytoplankton biomass that dominates 

under oligotrophic conditions, such as in subtropical gyres, is picoplankton due to their advantage of a 

high surface-to-volume ratio which makes them the best at competing for low nutrient concentrations 

(Raven 1998). The abundance of eukaryotes is often inversely associated with that of prokaryotes, 

whereby the prokaryotes are generally favoured in physically active mixed layers (Bouman et al. 

2011). Due to the increasing warming of oceans, picoplankton (with specific reference to 

picoeukaryotes) were found in increasing fractions of the total chlorophyll concentrations (Li et al. 

2009; Moran et al. 2010).  

The estuarine and coastal ecosystem dynamics are strongly driven by hydrological forcing as a result 

of intra- and inter-annual climatic variability (Goldenberg et al. 2001; Cloern 2001; Paerl et al. 2006). 

Such hydrological forcing would then aid in triggering biogeochemical as well as trophic responses 

which would in turn change the functional properties of the ecosystem.  
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Several studies on the ecology of phytoplankton communities in river-to-sea continua have been 

carried out, for example along the Neuse River estuary (Arhonditsis et al. 2007) and along the sub-

tropical Wanquan River in China. Studies on the phytoplankton ecology along blackwater influenced 

tropical rivers are, however, very limited. One exception is a study conducted on a blackwater 

dominated estuary in the Gulf of Mexico (Quinland & Phlips 2007). Even though riverine 

phytoplankton communities consist of a diverse assemblage of benthic macrophytic, smaller epilithic, 

epiphytes and sediment–dwelling forms other than the suspended algae (Reynolds and Descy 1996), 

this chapter will focus only on the phytoplankton and picoplankton distribution in the surface waters 

or the epipelagic zone of the Rajang river-South China Sea continuum. 

As the Rajang river is characterized as being phosphate limited (Sia et al., in preparation), the question 

arises if this nutrient limitation results in a greater proportion of picoplankton compared to 

phytoplankton, or does the excess in nitrogen limit the abundance of both picoplankton and 

phytoplankton? In this study, phytoplankton communities were elucidated using pigment data, and 

their seasonal dynamics and correlation with environmental parameters were assessed. Respiration 

experiments were conducted in order to determine the primary productivity of the region. Lastly, the 

distribution of picoplankton was investigated as well in order to determine the seasonal and spatial 

distribution and dominance of either phytoplankton or picoplankton. 
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5.3 Methodology  

5.3.1 Study Site & Sample Collection 

Two cruises were undertaken in August 2016 and March 2017 on a live-aboard fishing boat; all 

samples were collected on board and filtered and preserved immediately. The sites where the 

phytoplankton samples were obtained are shown in Fig 5.1. The samples of each picoplankton type 

are shown in Fig. 5.5, Fig. 5.6 and Fig. 5.7. 

 

Fig. 5.1: Location of Rajang River within Sarawak, Malaysia (inset). The map shows the stations 

sampled during two different cruises; August 2016 (dry season; red diamonds), March 2017 (wet 

season; blue squares) 

 

 The samples were collected within the upper 1 m using a throw-away bucket. The bucket was 

thoroughly rinsed with sample waters at the start of each station. A multi-parameter probe was used at 

every station to obtain the physico-chemical parameters such as salinity, temperature, turbidity and pH 

of the surface waters. The interpretation of the season is based on the monthly averages of the 

precipitation (Refer to Chapter 2.1.2, Fig. 2.3), whereby August 2016 represents the dry season, and 

March 2017 represents the wet season.  
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The abbreviations, names and formulae for the pigments and that are pertinent to this study are found 

in the table (Table 5.1) below:  

Table 5.1: Overview of the Abbreviations, Name and formulae of the pigments studied  

Abbreviation Name or Formulae 
ALLO Alloxanthin 
BUT 19’Butanoyloxyfucoxanthin 
Chl a Chlorophyll a 
Chl b Chlorophyll b 

dv-Chl a Divinyl chlorophyll a 
dv-Chl b Divinyl chlorophyll b 
TChl a CHLa + dvCHLa 

TChl b 
CHLb + dvCHLb* 
*In this study the TChl b could not be determined due to the lack of data for dv-
CHLb. Hence it is assumed here that Tchl b = Chl b  

DIAD Diadinoxanthin 
DIAT Diatoxanthin 
FUCO Fucoxanthin 
HEX 19’Hexanoyloxyfucoxanthin 
LUT Lutein 
NEO Neoxanthin 
PER Peridinin 
PRA Prasinoxanthin 
VIO Violaxanthin 
ZEA Zeaxanthin 

 

5.3.2 Chemical Analyses of Phytoplankton Pigments 

The extraction of the phytoplankton pigments was carried out according to methods provided by 

Zapata et al. (2000) (Refer to Chapter 2.9). 

5.3.3 Phytoplankton community structure estimates via CHEMTAX 

While conventional light microscopy is the main tool for the enumeration and the identification of 

phytoplankton, it has its limitations, such as being unable to differentiate small-sized phytoplankton 

groups. This is pertinent in regions where small flagellates are the dominant species (Peterson et al. 

1988; Rodriguez, Varela and Zapata. 2002). As some pigments are characteristic of specific 

phytoplankton groups (Schlüter et al. 2000; Ediger et al. 2006), the phytoplankton pigments can be 

utilized as diagnostic markers in the classification of phytoplankton assemblages. According to 

Mackey et al. (1996), the CHEMTAX program is one of the most robust methods for the analysis of 

pigment markers. A steep descent algorithm is employed with a factor analysis in order to identify the 

best fit data based on initial estimates of the most applicable pigment ratio(s) for each class of 

phytoplankton. While CHEMTAX has mostly been used for oceanic environments (Mackey et al. 

1998; Rodriguez Rodriguez, Varela and Zapata 2002; Muylaert et al. 2006), it has also been used for 
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estuarine regions (Zhu et al. 2009; Seoane et al. 2011; Parab et al. 2013) freshwater regions (Simmons 

and Simmons 2012) and neotropical lakes, lagoons and swamps (Guisande et al. 2008). Hence, in this 

study, the initial pigment ratios selected were based on pigment ratios that are analogous to the 

physico-chemical conditions of the Rajang River.  

By utilizing the CHEMTAX program (Mackey et al. 1996), the estimation of phytoplankton group 

abundances (in terms of contributions to Chl a) were based on the HPLC phytoplankton pigment 

measurements. Mackey et al. (1997) stated that a pre-study of the region is necessary (based on 

microscopic taxanomic observations) in order to obtain the representative of the main species within 

the class that are representative based on the pigment ratios. However, as there is little to no literature 

on the phytoplankton ratios within this region, the pigment ratios had to be derived based on studies 

by Cartaxana et al (2009) (lakes), Gameiro et al. (2007) (estuaries) and Zhu et al. (2015) on the 

Wanquan River (a tropical/subtropical river in Hainan, China which extends out to the northern South 

China Sea). The ratios from these studies were chosen as the environment closely resembled the 

conditions of the Rajang River for the estuarine regions. The pigment ratios for the samples obtained 

from the freshwater region were adapted from Guisande et al. (2008) which was based on multiple 

freshwater regions. Hence, pigment ratios utilized for this study were divided into two categories: (1) 

when salinity = 0 and (2) when salinity > 0. In the selection of pigments to be utilized in the 

CHEMTAX program, pigments such as DIAT, which is formed by the rapid degradation of DIAD, 

and pigments that are present in all algal classes were excluded as the aforementioned pigments are 

unable to provide suitable information regarding the phytoplankton composition (Mackey et al. 1997; 

Zhu et al. 2015). The composition of the diagnostic pigments included cryptophytes, haptophytes and 

prasinophytes for the estuarine (salinity > 0) region. Prochlorophytes were excluded as the 

determination of prochlorophytes requires the pigments to be normalized to divinyl chlorophyll a 

which was unavailable in this study. Furthermore, for the riverine region (salinity = 0), 

prochlorophytes, haptophytes and prasinophytes were excluded due to the lack of diagnostic pigments 

that correspond to the taxa involved. However, while the wet season lacked the pigments needed to 

run the CHEMTAX program (PER, FUCO, NEO, VIO and ALLO), the aforementioned pigments 

remained in the pigments ratio matrix in order to properly run the program. It should also be noted 

that terrestrial plant detritus would affect the prediction of the CHEMTAX results as it contains the 

pigments LUT as well as Chl b, which is often present in rivers and estuarines (Zhu et al. 2015). This 

could lead to the overestimation of chlorophytes (Lionard et al. 2008). The run configuration of 

CHEMTAX is shown in Table 5.2 below.  
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Table 5.2: CHEMTAX Configuration 

Run Configuration Value 
Verbosity 2 (Low) 

Iteration Limit 100 
Epsilon Limit 0.0001 

Initial Step Size 10 
Step Ratio 1.3 
Cutoff Step 1000 

Elements Varied 5 
Subiterations 1 

Weighting 3 
Weight Bound 30 (Bounded Relative) 
Ratio Limits 500 

 

5.3.4 Size Structure of Algal Populations 

The relative biomass proportions that were correlated to micro-phytoplankton (20 – 200 µm), 

nanophytoplankton (2-20µm) and picophytoplankton (<2 µm) in natural populations were estimated 

based on those pigment concentrations which were shown to be significant in terms of taxonomic 

determination and which were able to be associated to a size class (Vidussi et al. 2001). Each size 

class and the associated biomass proportions were computed as (Bricaud et al. 2004; Uitz et al. 2006): 

% picophytoplankton = 100 * (0.86[Zea] + 1.01[TChl b]/DP (1) 

% nano = 100 * (0.6[ALLO] + 0.35 [BUT – FUCO] + 1.27 [HEX-FUCO])/DP (2) 

% micro = 100 * (1.41[FUCO] + 1.41 [PER])/DP (3) 

 Whereby the sum of the seven diagnostic pigment concentrations (DP): 

DP = 0.6[ALLO] + 0.35[BUT – FUCO] + 1.41[FUCO] + 1.27[HEX-Fuco] + 1.41[PER] + 1.01[TChl 

b] + 0.86[ZEA] 

Claustre (1994) and Uitz et al. (2006, 2008) specified that the assumptions of pigment/size 

relationships may occasionally lead to errors, as some diagnostic pigments are common among several 

phytoplankton groups which may cover a broad range of sizes. For example zeaxanthin, which is 

normally used for the classification of Cyanobacteria, is also present in Trichodesmium (Kheireddine 

et al. 2017). However, Uitz et al. (2006) and Ras, Claustre and Uitz (2008) justified that the 

aforementioned approach is still important and relevant in order to elucidate the trends of the 

dominant phytoplankton communities and the regional and seasonal scales of size structures. Tchl b 

was assumed to be equal to Chl b in order to estimate the size structure of the algal populations 
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5.3.5 Picoplankton biomass calculations 

Refer to Chapter 2.9 

 

5.3.6 Data analysis and statistics 

Refer to Chapter 2.10 
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5.4 Results 

5.4.1 Determination of Phytoplankton Community Structure Estimates 

Based on the output pigment ratios (Table 5.6 and Table 5.8), the input remains generally similar or 

within the range (Mackey et al .1996), which exemplifies the robustness of the fitting. However, as 

CHEMTAX makes a prediction of the available phytoplankton community based on literature, it has 

to be interpreted with caution. As put forth by Zhu et al (2009) and Higgins and Mackey (2000), tight 

limits cannot be set as pigment ratios from the literature were based on laboratory cultures, whereas 

the pigments obtained in this study were subject to variable conditions as opposed to laboratory 

conditions. Hence, tight limits on the pigment ratios were not set, and the fluctuations in the pigment 

ratios were accepted.  
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Table 5.3: Phytoplankton pigment concentrations (µg L-1) of the the Rajang River-South China Sea continuum in the Dry Season. ALLO = Alloxanthin; 

BUT=19’Butanoyloxyfucoxanthin; Chl a = Chlorophyll a; Chl b = Chlorophyll b; dv-Chl a = Divinyl chlorophyll a; DIAD = Diadinoxanthin; FUCO = 

Fucoxanthin; HEX = 19’Hexanoyloxyfucoxanthin; LUT = Lutein; NEO = Neoxanthin; PER = Peridinin; PRA= Prasinoxanthin; VIO = Violaxanthin; ZEA = 

Zeaxanthin 

Season Dry 

 Pigments (mg L-1) 

Stations 

A
LLO

 

BU
T 

C
hl a 

C
hl b 

dv-C
hl a 

D
IA

D
 

D
IA

T 

FU
C

O
 

H
EX

 

LU
T 

N
EO

 

PER
 

PR
A

 

V
IO

 

ZEA
 

AUG16ST2 2.533 0 180.51 7.767 0 7.041 1.043 78.203 1.830 0.526 0.839 5.131 0.978 0.650 11.068 

AUG16ST3 1.762 0 65.37 3.970 0 2.347 0.532 19.853 0 1.206 0.775 1.775 0 0 3.089 

AUG16RAJST5 1.982 0 62.84 10.787 0 1.327 0 2.072 0 4.713 1.775 0.321 0 0.960 2.445 

AUG16RAJST6 2.312 0 67.06 8.630 0 2.449 0 5.352 0 4.385 2.259 2.138 0 1.033 2.831 

AUG16RAJST7 0.947 0 42.18 5.178 0 1.429 0 6.560 0 3.179 1.468 0 0 0.599 1.930 

AUG16RAJST8 1.982 0 47.24 6.472 0 1.531 0.448 6.905 0.717 3.398 1.517 1.155 0 0.681 2.188 

AUG16RAJST10 0.727 0 21.93 3.107 0 1.123 0 4.316 0 3.288 0.871 1.304 0 0 1.544 

AUG16RAJST15 2.092 0 37.96 4.746 0 0.980 0 3.798 0 2.850 1.614 0.428 0 0.867 1.930 

AUG16RAJST16 3.523 0 61.58 8.198 0 1.531 0 2.762 0 3.508 2.098 0.513 0 1.136 2.059 

AUG16RAJST28 1.090 0 32.47 4.746 0 0.633 0 2.072 0 2.302 0.920 0 0 0.743 2.703 

AUG16RAJST30 0.716 0 24.04 1.553 0 1.429 0 5.524 0 0.537 0 1.261 0 0 1.145 

AUG16RAJST31 5.836 0 87.30 4.746 0 4.388 1.147 24.514 0 0.976 0.468 6.200 0 1.136 2.059 

AUG16RAJST32 4.514 0 132.01 5.178 0 6.735 1.032 40.051 0 0.274 0 7.269 0 0.712 3.475 

AUG16RAJST33 7.818 0 128.21 5.609 0 5.613 3.232 40.051 1.525 0.866 0.694 2.010 1.793 0.661 21.621 

Mean ± SE 
2.702 

± 
0.554 

0 70.763 ± 
12.412 

5.763 ± 
0.645 0 2.754 ± 

0.594 
0.531 ± 
0.240 

17.288 ± 
5.899 

0.291 ± 
0.166 

2.286 ± 
0.408 

1.093 ± 
0.191 

2.107 ± 
0.631 

0.198 ± 
0.141 

0.656 ± 
0.106 

4.292 ± 
1.481 
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Table 5.4: Phytoplankton pigment concentrations (µg L-1) of the the Rajang River-South China Sea continuum in the Wet Season. ALLO = Alloxanthin; 

BUT=19’Butanoyloxyfucoxanthin; Chl a = Chlorophyll a; Chl b = Chlorophyll b; dv-Chl a = Divinyl chlorophyll a; DIAD = Diadinoxanthin; FUCO = 

Fucoxanthin; HEX = 19’Hexanoyloxyfucoxanthin; LUT = Lutein; NEO = Neoxanthin; PER = Peridinin; PRA= Prasinoxanthin; VIO = Violaxanthin; ZEA = 

Zeaxanthin 

Season Wet 

 Pigments (mg L-1) 

Stations 

A
LLO

 

BU
T 

C
hl a 

C
hl b 

dv-C
hl a 

D
IA

D
 

D
IA

T 

FU
C

O
 

H
EX

 

LU
T 

N
EO

 

PER
 

PR
A

 

V
IO

 

ZEA
 

MAR17RAJST1 0 0 0.022 0.004 0 0 0.008 0 0 0.004 0 0 0 0 0.002 

MAR17RAJST3 0 0 0.034 0.009 0 0 0.008 0 0 0.008 0 0 0 0 0.003 

MAR17RAJST5 0 0 0.022 0.005 0 0 0.007 0 0 0.005 0 0 0 0 0.002 

MAR17RAJST6 0 0 0.049 0.015 0 0 0.011 0 0 0.015 0 0 0 0 0.007 

MAR17RAJST7 0.011 0 0.076 0.004 0 0 0.008 0.008 0 0.002 0 0 0 0 0.003 

MAR17RAJST8 0.012 0 0.232 0.012 0 0.017 0.008 0.123 0 0.003 0 0.015 0 0 0.014 

MAR17RAJST9 0.014 0 0.264 0.013 0 0.012 0.009 0.078 0 0.001 0.002 0.015 0 0.003 0.010 

MAR17RAJST10 0.006 0 0.210 0.010 0 0.010 0.009 0.071 0 0.002 0 0.004 0 0 0.008 

MAR17RAJST11 0.043 0 0.622 0.063 0 0.035 0.010 0.191 0.003 0.003 0.010 0.053 0.013 0.007 0.030 

MAR17RAJST12 0.013 0 0.608 0.021 0 0.040 0.009 0.429 0.005 0.003 0.003 0.022 0.004 0.004 0.022 

MAR17RAJST13 0.030 0 0.800 0.100 0 0.030 0.009 0.400 0.010 0 0.010 0.020 0.030 0.010 0.100 

MAR17RAJST14 0.014 0 0.662 0.074 0 0.013 0.007 0.177 0.016 0 0.012 0.009 0.026 0.005 0.213 

MAR17RAJST15 0.007 0 0.165 0.009 0 0.007 0.007 0.087 0 0.002 0 0 0 0 0.007 

MAR17RAJST16 0 0 0.090 0.006 0 0.003 0.008 0.020 0.006 0 0 0 0 0 0.030 

Mean ± SE 
0.011 

± 
0.003 

0 0.275 ± 
0.074 

0.025 ± 
0.008 0 

0.012 
± 

0.004 

0.008 
± 

0.001 

0.113 ± 
0.038 

0.003 ± 
0.001 

0.003 
± 

0.001 

0.003 ± 
0.001 

0.011 
± 

0.004 

0.005 ± 
0.003 

0.002 ± 
0.001 

0.032 ± 
0.015 
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Table 5.5: CHEMTAX calculated input pigment ratios for the estuarine region (Salinity>0; all pigment ratios are normalized to Chl a). PER = Peridinin; 

BUT=19’Butanoyloxyfucoxanthin; FUCO = Fucoxanthin; HEX = 19’Hexanoyloxyfucoxanthin; NEO = Neoxanthin; PRA= Prasinoxanthin; VIO = 

Violaxanthin; ALLO = Alloxanthin; LUT = Lutein; ZEA = Zeaxanthin; Chl b = Chlorophyll b 

 

Ratios Taxa PER BUT FUCO HEX NEO PRA VIO ALLO LUT ZEA Chl b 

Input 

Chlorophytes 0 0 0 0 0.043 0 0.032 0 0.16 0.001 0.277 
Chrysophytes 0 0.933 0.625 0 0 0 0 0 0 0 0 
Cryptophytes 0 0 0 0 0 0 0 0.405 0 0 0 
Cyanobacteria 0 0 0 0 0 0 0 0 0 0.984 0 

Diatoms 0 0 0.779 0 0 0 0 0 0 0 0 
Dinoflagellates 0.533 0 0 0 0 0 0 0 0 0 0 
Euglenophytes 0 0 0 0 0.069 0 0.007 0 0 0.056 0.219 
Haptophytes 0 0 0.233 0.462 0 0 0 0 0 0 0 

Prasinophytes 0 0 0 0 0.082 0.497 0 0 0.032 0.157 0.568 
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Table 5.6: CHEMTAX calculated output pigment ratios for the estuarine region (Salinity>0; all pigment ratios are normalized to Chl a). PER = Peridinin; 

BUT=19’Butanoyloxyfucoxanthin; FUCO = Fucoxanthin; HEX = 19’Hexanoyloxyfucoxanthin; NEO = Neoxanthin; PRA= Prasinoxanthin; VIO = 

Violaxanthin; ALLO = Alloxanthin; LUT = Lutein; ZEA = Zeaxanthin; Chl b = Chlorophyll b 

Ratios Taxa PER BUT FUCO HEX NEO PRA VIO ALLO LUT ZEA Chl b 

Output 
(Dry) 

Chlorophytes 0 N/A 0 0 0.023 0 0.019 0 0.116 0.001 0.183 
Chrysophytes 0 N/A 0.308 0 0 0 0 0 0 0 0 
Cryptophytes 0 N/A 0 0 0 0 0 0.288 0 0 0 
Cyanobacteria 0 N/A 0 0 0 0 0 0 0 0.496 0 

Diatoms 0 N/A 0.438 0 0 0 0 0 0 0 0 
Dinoflagellates 0.348 N/A 0 0 0 0 0 0 0 0 0 
Euglenophytes 0 N/A 0 0 0.009 0 0.006 0 0 0.045 0.135 
Haptophytes 0 N/A 0.137 0.273 0 0 0 0 0 0 0 

Prasinophytes 0 N/A 0 0 0.035 0.213 0 0 0.014 0.067 0.243 

Output 
(Wet) 

Chlorophytes 0 N/A 0 0 0.005 0 0.019 0 0.109 0.001 0.188 
Chrysophytes 0 N/A 0.258 0 0 0 0 0 0 0 0 
Cryptophytes 0 N/A 0 0 0 0 0 0.288 0 0 0 
Cyanobacteria 0 N/A 0 0 0 0 0 0 0 0.496 0 

Diatoms 0 N/A 0.585 0 0 0 0 0 0 0 0 
Dinoflagellates 0.348 N/A 0 0 0 0 0 0 0 0 0 
Euglenophytes 0 N/A 0 0 0.016 0 0.008 0 0 0.043 0.166 
Haptophytes 0 N/A 0.137 0.273 0 0 0 0 0 0 0 

Prasinophytes 0 N/A 0 0.0351 0.213 0 0 0.014 0.067 0.243 0.243 
 

The output of the calculated pigment ratios are shown in Table 5.6. The bolded values indicate changes in original values that were input in the to 

CHEMTAX. The pigment 19’Hexanoyloxyfucoxanthin in the final output matrix was not included due to the pigment being absent in both seasons. 
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Table 5.7: CHEMTAX input pigment ratios for the freshwater region (Salinity=0). PER = Peridinin; FUCO = Fucoxanthin; NEO = Neoxanthin; VIO = 

Violaxanthin; ALLO = Alloxanthin; LUT = Lutein; ZEA = Zeaxanthin; Chl b = Chlorophyll b 

Ratios Taxa PER FUCO NEO VIO ALLO LUT ZEA CHLb 

Input 

Chlorophytes 0 0 0.006 0.031 0 0.124 0.015 0.166 
Chrysophytes 0 0.261 0 0.116 0 0 0.021 0 
Cryptophytes 0 0 0 0 0.295 0 0 0 
Cyanobacteria 0 0 0 0 0 0 0.32 0 

Diatoms 0 1.057 0 0 0 0 0 0 
Dinoflagellates 0.636 0 0 0 0 0 0 0 
Euglenophytes 0 0 0 0 0 0 0 0.241 
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Table 5.8: CHEMTAX output pigment ratios for the freshwater region (Salinity=0). PER = Peridinin; FUCO = Fucoxanthin; NEO = Neoxanthin; VIO = 

Violaxanthin; ALLO = Alloxanthin; LUT = Lutein; ZEA = Zeaxanthin; Chl b = Chlorophyll b 

Ratios Taxa PER FUCO NEO VIO ALLO LUT ZEA Chl b 

Output 
(Dry) 

Chlorophytes 0 0 0.011 0.026 0 0.105 0.013 0.141 
Chrysophytes 0 0.187 0 0.083 0 0 0.015 0 
Cryptophytes 0 0 0 0 0.228 0 0 0 
Cyanobacteria 0 0 0 0 0 0 0.242 0 

Diatoms 0 0.514 0 0 0 0 0 0 
Dinoflagellates 0.389 0 0 0 0 0 0 0 
Euglenophytes 0 0 0 0 0 0 0 0.194 

Output 
(Wet) 

Chlorophytes 0 0 0.001 0.004 0 0.323 0.017 0.283 
Chrysophytes 0 0.187 0 0.083 0 0 0.015 0 
Cryptophytes 0 0 0 0 0.228 0 0 0 
Cyanobacteria 0 0 0 0 0 0 0.310 0 

Diatoms 0 0.514 0 0 0 0 0 0 
Dinoflagellates 0.389 0 0 0 0 0 0 0 
Euglenophytes 0 0 0 0 0 0 0 0.065 
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The relative phytoplankton contribution to total Chl a was calculated and plotted in a graphical 

representation as shown in Fig. 5.2.  

 

Fig. 5.2: Relative phytoplankton contribution to total Chl a as per calculated via CHEMTAX in both 

dry and wet seasons according to source type (%) 

 

Reading Fig. 5.2, the diatoms had the highest percentage in the marine and the brackish peat regions 

in the dry season (37.85%). The second highest phylum in the marine region during the dry season 

were the Chrysophytes (16.15%), followed by Euglenophytes (15.29%). The remaining phyla were 

Cyanobacteria (10.47%), Cryptophytes (9.24%), Dinoflagellates (4.13%), Chlorophytes (2.56%), 

Haptophytes (2.38%), and Prasinophytes (1.93%). For the brackish peat in the dry season, the highest 

contributor were the Chrysophytes (34.09%), followed by Euglenophytes (19.88%) and Diatoms 

(16.40%). The remaining phyla were Cryptophytes (9.72%), Dinoflagellates (9.64%), Chlorophytes 

(7.69%), Cyanobacteria (2.54%), Prasinophytes (0.04%) and Haptophytes (negligible percentage). On 

the other hand, the chlorophytes were the dominant taxa in the freshwater peat in the dry season 

(52.59%). The next biggest contributor towards the freshwater peat in the dry season were 

Cryptophytes (14.66%) followed by Euglenophytes (13.19%), Cyanobacteria (12.62%) and Diatoms 

(5.38%). The remaining taxa were Dinoflagellates (0.95%) and Chrysophtes (0.60%). The highest 

contributor in the freshwater peat in the dry season were the Chlorophytes (52.59%), followed by 
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Cryptophytes (14.66%) and Euglenophytes (13.19%). The remaining phyla were Cyanobacteria 

(12.62%), Diatoms (5.38%), Dinoflagellates (0.95%) and lastly Chrysophytes (0.60%).  For mineral 

soils in the the dry season, the highest taxa were also Chlorophytes (52.54%), followed by Diatoms 

(12.77%), Cyanobacteria (11.71%), Cryptophytes (10.29%), Euglenophytes (8.51%) and 

Dinoflagellates (4.18%), respectively.  

 

On the other hand, in the wet season, the highest contributors in the marine region were the 

Euglenophytes (30.83%), Diatoms (20.90%), followed closely by Cyanobacteria (20.70%). The 

remaining phyla were Haptophytes (8.52%), Chrysophytes (7.63%), Cryptophytes (4.41%), 

Prasinophytes (3.60%), Dinoflagellates (2.23%) and lastly, Chlorophytes (1.17%), respectively. For 

brackish peat in the wet season, the highest contributor belonged to the Chrysophytes (26.40%), 

followed by Diatoms (20.89%), and Euglenophytes (17.47%). The remaining phyla belonged to the 

Cryptophytes (13.51%), Cyanobacteria (6.74%), Dinoflagellates (6.51%), Chlorophytes (5.89%), 

Prasinophytes (1.62%) and lastly, Haptophytes (0.98%). For the freshwater peat in the wet season, the 

highest contributor belonged to the Euglenophytes (35.48%), followed by Cyanobacteria (33.71%) 

and Chlorophytes (30.80%). The remaining phyla occured in trace amounts (Chrysophytes, 

Cryptophytes and Dinoflagellates). Lastly for the mineral soils in the wet season, the biggest 

contributor also belonged to the Euglenophytes (42.21%), followed by Chlorophytes (30.03%) and 

Cyanobacteria (27.76%). 
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5.4.2 Size Structure of Algal Class (Determination of phytoplankton size class) 

The relative proportion of phytoplankton size class was calculated as shown in Supplementary Table 

3 and 4 respectively. 

The average values for each source type was calculated and plotted on a bar graph as shown in Fig. 

5.3 

 

Fig. 5.3: Graphical representation of the average relative proportion of phytoplankton size class (%) 

in both dry and wet seasons according to source type 

In the dry season, the highest proportion of phytoplankton in the marine region were 

microphytoplankton (75.23%), followed by picoplankton (19.71%) and nanoplankton (5.06%). For 

the brackish peat in the dry season, the largest contributor were microphytoplankton as well (80.77%), 

followed by picoplankton (15.17%) and 4.06% nanophytoplankton. For the freshwater peat region, 

the picoplankton dominated in the wet season (61.92%) followed by microphytoplankton (29.41%) 

with the nanoplankton having the smallest contribution (4.61%), respectively. Lastly for the mineral 

soils in the dry season, the biggest contributor were microphytoplankton at 54.26%, followed by 

picoplankton (41.13%), and lastly nanoplankton (4.61%).  

For the wet season, the highest contributor in the marine region were also microphytoplankton 

(57.39%), followed by picoplankton (35.08%) and nanoplankton (7.52%). For the brackish peat in the 

wet season, microphytoplankton dominated the region (74.82%), followed by picoplankton (18.48%) 

and nanoplankton (6.70%). It is unclear why during the wet season, both freshwater peat and mineral 

soils were completely dominated by the picoplankton (100.0%). 
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5.4.3 Environmental Drivers of Phytoplankton Community Composition 

Among the environmental parameters selected, distLM clustered the samples according to source 

types for the regions with salinity influence whereas for the freshwater regions, the samples were 

clustered according to season as shown in Fig. 5.4. The environmental parameters were fitted in a best 

fit distLM model in Fig. 5.4 (R2 > 0.839, P>0.001). 

 

Fig. 5.4: Significant vectors of environmental variables were calculated based on a linear model (Dist 

LM) and plotted against phytoplankton pigments composition 

Samples in the marine and brackish peat regardless of season were found to cluster in between DOP 

and Salinity and DIP. For the mineral soils and freshwater peat, the samples were found to cluster 

separately as compared to the marine and brackish peat. For the dry season, freshwater peat and 

mineral soils clustered towards DOC and DON; in the wet season, the freshwater peat and mineral 

soil clustered along the SPM vector.  
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Table 5.9: Proportion of combined community variation based on marginal DistLM test that is 

explained by each predictor variable for phytoplankton 

Category Variable Pseudo-F P-value Proportion explained (%) 

Physico-chemical 
parameters 

Salinity 11.073 0.002 38.08 
SPM 10.04 0.002 35.81 
DO 1.5988 0.201 8.16 

Biogeochemical 
parameters 

Silicate 12.653 0.001 41.28 
DOP 11.044 0.001 38.03 
DIP 7.3363 0.004 28.96 

DON 1.7933 0.161 9.06 
DOC 1.6631 0.176 8.46 
DIN 1.1137 0.305 5.83 

 

In Table 5.9, the environmental variables or physico-chemical parameters that were able to account 

for most of the variation in the phytoplankton community are arranged according to the highest 

proportion. Silicate was the single best predictor variable that explained the variation in 

phytoplankton community (41.28%), followed by Salinity (38.08%) and DOP (38.03%). This was 

then followed by SPM (35.81%) and DIP (28.96%). The remaining variables (DO, DON, DOC and 

DIN) all had P-values of more than 0.05, and were excluded from the interpretations in this study.  
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Table 5.10: Spearman’s Correlation of Phytoplankton Community in the Dry season (From Predicted Percentage via CHEMTAX) with selected physico-

chemical parameters 

 

** means significant at the 0.01 level (two tailed) 

* means significant at the 0.05 level (two tailed) 

  

 Dry 
Phytoplankton Type 

Parameters Chlorophytes Chrysophytes Cryptophytes Cyanobacteria Diatoms Dinoflagellates Euglenophytes Haptophytes Prasinophytes 
DIP -0.762** 0.836** -0.352 -0.467 0.537* 0.326 0.520 0.819** 0.702** 
DOP -0.699* 0.694** 0.207 -0.630* 0.420 0.655* 0.367 0.608* 0.248 
TDP -0.716** 0.852** -0.066 -0.521 0.636* 0.584* 0.349 0.810** 0.566* 
DIN -0.538** 0.743** -0.446 -0.499 0.200 0.446 0.387 0.428 0.284 
DON 0.429 -0.760** 0.17 0.258 -0.258 -0.044 -0.151 -0.432 -0.494 
DOC 0.073 0.023 -0.086 -0.266 -0.196 0.415 0.112 -0.192 -0.235 
Sal -0.820** 0.788** -0.447 -0.326 0.641* 0.474 0.394 0.862** 0.697** 

Silicate 0.909** -0.696** 0.328 0.603* -0.51* -0.596* -0.688** -0.838** -0.677** 
SPM -0.330 0.571* -0.599* -0.560* 0.077 0.495 0.412 0.197 0.175 
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Table 5.11: Spearman’s Correlation of Phytoplankton Community in the Wet season (From Predicted Percentage via CHEMTAX) with selected physico-

chemical parameters 

 

**means significant at the 0.01 level (two tailed) 

*means significant at the 0.05 level (two tailed) 

 

 

 

 Wet 
Phytoplankton Type 

Parameters Chlorophytes Chrysophytes Cryptophytes Cyanobacteria Diatoms Dinoflagellates Euglenophytes Haptophytes Prasinophytes 
DIP -0.459 0.537 0.253 -0.371 0.355 0.167 -0.145 0.221 0.091 
DOP -0.821** 0.100 0.179 -0.207 0.593* 0.167 -0.189 0.857** 0.513 
TDP -0.909** 0.112 0.353 -0.424 0.682* 0.434 -0.052 0.760** 0.646* 
DIN 0.154 0.591* 0.53 -0.231 -0.181 0.254 -0.11 -0.317 -0.266 
DON 0.539* 0.133 -0.051 0.037 -0.357 -0.282 0.086 -0.472 -0.616* 
DOC 0.679** 0.209 0.202 -0.191 -0.284 -0.130 -0.145 -0.810** -0.448 
Sal -0.947** 0.277 0.272 -0.433 0.745** 0.342 -0.184 0.781** 0.534 

Silicate 0.896** -0.304 -0.26 0.374 -0.763* -0.306 0.17 -0.717** -0.482 
SPM 0.682* -0.468 -0.615 0.564 -0.667** -0.447 0.400 -0.337 -0.451 
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The correlation between selected parameters and the phytoplankton type were examined and are 

presented in Table 5.10 and Table 5.11 for dry and wet seasons, respectively. Chrysophytes, 

Haptophytes, Diatoms and Prasinophytes were positively correlated with DIP in the dry season 

(0.836, 0.819, 0.537 and 0.702, respectively), whereas Chlorophytes were negatively correlated (-

0.762). However, in the wet season, none of the phytoplankton were correlated to DIP. For DOP, 

Chrysophytes, Dinoflagellates and Haptophytes were positively correlated with DOP (0.694, 0.655, 

and 0.810 respectively) but negatively correlated with Chlorophytes (-0.699) in the dry season. For 

the wet season, DOP was positively correlated with Diatoms and Haptophytes (0.593 and 0.857, 

respectively) and was negatively correlated with Chlorophytes (-0.821). For TDP, it was found to be 

positively correlated with Chrysophytes, Diatoms, Dinoflagellates, Haptophytes and Prasinophytes 

(0.852, 0.636, 0.584, 0.810 and 0.566, respectively) in the dry season whereas in the wet season it was 

positively correlated with Diatoms, Haptophytes and Prasinophytes (0.682, 0.760 and 0.646, 

respectively) and negatively correlated with only Chlorophytes (-0.947). In terms of DIN, in the dry 

season Chrysophytes was the only parameter that was positively correlated (0.743), and Chlorophytes 

the only one negatively correlated (-0.538). In the wet season, DIN was positively correlated with 

Chrysophytes (0.591) only. On the other hand, in the dry season DON was only negatively correlated 

with Chyrosphytes (-0.760), whereas in the wet season it was positively correlated with Chlorophytes 

(0.539) and negatively correlated with Prasinophytes (-0.616). For DOC, there was no correlation in 

the dry season, but it was positively correlated with Chlorophytes (0.679) and negatively correlated 

with Haptophytes (-0.810) in the wet season. In terms of salinity, it was found to be positively 

correlated with Chrysophytes (0.788), Diatoms (0.641), Haptophytes (0.862), and Prasinophytes 

(0.697), and negatively correlated with only Chlorophytes (-0.820) in the dry season. In the wet 

season, salinity was shown to be positively correlated with Diatoms and Haptophytes (0.745 and 

0.781, respectively). In the dry season silicate was positively correlated with Chlorophytes and 

Cyanobacteria (0.909 and 0.603, respectively) and negatively correlated with Chrysophytes, 

Dinoflagellates, Euglenophytes, Haptophytes and Prasinophytes (-0.696, -0.596, -0.688, -0.838 and -

0.677, respectively). In the wet season, silicate was found to be positively correlated to only 

Chlorophytes (0.896) and negatively correlated to two phytoplankton types, namely Diatoms and 

Haptophytes (-0.763 and -0.717, respectively). Lastly, for SPM, it was found to be positively 

correlated only with Chrysophytes (0.571) and negatively correlated with Cryptophytes and 

Cyanobacteria (-0.599 and -0.560) in the dry season, and positively correlated with Chlorophytes 

(0.682) and negatively correlated with Diatoms (-0.677) in the wet season.  
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5.4.4 Spatial and Seasonal abundance of Picoplankton 

 

Fig. 5.5: Spatial distribution of Prochlorococcus (cells mL-1) in dry and wet season 

 

 4: 

 

Fig. 5.6: Spatial distribution of Synechococcus (cells mL-1) in dry and wet season 
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Fig. 5.7: Spatial distribution of Pico-eukaryotes (cells mL-1) in dry and wet season 

Fig. 5.5, Fig. 5.6 and Fig 5.7 illustrate the spatial and seasonal distribution of Prochlorcoccus, 

Synechococcus and Pico-eukaryotes. For Prochlorococcus, the abundance ranged from 10 – 106200 

cells mL1. For Syn, the range was from 1390 – 118200 cells mL-1 whereas Pico-eukaryotes ranged 

from 5 – 1370 cells mL-1.  
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5.4.5 Environmental Drivers of Picoplankton Composition 

The environmental variables that contributed the most to variation in the picoplankton community 

biomass are shown in Fig. 5.8 (R2>0.5316, P>0.001). 

 

Fig. 5.8: Significant vectors of environmental variables based on calculated linear model (DistLM) 

and plotted against picoplankton biomass 

Samples from the marine region and brackish peat were clustered towards Sal, DO, DOP, DIP and 

DIN, regardless of the season. For freshwater peat and mineral soils, the pattern of clustering was 

similar, albeit at greater variability, with samples clustered around Silicate, DON, SPM and DOC.  
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Table 5.12: Proportion of combined community variation based on marginal DistLM test that is 

explained by each predictor variable for picoplankton 

Category Variable Pseudo-F P-value Proportion explained (%) 

Physico-chemical 
parameters 

Salinity 26.149 0.001 43.47 
SPM 4.177 0.027 10.94 
DO 1.9128 0.171 5.32 

Biogeochemical 
parameters 

Silicate 25.997 0.001 43.33 
DIP 15.887 0.002 31.85 

DON 5.873 0.008 14.72 
DOP 3.230 0.063 8.67 
DOC 2.718 0.112 7.40 
DIN 0.259 0.693 0.75 

 

From Table 5.12, the highest variable predictors were salinity (43.47%), silicate (43.33%) and DIP 

(31.85%). These were followed by DON (14.72%) and SPM (10.94%). The remaining variables (DO, 

DOC and DIN) all had P-values greater than 0.05 and were not taken into account.  
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Table 5.13: Spearman’s correlation of picoplankton type in Dry vs Wet with selected physico-

chemical parameters  

Season Dry Wet 

 Picoplankton type Picoplankton type 
Parameters Pro Syn Peuk Pro Syn Peuk 
DIP 0.761** 0.149 0.818** 0.495 0.221 0.357 
DOP 0.397* 0.119 0.250 0.811** 0.550* 0.620* 
TDP 0.710** 0.182 0.634** 0.805** 0.372 0.691** 
DIN 0.346 0.017 0.300 -0.131 -0.462 -0.086 
DON -0.642** -0.265 -0.581** -0.374 -0.347 -0.375 
TDN -0.353 -0.028 -0.331 -0.292 -0.543* -0.26 
DOC 0.046 -0.61 -0.54 -0.482 -0.182 -0.449 
Silicate -0.854** -0.402* -0.833** -0.923** -0.424 -0.768** 
Sal 0.905** 0.278 0.894** 0.914** 0.409 0.779 
DO -0.242 0.114 -0.275 0.193 0.159 0.116 
SPM -0.076 -0.074 -0.05 -0.729** -0.165 -0.777** 

** means significant at the 0.01 level (two tailed) 

* means significant at the 0.05 level (two tailed) 

A correlation between picoplankton type and selected physico-chemical parameters (Table 5.13) it 

shows that in the dry season DOP did not correlate with any picoplankton type, but in the wet season 

was positively correlated to all picoplankton types (Prochlorococcus, Synechococcus, Pico-eukaryotes 

at 0.811, 0.550 and 0.620, respectively). DIP was positively correlated with Prochlorococcus and 

Pico-eukaryotes (0.761 and 0.818, respectively), but not with any picoplankton type. For Silicate, 

Prochlorococcus and Pico-eukaryotes were negatively correlated (-0.854 and -0.833, respectively) in 

the dry season. In the wet season, Silicate was negatively correlated to both Prochlorococcus and 

Pico-eukaryotes (-0.923 and -0.768, respectively). For DON, only Prochlorococcus and Pico-

eukaryotes in the dry season were negatively correlated (-0.642 and -0.581, respectively). There was 

no picoplankton type that was correlated with DIN. For SPM, only Prochlorococcus and Pico-

eukaryotes were negatively correlated in the wet season (-0.729 and -0.777, respectively). In the dry 

season, Prochlorococcus and Pico-eukaryotes were positively correlated to salinity (0.905 and 0.894, 

respectively). In the wet season, only Prochlorococcus was positively correlated to salinity (0.914). 

Furthermore, there were no correlation of the DO and any picoplankton type. None of the 

picoplankton were correlated to DOC in either season, but Synechococcus was negatively correlated 

with TDN in the wet season (-0.543). For TDP, Prochlorococcus and Pico-eukaryotes were positively 

correlated (0.710 and 0.634, respectively) in the dry season. In the wet season, Prochlorococcus and 

Pico-eukaryotes were found to be positively correlated with TDP (0.805 and 0.691, respectively).  
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5.5 Discussion 

5.5.1 Spatial and Temporal Distribution of phytoplankton community composition 

5.5.1.1 Phytoplankton Groups 

Based on the phytoplankton community composition (Fig 5.2), regions influenced by salinity were 

generally higher in diversity. The interface between freshwater and marine waters has diverse nutrient 

conditions due to steep salinity gradients and water availability, which leads to diverse phytoplankton 

communities within the coastal region (Gaiser et al. 2005). The presence of diatoms within the coastal 

region was typical of regions with high turbulence and a high supply of nutrients (Bode et al. 2017). 

This was corroborated by a microscopic study conducted along the coasts of South China Sea where 

diatoms, dinoflagellates and 2 species of blue green alga were found (Boonyapiwat 1998). The trend 

of increasing diatom presence with increasing salinity is similar to the study done by Zhu et al. (2015). 

Furthermore, the presence of diatoms in the freshwater region indicates that there are species which 

are able to tolerate low salinities (Zhang, Gradinger and Spindler 1999). The dominance of 

chlorophytes within the freshwater region was also expected, similar to studies by Zhu et al. (2015) on 

the Wanquan River and Duan and Bianchi (2006) along the Mississippi River and the Pearl River 

whereby the decrease in abundance was observed along the salinity gradients]. Galvão et al. (2008) 

suggested that large river inputs into estuaries would lead to high numbers of Cyanophyceae during 

the wet season; however, in this study it seems that the difference in biogeochemical factors led to 

decreased Cyanobacteria. Furthermore, the dominance of Euglenophytes during the wet seasons is 

consistent with sampling during higher riverine inputs which induce bloom-forming Euglenophyte 

species, such as the Eutreptiella eupharyngea, which often bloom in many countries (Yoo et al. 2018). 

However, the predominance of Cryptophytes within the brackish region during both seasons should be 

cause for concern. Warming and eutrophication due to nitrogen and phosphate led to increased 

presence of Cryptophytes (Brito et al. 2014; Šupraha et al. 2014; Sin and Jeong 2015).  

 

5.5.1.2 Picoplankton Groups 

For the distribution near the headwaters, the region near Kapit was sampled only in the dry season, 

which explains the lack of picoplankton data in that region in the wet season. Prochlorococcus were 

abundant throughout the Rajang River (Fig. 5.5), however, this should be carefully interpreted as 

almost undetectable amounts of dv-CHLa can imply the absence of Prochlorococcus (Chai et al. 

2011). However, as shown by Fig. 5.5, Prochlorococcus was the most abundant class within the 

brackish and estuarine regions, which is normally associated with high productivity and nutrient 

concentrations. The existence of different strains with freshwater origin might be the reason why 

Prochlorococcus was also found in bays, estuaries and riverine regions (Vaulot et al. 1990; Shimada 

et al, 1995; Shang et al. 2007; Mitbavkar et al. 2009). The abundance of Synechococcus throughout 

the Rajang River, especially in the dry season (Fig 5.6), can be explained by differences in species as 
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well. Xia et al. (2015) studied estuarine and coastal waters of Hong Kong and observed that 

phycoerythrin-rich Synechococcus were ubiquitous throughout the region as they are able to 

accommodate large variations in salinity. In another study by Xia et al. (2017) along the Pearl River 

estuary, different Synechococcus species displayed specific preference for either marine or freshwater 

regions. This was reflected in this study in the relative phytoplankton contribution (Fig. 5.2); the 

relative abundance of freshwater cyanobacteria contrasts with the cyanobacteria associated with the 

marine region. Lastly, in terms of Pico-eukaryotes, the distribution pattern regardless of season was 

typical of Pico-eukaryotes distributions globally. Pico-eukaryotes are comparably more abundant in 

coastal waters as compared to oceanic waters (Pan et al. 2005), a pattern that was also observed in our 

data (Fig 5.7).  

 

5.5.2 Environmental Drivers of Phytoplankton Community Composition, Picoplankton 

distribution and Size Distribution  

Phytoplankton diversity and size are known to be affected by environmental factors and 

biogeochemistry of the surrounding waters (Finkel et al. 2007, Finkel et al. 2009). Silicate and salinity 

(Fig. 4 and Table 5.9) appear to be the two factors that correlate the most with the shifts in 

phytoplankton taxa along the Rajang River-South China Sea continuum, but there are other factors. 

The distribution patterns are a reflection of the resource availability which results in different 

functional groups such as nitrogen fixers or silica specialists (Quinlan and Phlips 2007). The 

distribution of diatoms was negatively correlated with silicate (-0.51, dry; -0.763), SPM (-0.677 in the 

wet season). Its positive correlation with salinity in both dry and wet seasons (0.651; 0.745, 

respectively; see Table 5.10 and Table 5.11) indicate its predominance in marine and brackish peat, 

as shown in Fig. 5.2. It can be inferred that the reduction in silicate concentration (refer to Chapter 3 

Table 3.1 and Fig 3.3) is correlated to the increase in Diatoms biomass (Biswas et al. 2015), as 

silicate was not the limiting factor for the production of Diatoms, with ratios higher than the optimum 

Redfield ratio of ~15 (McLaughlin et al. 2019).  

 

Similarly, salinity was found to be the second highest driver of the phytoplankton community 

composition (Fig 5.4 and Table 5.9), which correlates with the observed selective dominance of 

phytoplankton species (Bode et al. 2017; also see Figure 5.2). However, this study is in contrast to an 

“ecotone” model (Bolton 1983, Attrill and Rundle 2002), which exhibited an abrupt transition zone, 

indicating the heterogeneity of the estuarine region.  

The classification of the regions suggests that the presence of DOC (proxy for humic acids derived 

from peat) might play a role in the abrupt shifts in the phytoplankton community as opposed to 

clustering based on salinity alone. However, based on the distLM model, the clustering of the 

phytoplankton community showed that DOC was not the main driver. This can be attributed to next 

highest environmental variables, DOP and SPM. As discussed in Chapter 3 and also shown within the 
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distLM model (Fig 5.4), higher DOP pools compared to DIP pools in the Rajang River led to the 

utilization of DOP over DIP. Fu et al. (2013) suggested that Thalassiosira pseudonana, a diatom, can 

utilize dissolved phosphine, and it was also found that the dinoflagellate Symbiodinium kawagutii 

contains a phosphite transporter (Lin et al. 2015a). While we did not identify dinoflagellates and 

diatoms down to the genus level, these studies still highlight the possible utilization of DOP pools by 

phytoplankton.  

 

In terms of environmental drivers of picoplankton, the variables were similar to phytoplankton, in 

particular salinity, silicate and phosphate (Fig. 5.8 and Table 5.12). As put forth by Margalef (1978), 

Huete-Ortega et al. (2010) and Reul et al. (2006), waters which have high nutrient concentrations and 

are turbulent, are preferentially dominated by larger phytoplanktons.Waters which have low nutrient 

concentrations and are stratified are generally preferred by small phytoplanktons (Chisholmm 1992; 

Kiørboe 1993 and Marañon 2009). Based on the phytoplankton signature pigments, the 

microphytoplankton dominated the regions that were salinity influenced (marine and brackish peat 

region) in both dry and wet season (Fig. 5.3). This was exhibited in the dominance of diatoms as well 

as Chrysophytes (Fig. 5.2). Picoplankton dominated the freshwater region during the wet season (Fig. 

5.3). It has been shown that when river flow is high, the downstream mass transport of biomass is 

relatively more important versus production utilizing DIP as a source of biomass (Malone et al. 1998). 

Thus, it can be implied that the higher flow during the wet season (as discussed in Chapter 3) led to 

the dominance of the picoplankton size class due to the lower nutrient concentrations in the upper 

reaches of the Rajang River as shown by increasing nutrient ratios (see Chapter 3, Table 3.2) 

(Thingstad, 1997; Roy et al. 2006). Cyanobacteria dominated the freshwater regions of the Rajang 

River regardless of peat or mineral soils. As shown by Zhang et al. (2013), the abundance of 

picoplankton was also negatively correlated with inorganic nutrients, hence further supporting the 

notion that the distribution of inorganic nutrients led to the aforementioned distribution of the 

phytoplankton size classes.  
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5.6 Conclusion 

The present study represents a first assessment of the spatial and seasonal distribution of both 

freshwater and marine phytoplankton assemblages and picoplankton abundance. The profiles of 

phytoplankton pigments revealed distinct contribution of phytoplankton communities towards the 

total Chl a via CHEMTAX which changes according to source type. The main contributor towards the 

phytoplankton biomass in the marine and brackish regions in the dry season was diatoms (37.85%) in 

the marine region and chrysophytes (34.09%), respectively. On the other hand, in the wet season, the 

main phyla shifted to be Euglenophytes (30.84%) in the marine region whereas Chrysophytes 

remained the main contributor in the brackish peat (30.83$). For the freshwater peat and mineral soils 

in the dry season, the main contributor was Chlorophytes (52.59% and 52.52%, respectively) which is 

commonly found in freshwater habitats. In the wet season, the highest contributor to both freshwater 

peat and mineral soil is the Euglenophytes (35.48% and 42.21%, respectively). Distributions of the 

picoplankton Synechococcus and Peuk were typical of global aquatic environments except for the 

occurrence of Pro within the freshwater region which may be attributed to Prochlorococcus-like 

picoplankton instead. The main drivers of the phytoplankton and picoplankton community of the 

Rajang River was dependent of the resource availability whereby silicate and salinity were the main 

drivers for phytoplankton, in which DOP and SPM also influences the phytoplankton communities 

while salinity, silicate and DIP influences the picoplankton community. This influenced the relative 

proportion of the phytoplankton size class whereby there was an increase in picoplankton abundance 

in the wet season as compared to the dry season. The lower nutrient concentrations upstream of the 

Rajang River were a result of higher flow in the wet season. This then led to the dominance of 

picoplankton upstream while larger sized phytoplanktons dominated the coastal regions due to higher 

abundance of nutrients. Hence, in order to further substantiate the phytoplankton and picoplankton 

communities (especially with regards to freshwater Prochlorococcus-like picoplankton) of the Rajang 

River-South China Sea continuum, further identification utilizing microscopy should be employed. 

The study of the photophysiological states of the phytoplankton assemblages in response to sediment 

turbation and anthropogenic activities, especially with increasing presence of cryptophytes within the 

brackish region should be cause for concern as an indicator warming and eutrophication due to 

nitrogen and phosphate. Lastly, mixotrophy studies should be further studied studies should also be 

taken into consideration together with studies of zooplankton in order to increase the understanding of 

the microbial loop within this region.  
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Chapter 6 

General Summary  
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6.1 General Summary 

This study is the first large-scale study covering almost 300 km of the Rajang River-South China Sea 

continuum that examines nutrient dynamics, budgets (with a focus on dissolved phosphorus) and the 

microbial communities (bacterial, phytoplankton and picoplankton). The research presented in this 

thesis is also one of very few studies which encompass both the nutrient dynamics and the microbial 

community composition of the “peat-draining” portion of tropical rivers. Overall, the findings based 

on observations across all three studies (nutrients, bacterial diversity and the phytoplankton 

assemblages and picoplankton distribution) can be classified under three recurring themes: 

1) The spatial variation was apparent for all three components. DIP and DOP concentrations varied 

along the salinity gradient; they both exhibited non-conservative behaviour, with the DIP subjected 

to 57.78% removal and DOP subjected to 44.07% addition towards the South China Sea. 

Furthermore, the microbial communities changed according to the source type; distinct patterns 

were observed as a result of the changes in salinity along with variation of other biogeochemical 

parameters. The microbial communities found along the Rajang river exhibited taxa common to 

rivers (i.e. the predominance of β-Proteobacteria) while estuarine and marine regions exhibited 

taxa that were common to those regions as well (i.e. predominance of α- and γ-Proteobacteria). 

These results are in agreement with other salinity gradient profiled rivers and are substantiated by 

results obtained from linear models of various biogeochemical parameters. Alpha diversity indices 

indicated that the microbial diversity was higher upstream as compared to the marine and estuarine 

regions. However, despite the observed changes in bacterial community composition and diversity 

that occurred along the Rajang River to South China Sea continuum, the PICRUSt predictions 

showed minor variations. Lastly, the profiles of phytoplankton pigments revealed a distinct 

contribution of phytoplankton communities according to source type. The distributions of the 

picoplankton Synechococcus and Pico-eukaryotes were typical of global aquatic environments 

except for the occurrence of Prochlorococcus within the freshwater region, which may be 

attributed to Prochlorococcus-like picoplankton.  

 

2) Changes according to seasonal variation. In the Rajang River, the bulk of the dissolved phosphate 

was in the form of DOP (73.84%), and both DIP and DOP may have supported phytoplankton 

biomass. Spearman correlations show that there was a possible seasonal switch in preference for 

DOP as compared to DIP depending on their relative concentrations. During the dry season the 

NO3N:DIP ratios were lower, which created ideal conditions for phytoplankton proliferation, while 

in the wet season the increased NO3N:DIP ratios led to lower phytoplankton biomass. The shifts in 

community composition from August 2016 to March 2017 and from March 2017 to September 

2017 are indicative of the influence of seasonality. In terms of particulate versus free-living 

bacteria, nonmetric multi-dimensional scaling (NMDS) results showed similarly distributed 
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microbial communities with varying separation between seasons. The main drivers of the 

phytoplankton and picoplankton community of the Rajang River were resource availability; 

silicate and salinity were the main drivers for phytoplankton, with contributions from DOP and 

SPM. Salinity, silicate and DIP influence the picoplankton communities. The changes in 

phytoplankton size were also indicative of resource availability, as large sized phytoplankton were 

more abundant as compared to picoplankton when there was an availability of nutrients. While it 

was shown that spatial variation drives the phytoplankton and picoplankton population, it was 

observed that the seasonal variation led to greater changes in both the phytoplankton and the 

picoplankton community composition.  

 

3) Possible Anthropogenic Influences. While the loading of P is not as extensive as in other major 

rivers, based on dSi:P ratios the source of P is likely anthropogenic in nature. Furthermore, 

anthropogenic perturbations, particularly oil palm plantations, led to increased richness but less 

diversity in the less pristine environments. Areas surrounded by oil palm plantations showed the 

lowest diversity; other signs of anthropogenic impacts included the presence of bacteria from the 

CFB-group and probable algal blooms. Especially the presence of Cryptophytes within the 

brackish region should be cause for concern as it is an indicator for eutrophication.   

 
In conclusion, the findings of this study bridged the knowledge gap about spatial and seasonal 

variation of nutrient dynamics, budgets (with a focus on dissolved phosphorus) and microbial 

(bacterial, phytoplankton and picoplankton) communities of the Rajang River-South China Sea 

continuum. The insights and additional information gained can thus serve as a platform for future 

research. 
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6.2 Future outlook and recommendations 

With the knowledge at hand, there are many opportunities to expand the knowledge and work 

together with the various stakeholders involved with the Rajang River and the South China Sea in 

order to preserve and provide sustainable solutions for future generations that are dependent on this 

region. Firstly, it is recommended that there should be an increase in the deployment of remote-

sensing apparatus that can measure the hydrological and the physico-chemical properties of the 

Rajang River. This can aid in the long-term monitoring processes and assess any perturbations due to 

anthropogenic activities. In order to define and substantiate the sources of P (natural phosphorus has 

only one stable isotope - 31P), stable isotope studies utilizing the phosphate oxygen isotope (O’Neil et 

al. 2003) can be carried out as well. This can be conducted simultaneously with sediment records in 

order to obtain the paleo-ecology and the paleoclimate of the region prior to anthropogenic 

perturbation. Secondly, by understanding the bacterial and phytoplankton diversity and picoplankton 

abundance, further studies should be conducted, such as: 

 Controlled experiments utilizing microfluidics to create microbial habitat structures (Aleklett 

et al. 2017) to further gauge potential changes in the microbial communities as a result of 

anthropogenic perturbations 

 Incubation experiments that are coupled with metaproteomics that are based on the PICRUSt 

predictions of the functional potential of the bacterial communities  

 Metabolomics which involve the direct relationship between the anthropogenic activities and 

the metabolites that are produced via microbial activity i.e. the metabolites that are produced 

by bacteria within the sediments of the riparian zone surrounding oil palm plantations  

 Furthermore, potential biomarkers that are specific to the potential pathogenic bacteria can be 

developed from the metagenomic data obtained in order to rapidly assess the health of the 

ecosystem 

 Also, the interface between the water column and sediments should be assessed for all three 

aspects especially the sedimentation of P, benthic algae and bacterial communities in order to 

fully understand the processes that occur along the Rajang River-South China Sea continuum.  

 Lastly, mixotrophy studies should be further studied studies should also be taken into 

consideration together with studies of zooplankton in order to increase the understanding of 

the microbial loop within this region 

  



139 
 

References 

Abdul Salam, MN & Gopinath, N 2006, ‘Riverine fish and fisheries in Malaysia: An ignored 
resource’, Aquatic Ecosystem Health & Management, vol. 9, no. 2, Taylor & Francis, pp. 159–164. 

ACE 2019, ‘ACE pipeline’, viewed 14 August 2018, 
<https://wiki.ecogenomic.org/doku.php?id=amplicon_pipeline_readme>. 

Alkhatib, M, Jennerjahn, TC & Samiaji, J 2007, ‘Biogeochemistry of the Dumai River estuary, 
Sumatra, Indonesia, a tropical blackwater river’, Limnology and Oceanography, vol. 52, no. 6, 
pp. 2410–2417. 

Alsterberg, C, Roger, F, Sundbäck, K, Juhanson, J, Hulth, S, Hallin, S & Gamfeldt, L 2017, ‘Habitat 
diversity and ecosystem multifunctionality—The importance of direct and indirect effects’, 
Science Advances, vol. 3, no. 2, p. e1601475. 

Alvain, S, Moulin, C, Dandonneau, Y & Bréon, FM 2005, ‘Remote sensing of phytoplankton groups 
in case 1 waters from global SeaWiFS imagery’, Deep Sea Research Part I: Oceanographic 
Research Papers, vol. 52, no. 11, pp. 1989–2004. 

Amann, RI, Ludwig, W & Schleifer, KH 1995, ‘Phylogenetic identification and in situ detection of 
individual microbial cells without cultivation’, Microbiological reviews, vol. 59, no. 1, pp. 143–
169. 

American Public Health Association 1989, ‘Standard methods for the determination of water and 
waste water 17th edition’. 

Amon, RMW & Benner, R 1998, ‘Seasonal patterns of bacterial abundance and production in the 
Mississippi River plume and their importance for the fate of enhanced primary production’, 
Microbial Ecology, vol. 35, no. 3, pp. 289–300. 

Anderson, OR 2018, ‘Evidence for Coupling of the Carbon and Phosphorus Biogeochemical Cycles 
in Freshwater Microbial Communities’, Frontiers in Marine Science, vol. 5, p. 20. 

Anderson, OR, Juhl, AR & Bock, N 2018, ‘Effects of organic carbon enrichment on respiration rates, 
phosphatase activities, and abundance of heterotrophic bacteria and protists in organic-rich 
Arctic and mineral-rich temperate soil samples’, Polar Biology, vol. 41, no. 1, pp. 11–24. 

Arhonditsis, GB, Stow, CA, Paerl, HW, Valdes-Weaver, LM, Steinberg, LJ & Reckhow, KH 2007, 
‘Delineation of the role of nutrient dynamics and hydrologic forcing on phytoplankton patterns 
along a freshwater-marine continuum’, Ecological Modelling, vol. 208, no. 2–4, pp. 230–246. 

Arístegui, J & Harrison, WG 2002, ‘Decoupling of primary production and community respiration in 
the ocean: implications for regional carbon studies’, Aquatic Microbial Ecology, vol. 29, pp. 
199–209. 

Attrill, MJ & Rundle, SD 2002, ‘Ecotone or Ecocline: Ecological Boundaries in Estuaries’, Estuarine, 
Coastal and Shelf Science, vol. 55, no. 6, pp. 929–936. 

Aufdenkampe, AK, Mayorga, E, Raymond, PA, Melack, JM, Doney, SC, Alin, SR, Aalto, RE & Yoo, 
K 2011, ‘Riverine coupling of biogeochemical cycles between land, oceans, and atmosphere’, 
Frontiers in Ecology and the Environment, vol. 9, no. 1, pp. 53–60. 



140 
 

Azam, F 1998, ‘Microbial Control of Oceanic Carbon Flux: The Plot Thickens’, Science, vol. 280, no. 
5364, pp. 694 LP – 696. 

Baas Becking, LGM 1934, ‘Geobiologie of inleiding tot de milieukunde’, W.P. Van Stockum & Zoon, 
Den Haag. 

Babulak, S & Gildenberg, L 1973, ‘Automated determination of silicate and carbonates in detergents’, 
Journal of the American Oil Chemists’ society, vol. 50, pp. 296–299. 

Badylak, S & Phlips, EJ 2004, ‘Spatial and temporal patterns of phytoplankton composition in 
subtropical coastal lagoon, the Indian River Lagoon, Florida, USA’, Journal of Plankton 
Research, vol. 26, no. 10, pp. 1229–1247. 

Baron, J, Poff, N, Angermeier, PL, Dahm, C, Gleick, P, Hairston, N, Jackson, RB, Johnston, C, 
Richter, B & Steinman, A 2003, ;Sustaining healthy freshwater ecosystems’, Issues in Ecology, 
vol. 10, pp. 1 – 6. 

Bartley, R, Bainbridge, ZT, Lewis, SE, Kroon, FJ, Wilkinson, SN, Brodie, JE & Silburn, DM 2014, 
‘Relating sediment impacts on coral reefs to watershed sources, processes and management: A 
review’, Science of The Total Environment, vol. 468–469, pp. 1138–1153. 

 Battin, TJ, Kaplan, LA, Denis Newbold, J & Hansen, CME 2003, ‘Contributions of microbial 
biofilms to ecosystem processes in stream mesocosms’, Nature, vol. 426, no. 6965, pp. 439–442. 

Battin, TJ, Kaplan, LA, Findlay, S, Hopkinson, CS, Marti, E, Packman, AI, Newbold, JD & Sabater, 
F 2008., ‘Biophysical controls on OC fluxes in fluvial networks’, Nature Geoscience, vol. 1, pp. 
95–100. 

Baum, A & Rixen, T 2014, ‘Dissolved Inorganic Nitrogen and Phosphate in the Human Affected 
Blackwater River Siak, Central Sumatra, Indonesia’, Asian Journal of Water, Environment and 
Pollution, vol. 11, no. 1, pp. 13–24. 

Baum, A, Rixen, T & Samiaji, J 2007, ‘Relevance of peat draining rivers in central Sumatra for the 
riverine input of dissolved organic carbon into the ocean’, Estuarine Coastal and Shelf Science, 
vol. 73, pp. 563 – 570. 

Bentzen, E, Taylor, WD & Millard, ES 1992, ‘The importance of dissolved organic phosphorus to 
phosphorus uptake by limnetic plankton’, Limnology and Oceanography, vol. 37, no. 2, pp. 
217–231. 

Bernhardt, ES & Likens, GE 2002, ‘Dissolved organic carbon enrichment alters nitrogen dynamics in 
a forest stream’, Ecology, vol. 83, no. 6, pp. 1689–1700. 

Besemer, K, Singer, G, Quince, C, Bertuzzo, E, Sloan, W & Battin, TJ 2013, ‘Headwaters are critical 
reservoirs of microbial diversity for fluvial networks’, Proceedings of the Royal Society B: 
Biological Sciences, vol. 280, no. 1771, p. 20131760. 

Beusen, AHW, Bouwman, AF, Dürr, HH, Dekkers, ALM & Hartmann, J 2009, ‘Global patterns of 
dissolved silica export to the coastal zone: Results from a spatially explicit global model’, 
Global Biogeochemical Cycles, vol. 23, no. 4, pp. 1–13. 



141 
 

Bidle, KD & Fletcher, M 1995, ‘Comparison of free-living and particle-associated bacterial 
communities in the chesapeake bay by stable low-molecular-weight RNA analysis.’, Applied 
and Environmental Microbiology, vol. 61, no. 3, pp. 944 LP – 952. 

Biswas, H, Jie, J, Li, Y, Zhang, G, Zhu, ZY, Wu, Y, Zhang, GL, Li, YW, Liu, SM & Zhang, J 2015, 
‘Response of a natural phytoplankton community from the Qingdao coast (Yellow Sea, China) 
to variable CO<inf>2</inf> levels over a short-term incubation experiment’, Current Science, 
vol. 108, no. 10, pp. 1901–1909. 

Bode, A, Varela, M, Prego, R, Rozada, F & Santos, MD 2017, ‘The relative effects of upwelling and 
river flow on the phytoplankton diversity patterns in the ria of A Coruña (NW Spain)’, Marine 
Biology, vol. 164, no. 4, Springer Berlin Heidelberg, pp. 1–16. 

Bolger, AM, Lohse, M & Usadel, B 2014, ‘Trimmomatic: a flexible trimmer for Illumina sequence 
data’, Bioinformatics, vol. 30, no. 15, pp. 2114–2120. 

Bolton, JJ 1983, ‘Ecoclinal variation in Ectocarpus siliculosus (Phaeophyceae) with respect to 
temperature growth optima and survival limits’, Marine Biology, vol. 73, no. 2, pp. 131–138. 

Boltz, D & Mellon, M 1948, ‘Spectrophotometric determination of phosphate as molydiphosphoric 
acid’, Analytical Chemistry, vol. 20, pp. 749–751. 

Boonyapiwat, S 1998, ‘Distribution, Abundance and Composition of Zooplankton in the South China 
Sea, Area II: Sabah, Sarawak and Brunei Darussalam Waters’, no. December, pp. 175–196. 

Bortone, S. A. 2005, ‘Diatom indicators of ecosystem change in subtropical coastal wetlands’ in 
Gaiser, EM,Wachnicka, A, Ruiz, P, Tobias, F & Ross, M (eds), Estuarine Indicators, CRC Press, 
Boca Raton, FL. 

Bouman, HA, Ulloa, O, Barlow, R, Li, WKW, Platt, T, Zwirglmaier, K, Scanlan, DJ & 
Sathyendranath, S 2011, ‘Water-column stratification governs the community structure of 
subtropical marine picophytoplankton’, Environmental Microbiology Reports, vol. 3, no. 4, pp. 
473–482. 

Boyer, Joseph N.; Dailey, SK, Rogers, MT, Mir-Gonzalez, D & Gibson, PJ 2006, ‘The role of 
dissolved organic matter bioavailability in promoting phytoplankton blooms in Florida Bay’, 
Hydrobiologia, vol. 569, no. 1, pp. 71–85. 

Bracher, A, Bouman, HA, Brewin, RJW, Bricaud, A, Brotas, V, Ciotti, AM, Clementson, L, Devred, 
E, Di Cicco, A, Dutkiewicz, S, Hardman-Mountford, NJ, Hickman, AE, Hieronymi, M, Hirata, 
T, Losa, SN, Mouw, CB, Organelli, E, Raitsos, DE, Uitz, J, Vogt, M & Wolanin, A 2017, 
‘Obtaining Phytoplankton Diversity from Ocean Color: A Scientific Roadmap for Future 
Development  ’, Frontiers in Marine Science  , p. 55. 

Bricaud, A, Claustre, H, Ras, J & Oubelkheir, K 2004, ‘Natural variability of phytoplanktonic 
absorption in oceanic waters: Influence of the size structure of algal populations’, Journal of 
Geophysical Research: Oceans, vol. 109, no. 11, pp. 1–12. 

Brito, AC, Moita, T, Gameiro, C, Silva, T, Anselmo, T & Brotas, V 2015, ‘Changes in the 
Phytoplankton Composition in a Temperate Estuarine System (1960 to 2010)’, Estuaries and 
Coasts, vol. 38, no. 5, pp. 1678–1691. 



142 
 

Brown, BL, LePrell, R V, Franklin, RB, Rivera, MC, Cabral, FM, Eaves, HL, Gardiakos, V, Keegan, 
KP & King, TL 2015, ‘Metagenomic analysis of planktonic microbial consortia from a non-tidal 
urban-impacted segment of James River’, Standards in genomic sciences, vol. 10, BioMed 
Central, p. 65. 

Bruland, KW, Lohan, MC, Aguilar-Islas, AM, Smith, GJ, Sohst, B & Baptista, A 2008, ‘Factors 
influencing the chemistry of the near-field Columbia River plume: Nitrate, silicic acid, dissolved 
Fe, and dissolved Mn’, Journal of Geophysical Research: Oceans, vol. 113, no. C2. 

Buesseler, KO 1998, ‘The decoupling of production and particulate export in the surface ocean’, 
Global Biogeochemical Cycles, vol. 12, no. 2, pp. 297–310. 

Buitenhuis, ET, Li, WKW, Vaulot, D, Lomas, MW, Landry, MR, Partensky, F, Karl, DM, Ulloa, O, 
Campbell, L, Jacquet, S, Lantoine, F, Chavez, F, MacIas, D, Gosselin, M & McManus, GB 2012, 
‘Picophytoplankton biomass distribution in the global ocean’, Earth System Science Data, vol. 4, 
no. 1, pp. 37–46. 

Caddy, JF & Bakun, A 1994, ‘A tentative classification of coastal marine ecosystems based on 
dominant processes of nutrient supply’, Ocean & Coastal Management, vol. 23, no. 3, pp. 201–
211. 

Canfield, DE, Kristensen, E & Thamdrup, B 2005, Aquatic Geomicrobiology, Elsevier Science. 

Cao, Y, Fanning, S, Proos, S, Jordan, K & Srikumar, S 2017, ‘A review on the applications of next 
generation sequencing technologies as applied to food-related microbiome studies’, Frontiers in 
Microbiology, vol. 8, no. SEP, pp. 1–16. 

Caporaso, JG, Lauber, CL, Walters, WA, Berg-Lyons, D, Huntley, J, Fierer, N, Owens, SM, Betley, J, 
Fraser, L, Bauer, M, Gormley, N, Gilbert, JA, Smith, G & Knight, R 2012, ‘Ultra-high-
throughput microbial community analysis on the Illumina HiSeq and MiSeq platforms’, ISME 
Journal, vol. 6, no. 8, Nature Publishing Group, pp. 1621–1624. 

Caraco, N, Cole, J & Likens, GE 1990, ‘A comparison of phosphorus immobilization in sediments of 
freshwater and coastal marine systems’, Biogeochemistry, vol. 9, no. 3, pp. 277–290. 

Caraco, N, Tamse, A, Boutros, O & Valiela, I 1987, ‘Nutrient Limitation of Phytoplankton Growth in 
Brackish Coastal Ponds’, Canadian Journal of Fisheries and Aquatic Sciences, vol. 44, no. 2, 
NRC Research Press, pp. 473–476. 

Cardinale, BJ 2011, ‘Biodiversity improves water quality through niche partitioning’, Nature, vol. 472, 
pp. 86 – 89.   

Carpenter, SR 2008, ‘Phosphorus control is critical to mitigating eutrophication’, Proceedings of the 
National Academy of Sciences, vol. 105, no. 32, pp. 11039 LP – 11040. 

Cartaxana, P, Mendes, CR & Brotas, V 2009, ‘Phytoplankton and ecological assessment of brackish 
and freshwater coastal lagoons in the Algarve, Portugal’, Lakes & Reservoirs: Science, Policy 
and Management for Sustainable Use, vol. 14, no. 3, pp. 221–230. 

Castellano-Hinojosa, A, Correa-Galeote, D, Carrillo, P, Bedmar, EJ & Medina-Sánchez, JM 2017, 
‘Denitrification and Biodiversity of Denitrifiers in a High-Mountain Mediterranean Lake’, 
Frontiers in Microbiology, vol. 8, p. 1911. 



143 
 

Castillo, MM, Allan, JD, Sinsabaugh, RL & Kling, GW 2004, ‘Seasonal and interannual variation of 
bacterial production in lowland rivers of the Orinoco basin’, Freshwater Biology, vol. 49, no. 11, 
pp. 1400–1414. 

Chai, C, Jiang, T, Cen, J, Ge, W & Lu, S 2016, ‘Phytoplankton pigments and functional community 
structure in relation to environmental factors in the Pearl River Estuary’, Oceanologia, vol. 58, 
no. 3, pp. 201–211. 

Chase, EM & Sayles, FL 1980, ‘Phosphorus in suspended sediments of the Amazon River’, Estuarine 
and Coastal Marine Science, vol. 11, no. 4, pp. 383–391. 

Chen, L, Tsui, MMP, Lam, JCW, Hu, C, Wang, Q, Zhou, B & Lam, PKS 2019, ‘Variation in 
microbial community structure in surface seawater from Pearl River Delta: Discerning the 
influencing factors’, Science of the Total Environment, vol. 660, Elsevier B.V., pp. 136–144. 

Chrost, RJ, Siuda, W, Albrecht, D & Overbeck, J 1986, ‘A method for determining enzymatically 
hydrolyzable phosphate (EHP) in natural waters’, Limnology and Oceanography, vol. 31, no. 3, 
pp. 662–667. 

Chuvochina, MS, Marie, D, Chevaillier, S, Petit, J-R, Normand, P, Alekhina, IA & Bulat, SA 2011, 
‘Community Variability of Bacteria in Alpine Snow (Mont Blanc) Containing Saharan Dust 
Deposition and Their Snow Colonisation Potential’, Microbes and Environments, vol. 26, no. 3, 
pp. 237–247. 

Clarke, J 2003, ‘The occurrence and significance of biogenic opal in the regolith’, Earth Sci Rev., vol. 
60, pp. 175–194. 

Clarke, K & Gorley, R 2015, PRIMER version 7: User manual/tutorial, PRIMER-E. 

Clarke, KR & Gorley, R 2006, PRIMER v6: User Manual/Tutorial (Plymouth Routines in 
Multivariate Ecological Research), PRIMER-E, Plymouth. 

Claustre, H 1994, ‘The trophic status of various oceanic provinces as revealed by phytoplankton 
pigment signatures’, Limnology and Oceanography, vol. 39, no. 5pp. 1206–1210. 

Cloern, J 2001, ‘Our evolving conceptual model of the coastal eutrophication problem’, Marine 
Ecology Progress Series, vol. 210, pp. 223–253. 

Cloern, JE & Jassby, AD 2008, ‘Complex seasonal patterns of primary producers at the land–sea 
interface’, Ecology Letters, vol. 11, no. 12, pp. 1294–1303. 

Cloern, JE, Foster, SQ & Kleckner, AE 2014, ‘Phytoplankton primary production in the world’s 
estuarine-coastal ecosystems’, Biogeosciences, vol. 11, no. 9, pp. 2477–2501. 

Cobb, AR, Hoyt, AM, Gandois, L, Eri, J, Dommain, R, Abu Salim, K, Kai, FM, Haji Su’ut, NS & 
Harvey, CF 2017, ‘How temporal patterns in rainfall determine the geomorphology and carbon 
fluxes of tropical peatlands’, Proceedings of the National Academy of Sciences, vol. 114, no. 26, 
p. 5187 5196. 

Conley, DJ 1997, ‘Riverine contribution of biogenic silica to the oceanic silica budget’, Limnology 
and Oceanography, vol. 42, no. 4, pp. 774–777. 



144 
 

Conley, DJ, Schelske, CL & Stoermer, EF 1993, ‘Modification of the biogeochemical cycle of silica 
with eutrophication’, Marine Ecology Progress Series, vol. 101, no. 1–2, pp. 179–192. 

Connolly, RM, Schlacher, TA & Gaston†, TF 2009, ‘Stable isotope evidence for trophic subsidy of 
coastal benthic fisheries by river discharge plumes off small estuaries’, Marine Biology 
Research, vol. 5, no. 2, pp. 164–171. 

Conrad, R 1996, ‘Soil microorganisms as controllers of atmospheric trace gases (H2, CO, CH4, OCS, 
N2O, and NO).’,Microbiological Reviews, vol. 60, no. 4, pp. 609  – 640. 

Correll, DL 1998, ‘The Role of Phosphorus in the Eutrophication of Receiving Waters: A Review’, 
Journal of Environment Quality, vol. 27, no. 2, p. 261. 

Cotner, JB & Biddanda, BA 2002, ‘Small Players, Large Role: Microbial Influence on 
Biogeochemical Processes in Pelagic Aquatic Ecosystems’, Ecosystems, vol. 5, no. 2, pp. 105–
121. 

Cotrim da Cunha, L, Buitenhuis, ET, Le Quéré, C, Giraud, X & Ludwig, W 2007, ‘Potential impact of 
changes in river nutrient supply on global ocean biogeochemistry’, Global Biogeochemical 
Cycles, vol. 21, no. 4. 

Cottrell, MT, Waidner, LA, Yu, L & Kirchman, DL 2005, ‘Bacterial diversity of metagenomic and 
PCR libraries from the Delaware River’, Environmental Microbiology, vol. 7, no. 12, pp. 1883–
1895. 

Couwenberg, J, Dommain, R & Joosten, H 2010, ‘Greenhouse gas fluxes from tropical peatlands in 
south-east Asia’, Global Change Biology, vol. 16, no. 6, pp. 1715–1732. 

Crump, BC & Hobbie, JE 2005, ‘Synchrony and seasonality in bacterioplankton communities of two 
temperate rivers’, Limnology and Oceanography, vol. 50, no. 6, pp. 1718–1729. 

Crump, BC, Amaral-Zettler, LA & Kling, GW 2012, ‘Microbial diversity in arctic freshwaters is 
structured by inoculation of microbes from soils’, ISME Journal, vol. 6, no. 9, pp. 1629–1639. 

Crump, BC, Armbrust, EV & Baross, JA 1999, ‘Phylogenetic Analysis of Particle-Attached and Free-
Living Bacterial Communities in the Columbia River, Its Estuary, and the Adjacent Coastal 
Ocean’, Applied and Environmental Microbiology, vol. 65, no. 7, pp. 3192 – 3204. 

Crump, BC, Peterson, BJ, Raymond, PA, Amon, RMW, Rinehart, A, McClelland, JW & Holmes, RM 
2009, ‘Circumpolar synchrony in big river bacterioplankton’, Proceedings of the National 
Academy of Sciences, vol. 106, no. 50, pp. 21208–21212. 

Curtis, T & T Sloan, W 2004, ‘’, Current opinion in microbiology, vol. 7, no. 3, pp. 221 – 226. 

Cuttle, S 1983, ‘Chemical properties of upland peats influencing the retention of phosphate and 
potassium ions’, Journal of Soil Science, vol. 34, no. 1, pp. 75–82. 

Dahllöf, I, Baillie, H & Kjelleberg, S 2000, ‘rpoB-based microbial community analysis avoids 
limitations inherent in 16S rRNA gene intraspecies heterogeneity’, Applied and environmental 
microbiology, vol. 66, no. 8, pp. 3376–3380. 



145 
 

Dargie, GC, Lewis, SL, Lawson, IT, Mitchard, ETA, Page, SE, Bocko, YE & Ifo, SA 2017, 
‘Age, extent and carbon storage of the central Congo Basin peatland complex’, Nature, 
vol. 542, p. 86. 

Deemer, BR, Harrison, JA, Li, S, Beaulieu, JJ, DelSontro, T, Barros, N, Bezerra-Neto, JF, Powers, 
SM, dos Santos, MA & Vonk, JA 2016, ‘Greenhouse Gas Emissions from Reservoir Water 
Surfaces: A New Global Synthesis’, BioScience, vol. 66, no. 11, pp. 949–964. 

Demaster, DJ & Pope, RH 1996, ‘Nutrient dynamics in Amazon shelf waters: results from 
AMASSEDS’, Continental Shelf Research, vol. 16, no. 3, pp. 263–289. 

Di, HJ & Cameron, KC 2002, ‘Nitrate leaching in temperate agroecosystems: Sources, factors and 
mitigating strategies’, Nutrient Cycling in Agroecosystems, vol. 64, no. 3, pp. 237–256. 

DID 2017, ‘Resource Centre-IRBM 22 Basins’, Department of Irrigation and Drainage Sarawak, 
viewed 29 June, 2018, <http: //www.did.sarawak.gov.my/modules/web/pages.php?mod= 
webpage&sub=page&id=315&menu_id=0&sub_id=314 >. 

Dittmar, T, Fitznar, HP & Kattner, G 2001, ‘Origin and biogeochemical cycling of organic nitrogen in 
the eastern Arctic Ocean as evident from D- and L-amino acids’, Geochimica et Cosmochimica 
Acta, vol. 65, no. 22, pp. 4103–4114. 

Dodds, WK 2007, ‘Trophic state, eutrophication and nutrient criteria in streams’, Trends in Ecology 
& Evolution, vol. 22, no. 12, pp. 669–676. 

Doherty, M, Yager, PL, Moran, MA, Coles, VJ, Fortunato, CS, Krusche, A V., Medeiros, PM, Payet, 
JP, Richey, JE, Satinsky, BM, Sawakuchi, HO, Ward, ND & Crump, BC 2017, ‘Bacterial 
biogeography across the Amazon River-ocean continuum’, Frontiers in Microbiology, vol. 8, pp. 
1–17. 

Doney, SC, Balch, WM, Fabry, VJ & Feely, RA 2009, ‘Ocean acidification A critical emerging 
problem’, Oceanography, vol. 22, no. 4, pp. 16–25. 

Douterelo, I, Boxall, JB, Deines, P, Sekar, R, Fish, KE & Biggs, CA 2014, ‘Methodological 
approaches for studying the microbial ecology of drinking water distribution systems’, Water 
Research, vol. 65, pp. 134–156. 

Downing, J 1997, ‘Marine nitrogen: Phosphorus stoichiometry and the global N:P cycle’, 
Biogeochemistry, vol. 37, no. 3, pp. 237–252. 

Doxaran, D, Ehn, J, Bélanger, S, Matsuoka, A, Hooker, S & Babin, M 2012, ‘Optical characterisation 
of suspended particles in the Mackenzie River plume (Canadian Arctic Ocean) and implications 
for ocean colour remote sensing’, Biogeosciences, vol. 9, no. 8, pp. 3213–3229. 

Drever, JI 1994, ‘The effect of land plants on weathering rates of silicate minerals’, Geochimica et 
Cosmochimica Acta, vol. 58, no. 10, pp. 2325–2332. 

Duan, S & Bianchi, TS 2006, ‘Seasonal changes in the abundance and composition of plant pigments 
in particulate organic carbon in the lower Mississippi and Pearl Rivers’, Estuaries and Coasts, 
vol. 29, no. 3, pp. 427–442. 



146 
 

Dürr, HH, Laruelle, GG, van Kempen, CM, Slomp, CP, Meybeck, M & Middelkoop, H 2011, 
‘Worldwide Typology of Nearshore Coastal Systems: Defining the Estuarine Filter of River 
Inputs to the Oceans’, Estuaries and Coasts, vol. 34, no. 3, pp. 441–458. 

Ediger, D, Soydemir, N & Kideys, AE 2006, ‘Estimation of phytoplankton biomass using HPLC 
pigment analysis in the southwestern Black Sea’, Deep Sea Research Part II: Topical Studies in 
Oceanography, vol. 53, no. 17, pp. 1911–1922. 

Eilers, H, Pernthaler, J, Peplies, J, Glöckner, FO, Gerdts, G & Amann, R 2001, ‘Isolation of Novel 
Pelagic Bacteria from the German Bight and Their Seasonal Contributions to Surface 
Picoplankton’, Applied and Environmental Microbiology, vol. 67, no. 11, pp. 5134 – 5142. 

Ellwood, NTW & Whitton, BA 2007, ‘Importance of organic phosphate hydrolyzed in stalks of the 
lotic diatom Didymosphenia geminata and the possible impact of atmospheric and climatic 
changes’, Hydrobiologia, vol. 592, no. 1, pp. 121–133. 

Elser, JJ, Bracken, MES, Cleland, EE, Gruner, DS, Harpole, WS, Hillebrand, H, Ngai, JT, Seabloom, 
EW, Shurin, JB & Smith, JE 2007, ‘Global analysis of nitrogen and phosphorus limitation of 
primary producers in freshwater, marine and terrestrial ecosystems’, Ecology Letters, vol. 10, no. 
12, pp. 1135–1142. 

EPA 1983, ‘Methods for chemical analysis of water and wastes’. 

Evans, SE & Wallenstein, MD 2012, ‘Soil microbial community response to drying and rewetting 
stress: does historical precipitation regime matter?’, Biogeochemistry, vol. 109, no. 1, pp. 101–
116. 

Fabricius, KE 2005, ‘Effects of terrestrial runoff on the ecology of corals and coral reefs: review and 
synthesis’, Marine Pollution Bulletin, vol. 50, no. 2, pp. 125–146. 

Falkowski, PG & Raven, JA 2013, Aquatic Photosynthesis: Second Edition, Princeton University 
Press. 

Faust, K, Lahti, L, Gonze, D, de Vos, WM & Raes, J 2015, ‘Metagenomics meets time series analysis: 
Unraveling microbial community dynamics’, Current Opinion in Microbiology, vol. 25, pp. 56–
66. 

Felton, AM, Engström, LM, Felton, A & Knott, CD 2003, ‘Orangutan population density, forest 
structure and fruit availability in hand-logged and unlogged peat swamp forests in West 
Kalimantan, Indonesia’, Biological Conservation, vol. 114, no. 1, pp. 91–101. 

Fenchel, T 2003, ‘Biogeography for Bacteria’, Science, vol. 301, no. 5635, pp. 925 – 926. 

Fernandes, SO, Kirchman, DL, Michotey, VD, Bonin, PC & Lokabharathi, PA 2014, ‘Bacterial 
diversity in relatively pristine and anthropogenically-influenced mangrove ecosystems (Goa, 
India)’, Brazilian Journal of Microbiology, vol. 45, no. 4, pp. 1161–1171. 

Findlay, S 2010, ‘Stream microbial ecology’, Journal of the North American Benthological Society, 
vol. 29, no. 1, pp. 170–181. 



147 
 

Findlay, SEG, Sinsabaugh, RL, Sobczak, W V. & Hoostal, M 2003, ‘Metabolic and structural 
response of hyporheic microbial communities to variations in supply of dissolved organic 
matter’, Limnology and Oceanography, vol. 48, no. 4, pp. 1608–1617. 

Finkel, Z V, Sebbo, J, Feist-Burkhardt, S, Irwin, AJ, Katz, ME, Schofield, OME, Young, JR & 
Falkowski, PG 2007, ‘A universal driver of macroevolutionary change in the size of marine 
phytoplankton over the Cenozoic’, Proceedings of the National Academy of Sciences, vol. 104, 
no. 51, pp. 20416 – 20420. 

Finkel, ZV, Jacob, VC, J, IA, D, RE & P, SJ 2009, ‘Environmental control of diatom community size 
structure varies across aquatic ecosystems’, Proceedings of the Royal Society B: Biological 
Sciences, vol. 276, no. 1662, pp. 1627–1634. 

Finlay, JC, Small, GE & Sterner, RW 2013, ‘Human Influences on Nitrogen Removal in Lakes’, 
Science, vol. 342, no. 6155, pp. 247 – 250. 

Fortunato, CS & Crump, BC 2015, ‘Microbial gene abundance and expression patterns across a river 
to ocean salinity gradient’, PLoS ONE, vol. 10, no. 11, pp. 1–22. 

Fortunato, CS, Eiler, A, Herfort, L, Needoba, JA, Peterson, TD & Crump, BC 2013, ‘Determining 
indicator taxa across spatial and seasonal gradients in the Columbia River coastal margin’, The 
Isme Journal, vol. 7, p. 1899. 

Fortunato, CS, Herfort, L, Zuber, P, Baptista, AM & Crump, BC 2012, ‘Spatial variability 
overwhelms seasonal patterns in bacterioplankton communities across a river to ocean gradient’, 
The Isme Journal, vol. 6, p. 554. 

Fox, LE 1990, ‘Geochemistry of dissolved phosphate in the Sepik River and Estuary, Papua, New 
Guinea’, Geochimica et Cosmochimica Acta, vol. 54, no. 4, pp. 1019–1024. 

Franzosa, EA, McIver, LJ, Rahnavard, G, Thompson, LR, Schirmer, M, Weingart, G, Lipson, KS, 
Knight, R, Caporaso, JG, Segata, N & Huttenhower, C 2018, ‘Species-level functional profiling 
of metagenomes and metatranscriptomes.’, Nature methods, vol. 15, no. 11, pp. 962–968. 

Froelich, PN, Kaul, LW, Byrd, JT, Andreae, MO & Roe, KK 1985, ‘Arsenic, barium, germanium, tin, 
dimethylsulfide and nutrient biogeochemistry in Charlotte Harbor, Florida, a phosphorus-
enriched estuary’, Estuarine, Coastal and Shelf Science, vol. 20, no. 3, pp. 239–264. 

Fu, M, Song, X, Yu, Z & Liu, Y 2013, ‘Responses of Phosphate Transporter Gene and Alkaline 
Phosphatase in Thalassiosira pseudonana to Phosphine’, PLOS ONE, vol. 8, no. 3. 

Funakawa, S, Yonebayashi, K, Shoon, JF & Khun, ECO 1996, ‘Nutritional environment of tropical 
peat soils in Sarawak, Malaysia based on soil solution composition’, Soil Science and Plant 
Nutrition, vol. 42, no. 4, pp. 833–843. 

Galvão, H, Reis, M, Valério, E, Domingues, R, Costa, C, Lourenco, D, Condinho, S, Miguel, R, 
Barbosa, A, Gago, C, Faria, N, Paulino, S & Pereira, P 2008, ‘Cyanobacterial blooms in natural 
waters in southern Portugal: A water management perspective’, Aquatic Microbial Ecology, vol. 
53, pp. 129 – 140.  



148 
 

Gameiro, C, Cartaxana, P & Brotas, V 2007, ‘Environmental drivers of phytoplankton distribution 
and composition in Tagus Estuary, Portugal’, Estuarine, Coastal and Shelf Science, vol. 75, no. 
1, pp. 21–34. 

Gastaldo, R 2010, Peat or no peat: Why do the Rajang and Mahakam Deltas differ?, International 
Journal of Coal Geology, vol. 83, pp. 162 – 172.  

Gattuso, J-P, Frankignoulle, M & Wollast, R 1998, ‘Carbon and carbonate metabolism in coastal 
aquatic ecosystems’, Annual Review of Ecology and Systematics, vol. 29, no. 1, pp. 405–434. 

Gaveau, DLA, Salim, M & Arjasakusuma, S 2016, ‘Deforestation and industrial plantations 
development in Borneo’, Center for International Forestry Research (CIFOR). 

Ghai, R, Hernandez, CM, Picazo, A, Mizuno, CM, Ininbergs, K, Díez, B, Valas, R, Dupont, CL, 
McMahon, KD, Camacho, A & Rodriguez-Valera, F 2012, ‘Metagenomes of mediterranean 
coastal lagoons’, Scientific Reports, vol. 2, pp. 1–13. 

Giudice, AL and Azzaro, M 2019, The Ecological Role of Micro- organisms in the Antarctic 
Environment, Springer, Cham, Switzerland.. 

Goldenberg, SB, Landsea, CW, Mestas-Nuñez, AM & Gray, WM 2001, ‘The Recent Increase in 
Atlantic Hurricane Activity: Causes and Implications’, Science, vol. 293, no. 5529, pp. 474 – 
479. 

Gomes, H do R, Xu, Q, Ishizaka, J, Carpenter, EJ, Yager, PL & Goes, JI 2018, ‘The Influence of 
Riverine Nutrients in Niche Partitioning of Phytoplankton Communities–A Contrast Between 
the Amazon River Plume and the Changjiang (Yangtze) River Diluted Water of the East China 
Sea’, Frontiers in Marine Science, vol. 5, no. September, pp. 1–14. 

Goosen, NK, van Rijswijk, P & Brockmann, U 1995, ‘Comparison of heterotrophic bacterial 
production rates in early spring in the turbid estuaries of the Scheldt and the Elbe’, 
Hydrobiologia, vol. 311, no. 1–3, pp. 31–42. 

Gorham, E 1991, ‘Northern Peatlands: Role in the Carbon Cycle and Probable Responses to Climatic 
Warming’, Ecological Applications, vol. 1, no. 2, pp. 182–195. 

Grasshoff, K., Kremling, K & Ehrhardt, M 1999, Methods of Seawater Analysis, third ed., Wiley-
VCH, Weinheim. 

Griggs, D, Stafford-Smith, M, Gaffney, O, Rockström, J, Öhman, MC, Shyamsundar, P, Steffen, W, 
Glaser, G, Kanie, N & Noble, I 2013, ‘Policy: Sustainable development goals for people and 
planet’, Nature, vol. 495, no. 7441, pp. 305–307. 

Guida, BS, Bose, M & Garcia-Pichel, F 2017, ‘Carbon fixation from mineral carbonates’, Nature 
Communications, vol. 8, no. 1, pp. 1–6. 

Guisande, C, Barreiro, A, Acuña, A, Marciales, LJ, Hernández, E & Torres, AM 2008, 
‘OCEANOGRAPHY : METHODS Testing of the CHEMTAX program in contrasting 
Neotropical lakes , lagoons , and swamps’, Limnology and Oceanography, vol. 6, pp. 643–652. 



149 
 

Hall, RO, Baker, MA, Rosi-Marshall, EJ, Tank, JL & Newbold, JD 2013, ‘Solute-specific scaling of 
inorganic nitrogen and phosphorus uptake in streams’, Biogeosciences, vol. 10, no. 11, pp. 
7323–7331. 

Harrison, JA, Beusen, AH, Fink, G, Tang, T, Strokal, M, Bouwman, AF, Metson, GS & Vilmin, L 
2019, ‘Modeling phosphorus in rivers at the global scale: recent successes, remaining challenges, 
and near-term opportunities’, Current Opinion in Environmental Sustainability, vol. 36, pp. 68–
77. 

Harrison, JA, Caraco, N & Seitzinger, SP 2005, ‘Global patterns and sources of dissolved organic 
matter export to the coastal zone: Results from a spatially explicit, global model’, Global 
Biogeochemical Cycles, vol. 19, no. 4. 

Harrison, KG 2000, ‘Role of increased marine silica input on paleo-pCO2 levels’, Paleoceanography, 
vol. 15, no. 3, pp. 292–298. 

Harrison, ME 2013, ‘Using Conceptual Models to Understand Ecosystem Function and Impacts of 
Human Activities in Tropical Peat-swamp Forests’, Wetlands, vol. 33, no. 2, pp. 257–267. 

Heino, J 2011, ‘A macroecological perspective of diversity patterns in the freshwater realm’, 
Freshwater Biology, vol. 56, no. 9, pp. 1703–1722. 

Henson, MW, Hanssen, J, Spooner, G, Fleming, P, Pukonen, M, Stahr, F & Thrash, JC 2018, 
‘Nutrient dynamics and stream order influence microbial community patterns along a 2914 
kilometer transect of the Mississippi River’, Limnology and Oceanography, vol. 63, no. 5, pp. 
1837–1855. 

Herlemann, DPR, Labrenz, M, Jürgens, K, Bertilsson, S, Waniek, JJ & Andersson, AF 2011, 
‘Transitions in bacterial communities along the 2000 km salinity gradient of the Baltic Sea’, 
ISME Journal, vol. 5, no. 10, pp. 1571–1579. 

Herrmann, A & Witter, E 2002, ‘Sources of C and N contributing to the flush in mineralization upon 
freeze–thaw cycles in soils’, Soil Biology and Biochemistry, vol. 34, no. 10, pp. 1495–1505. 

Higgins, HW & Mackey, DJ 2000, ‘Algal class abundances, estimated from chlorophyll and 
carotenoid pigments, in the western Equatorial Pacific under El Niño and non-El Niño 
conditions’, Deep Sea Research Part I: Oceanographic Research Papers, vol. 47, no. 8, pp. 
1461–1483. 

Hirano, T, Segah, H, Kusin, K, Limin, S, Takahashi, H & Osaki, M 2012, ‘Effects of disturbances on 
the carbon balance of tropical peat swamp forests’, Global Change Biology, vol. 18, no. 11, pp. 
3410–3422. 

Ho, JC & Michalak, AM 2017, ‘Phytoplankton blooms in Lake Erie impacted by both long-term and 
springtime phosphorus loading’, Journal of Great Lakes Research, vol. 43, no. 3, The Authors, 
pp. 221–228. 

Holden, J & Burt, TP 2003, ‘Hydrological studies on blanket peat: the significance of the acrotelm-
catotelm model’, Journal of Ecology, vol. 91, no. 1, John Wiley & Sons, Ltd (10.1111), pp. 86–
102. 



150 
 

Hooijer, A, Page, S, Canadell, JG, Silvius, M, Kwadijk, J, Wösten, H & Jauhiainen, J 2010, ‘Current 
and future CO 2 emissions from drained peatlands in Southeast Asia’, Biogeosciences, vol. 7, no. 
5, pp. 1505–1514. 

Howarth, RW 1988, ‘NUTRIENT LIMITATION OF NET PRIMARY PRODUCTION IN MARINE 
ECOSYSTEMS’, Annual Review of Ecology and Systematics, vol. 19, no. 1, Annual Reviews, 
pp. 89–110. 

Huete-Ortega, M, Marañón, E, Varela, M & Bode, A 2009, ‘General patterns in the size scaling of 
phytoplankton abundance in coastal waters during a 10-year time series’, Journal of Plankton 
Research, vol. 32, no. 1, pp. 1–14. 

Hunt, DE & Ward, CS 2015, ‘A network-based approach to disturbance transmission through 
microbial interactions ’, Frontiers in Microbiology  , p. 1182. 

Huson, DH, Beier, S, Flade, I, Górska, A, El-Hadidi, M, Mitra, S, Ruscheweyh, H-J & Tappu, R 2016, 
‘MEGAN Community Edition - Interactive Exploration and Analysis of Large-Scale 
Microbiome Sequencing Data’, PLOS Computational Biology, vol. 12, no. 6. 

Ichijo, T, Hieda, H, Ishihara, R, Yamaguchi, N & Nasu, M 2013, ‘Bacterial monitoring with adhesive 
sheet in the international space station-"Kibo", the Japanese experiment module’, Microbes and 
environments, vol. 28, no. 2, 2013/04/20., Japanese Society of Microbial Ecology/The Japanese 
Society of Soil Microbiology, pp. 264–268. 

IGBP 1998, ‘The Terrestrial Carbon Cycle: Implications for the Kyoto Protocol’, Science, vol. 280, 
no. 5368, pp. 1393 – 1394. 

Ikhwanuddin, M, Azmie, G, Juariah, HM, Zakaria, MZ & Ambak, MA 2011, ‘Biological information 
and population features of mud crab, genus Scylla from mangrove areas of Sarawak, Malaysia’, 
Fisheries Research, vol. 108, no. 2–3, pp. 299–306. 

Immirzi, CP, Maltby, E & Clymo, RS 1992, The global status of peatlands and their role in carbon 
cycling, Friends of the Earth, United Kingdom. 

International Council for the Exploration of the Sea  2019, ‘Unit Conversions’, viewed 7 May, 2019, 
<http://www.ices.dk/marine-data/dataset-collections/Pages/Unit-Conversions.aspx>. 

IPCC 2013, ‘Climate change 2013: the physical science basis’, in Stocker,TF, Qin, D,  Plattner, GK , 
Tignor, MMB,  Allen, SK,  Boschung, J, Nauels, A, Xia, Y, Bex, V & Midgley, PM (eds), 
Contribution of Working Group I to the Fifth Assessment Report of the Intergovernmental Panel 
on Climate Change, Cambridge University Press, Cambridge, UK. 

IPCC 2014, 2013 Supplement to the 2006 IPCC Guidelines for National Greenhouse Gas Inventories: 
Wetlands Methodological Guidance on Lands with Wet and Drained Soils, and Constructed 
Wetlands for Wastewater Treatment, viewed 14 August 2018, 
<https://www.ipcc.ch/publication/2013-supplement-to-the-2006-ipcc-guidelines-for-national-
greenhouse-gas-inventories-wetlands/>. 

ISO 5667-3 2018, ‘Water quality -- Sampling -- Part 3: preservation and handling of water samples’, 
viewed 15 May, 2019, <https://www.iso.org/standard/72370.html>. 



151 
 

IUCN 2019, ‘Peatlands and climate change’, International Union for Conservation of Nature, viewed 
10 May, 2019, <https://www.iucn.org/resources/issues-briefs/peatlands-and-climate-change>. 

Jardillier, L, Zubkov, M V, Pearman, J & Scanlan, DJ 2010, ‘Significant CO2 fixation by small 
prymnesiophytes in the subtropical and tropical northeast Atlantic Ocean’, The Isme Journal, vol. 
4, p. 1180. 

Jarvie, HP, Jürgens, MD, Williams, RJ, Neal, C, Davies, JJL, Barrett, C & White, J 2005, ‘Role of 
river bed sediments as sources and sinks of phosphorus across two major eutrophic UK river 
basins: the Hampshire Avon and Herefordshire Wye’, Journal of Hydrology, vol. 304, no. 1, pp. 
51–74. 

Jennerjahn, T, Soman, K, Ittekkot, V, Nordhaus, I, Sooraj, S, S. Priya, R & Lahajnar, N 2008, ‘Effect 
of land use on the biogeochemistry of dissolved nutrients and suspended and sedimentary 
organic matter in the tropical Kallada River and Ashtamudi estuary, Kerala, India’, 
Biogeochemistry, vol. 90, no. 1, pp. 29 – 47.  

Jennerjahn, T., Adi, S, Gaye-Haake, B, Purwo Nugroho, S, Klöpper, S, Ittekkot, V, Sudiana, N, 
Yusmal, A & Prihartanto 2004, ‘Biogeochemistry of a tropical river affected by human activities 
in its catchment: Brantas River estuary and coastal waters of Madura Strait, Java, Indonesia’, 
Estuarine, Coastal and Shelf Science, vol. 60, no. 3, pp. 503–514. 

Jennings, S, J Warr, K & Mackinson, S 2002, ‘Use of size-based production and stable isotope 
analyses to predict trophic transfer efficiencies and predator-prey body mass ratios in food webs’, 
Marine Ecology Progress Series, vol. 240, pp. 11 – 20.  

Jiang, S, Müller, M, Jin, J, Wu, Y, Zhu, K, Zhang, G, Mujahid, A, Rixen, T, Muhamad, MF, Sia, ESA, 
Jang, FHA & Zhang, J 2019, ‘Dissolved inorganic nitrogen in a tropical estuary at Malaysia: 
transport and transformation’, Biogeosciences, vol. 16, no. 14, pp. 2821 – 2836. 

Jickells, TD, Buitenhuis, E, Altieri, K, Baker, AR, Capone, D, Duce, RA, Dentener, F, Fennel, K, 
Kanakidou, M, LaRoche, J, Lee, K, Liss, P, Middelburg, JJ, Moore, JK, Okin, G, Oschlies, A, 
Sarin, M, Seitzinger, S, Sharples, J, Singh, A, Suntharalingam, P, Uematsu, M & Zamora, LM 
2017, ‘A reevaluation of the magnitude and impacts of anthropogenic atmospheric nitrogen 
inputs on the ocean’, Global Biogeochemical Cycles, vol. 31, pp. 289–305. 

Johnson, AE, Knott, CD, Pamungkas, B, Pasaribu, M & Marshall, AJ 2005, ‘A survey of the 
orangutan (Pongo pygmaeus wurmbii) population in and around Gunung Palung National Park, 
West Kalimantan, Indonesia based on nest counts’, Biological Conservation, vol. 121, no. 4, pp. 
495–507. 

Joosten, H 2019, ‘The global peatland CO2 picture: peatland status and emissions in all countries of 
the world’, Wetlands International, pp. 1 – 35.  

Jordan, TE, Correll, DL, Miklas, J, Weller, DE, Correll, DL, Jordan, TE & Weller, DE 2008, ‘At the 
interface and chlorophyll of a Nutrients watershed and an estuary’, Limnology Oceanography, 
vol. 36, no. 2, pp. 251–267. 

Joseph, RG, Dass, RS, Rizzo, V, Cantasano, N & Bianciardi, G 2019, ‘Evidence of Life on Mars ?’, 
Journal of Astrobiology and Space Science Reviews, vol. 1, pp. 40–81. 



152 
 

Justić, D, Rabalais, NN, Turner, RE & Dortch, Q 1995, ‘Changes in nutrient structure of river-
dominated coastal waters: stoichiometric nutrient balance and its consequences’, Estuarine, 
Coastal and Shelf Science, vol. 40, no. 3, pp. 339–356. 

Kan, J 2018, ‘Storm Events Restructured Bacterial Community and Their Biogeochemical Potentials’, 
Journal of Geophysical Research: Biogeosciences, vol. 123, no. 7, pp. 2257–2269. 

Kanokratana, P, Uengwetwanit, T, Rattanachomsri, U, Bunterngsook, B, Nimchua, T, 
Tangphatsornruang, S, Plengvidhya, V, Champreda, V & Eurwilaichitr, L 2011, ‘Insights into 
the Phylogeny and Metabolic Potential of a Primary Tropical Peat Swamp Forest Microbial 
Community by Metagenomic Analysis’, Microbial Ecology, vol. 61, no. 3, pp. 518–528. 

Kemp, WM, Testa, JM, Conley, DJ, Gilbert, D & Hagy, JD 2009, ‘Temporal responses of coastal 
hypoxia to nutrient loading and physical controls’, Biogeosciences, pp. 2985–3008. 

Kheireddine1, M, *, Mustapha Ouhssain1, 2, 3, , Hervé Claustre2, 3 , Julia Uitz 2, 3 , Bernard Gentili 
2, 3 & 1, and BHJ 2017, ‘Assessing Pigment-Based Phytoplankton Community Distributions in 
the Red Sea’, Frontiers in Marine Science, vol. 4, no. May, pp. 1–18. 

Kiew, F, Hirata, R, Hirano, T, Wong, GX, Aeries, EB, Musin, KK, Waili, JW, Lo, KS, Shimizu, M & 
Melling, L 2018, ‘CO2 balance of a secondary tropical peat swamp forest in Sarawak, Malaysia’, 
Agricultural and Forest Meteorology, vol. 248, pp. 494–501. 

Kim, O-S, Cho, Y-J, Lee, K, Yoon, S-H, Kim, M, Na, H, Park, S-C, Jeon, YS, Lee, J-H, Yi, H, Won, 
S & Chun, J 2012, ‘Introducing EzTaxon-e: a prokaryotic 16S rRNA gene sequence database 
with phylotypes that represent uncultured species.’, International journal of systematic and 
evolutionary microbiology, vol. 62, no. Pt 3, pp. 716–21. 

Kimmerer, WJ 2002, ‘Physical, biological, and management responses to variable freshwater flow 
into the San Francisco Estuary’, Estuaries, vol. 25, no. 6, pp. 1275–1290. 

Kiørboe, T 1993, ‘Turbulence, Phytoplankton Cell Size, and the Structure of Pelagic Food Webs’, in 
Blaxter, JHS & AJBT-A in MB Southward (eds), Academic Press, pp. 1–72. 

Klavins, M & Purmalis, O 2013, ‘Properties and structure of raised bog peat humic acids’, Journal of 
Molecular Structure, vol. 1050, Elsevier B.V., pp. 103–113. 

Kolmakova, O V., Gladyshev, MI, Rozanov, AS, Peltek, SE & Trusova, MY 2014, ‘Spatial 
biodiversity of bacteria along the largest Arctic river determined by next-generation sequencing’, 
FEMS Microbiology Ecology, vol. 89, no. 2, pp. 442–450. 

Konopka, A 2009, ‘What is microbial community ecology’, ISME Journal, vol. 3, no. 11, pp. 1223–
1230. 

Kostecki, C, Le Loc’h, F, Roussel, J-M, Desroy, N, Huteau, D, Riera, P, Le Bris, H & Le Pape, O 
2010, ‘Dynamics of an estuarine nursery ground: the spatio-temporal relationship between the 
river flow and the food web of the juvenile common sole (Solea solea, L.) as revealed by stable 
isotopes analysis’, Journal of Sea Research, vol. 64, no. 1, pp. 54–60. 

Kozich, JJ, Westcott, SL, Baxter, NT, Highlander, SK & Schloss, PD 2013, ‘Development of a Dual-
Index Sequencing Strategy and Curation Pipeline for Analyzing Amplicon Sequence Data on the 



153 
 

MiSeq Illumina Sequencing Platform’, Applied and Environmental Microbiology, vol. 79, no. 17, 
pp. 5112 – 5120. 

Kristiansen, S, Farbrot, T & Naustvoll, L 2001, ‘Spring bloom nutrient dynamics in the Oslofjord’, 
Marine Ecology Progress Series, vol. 219, pp. 1–9. 

Krom, M 1980, ‘Spectrophotometric determination of ammonia; a study of modified Berthelot 
reaction using salicylate and dichloroisocyanurate’, The Analyst, vol. 105, pp. 305–316. 

Kwon, HK, Kim, G, Hwang, J, Lim, WA, Park, JW & Kim, T-H 2018, ‘Significant and conservative 
long-range transport of dissolved organic nutrients in the Changjiang diluted water’, Scientific 
Reports, vol. 8, no. 1, pp. 1–7. 

Labatte, M, Seymour, JR, Lauro, F & Brown, M V 2016, ‘Editorial: Anthropogenic Impacts on the 
Microbial Ecology and Function of Aquatic Environments’, Frontiers in microbiology, vol. 7, p. 
1044. 

Labry, C, Delmas, D & Herbland, A 2005, ‘Phytoplankton and bacterial alkaline phosphatase 
activities in relation to phosphate and DOP availability within the Gironde plume waters (Bay of 
Biscay)’, Journal of Experimental Marine Biology and Ecology, vol. 318, no. 2, pp. 213–225. 

Ladau, J, Sharpton, TJ, Finucane, MM, Jospin, G, Kembel, SW, O’Dwyer, J, Koeppel, AF, Green, JL 
& Pollard, KS 2013, ‘Global marine bacterial diversity peaks at high latitudes in winter’, ISME 
Journal, vol. 7, no. 9, pp. 1669–1677. 

Langille, MGI, Zaneveld, J, Caporaso, JG, McDonald, D, Knights, D, Reyes, JA, Clemente, JC, 
Burkepile, DE, Vega Thurber, RL, Knight, R, Beiko, RG & Huttenhower, C 2013, ‘Predictive 
functional profiling of microbial communities using 16S rRNA marker gene sequences’, Nature 
Biotechnology, vol. 31, no. 9, pp. 814–821. 

Langner, A & Siegert, F 2009, ‘Spatiotemporal fire occurrence in Borneo over a period of 10 years’, 
Global Change Biology, vol. 15, no. 1, pp. 48–62. 

Langner, A, Miettinen, J & Siegert, F 2007, ‘Land cover change 2002–2005 in Borneo and the role of 
fire derived from MODIS imagery’, Global Change Biology, vol. 13, no. 11, pp. 2329–2340. 

Lawrenz, E, Smith, EM & Richardson, TL 2013, ‘Spectral Irradiance, Phytoplankton Community 
Composition and Primary Productivity in a Salt Marsh Estuary, North Inlet, South Carolina, 
USA’, Estuaries and Coasts, vol. 36, no. 2, pp. 347–364. 

Le Quéré, C Le, Harrison, SP, Colin Prentice, I, Buitenhuis, ET, Aumont, O, Bopp, L, Claustre, H, 
Cotrim Da Cunha, L, Geider, R, Giraud, X, Klaas, C, Kohfeld, KE, Legendre, L, Manizza, M, 
Platt, T, Rivkin, RB, Sathyendranath, S, Uitz, J, Watson, AJ & Wolf-Gladrow, D 2005, 
‘Ecosystem dynamics based on plankton functional types for global ocean biogeochemistry 
models’, Global Change Biology, vol. 11, no. 11, pp. 2016–2040. 

Lebo, ME & Sharp, JH 1992, ‘Modeling phosphorus cycling in a well-mixed coastal plain estuary’, 
Estuarine, Coastal and Shelf Science, vol. 35, no. 3, pp. 235–252. 

LeBrun, ES, King, RS, Back, JA & Kang, S 2018, ‘A Metagenome-Based Investigation of Gene 
Relationships for Non-Substrate-Associated Microbial Phosphorus Cycling in the Water Column 
of Streams and Rivers’, Microbial Ecology, vol. 76, no. 4, pp. 856–865. 



154 
 

Lee, S-Y & Eom, Y-B 2017, ‘Analysis of Microbial Composition Associated with Freshwater and 
Seawater’, Biomedical Science Letters, vol. 22, no. 4, pp. 150–159. 

Lee, V & Olsen, S 1985, ‘Eutrophication and management initiatives for the control of nutrient inputs 
to Rhode Island coastal lagoons’, Estuaries, vol. 8, no. 2, pp. 191–202. 

Lee-Cruz, L, Edwards, DP, Tripathi, BM & Adams, JM 2013, ‘Impact of Logging and Forest 
Conversion to Oil Palm Plantations on Soil Bacterial Communities in Borneo’, Applied and 
Environmental Microbiology, vol. 79, no. 23, pp. 7290–7297. 

Legendre, P & Anderson, MJ 1999, ‘DISTANCE-BASED REDUNDANCY ANALYSIS: TESTING 
MULTISPECIES RESPONSES IN MULTIFACTORIAL ECOLOGICAL EXPERIMENTS’, 
Ecological Monographs, vol. 69, no. 1, pp. 1–24. 

Lehner, B, Verdin, K & Jarvis, A 2006, ‘HydroSHEDS: Technical Documentation v1.0’, pp. 1–27. 

Leifeld, J 2013, ‘Prologue paper: Soil carbon losses from land-use change and the global agricultural 
greenhouse gas budget’, Science of The Total Environment, vol. 465, pp. 3–6. 

Lemke, MJ, Lienau, EK, Rothe, J, Pagioro, TA, Rosenfeld, J & Desalle, R 2009, ‘Description of 
freshwater bacterial assemblages from the upper Paraná river floodpulse system, Brazil’, 
Microbial Ecology, vol. 57, no. 1, pp. 94–103. 

Lewis, WM, Wurtsbaugh, WA & Paerl, HW 2011, ‘Rationale for Control of Anthropogenic Nitrogen 
and Phosphorus to Reduce Eutrophication of Inland Waters’, Environmental Science & 
Technology, vol. 45, no. 24, pp. 10300–10305. 

Li, R, Xu, J, Li, X, Shi, Z & Harrison, PJ 2017, ‘Spatiotemporal Variability in Phosphorus Species in 
the Pearl River Estuary: Influence of the River Discharge’, Scientific Reports, vol. 7, no. 1, 
Springer US, pp. 1–13. 

Li, WKW, McLaughlin, FA, Lovejoy, C & Carmack, EC 2009, ‘Smallest Algae Thrive As the Arctic 
Ocean Freshens’, Science, vol. 326, no. 5952, pp. 539 – 539. 

Liang, C & Xian, W 2018, ‘Changjiang nutrient distribution and transportation and their impacts on 
the estuary’, Continental Shelf Research, vol. 165, no. November 2017, pp. 137–145. 

Liao, H, Yu, K, Duan, Y, Ning, Z, Li, B, He, L & Liu, C 2019, ‘Profiling microbial communities in a 
watershed undergoing intensive anthropogenic activities’, Science of The Total Environment, vol. 
647, pp. 1137–1147. 

Liljeström, I, Kummu, M & Varis, O 2012, ‘Nutrient Balance Assessment in the Mekong Basin: 
Nitrogen and Phosphorus Dynamics in a Catchment Scale’, International Journal of Water 
Resources Development, vol. 28, no. 2, pp. 373–391. 

Lim, J 2016 ‘Figure 1. Overview of mothur pipeline based on MiSeq SOP’[image], in Lim, J, How to 

use EzBioCloud 16S database with MOTHUR, viewed 15 May 2019, < 

https://help.ezbiocloud.net/how-to-use-ezbiocloud-16s-database-with-mothur/>. 

Lin, S, Litaker, RW & Sunda, WG 2016, ‘Phosphorus physiological ecology and molecular 
mechanisms in marine phytoplankton’, Journal of Phycology, vol. 52, no. 1, pp. 10–36. 



155 
 

Ling, TY, Soo, CL, Phan, TP, Lee, N, Sim, SF & Grinang, J 2017, ‘Assessment of Water Quality of 
Batang Rajang at’, Sains Malaysiana, vol. 46, no. 3, pp. 401–411. 

Lionard, M, Muylaert, K, Tackx, M & Vyverman, W 2008, ‘Evaluation of the performance of HPLC–
CHEMTAX analysis for determining phytoplankton biomass and composition in a turbid 
estuary (Schelde, Belgium)’, Estuarine, Coastal and Shelf Science, vol. 76, no. 4, pp. 809–817. 

Liu, SM, Jiang, XL, Zhang, J, Hong, G-H & Ye, XW 2010, ‘Nutrient budgets for large Chinese 
estuaries and embayment’, Biogeosciences Discussions, vol. 6, no. 1, pp. 391–435. 

LOICZ 2019, ‘Land Ocean Interactions in the Coastal Zone (LOICZ)’, viewed 3 April, 2019, 
<http://ian.umces.edu/loicz/>. 

Longhurst, A 2000, ‘The changing ocean carbon cycle-a midterm synthesis of the Joint Global Ocean 
Flux Study’, Limnology and Oceanography, vol. 6.  

Lozupone, CA & Knight, R 2007, ‘Global patterns in bacterial diversity’, Proceedings of the National 
Academy of Sciences, vol. 104, no. 27, pp. 11436–11440. 

Macdonald, GK, Jarvie, HP, Withers, PJA, Doody, DG, Keeler, BL, Haygarth, PM, Johnson, LT, 
Mcdowell, RW, Miyittah, MK, Powers, SM, Sharpley, AN, Shen, J, Smith, DR, Weintraub, MN 
& Zhang, T 2016, ‘Guiding phosphorus stewardship for multiple ecosystem services’, 
Ecosystem Health and Sustainability, vol. 2, no. 12. 

Mackey, M, Higgins, H, Mackey, D & Wright, S 1997, ‘CHEMTAX User’s Manual: a program for 
estimating class abundances from chemical markers - application to HPLC measurements of 
phytoplankton pigments’, CSIRO Marine Laboratories. 

Mackey, M, Mackey, D, Higgins, H & Wright, S 1996, ‘CHEMTAX - a Program for Estimating Class 
Abundances From Chemical Markers: Application To HPLC measurements of phytoplankton’, 
Marine Ecology Progress Series, vol. 144, pp. 265–283. 

Mackey, MD & Laboratories, CM (eds) 1997, CHEMTAX user’s manual : a program for estimating 
class abundances from chemical markers - application to HPLC measurements of phytoplankton 
pigments / Mark D. Mackey ... [et al.], CSIRO Division of Marine Research, Hobart. 

MacKinnon, K, Hatta, G, Mangalik, A & Halim, H 1996, The Ecology of Kalimantan, Periplus 
Editions. 

Madsen, EL 2011, ‘Microorganisms and their roles in fundamental biogeochemical cycles’, Current 
Opinion in Biotechnology, vol. 22, no. 3, pp. 456–464. 

Maimaitiming, A, Xiaolei, Z & Huhua, C 2013, ‘Urbanization in western china’, Chinese Journal of 
Population Resources and Environment, vol. 11, no. 1, pp. 79–86. 

Malaysian Department of Statistics 2019, ‘Population Distribution and Basic Demographic 
Characteristic Report 2010 (Updated: 05/08/2011)’, Department of Statistics Malaysia Official 
Website, viewed 15 May, 2019, 
<https://www.dosm.gov.my/v1/index.php?r=column/cthemeByCat&cat=117&bul_id=MDMxd
HZjWTk1SjFzTzNkRXYzcVZjdz09&menu_id=L0pheU43NWJwRWVSZklWdzQ4TlhUUT09
>. 



156 
 

Malone, T, H. Crocker, L, E. Pike, S & Wendler, BW 1988, Influence of River Flow on the Dynamics 
of Phytoplankton Production in a Partially Stratified Estuary, Marine Ecology-progress Series - 
MAR ECOL-PROGR SER. 

Mansour, I, Heppell, CM, Ryo, M & Rillig, MC 2018, ‘Application of the microbial community 
coalescence concept to riverine networks’, Biological Reviews, vol. 93, no. 4, pp. 1832–1845. 

Marie, D, Simon, N, Guillou, L, Partensky, F & Vaulot, D 2000, ‘Flow Cytometry Analysis of Marine 
Picoplankton’, in Diamond, RA & Demaggio, S (eds) in In Living Color: Protocols in Flow 
Cytometry and Cell Sorting, Springer Berlin Heidelberg, Berlin, Heidelberg, pp. 421–454. 

Martin, P, Cherukuru, N, Tan, ASY, Sanwlani, N, Mujahid, A & Müller, M 2018, ‘Distribution and 
cycling of terrigenous dissolved organic carbon in peatland-draining rivers and coastal waters of 
Sarawak, Borneo’, Biogeosciences, vol. 15, no. 22, pp. 6847–6865. 

Marwick, TR, Darchambeau, F, Bouillon, S, Tamooh, F, Teodoru, CR, Borges, A V., Darchambeau, 
F & Bouillon, S 2015, ‘The age of river-transported carbon: A global perspective’, Global 
Biogeochemical Cycles, vol. 29, no. 2, pp. 122–137. 

McLaughlin, MJ, Lourey, MJ, Hanson, CE, Cherukuru, N, Thompson, PA & Pattiaratchi, CB 2019, 
‘Biophysical oceanography of tidally-extreme waters of the southern Kimberley coast, Western 
Australia’, Continental Shelf Research, vol. 173, no. May 2018, pp. 1–12. 

Meybeck, M 1982, ‘Carbon, nitrogen, and phosphorus transport by world rivers’, American Journal 
of Science, vol. 282, p. 401 – 450.  

Meybeck, M 1998, ‘The IGBP Water Group: a response to a growing global concern’, Global Change 
Newsletter, no. 36, pp. 1 -5.  

Michaels, AF & Silver, MW 1988, ‘Primary production, sinking fluxes and the microbial food web’, 
Deep Sea Research Part A. Oceanographic Research Papers, vol. 35, no. 4, pp. 473–490. 

Miettinen, J, Shi, C & Liew, SC 2016, ‘Land cover distribution in the peatlands of Peninsular 
Malaysia, Sumatra and Borneo in 2015 with changes since 1990’, Global Ecology and 
Conservation, vol. 6, pp. 67–78. 

Milliman, JD & Farnsworth, KL 2011, River Discharge to the Coastal Ocean: A Global Synthesis, 
Cambridge University Press, Cambridge. 

Mishra, S, Lee, WA, Hooijer, A, Reuben, S, Sudiana, IM, Idris, A & Swarup, S 2014, ‘Microbial and 
metabolic profiling reveal strong influence of water table and land-use patterns on classification 
of degraded tropical peatlands’, Biogeosciences, vol. 11, no. 7, pp. 1727–1741. 

Mitbavkar, S, Rajaneesh, KM, Anil, AC & Sundar, D 2012, ‘Picophytoplankton community in a 
tropical estuary: Detection of Prochlorococcus-like populations’, Estuarine, Coastal and Shelf 
Science, vol. 107, pp. 159–164. 

Mitbavkar, S, Saino, T, Horimoto, N, Kanda, J & Ishimaru, T 2009, ‘Role of environment and 
hydrography in determining the picoplankton community structure of Sagami Bay, Japan’, 
Journal of Oceanography, vol. 65, no. 2, pp. 195 – 208.  



157 
 

Monbet, P, McKelvie, ID & Worsfold, PJ 2009, ‘Dissolved organic phosphorus speciation in the 
waters of the Tamar estuary (SW England)’, Geochimica et Cosmochimica Acta, vol. 73, no. 4, 
pp. 1027–1038. 

Morán, XAG, Fernández, E & Pérez, V 2004, ‘Size-fractionated primary production, bacterial 
production and net community production in subtropical and tropical domains of the 
oligotrophic NE Atlantic in autumn’, Marine Ecology Progress Series, vol. 274, pp. 17–29. 

Moran, XAG, Lopez-Urrutia, Á, Calvo-Diaz, A & Li, WKW 2010, ‘Increasing importance of small 
phytoplankton in a warmer ocean’, Global Change Biology, vol. 16, no. 3, pp. 1137–1144. 

Morono, Y, Terada, T, Nishizawa, M, Ito, M, Hillion, F, Takahata, N, Sano, Y & Inagaki, F 2011, 
‘Carbon and nitrogen assimilation in deep subseafloor microbial cells’, Proceedings of the 
National Academy of Sciences of the United States of America, vol. 108, no. 45, pp. 18295–
18300. 

Müller-Dum, D, Warneke, T, Rixen, T, Müller, M, Baum, A, Christodoulou, A, Oakes, J, Eyre, BD & 
Notholt, J 2019, ‘Impact of peatlands on carbon dioxide (CO 2 ) emissions from the Rajang 
River and Estuary, Malaysia’, Biogeosciences, vol. 16, no. 1, pp. 17–32. 

Muylaert, K, Gonzales, R, Franck, M, Lionard, M, Van der Zee, C, Cattrijsse, A, Sabbe, K, Chou, L 
& Vyverman, W 2006, ‘Spatial variation in phytoplankton dynamics in the Belgian coastal zone 
of the North Sea studied by microscopy, HPLC-CHEMTAX and underway fluorescence 
recordings’, Journal of Sea Research, vol. 55, no. 4, pp. 253–265. 

Nachtergaele, F, van Velthuizen, H & Verelst, L 2009, ‘Harmonized World Soil Database’, FAO, 
viewed 29 June, 2018, <http://www.fao.org/docrep/ 018/aq361e/aq361e.pdf >. 

NASA n.d., ‘Tropical Rainfall Measuring Mission’, 2019, viewed <https://pmm.nasa.gov/TRMM>. 

National Research Council 1994, Priorities for Coastal Ecosystem Science, The National Academies 
Press, Washington, DC. 

Newton, RJ, Jones, SE, Eiler, A, McMahon, KD & Bertilsson, S 2011, ‘A guide to the natural history 
of freshwater lake bacteria’, Microbiology and molecular biology reviews : MMBR, vol. 75, no. 
1, pp. 14–49. 

Nieminen, M & Jarva, M 1996, ‘Phosphorus adsorption by peat from drained mires in southern 
Finland’, Scandinavian Journal of Forest Research, vol. 11, no. 1–4, pp. 321–326. 

Nissenbaum, A 1979, ‘Phosphorus in marine and non-marine humic substances’, Geochimica et 
Cosmochimica Acta, vol. 43, no. 12, pp. 1973–1978. 

Nixon, SW 1995, ‘Coastal marine eutrophication: A definition, social causes, and future concerns’, 
Ophelia, vol. 41, no. 1, pp. 199–219. 

Nixon, SW, Ammerman, JW, Atkinson, LP, Berounsky, VM, Billen, G, Boicourt, WC, Boynton, WR, 
Church, TM, Ditoro, DM, Elmgren, R, Garber, JH, Giblin, AE, Jahnke, RA, Owens, NJP, Pilson, 
MEQ & Seitzinger, SP 1996, ‘The fate of nitrogen and phosphorus at the land-sea margin of the 
North Atlantic Ocean’, Biogeochemistry, vol. 35, no. 1, pp. 141–180. 



158 
 

Nixon, SW, Oviatt, CA, Frithsen, J & Sullivan, B 1986, ‘NUTRIENTS AND THE PRODUCTIVITY 
OF ESTUARINE AND COASTAL MARINE ECOSYSTEMS’, Journal of the Limnological 
Society of Southern Africa, vol. 12, no. 1–2, pp. 43–71. 

Nogales, B, Lanfranconi, MP, Piña-Villalonga, JM & Bosch, R 2011, ‘Anthropogenic perturbations in 
marine microbial communities’, FEMS Microbiology Reviews, vol. 35, no. 2, pp. 275–298. 

Nunoura, T, Hirai, M, Miyazaki, M, Kazama, H, Makita, H, Hirayama, H, Furushima, Y, Yamamoto, 
H, Imachi, H & Takai, K 2013, ‘Isolation and characterization of a thermophilic, obligately 
anaerobic and heterotrophic marine Chloroflexi bacterium from a Chloroflexi-dominated 
microbial community associated with a Japanese shallow hydrothermal system, and proposal for 
Thermomarinilin’, Microbes and environments, vol. 28, no. 2, pp. 228–235. 

Oenema, O & Roest, CWJ 1998, ‘Nitrogen and phosphorus losses from agriculture into surface waters; 
the effects of policies and measures in The Netherlands’, Water Science and Technology, vol. 37, 
no. 3, pp. 19–30. 

Ooi, SH, Samah, AA & Braesicke, P 2013, ‘Primary productivity and its variability in the equatorial 
South China Sea during the northeast monsoon’, Atmospheric Chemistry and Physics 
Discussions, vol. 13, no. 8, pp. 21573–21608. 

Paasche, E 1980, ‘Silicon content of five marine plankton diatom species measured with a rapid filter 
method1’, Limnology and Oceanography, vol. 25, no. 3, pp. 474–480. 

Paerl, HW, Valdes, LM, Joyner, AR, Piehler, MF & Lebo, ME 2004, ‘Solving Problems Resulting 
from Solutions:  Evolution of a Dual Nutrient Management Strategy for the Eutrophying Neuse 
River Estuary, North Carolina’, Environmental Science & Technology, vol. 38, no. 11, pp. 
3068–3073. 

Paerl, HW, Valdes, LM, Peierls, BL, Adolf, JE & Harding, LJW 2006, ‘Anthropogenic and climatic 
influences on the eutrophication of large estuarine ecosystems’, Limnology and Oceanography, 
vol. 51, no. 1, pp. 448–462. 

Paerl, HW, Valdes, LM, Pinckney, JL, Piehler, MF, Dyble, J & Moisander, PH 2003, ‘Phytoplankton 
Photopigments as Indicators of Estuarine and Coastal Eutrophication’, BioScience, vol. 53, no. 
10, pp. 953–964. 

Page, S, Hoscilo, A, Langner, A, Tansey, K, Siegert, F, Limin, S & Rieley, J 2009, ‘Tropical peatland 
fires in Southeast Asia’, Tropical Fire Ecology: Climate Change, Land Use, and Ecosystem 
Dynamics, pp. 263–287. 

Page, SE, Rieley, JO & Banks, CJ 2011, ‘Global and regional importance of the tropical peatland 
carbon pool’, Global Change Biology, vol. 17, no. 2, pp. 798–818. 

Pagnotta, R, Blundo, CM, La Noce, T, Pettine, M & Puddu, A 1989, ‘Nutrient remobilisation 
processes at the Tiber River mouth (Italy)’, in PG Sly & BT Hart (eds), Sediment/Water 
Interactions, pp. 297–306. 

Palleyi, S, KAR, R & Panda, C 2011, ‘Influence of Water quality on the biodiversity of phytoplankton 
in Dhamra River Estuary of Odisha Coast, Bay of Bengal’, Journal of Applied Sciences and 
Environmental Management, vol. 15, no. 1. 



159 
 

Pan, LA, Zhang, LH, Zhang, J, Gasol, JM & Chao, M 2005, ‘On-board flow cytometric observation 
of picoplankton community structure in the East China Sea during the fall of different years’, 
FEMS Microbiology Ecology, vol. 52, no. 2, pp. 243–253. 

Parab, SG, Matondkar, SGP, Gomes, H do R & Goes, JI 2013, ‘Effect of Freshwater Influx on 
Phytoplankton in the Mandovi Estuary (Goa, India) during Monsoon Season: Chemotaxonomy’, 
Journal of Water Resource and Protection, vol. 5, no. 3, pp. 349–361. 

Peter, H, Ylla, I, Gudasz, C, Romaní, AM, Sabater, S & Tranvik, LJ 2011, ‘Multifunctionality and 
Diversity in Bacterial Biofilms’, PLOS ONE, vol. 6, no. 8. 

Peterson, WT, Arcos, DF, McManus, GB, Dam, H, Bellantoni, D, Johnson, T & Tiselius, P 1988, 
‘The nearshore zone during coastal upwelling: Daily variability and coupling between primary 
and secondary production off central Chile’, Progress in Oceanography, vol. 20, no. 1, pp. 1–40. 

Pfennig, N 1975, ‘The phototrophic bacteria and their role in the sulfur cycle’, Plant and Soil, vol. 43, 
no. 1, pp. 1–16. 

Pinhassi, J, Sala, MM, Havskum, H, Peters, F, Guadayol, Ò, Malits, A & Marrasé, C 2004, ‘Changes 
in Bacterioplankton Composition under Different Phytoplankton Regimens’, Applied and 
Environmental Microbiology, vol. 70, no. 11, pp. 6753 – 6766. 

Poff, NL, Allan, JD, Bain, MB, Karr, JR, Prestegaard, KL, Richter, BD, Sparks, RE & Stromberg, JC 
1997, ‘The Natural Flow Regime’, BioScience, vol. 47, no. 11, pp. 769–784. 

Poff, NL, Olden, JD, Merritt, DM & Pepin, DM 2007, ‘Homogenization of regional river dynamics 
by dams and global biodiversity implications’, Proceedings of the National Academy of Sciences, 
vol. 104, no. 14, pp. 5732 – 5737. 

Posa, MRC, Wijedasa, LS & Corlett, RT 2011, ‘Biodiversity and Conservation of Tropical Peat 
Swamp Forests’, BioScience, vol. 61, no. 1, pp. 49–57. 

Pravettoni, R 2009, ‘Peat distribution in the World’, GRID Arendal, viewed 4 May, 2019, 
<http://www.grida.no/resources/7553>. 

Qu, HJ & Kroeze, C 2012, ‘Nutrient export by rivers to the coastal waters of China: Management 
strategies and future trends’, Regional Environmental Change, vol. 12, no. 1, pp. 153–167. 

Quast, C, Pruesse, E, Yilmaz, P, Gerken, J, Schweer, T, Yarza, P, Peplies, J & Glöckner, FO 2013, 
‘The SILVA ribosomal RNA gene database project: Improved data processing and web-based 
tools’, Nucleic Acids Research, vol. 41, no. 1, pp. 590–596. 

Quince, C, Curtis, T & T Sloan, W 2008, The rational exploration of microbial diversity, The ISME 
Journal, vol. 2, no. 10, pp. 997 – 1006.   

Quinlan, EL & Phlips, EJ 2007, ‘Phytoplankton assemblages across the marine to low-salinity 
transition zone in a blackwater dominated estuary’, Journal of Plankton Research, vol. 29, no. 5, 
pp. 401–416. 

Ras, J, Claustre, H & Uitz, J 2008, ‘Spatial variability of phytoplankton pigment distributions in the 
Subtropical South Pacific Ocean: comparison between in situ and predicted data’, 
Biogeosciences, vol. 5, no. 2, pp. 353–369. 



160 
 

Rashid, M & Ibrahim, S 1994, ‘Skyline as an alternative logging method in peat swamp forest in 
peninsular Malaysiae’, in W Ibrahim, S Appanah & M Rashid (eds), Proceedings of the 
Symposium on Harvesting and Silviculture for Sustainable Forestry in the Tropics, pp. 111–119. 

Raven, JA 1998, ‘The twelfth Tansley Lecture. Small is beautiful: The picophytoplankton’, 
Functional Ecology, vol. 12, pp. 503 – 513.  

Raymond, PA, Hartmann, J, Lauerwald, R, Sobek, S, McDonald, C, Hoover, M, Butman, D, Striegl, 
R, Mayorga, E, Humborg, C, Kortelainen, P, Dürr, H, Meybeck, M, Ciais, P & Guth, P 2013, 
‘Global carbon dioxide emissions from inland waters’, Nature, vol. 503, no. 7476, pp. 355–359. 

Read, DS, Gweon, HS, Bowes, MJ, Newbold, LK, Field, D, Bailey, MJ & Griffiths, RI 2015, 
‘Catchment-scale biogeography of riverine bacterioplankton’, ISME Journal, vol. 9, no. 2, pp. 
516–526. 

Reed, HE & Martiny, JBH 2012, ‘Microbial composition affects the functioning of estuarine 
sediments’, The Isme Journal, vol. 7, p. 868. 

Restrepo, JD, Zapata, P, Díaz, JM, Garzón-Ferreira, J & García, CB 2006, ‘Fluvial fluxes into the 
Caribbean Sea and their impact on coastal ecosystems: The Magdalena River, Colombia’, 
Global and Planetary Change, vol. 50, no. 1, pp. 33–49. 

Reul, A, Rodríguez, J, Blanco, JM, Rees, A & Burkill, PH 2006, ‘Control of microplankton size 
structure in contrasting water columns of the Celtic Sea’, Journal of Plankton Research, vol. 28, 
no. 5, pp. 449–457. 

Reynolds, C & Descy, J-P 1996, ‘The production, biomass and structure of phytoplankton in large 
rivers’, Large Rivers. Vol. 10, no. 1 – 4, pp. 161 – 187.  

Reynolds, C & S Davies, P 2001, ‘Sources and bioavailability of phosphorus fractions in freshwaters: 
A British perspective’, Biological reviews of the Cambridge Philosophical Society, vol. 76, no. 1, 
pp. 27 – 64.  

Reza, MS, Mizusawa, N, Kumano, A, Oikawa, C, Ouchi, D, Kobiyama, A, Yamada, Y, Ikeda, Y, 
Ikeda, D, Ikeo, K, Sato, S, Ogata, T, Kudo, T, Jimbo, M, Yasumoto, K, Yoshitake, K & Watabe, 
S 2018, ‘Metagenomic analysis using 16S ribosomal RNA genes of a bacterial community in an 
urban stream, the Tama River, Tokyo’, Fisheries Science, vol. 84, no. 3, pp. 563–577. 

Richey, JE, Melack, JM, Aufdenkampe, AK, Ballester, VM & Hess, LL 2002, ‘Outgassing from 
Amazonian rivers and wetlands as a large tropical source of atmospheric CO2 , Jeffrey E. 
Richey, John M. Melack, Anthony K. Aufdenkampe’, Nature, vol. 6416, no. 1991, pp. 6413–
6416. 

Rieck, A, Herlemann, DPR, Jürgens, K & Grossart, H-P 2015, ‘Particle-Associated Differ from Free-
Living Bacteria in Surface Waters of the Baltic Sea ’, Frontiers in Microbiology  , p. 1297. 

Rixen, T, Baum, A, Wit, F & Samiaji, J 2016, ‘Carbon Leaching from Tropical Peat Soils and 
Consequences for Carbon Balances’, Frontiers in Earth Science, vol. 4, no. July. 

Rodriguez, F, Varela, M & Zapata, M 2002, ‘Phytoplankton assemblages in the Gerlache and 
Bransfield Straits (Antarctic Peninsula) determined by light microscopy and CHEMTAX 



161 
 

analysis of HPLC pigment data’, Deep Sea Research Part II: Topical Studies in Oceanography, 
vol. 49, no. 4, pp. 723–747. 

Roy, R, Pratihary, A, Mangesh, G & Naqvi, SWA 2006, ‘Spatial variation of phytoplankton pigments 
along the southwest coast of India’, Estuarine, Coastal and Shelf Science, vol. 69, no. 1, pp. 
189–195. 

Ruttenberg, KC 2003, ‘8.13 - The Global Phosphorus Cycle’, in HD Holland & Turekian, KK (eds), 
in Treatise on Geochemsitry, Volume 8, Pergamon, Oxford, pp. 585–643. 

Sa’adi, Z, Shahid, S, Ismail, T, Chung, ES & Wang, XJ 2017, ‘Distributional changes in rainfall and 
river flow in Sarawak, Malaysia’, Asia-Pacific Journal of Atmospheric Sciences, vol. 53, no. 4, 
pp. 489–500. 

Sala, OE, Stuart Chapin, F, III, Armesto, JJ, Berlow, E, Bloomfield, J, Dirzo, R, Huber-Sanwald, E, 
Huenneke, LF, Jackson, RB, Kinzig, A, Leemans, R, Lodge, DM, Mooney, HA, Oesterheld, M, 
Poff, NL, Sykes, MT, Walker, BH, Walker, M & Wall, DH 2000, ‘Global Biodiversity 
Scenarios for the Year 2100’, Science, vol. 287, no. 5459, pp. 1770 – 1774. 

Sanders, RJ, Jickells, T, Malcolm, S, Brown, J, Kirkwood, D, Reeve, A, Taylor, J, Horrobin, T & 
Ashcroft, C 1997, ‘Nutrient fluxes through the Humber estuary’, Journal of Sea Research, vol. 
37, no. 1–2, pp. 3–23. 

Sarthou, G, Timmermans, KR, Blain, S & Tréguer, P 2005, ‘Growth physiology and fate of diatoms 
in the ocean: a review’, Journal of Sea Research, vol. 53, no. 1, pp. 25–42. 

Savio, D, Sinclair, L, Ijaz, UZ, Parajka, J, Reischer, GH, Stadler, P, Blaschke, AP, Blöschl, G, Mach, 
RL, Kirschner, AKT, Farnleitner, AH & Eiler, A 2015, ‘Bacterial diversity along a 2600km river 
continuum’, Environmental Microbiology, vol. 17, no. 12, pp. 4994–5007. 

Schimel, J, Balser, TC & Wallenstein, M 2007, ‘Microbial stress-response physiology and its 
implications for ecosystem function’, Ecology, vol. 88, no. 6, pp. 1386–1394. 

Schimel, JP & Clein, JS 1996, ‘Microbial response to freeze-thaw cycles in tundra and taiga soils’, 
Soil Biology and Biochemistry, vol. 28, no. 8, pp. 1061–1066. 

Schindler, DW 1974, ‘Eutrophication and recovery in experimental lakes: implications for lake 
management’, Science, vol. 184, pp. 897–899. 

Schindler, DW, Hecky, RE, Findlay, DL, Stainton, MP, Parker, BR, Paterson, MJ, Beaty, KG, Lyng, 
M & Kasian, SEM 2008, ‘Eutrophication of lakes cannot be controlled by reducing nitrogen 
input: Results of a 37-year whole-ecosystem experiment’, Proceedings of the National Academy 
of Sciences, vol. 105, no. 32, pp. 11254 – 11258. 

Schlesinger, WH & Bernhardt, ES 2013, Biogeochemistry: An Analysis of Global Change, Elsevier 
Science. 

Schloss, PD, Westcott, SL, Ryabin, T, Hall, JR, Hartmann, M, Hollister, EB, Lesniewski, RA, Oakley, 
BB, Parks, DH, Robinson, CJ, Sahl, JW, Stres, B, Thallinger, GG, Van Horn, DJ & Weber, CF 
2009, ‘Introducing mothur: Open-Source, Platform-Independent, Community-Supported 
Software for Describing and Comparing Microbial Communities’, Applied and Environmental 
Microbiology, vol. 75, no. 23, pp. 7537 – 7541. 



162 
 

Schlüter, L, Møhlenberg, F, Havskum, H & Larsen, S 2000, ‘The use of phytoplankton pigments for 
identifying and quantifying phytoplankton groups in coastal areas: Testing the influence of light 
and nutrients on pigment/chlorophyll a ratios’, Marine Ecology-progress Series, vol. 192, pp. 49 
-63.  

Searle, P 1984, ‘The Berthelot or indophenol reaction and its use in the analysis chemistry of 
nitrogen’, The Analyst, vol. 109, pp. 549–565. 

Seitzinger, SP 1994, ‘Linkages between organic matter mineralization and denitrification in eight 
riparian wetlands’, Biogeochemistry, vol. 25, no. 1, pp. 19–39. 

Seitzinger, SP, Mayorga, E, Bouwman, AF, Kroeze, C, Beusen, AHW, Billen, G, Van Drecht, G, 
Dumont, E, Fekete, BM, Garnier, J & Harrison, JA 2010, ‘Global river nutrient export: A 
scenario analysis of past and future trends’, Global Biogeochemical Cycles, vol. 24, no. 4. 

Seoane, S, Garmendia, M, Revilla, M, Borja, Á, Franco, J, Orive, E & Valencia, V 2011, 
‘Phytoplankton pigments and epifluorescence microscopy as tools for ecological status 
assessment in coastal and estuarine waters, within the Water Framework Directive’, Marine 
Pollution Bulletin, vol. 62, no. 7, pp. 1484–1497. 

Shang, X, Zhang, LH & Zhang, J 2007, ‘Prochlorococcus-like populations detected by flow 
cytometry in the fresh and brackish waters of the Changjiang Estuary’, Journal of the Marine 
Biological Association of the United Kingdom, vol. 87, no. 3, pp. 643–648. 

Sharples, J, Middelburg, JJ, Fennel, K & Jickells, TD 2017, ‘What proportion of riverine nutrients 
reaches the open ocean?’, Global Biogeochemical Cycles, vol. 31, no. 1, pp. 39–58. 

Shen, D, Langenheder, S & Jürgens, K 2018, ‘Dispersal modifies the diversity and composition of 
active bacterial communities in response to a salinity disturbance’, Frontiers in Microbiology, 
vol. 9, pp. 1–13. 

Shimada, A, Nishijima, M & Maruyama, T 1995, ‘Seasonal appearance ofProchlorococcus in Suruga 
Bay, Japan in 1992--1993’, Journal of Oceanography, vol. 51, no. 3, pp. 289–300. 

Shotyk, W 1988, Review of the Inorganic Geochemistry of Peats and Peatland Waters, Earth-Science 
Reviews. 

Sieracki, ME, Verity, PG & Stoecker, DK 1993, ‘Plankton community response to sequential silicate 
and nitrate depletion during the 1989 North Atlantic spring bloom This study was conducted as 
part of the U . S . Joint Global Ocean Flux Study ( U . S .’, Deep Sea Research Part II, vol. 40, 
no. 1, pp. 213–225. 

Silveira, CB, Vieira, RP, Cardoso, AM, Paranhos, R, Albano, RM & Martins, OB 2011, ‘Influence of 
salinity on bacterioplankton communities from the Brazilian rain forest to the coastal Atlantic 
Ocean’, PLoS ONE, vol. 6, no. 3, pp. 1–9. 

Simmons, LJ & Simmons, L 2012, ‘Freshwater Phytoplankton Populations Detected Using High 
Pressure Liquid Chromatography ( HPLC ) of Taxon-Specific Pigment, University of Wisconsin-
Milwaukee, USA.  



163 
 

Sin, Y & Jeong, B 2015, ‘Short-term variations of phytoplankton communities in response to 
anthropogenic stressors in a highly altered temperate estuary’, Estuarine, Coastal and Shelf 
Science, vol. 156, pp. 83–91. 

Sloan, WT, Woodcock, S, Lunn, M, Head, IM & Curtis, TP 2007, ‘Modeling Taxa-Abundance 
Distributions in Microbial Communities Using Environmental Sequence Data’, Microbial 
Ecology, vol. 53, no. 3, Springer, pp. 443–455. 

Smith, J, Burford, MA, Revill, AT, Haese, RR & Fortune, J 2012, ‘Effect of nutrient loading on 
biogeochemical processes in tropical tidal creeks’, Biogeochemistry, vol. 108, no. 1, pp. 359–
380. 

Smith, S V & Hollibaugh, JT 1993, ‘Coastal metabolism and the oceanic organic carbon balance’, 
Reviews of Geophysics, vol. 31, no. 1, pp. 75–89. 

Smits, J & Milne, P 1981, ‘Spectrophotometric determination of silicate in natural waters by 
formation of α-molybdosilicic acid and reduction with a tin(IV)-ascorbic acid-oxalic acid 
mixture’.Analytical Chimica Acta, vol. 123, pp. 263–270. 

Soballe, DM & Kimmel, BL 1987, ‘A Large-Scale Comparison of Factors Influencing Phytoplankton 
Abundance in Rivers, Lakes, and Impoundments’, Ecology, vol. 68, no. 6, pp. 1943–1954. 

Solomon, SD, Qin, D, Manning, M, Chen, Z, Marquis, M, Avery, K, M.Tignor & Miller, H 2007, 
‘Climate Change 2007: The Physical Science Basis. Working Group I Contribution to the Fourth 
Assessment Report of the IPCC’. 

Sooria, PM, Jyothibabu, R, Anjusha, A, Vineetha, G, Vinita, J, Lallu, KR, Paul, M & Jagadeesan, L 
2015, ‘Plankton food web and its seasonal dynamics in a large monsoonal estuary (Cochin 
backwaters, India)-significance of mesohaline region’, Environmental Monitoring and 
Assessment, vol. 187, no. 7, p. 427. 

Staley, C, Gould, TJ, Wang, P, Phillips, J, Cotner, JB & Sadowsky, MJ 2015, ‘Species sorting and 
seasonal dynamics primarily shape bacterial communities in the Upper Mississippi River’, 
Science of the Total Environment, vol. 505, pp. 435–445. 

Staley, C, Unno, T, Gould, TJ, Jarvis, B, Phillips, J, Cotner, JB & Sadowsky, MJ 2013, ‘Application 
of Illumina next-generation sequencing to characterize the bacterial community of the Upper 
Mississippi River’, Journal of Applied Microbiology, vol. 115, no. 5, pp. 1147–1158. 

Stanley, EH & Doyle, MW 2002, ‘A Geomorphic Perspective on Nutrient Retention Following Dam 
Removal: Geomorphic models provide a means of predicting ecosystem responses to dam 
removal’, BioScience, vol. 52, no. 8, pp. 693–701. 

Statham, PJ 2012, ‘Nutrients in estuaries - An overview and the potential impacts of climate change’, 
Science of the Total Environment, vol. 434, pp. 213–227. 

Staub, JR & Esterle, JS 1994, ‘Peat-accumulating depositional systems of Sarawak, East Malaysia’, 
Sedimentary Geology, vol. 89, no. 1–2, pp. 91–106. 

Staub, JR & Gastaldo, R 2003, ‘Late quaternary sedimentation and peat development in the Rajang 
River delta, Sarawak, East Malaysia’, Tropical Deltas of Southeast Asia – Sedimentology, 
Stratigraphy, and Petroleum Geology, no. 76, pp. 71–87. 



164 
 

Staub, JR, Among, HL & Gastaldo, RA 2000, ‘Seasonal sediment transport and deposition in the 
Rajang River delta, Sarawak, East Malaysia’, Sedimentary Geology, vol. 133, no. 3–4, pp. 249–
264. 

Street, LE, Mielke, N & Woodin, SJ 2018, ‘Phosphorus Availability Determines the Response of 
Tundra Ecosystem Carbon Stocks to Nitrogen Enrichment’, Ecosystems, vol. 21, no. 6, pp. 
1155–1167. 

Strengbom, J, Nordin, A, Näsholm, T & Ericson, L 2002, ‘Parasitic fungus mediates change in 
nitrogen-exposed boreal forest vegetation’, Journal of Ecology, vol. 90, no. 1, pp. 61–67. 

Strokal, M, Kroeze, C, Li, L, Luan, S, Wang, H, Yang, S & Zhang, Y 2015, ‘Increasing dissolved 
nitrogen and phosphorus export by the Pearl River (Zhujiang): a modeling approach at the sub-
basin scale to assess effective nutrient management’, Biogeochemistry, vol. 125, no. 2, pp. 221–
242. 

Struyf, E, Smis, A, Van Damme, S, Meire, P & Conley, DJ 2009, ‘The Global Biogeochemical 
Silicon Cycle’, Silicon, vol. 1, no. 4, pp. 207–213. 

Stumm, W & Morgan, JJ 1996, Aquatic chemistry chemical equilibria and rates in natural waters, 
Wiley, Hoboken, New Jersey. 

Šupraha, L, Bosak, S, Ljubesic, Z, Mihanović, H, Olujić, G, Mikac, I & Viličić, D 2014, ‘Cryptophyte 
bloom in a Mediterranean estuary: High abundance of Plagioselmis cf. prolonga in the Krka 
River estuary (eastern Adriatic Sea)’, Scientia Marina, vol. 78, no.3, 329 – 338.   

Sylvan, JB, Dortch, Q, Nelson, DM, Brown, AFM, Morrison, W & Ammerman, JW 2006, 
‘Phosphorus limits phytoplankton growth on the Louisiana shelf during the period of hypoxia 
formation’, Environmental Science and Technology, vol. 40, no. 24, pp. 7548–7553. 

Tank, JL, Rosi-Marshall, EJ, Griffiths, NA, Entrekin, SA & Stephen, ML 2010, ‘A review of 
allochthonous organic matter dynamics and metabolism in streams’, Journal of the North 
American Benthological Society, vol. 29, no. 1, pp. 118–146. 

Tappin, AD 2002, ‘An examination of the fluxes of nitrogen and phosphorus in temperate and tropical 
estuaries: Current estimates and uncertainties’, Estuarine, Coastal and Shelf Science, vol. 55, no. 
6, pp. 885–901. 

Tarmizi, MA & Mohd, TD 2006, ‘Nutrient demands of Tenera oil palm planted on inlands soils of 
Malaysia’, Journal of Oil Palm Research, vol. 18, pp. 204–209. 

Theron, J & Cloete, TE 2000, ‘Molecular Techniques for Determining Microbial Diversity and 
Community Structure in Natural Environments’, Critical Reviews in Microbiology, vol. 26, no. 1, 
pp. 37–57. 

Thevenot, M, Dignac, MF & Rumpel, C 2010, ‘Fate of lignins in soils: A review’, Soil Biology and 
Biochemistry, vol. 42, no. 8, pp. 1200–1211. 

They, NH, Marins, LF, Möller, OO & Abreu, PC 2019, ‘High bacterial activity in nutrient rich 
saltwater: Evidence from the uncoupling between salinity and nutrients in the Patos Lagoon 
estuary’, Estuarine, Coastal and Shelf Science, vol. 216, pp. 148–156. 



165 
 

Thingstad, FT 1997, ‘A theoretical approach to structuring mechanisms in the pelagic food web’, 
Hydrobiologia, vol. 363, no. 1, pp. 59–72. 

Thomas, SM, Neill, C, Deegan, LA, Krusche, A V, Ballester, VM & Victoria, RL 2004, ‘Influences 
of land use and stream size on particulate and dissolved materials in a small Amazonian stream 
network’, Biogeochemistry, vol. 68, no. 2, pp. 135–151. 

Thornton, S, 2019 ‘Figure 3: The acrotelm and catotelm layers in a tropical peatland’ [image], in 
Thornton, S 2019, Tropical Peatlands: their global importance and  role in the water and 
carbon cycles’,  University of Leicester Research Impact Development Fund.  

Too, CC, Keller, A, Sickel, W, Lee, SM & Yule, CM 2018, ‘Microbial Community Structure in a 
Malaysian Tropical Peat Swamp Forest: The Influence of Tree Species and Depth’, Frontiers in 
Microbiology, vol. 9, pp. 1–13. 

Tranvik, LJ, Downing, JA, Cotner, JB, Loiselle, SA, Striegl, RG, Ballatore, TJ, Dillon, P, Finlay, K, 
Fortino, K, Knoll, LB, Kortelainen, PL, Kutser, T, Larsen, S, Laurion, I, Leech, DM, Leigh 
McCallister, S, McKnight, DM, Melack, JM, Overholt, E, Porter, JA, Prairie, Y, Renwick, WH, 
Roland, F, Sherman, BS, Schindler, DW, Sobek, S, Tremblay, A, Vanni, MJ, Verschoor, AM, 
Von Wachenfeldt, E & Weyhenmeyer, GA 2009, ‘Lakes and reservoirs as regulators of carbon 
cycling and climate’, Limnology and Oceanography, vol. 54, no. 6, pp. 2298–2314. 

Tréguer, P & Pondaven, P 2000, ‘Silica control of carbon dioxide’, Nature, vol. 406, no. 6794, pp. 
358–359. 

Treseder, KK, Balser, TC, Bradford, MA, Brodie, EL, Dubinsky, EA, Eviner, VT, Hofmockel, KS, 
Lennon, JT, Levine, UY, MacGregor, BJ, Pett-Ridge, J & Waldrop, MP 2012, ‘Integrating 
microbial ecology into ecosystem models: challenges and priorities’, Biogeochemistry, vol. 109, 
no. 1, pp. 7–18. 

Tripathi, BM, Song, W, Slik, JWF, Sukri, RS, Jaafar, S, Dong, K & Adams, JM 2016, ‘Distinctive 
Tropical Forest Variants Have Unique Soil Microbial Communities, But Not Always Low 
Microbial Diversity’, Frontiers in microbiology, vol. 7, p. 376. 

Turner, RE & Rabalais, NN 1991, ‘Changes in Mississippi River Water Quality this Century: 
Implications for coastal food webs’, BioScience, vol. 41, no. 3, pp. 140–147. 

Turner, RE, Rabalais, NN, Justic, D & Dortch, Q 2002, ‘Global patterns of dissolved N, P and Si in 
large rivers’, Biogeoscience, vol. 64, no.3,  pp. 297–317. 

Uitz, J, Claustre, H, Morel, A & Hooker, SB 2006, ‘Vertical distribution of phytoplankton 
communities in open ocean: An assessment based on surface chlorophyll’, Journal of 
Geophysical Research: Oceans, vol. 111. 

Uitz, J, Huot, Y, Bruyant, F, Babin, M & Claustre, H 2008, ‘Relating phytoplankton 
photophysiological properties to community structure on large scales’, Limnology and 
Oceanography, vol. 53, no. 2, pp. 614–630. 

UNDP 2006, Malaysia’s peat swamp forests: conservation and sustainable use, Kuala Lumpur. 

Vafeidis, AT, Nicholls, RJ, McFadden, L, Hinkel, J & Grashoff, P 2004, ‘Developing a global 
database for coastal vulnerability analysis: Design issues and challenges’, The International 



166 
 

Archives of Photogrammetry, Remote Sensing and Spatial Information Sciences, vol. 34, pp. 1 – 
5. 

Valiela, I 2015, Marine Ecological Processes, 3rd ed, Springer, New York, NY. 

van der Werf, GR, Morton, DC, DeFries, RS, Olivier, JGJ, Kasibhatla, PS, Jackson, RB, Collatz, GJ 
& Randerson, JT 2009, ‘CO2 emissions from forest loss’, Nature Geoscience, vol. 2, p. 737. 

Van Drecht, G, Bouwman, AF, Harrison, J & Knoop, JM 2009, ‘Global nitrogen and phosphate in 
urban wastewater for the period 1970 to 2050’, Global Biogeochemical Cycles, vol. 23, no. 3, pp. 
1–19. 

Van Rossum, T 2017, ‘Metagenomic analysis of river microbial communities’, Arch. Biol. Sci., vol. 
62, no. 3, pp. 559–564. 

Van Wazer, J 1973, ‘The compounds of phosphorus’, in EJ Griffith, A Beeton, JM Spencer & DT 
Mitchell (eds), Environmental phosphorus handbook, pp. 169–178. 

Vannote, RL, Minshall, GW, Cummins, KW, Sedell, JR & Cushing, CE 1980, ‘The River Continuum 
Concept’, Canadian Journal of Fisheries and Aquatic Sciences, vol. 37, no. 1, pp. 130–137. 

Vaulot, D, Eikrem, W, Viprey, M & Moreau, H 2008, ‘The diversity of small eukaryotic 
phytoplankton (≤3 μm) in marine ecosystems’, FEMS Microbiology Reviews, vol. 32, no. 5, 
John Wiley & Sons, Ltd (10.1111), pp. 795–820. 

Vaulot, D, Partensky, F, Neveux, J, Mantoura, RFC & Llewellyn, CA 1990, ‘Winter presence of 
prochlorophytes in surface waters of the northwestern Mediterranean Sea’, Limnology and 
Oceanography, vol. 35, no. 5, John Wiley & Sons, Ltd, pp. 1156–1164. 

Vera-Gargallo, B, Chowdhury, TR, Brown, J, Fansler, SJ, Durán-Viseras, A, Sánchez-Porro, C, 
Bailey, VL, Jansson, JK & Ventosa, A 2019, ‘Spatial distribution of prokaryotic communities in 
hypersaline soils’, Scientific Reports, vol. 9, no. 1, pp. 1–12. 

Vidussi, F, Claustre, H, Manca, BB, Luchetta, A & Marty, J-C 2001, ‘Phytoplankton pigment 
distribution in relation to upper thermocline circulation in the eastern Mediterranean Sea during 
winter’, Journal of Geophysical Research: Oceans, vol. 106, pp. 19939–19956. 

Vinita, J, Lallu, KR, Revichandran, C, Muraleedharan, KR, Jineesh, VK & Shivaprasad, A 2015, 
‘Residual fluxes of water and nutrient transport through the main inlet of a tropical estuary, 
Cochin estuary, West Coast, India’, Environmental Monitoring and Assessment, vol. 187, no. 11, 
p. 675. 

Vitousek, PM, Naylor, R, Crews, T, David, MB, Drinkwater, LE, Holland, E, Johnes, PJ, 
Katzenberger, J, Martinelli, LA, Matson, PA, Nziguheba, G, Ojima, D, Palm, CA, Robertson, 
GP, Sanchez, PA, Townsend, AR & Zhang, FS 2009, ‘Nutrient Imbalances in Agricultural 
Development’, Science, vol. 324, no. 5934, pp. 1519 – 1520. 

Wagner, D & Liebner, S 2009, ‘Global Warming and Carbon Dynamics in Permafrost Soils: Methane 
Production and Oxidation’, in R Margesin (ed.), Permafrost Soils, pp. 219–236. 

Walinga, I, van Vark, W, Houba, VJG & van der Lee, L 1989, Plant Analysis Procedures, 
Department of Soil Science and Plant Nutrition, Wageningen Agricultural University. 



167 
 

Wang, B, Huang, F, Wu, Z, Yang, J, Fu, X & Kikuchi, K 2009, ‘Multi-scale climate variability of the 
South China Sea monsoon: A review’, Dynamics of Atmospheres and Oceans, vol. 47, no. 1–3, 
pp. 15–37. 

Wang, P, Clemens, S, Beaufort, L, Braconnot, P, Ganssen, G, Jian, Z, Kershaw, P & Sarnthein, M 
2005, ‘Evolution and variability of the Asian monsoon system: State of the art and outstanding 
issues’, Quaternary Science Reviews, vol. 24, no. 5–6, pp. 595–629. 

Ward, LM, Hemp, J, Shih, PM, McGlynn, SE & Fischer, WW 2018, ‘Evolution of phototrophy in the 
Chloroflexi phylum driven by horizontal gene transfer’, Frontiers in Microbiology, vol. 9, pp. 1–
16. 

Warren, M, Frolking, S, Kurnianto, S, Kauffman, B, Talbot, J & Murdiyarso, D 2014, ‘Carbon 
accumulation of tropical peatlands over millennia: a modeling approach’, Global Change 
Biology, vol. 21, no. 1, pp. 431–444. 

Watanabe, K, Kasai, A, Fukuzaki, K, Ueno, M & Yamashita, Y 2017, ‘Estuarine circulation-driven 
entrainment of oceanic nutrients fuels coastal phytoplankton in an open coastal system in Japan’, 
Estuarine, Coastal and Shelf Science, vol. 184, pp. 126–137. 

Weber, TS & Deutsch, C 2010, ‘Ocean nutrient ratios governed by plankton biogeography’, Nature, 
vol. 467, p. 550. 

Wehr, JD & Descy, J 1998, ‘Minireview Use of Phytoplankton in Large River Management’, Ecology, 
vol. 749, pp. 741–749. 

Weller, R, Glöckner, F & Amann, R 2000, ‘16S rRNA-Targeted Oligonucleotide Probes for the in 
situ Detection of Members of the Phylum Cytophaga-Flavobacterium-Bacteroides’, Systematic 
and applied microbiology, vol. 23, no. 1, pp. 107 – 114.  

Welti, N, Striebel, M, Ulseth, AJ, Cross, WF, DeVilbiss, S, Glibert, PM, Guo, L, Hirst, AG, Hood, J, 
Kominoski, JS, MacNeill, KL, Mehring, AS, Welter, JR & Hillebrand, H 2017, ‘Bridging food 
webs, ecosystem metabolism, and biogeochemistry using ecological stoichiometry theory’, 
Frontiers in Microbiology, vol. 8, pp. 1–14. 

Wetlands International 2010, A Quick Scan of of Peatlands in Malaysia, Petaling Jaya, Malaysia. 

Wetlands International 2015, ‘Flooding projections from elevation and subsidence models for oil 
palm plantations in Rajang Delta peatlands, Sarawak, Malaysia.’, Deltares, viewed 15 May, 
2019, <https://www.deltares.nl/app/uploads/2015/06/Rajang-Delta-Peatland-Subsidence-
Flooding-Deltares-2015.pdf>. 

Wetsteyn, LPMJ & Kromkamp, JC 1994, ‘Turbidity, nutrients and phytoplankton primary production 
in the Oosterschelde (The Netherlands) before, during and after a large-scale coastal engineering 
project (1980--1990)’, Hydrobiologia, vol. 282, no. 1, pp. 61–78. 

White, JR, Delaune, RD, Justic, D, Day, JW, Pahl, J, Lane, RR, Boynton, WR & Twilley, RR 2019, 
‘Consequences of Mississippi River diversions on nutrient dynamics of coastal wetland soils and 
estuarine sediments: A review’, Estuarine, Coastal and Shelf Science, vol. 224, pp. 209 – 216.  

Whitman, WB, Coleman, DC & Wiebe, WJ 1998, ‘Prokaryotes: The unseen majority’, Proceedings of 
the National Academy of Sciences, vol. 95, no. 12, pp. 6578 – 6583. 



168 
 

Whitmore, TC 1984, Tropical Rain Forests of the Far East, Kew Bulletin, Clarendon Press, Oxford. 

Whitton, B & Potts, M 2000, Introduction to the cyanobacteria, in the Ecology of Cyanobacteria: 
Their Diversity in Time and Space, Springer Netherlands, Netherlands. 

Whitton, BA & Neal, C 2011, ‘Organic phosphate in UK rivers and its relevance to algal and 
bryophyte surveys’, Annales de Limnologie - International Journal of Limnology, vol. 47, no. 1, 
pp. 3–10. 

Wilhelm, L, Besemer, K, Fragner, L, Peter, H, Weckwerth, W & Battin, TJ 2015, ‘Altitudinal patterns 
of diversity and functional traits of metabolically active microorganisms in stream biofilms’, 
ISME Journal, vol. 9, no. 11, pp. 2454–2464. 

Wit, F, Müller, D, Baum, A, Warneke, T, Pranowo, WS, Müller, M & Rixen, T 2015, ‘The impact of 
disturbed peatlands on river outgassing in Southeast Asia’, Nature Communications, vol. 6, pp. 
1–9. 

Withers, PJA & Jarvie, HP 2008, ‘Delivery and cycling of phosphorus in rivers: A review’, Science of 
The Total Environment, vol. 400, no. 1, pp. 379–395. 

Wollast, R & Mackenzie, F 1983, ‘Global cycle of silica’, in Aston, SR (ed) in Silicon geochemistry 
and biochemistry, Academic Press, San Diego, pp. 39–76. 

Worden, AZ, Nolan, JK & Palenik, B 2004, ‘Assessing the dynamics and ecology of marine 
picophytoplankton: The importance of the eukaryotic component’, Limnology and 
Oceanography, vol. 49, no. 1, pp. 168–179. 

Wösten, JHM, Ismail, AB & De Wijk, R 1997, ‘Peat subsidence and its practical implications: A case 
study in Malaysia’, Geoderma, no. 78, pp. 25 – 36.  

Wysocki, LA, Bianchi, TS, Powell, RT & Reuss, N 2006, ‘Spatial variability in the coupling of 
organic carbon, nutrients, and phytoplankton pigments in surface waters and sediments of the 
Mississippi River plume’, Estuarine, Coastal and Shelf Science, vol. 69, no. 1, pp. 47–63. 

Xia, X, Guo, W, Tan, S & Liu, H 2017, ‘Synechococcus assemblages across the salinity gradient in a 
salt wedge estuary’, Frontiers in Microbiology, vol. 8, pp. 1–12. 

Xia, X, Vidyarathna, NK, Palenik, B, Lee, P & Liu, H 2015, ‘Comparison of the Seasonal Variations 
of Synechococcus Assemblage Structures in Estuarine Waters and Coastal Waters of Hong 
Kong’, Applied and Environmental Microbiology, vol. 81, no. 21, pp. 7644–7655. 

Yang, X, Xie, P, Ma, Z, Wang, Q, Fan, H & Shen, H 2013, ‘Decrease of NH4+-N by bacterioplankton 
accelerated the removal of cyanobacterial blooms in aerated aquatic ecosystem’, Journal of 
Environmental Sciences (China), vol. 25, no. 11, pp. 2223–2228. 

Yavitt, JB, Yashiro, E, Cadillo-Quiroz, H & Zinder, SH 2012, ‘Methanogen diversity and community 
composition in peatlands of the central to northern Appalachian Mountain region, North 
America’, Biogeochemistry, vol. 109, no. 1, pp. 117–131. 

Yilmaz, P, Parfrey, LW, Yarza, P, Gerken, J, Pruesse, E, Quast, C, Schweer, T, Peplies, J, Ludwig, W 
& Glöckner, FO 2014, ‘The SILVA and “all-species Living Tree Project (LTP)” taxonomic 
frameworks’, Nucleic Acids Research, vol. 42, pp. 643–648. 



169 
 

Yoo, Y Du, Seong, KA, Kim, HS, Jeong, HJ, Yoon, EY, Park, J, Kim, JI, Shin, W & Palenik, B 2018, 
‘Feeding and grazing impact by the bloom-forming euglenophyte Eutreptiella eupharyngea on 
marine eubacteria and cyanobacteria’, Harmful Algae, vol. 73, pp. 98–109. 

Yu, Z, Loisel, J, Brosseau, DP, Beilman, DW & Hunt, SJ 2010, ‘Global peatland dynamics since the 
Last Glacial Maximum’, Geophysical Research Letters, vol. 37, no. 13, pp. 1–5. 

Yule, CM, Boyero, L & Marchant, R 2010, ‘Effects of sediment pollution on food webs in a tropical 
river (Borneo, Indonesia)’, Marine and Freshwater Research, vol. 61, no. 2, pp. 204–213. 

Yule, CM, Lim, YY & Lim, TY 2016, ‘Degradation of Tropical Malaysian Peatlands Decreases 
Levels of Phenolics in Soil and in Leaves of Macaranga pruinosa ’, Frontiers in Earth Science, p. 
45. 

Zapata, M & Garrido, JL 1991, ‘Influence of injection conditions in reversed-phase high-performance 
liquid chromatography of chlorophylls and carotenoids’, Chromatographia, vol. 31, no. 11, pp. 
589–594. 

Zapata, M, Rodríguez, F & Garrido, J 2000, ‘Separation of chlorophylls and carotenoids from marine 
phytoplankton: A new HPLC method using a reversed phase C8 column and pyridine-containing 
mobile phases’, Marine Ecology Progress Series, vol. 195, pp. 29 – 45.  

Zeglin, LH 2015, ‘Stream microbial diversity in response to environmental changes: Review and 
synthesis of existing research’, Frontiers in Microbiology, vol. 6, pp. 1–15. 

Zhang, C, Dang, H, Azam, F, Benner, R, Legendre, L, Passow, U, Polimene, L, Robinson, C, Suttle, 
CA & Jiao, N 2018a, ‘Evolving paradigms in biological carbon cycling in the ocean’, National 
Science Review, vol. 5, no. 4, pp. 481–499. 

Zhang, J 1996, ‘Nutrient elements in large Chinese estuaries’, Continental Shelf Research, vol. 16, no. 
8, pp. 1023–1045. 

Zhang, JZ & Huang, XL 2011, ‘Effect of temperature and salinity on phosphate sorption on marine 
sediments’, Environmental Science and Technology, vol. 45, no. 16, pp. 6831–6837. 

Zhang, R, John, SG, Zhang, J, Ren, J, Wu, Y, Zhu, Z, Liu, S, Zhu, X, Marsay, CM & Wenger, F 2015, 
‘Transport and reaction of iron and iron stable isotopes in glacial meltwaters on Svalbard near 
Kongsfjorden: From rivers to estuary to ocean’, Earth and Planetary Science Letters, vol. 424, 
pp. 201–211. 

Zhang, X, Shi, Z, Liu, Q, Ye, F, Tian, L & Huang, X 2013, ‘Spatial and temporal variations of 
picoplankton in three contrasting periods in the Pearl River Estuary, South China’, Continental 
Shelf Research, vol. 56, pp. 1–12. 

Zhang, Y, Huang, L, Jiang, H & Wu, G 2018b, ‘Hyperthermophilic Anaerobic Nitrate-Dependent 
Fe(II) Oxidization by Tibetan Hot Spring Microbiota and the Formation of Fe Minerals’, 
Geomicrobiology Journal, vol. 36, no. 1, pp. 30–41. 

Zhou, J, Richlen, ML, Sehein, TR, Kulis, DM, Anderson, DM & Cai, Z 2018, ‘Microbial community 
structure and associations during a marine dinoflagellate bloom’, Frontiers in Microbiology, vol. 
9, pp. 1–21. 



170 
 

Zhu, ZY, Liu, SM, Wu, Y, Li, Y, Zhang, J & Hu, J 2015, ‘Phytoplankton Dynamics and Its Further 
Implication for Particulate Organic Carbon in Surface Waters of a Tropical/Subtropical Estuary’, 
Estuaries and Coasts, vol. 38, no. 3, pp. 905–916. 

Zhu, ZY, Ng, WM, Liu, SM, Zhang, J, Chen, JC & Wu, Y 2009, ‘Estuarine phytoplankton dynamics 
and shift of limiting factors: A study in the Changjiang (Yangtze River) Estuary and adjacent 
area’, Estuarine, Coastal and Shelf Science, vol. 84, no. 3, pp. 393–401. 

Zwart, G, Crump, BC, Agterveld, MPK & Hagen, F 2002, ‘Typical freshwater bacteria: an analysis of 
available 16S rRNA gene sequences from plankton of lakes and rivers ’, Aquatic Microbial 
Ecology, vol. 28, no. 2, pp. 141–155. 

 

 

 

 

 

  



171 
 

Appendix 

Incubation Experiment 

Position: Belawai of Rajang River Estuary 
Sampling time: 2016-08-28 at 06:00 
Original sample was collected from surface with bucket 
Water Depth: 6.8 m 
Transparency: 60 cm 
Samples were passed through a 300 um size mesh and mixed in a tank 
Volume of incubation bottle: 1.5 L 

Temp (°C) pH Tem (DO) Salinity DO 
(mg/l) DO (%) DO 

(mbr) 
27.7 7.99 25.8 33.8 4.25 63.2 129.8 

 

A respiration incubation was carried out for 9 hours in both dark and light bottles.  

Supplementary Table 1: Incubation Experiment 

Initial 
(mg L-1) Bottle Final 

Dark (mg L-1) 
Respiration 

(g DO L-1 D-1) 

Final 
Light (mg 

L-1) 

Net Primary 
Productivity 

(g DO L-1 D-1) 

4.25 

1 4.18 0.19 4.6 0.51 

2 4.11 0.37 4.41 0.23 

3 3.97 0.75 4.54 0.42 

 Average± SE (g DO L-1 D-1) Average± SE (g DO L-1 D-1) 

0.44 ± 016 0.39±0.08 
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Supplementary Fig. 1: Draftsman Plot of normalised physico-chemical variables  
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Supplementary Fig. 2: Absolute values (counts) of the phyla present within all cruises  

Based on the information above, the taxonomic data were classified based on the source type (i.e. 

mineral soil, freshwater peat) in which the stations fall under. According to Fig. 5, the bacterial 

phylum that was the most abundant across all samples was Proteobacteria (50.29%), followed by 

Firmicutes (22.35%) and Actinobacteria (11.95%). The remaining phyla belonged to Bacteroidetes 

(9.46%), Deinococcus-Thermus (2.69%), Cyanobacteria (1.61%), Planctomycetes (0.84%), 

Chloroflexi (0.34%), Chlamydiae (0.14%) and Verrucomicrobia (0.11%) respectively. Without taking 

into consideration the seasonality, spatial variation in the bacterial phyla based on the aforementioned 

sampling location is evidently apparent which were characteristic for each source types. The 

combined groups showed that the percentage of the Proteobacteria increased from marine (40.78% of 

total within marine samples), brackish peat (48.96%), freshwater peat (51.86%) to mineral soils 

(57.59%) while the percentage of Firmicutes decreased from marine (24.14%), brackish peat 

(25.31%), freshwater peat (19.34%), to mineral soils (16.26%). Furthermore, it can be seen that the 

phylum Deinococcus-Thermus generally has a higher relative abundance in freshwater peat (9.28%) 

and mineral soils (5.07%) as compared to marine (0.16%) and brackish peat (0.55%) 
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Supplementary Table 2: Metadata for Samples 
C

ru
ise

 

So
ur

ce
 T

yp
e 

St
at

io
n 

Lo
ng

 

La
t 

C
la

ss
ifi

ca
tio

n 

D
IP

(μ
M

) 

D
O

P(
μM

) 

TD
P(

μM
) 

A
m

m
on

iu
m

 
(μ

M
) 

N
itr

at
e 

(μ
M

) 

N
itr

ite
 (μ

M
) 

D
IN

(μ
M

) 

D
O

N
(μ

M
) 

TD
N

(μ
M

) 

dS
i (

μM
) 

D
O

 
(m

g/
L)

 

Sa
lin

ity
 (P

SU
) 

SP
M

 (m
g/

L)
 

D
O

C
 (μ

M
) 

Te
m

p 
(°

C
) 

Aug-
16 Marine  

S1 110.9555 2.0203 Coastal Zone 0.09 0.27 0.36 6.78 1.54 0.04 8.37 1.56 9.92 4.02 4.14 32.10 25.02 0.15 31.47 

Aug-
16 

Marine  S2 111.3091 2.1157 Oil Palm Plantation 0.26 0.24 0.50 8.18 5.15 0.90 14.23 2.38 16.60 4.77 3.87 31.20 90.02 0.18 31.48 

Aug-
16 

Marine  S33 111.2047 2.4683 
Coastal Zone with 

Plantation (OP) 
influence 

0.17 0.23 0.40 7.14 2.59 1.76 11.49 4.14 15.64 5.08 4.08 31.10 32.70 0.22 30.26 

Aug-
16 

Brackish 
Peat  S3 111.5525 2.1663 Oil Palm Plantation 0.18 0.26 0.44 5.88 14.83 3.35 24.06 1.47 25.53 21.50 2.73 27.70 94.95 0.35 31.21 

Aug-
16 

Brackish 
Peat  S4 111.6524 2.2425 Oil Palm Plantation 0.07 0.27 0.35 6.05 14.45 3.08 23.58 4.44 28.02 145.89 3.01 4.80 67.66 0.36 30.29 

Aug-
16 

Brackish 
Peat  

S20 111.6982 2.8249 Oil Palm and Sago 
mixed Plantation 

0.06 0.31 0.37 6.85 7.21 0.17 14.23 1.81 16.04 149.68 4.28 5.60 57.51 0.26 30.64 

Aug-
16 

Brackish 
Peat  S21 111.6398 2.8641 

Coastal Zone with 
Plantation (Sago and 

OP influence) 
0.11 0.23 0.34 7.47 8.24 0.18 15.88 3.98 15.08 134.77 4.40 10.10 45.43 0.29 30.27 

Aug-
16 

Brackish 
Peat  S22 111.6 2.8646 

Coastal Zone with 
Plantation (Sago and 

OP influence) 
0.07 0.25 0.32 10.27 4.78 0.17 15.22 1.82 17.04 57.06 4.57 21.20 74.28 0.19 28.1 

Aug-
16 

Brackish 
Peat  

S24 111.3976 2.5947 Oil Palm Plantation 0.13 0.24 0.37 7.76 15.85 0.26 23.87 6.21 30.08 69.60 3.41 19.10 116.10 0.22 30.78 

Aug-
16 

Brackish 
Peat  S25 111.4267 2.5005 Oil Palm Plantation 0.10 0.23 0.33 8.50 18.77 0.85 28.12 7.41 35.53 103.09 3.64 11.70 158.35 0.30 30.6 

Aug-
16 

Brackish 
Peat  S26 111.3856 2.4996 Oil Palm Plantation 0.12 0.22 0.34 7.25 17.00 0.37 24.62 3.21 27.83 82.98 3.28 15.90 161.27 0.26 30.58 
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Aug-
16 

Brackish 
Peat  

S27 111.4044 2.441 Oil Palm Plantation 0.13 0.19 0.32 9.63 14.55 2.71 26.89 1.90 28.79 69.52 2.98 19.40 53.70 0.21 31.01 

Aug-
16 

Brackish 
Peat  

S29 111.5036 2.35 Oil Palm Plantation 0.08 0.18 0.27 9.07 16.40 3.21 28.68 3.19 21.68 107.86 3.20 4.30 42.27 0.21 30.01 

Aug-
16 

Brackish 
Peat  S30 111.4276 2.3738 Oil Palm Plantation 0.12 N/A N/A 9.98 15.10 3.00 28.08 N/A N/A 73.72 3.47 12.80 108.44 0.32 30.33 

Aug-
16 

Brackish 
Peat  S31 111.3644 2.3465 Oil Palm Plantation 0.15 0.32 0.47 7.44 7.84 1.73 17.00 6.52 23.52 22.85 2.95 19.90 81.17 0.28 30.42 

Aug-
16 

Brackish 
Peat  S32 111.3388 2.372 Oil Palm Plantation 0.14 0.27 0.41 7.39 5.78 0.72 13.88 2.71 16.59 7.88 3.69 27.90 58.12 0.23 30.55 

Aug-
16 

Freshwater 
Peat  S5 111.7545 2.2496 Oil Palm Plantation 0.03 0.17 0.20 3.86 6.62 0.12 10.59 13.86 24.45 145.04 4.10 0.00 84.05 0.26 30.24 

Aug-
16 

Freshwater 
Peat  S15 111.8464 2.4581 Oil Palm Plantation 0.02 0.23 0.25 6.17 6.18 0.14 12.49 4.28 16.77 156.36 3.53 0.00 N/A 0.23 29.39 

Aug-
16 

Freshwater 
Peat  S16 111.8075 2.6046 Oil Palm Plantation 0.04 0.27 0.31 7.94 6.33 0.16 14.43 1.93 16.36 152.27 3.87 0.00 34.41 0.25 29.84 

Aug-
16 

Freshwater 
Peat  

S28 111.5036 2.35 Oil Palm Plantation 0.05 0.20 0.24 6.76 8.24 0.83 15.83 3.08 18.91 159.52 3.21 1.10 48.98 0.21 29.97 

Aug-
16 

Freshwater 
Mineral 

Soil  
S6 111.9425 2.1805 Oil Palm Plantation 0.03 0.20 0.23 4.19 7.19 0.14 11.52 13.36 24.88 148.57 4.29 0.00 143.18 0.25 29.2 

Aug-
16 

Freshwater 
Mineral 

Soil  
S7 112.2255 2.0743 Secondary Forest 0.04 0.17 0.21 3.50 5.95 0.14 9.59 5.47 15.06 154.39 4.83 0.00 31.78 0.20 28.85 

Aug-
16 

Freshwater 
Mineral 

Soil  
S8 112.4888 2.0266 Secondary Forest 0.00 0.21 0.21 3.64 6.19 0.13 9.97 19.94 29.91 153.02 4.34 0.00 39.05 0.20 29.27 

Aug-
16 

Freshwater 
Mineral 

Soil  
S9 112.6956 2.0097 Secondary Forest 0.03 0.15 0.18 17.34 6.92 0.13 24.40 2.41 26.81 151.22 4.36 0.00 52.63 0.18 27.83 

Aug-
16 Freshwater 

Mineral 
S10 112.8969 2.0176 Human Settlement 0.01 0.22 0.23 3.16 4.73 0.10 7.99 11.95 19.95 153.36 4.42 0.00 61.44 0.39 28.61 
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Soil  

Aug-
16 

Freshwater 
Mineral 

Soil  
S11 112.6965 2.0083 Secondary Forest 0.09 0.15 0.24 2.71 4.23 0.15 7.10 8.73 15.83 154.34 4.41 0.00 53.50 0.24 28.65 

Aug-
16 

Freshwater 
Mineral 

Soil  
S12 112.4879 2.0272 Secondary Forest 0.02 0.20 0.22 5.82 5.33 0.10 11.25 19.84 31.09 158.42 4.25 0.00 65.64 0.20 28.01 

Aug-
16 

Freshwater 
Mineral 

Soil  
S13 112.228 2.0755 Secondary Forest 0.01 0.28 0.30 2.82 4.79 1.19 8.80 8.79 17.59 179.00 4.61 0.00 N/A 0.20 28.24 

Aug-
16 

Freshwater 
Mineral 

Soil  
S14 111.9413 2.1832 Oil Palm Plantation 0.05 0.19 0.24 2.89 4.49 0.12 7.49 19.56 27.06 167.57 3.43 0.00 144.63 0.19 28.82 

C
ru

ise
 

So
ur

ce
 T

yp
e 

St
at

io
n 

Lo
ng

 

La
t 

C
la

ss
ifi

ca
tio

n 

D
IP

(μ
M

) 

D
O

P(
μM

) 

TD
P(

μM
) 

A
m

m
on

iu
m

 
(μ

M
) 

N
itr

at
e 

(μ
M

) 

N
itr

ite
 (μ

M
) 

D
IN

(μ
M

) 

D
O

N
(μ

M
) 

TD
N

(μ
M

) 

dS
i (

μM
) 

D
O

 
(m

g/
L)

 

Sa
lin

ity
 (P

SU
) 

SP
M

 (m
g/

L)
 

D
O

C
 (μ

M
) 

Te
m

p 
(°

C
) 

Mar-
17 Marine S13 111.1311 2.4792 Coastal Zone 0.13 0.29 0.42 6.12 3.89 0.09 10.10 1.04 11.14 15.54 6.54 30.10 63.79 0.10 30.1 

Mar-
17 Marine S16 110.8344 1.8972 Coastal Zone N/A 0.36 N/A 10.22 0.72 0.09 11.03 5.65 16.68 6.00 6.50 29.91 47.15 0.08 30.4 

Mar-
17 

Brackish 
Peat S7 111.3648 2.3496 Oil Palm Plantation 0.08 0.13 0.20 7.53 7.51 0.53 15.57 5.51 21.08 126.00 5.53 5.41 66.72 0.16 27.5 

Mar-
17 

Brackish 
Peat S8 111.3555 2.3546 Oil Palm Plantation 0.07 0.12 0.19 6.71 7.05 1.24 15.01 6.81 21.82 90.09 6.13 9.99 36.06 0.16 28 

Mar-
17 

Brackish 
Peat 

S9 111.3304 2.4033 Coastal Zone with 
Plantation influence 

0.08 0.14 0.22 6.79 7.15 1.32 15.26 7.63 22.89 94.26 5.80 10.66 N/A N/A 29.5 

Mar-
17 

Brackish 
Peat 

S10 111.3312 2.4062 Coastal Zone with 
Plantation influence 

0.09 0.12 0.21 6.24 7.00 1.31 14.55 4.22 18.77 93.11 5.12 11.98 N/A N/A 29.2 

Mar-
17 

Brackish 
Peat S11 111.2818 2.4335 Oil Palm Plantation 0.07 0.21 0.28 4.42 6.66 1.66 12.75 4.30 17.05 77.46 7.57 15.00 41.25 0.15 29.98 
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Mar-
17 

Brackish 
Peat 

S12 111.2442 2.4576 Coastal Zone with 
Plantation influence 

0.18 0.26 0.44 4.61 6.27 1.81 12.69 2.90 15.59 56.48 5.95 20.99 76.06 0.14 28.9 

Mar-
17 

Brackish 
Peat 

S14 111.4088 2.1407 Human Settlement 0.08 0.32 0.40 6.72 0.75 0.03 7.50 0.52 8.03 11.09 6.50 27.63 N/A 0.09 29.5 

Mar-
17 

Brackish 
Peat S15 111.2537 2.1381 Human Settlement 0.12 0.23 0.34 2.86 6.88 4.25 13.99 6.03 20.03 63.47 5.46 14.48 42.22 0.17 28.13 

Mar-
17 

Freshwater 
Peat S1 111.5531 2.1662 Oil Palm Plantation 0.17 0.04 0.21 9.83 8.09 0.00 17.92 3.26 21.18 142.22 4.55 0.00 244.76 N/A 27.7 

Mar-
17 

Freshwater 
Peat S2 111.7569 2.2505 Human Settlement 0.13 0.13 0.26 9.71 8.33 0.00 18.04 2.93 20.97 143.91 6.67 0.00 494.46 N/A 28.3 

Mar-
17 

Freshwater 
Peat S4 111.8212 2.4712 Oil Palm Plantation 0.05 0.09 0.14 4.09 6.95 0.17 11.22 6.77 17.98 147.07 6.28 0.00 196.61 0.18 28.2 

Mar-
17 

Freshwater 
Peat S5 111.8454 2.4588 Oil Palm Plantation 0.06 0.12 0.17 3.99 7.69 0.22 11.89 7.14 19.04 143.11 6.09 0.00 179.49 0.20 26.9 

Mar-
17 

Freshwater 
Peat S6 111.6528 2.3565 Oil Palm Plantation 0.01 0.12 0.13 0.46 7.68 0.01 8.14 4.96 13.11 158.42 5.82 0.00 205.12 0.17 27.7 

Mar-
17 

Freshwater 
Mineral 

Soils 
S3 111.9154 2.2048 Oil Palm Plantation 0.06 0.09 0.16 2.97 7.21 0.16 10.34 8.43 18.77 157.00 5.96 0.00 226.73 0.13 26.6 
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Sep-
17 

Mineral 
Soils 

S1 112.5490 2.0124 Human Settlement N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A 7.25 0 N/A N/A 26.5 

Sep-
17 

Mineral 
Soils S2 112.1628 2.0987 Human Settlement N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A 6.71 0.01 N/A N/A 27.8 

Sep-
17 

Freshwater 
Peat S3 111.5065 2.1394 Human Settlement N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A 5.47 1.1 N/A N/A 27.6 

Sep-
17 

Brackish 
Peat S4 111.4340 2.1438 Secondary Forest N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A 5.26 17.11 N/A N/A 29.8 
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Sep-
17 

Freshwater 
Peat S5 111.7303 2.8069 

Coastal Zone with 
Plantation (OP) 

influence 
N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A 5.4 0.01 N/A N/A 30.18 

Sep-
17 

Brackish 
Peat S6 111.6260 2.8531 

Coastal Zone with 
Plantation (OP) 

influence 
N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A 5.76 17.86 N/A N/A 29.93 

Sep-
17 

Brackish 
Peat 

S7 111.4114 2.3618 Oil Palm Plantation N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A 4.85 5.12 N/A N/A 27.9 

Sep-
17 

Brackish 
Peat S8 111.3117 2.4195 Oil Palm Plantation N/A N/A N/A N/A N/A N/A N/A N/A N/A N/A 5.31 14.59 N/A N/A 28.05 
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Supplementary Table 3: Relative proportion of phytoplankton size class (%) in the Dry season 

Source Type Station %pico %nano %micro 
Marine AUG16RAJST33 26.90 7.35 65.75 
Marine AUG16RAJST2 12.52 2.77 84.71 
Brackish Peat AUG16RAJST32 10.58 3.49 85.93 
Brackish Peat AUG16RAJST3 17.44 2.77 79.79 
Brackish Peat AUG16RAJST31 12.30 6.56 81.14 
Brackish Peat AUG16RAJST30 20.35 3.42 76.23 
Freshwater Peat AUG16RAJST5 74.02 6.77 19.21 
Freshwater Peat AUG16RAJST28 66.57 6.12 27.32 
Freshwater Peat AUG16RAJST16 59.89 12.60 27.52 
Freshwater Peat AUG16RAJST15 47.22 9.18 43.59 
Mineral Soils AUG16RAJST6 48.27 6.01 45.72 
Mineral Soils AUG16RAJST7 41.24 3.40 55.36 
Mineral Soils AUG16RAJST8 38.47 5.43 51.93 
Mineral Soils AUG16RAJST10 34.82 3.40 61.78 
 

Supplementary Table 4: Relative proportion of phytoplankton size class (%) in the Wet season 

Source Type Station %pico %nano %micro 
Marine MAR17RAJST16 47.07 11.26 41.67 
Marine MAR17RAJST13 23.09 3.79 73.12 
Brackish Peat MAR17RAJST14 46.97 5.18 47.86 
Brackish Peat MAR17RAJST12 5.76 2.00 92.24 
Brackish Peat MAR17RAJST15 10.65 3.11 86.24 
Brackish Peat MAR17RAJST11 19.17 6.42 74.41 
Brackish Peat MAR17RAJST10 13.03 2.84 84.13 
Brackish Peat MAR17RAJST9 13.64 5.28 81.08 
Brackish Peat MAR17RAJST8 10.70 3.29 86.01 
Brackish Peat MAR17RAJST7 27.88 25.47 46.65 
Freshwater Peat MAR17RAJST1 100.00 0.00 0.00 
Freshwater Peat MAR17RAJST5 100.00 0.00 0.00 
Freshwater Peat MAR17RAJST6 100.00 0.00 0.00 
Mineral Soil MAR17RAJST3 100.00 0.00 0.00 
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Supplementary Data 1: mothur code carried out with OzSTAR (HPC, Swinburne Melbourne) 
 
#!/bin/bash 
#SBATCH --nodes=1 
#SBATCH --ntasks-per-node=1 
#SBATCH --cpus-per-task=12 
#SBATCH --time=5:00:00 
#SBATCH --mem=64g 
#SBATCH --job-name=MiSeq_Rajang 
#SBATCH --output=slurm_miseqrajbac_13062018.out 
 
module load vsearch/2.8.0 
module load mothur/1.39.5-python-2.7.14 
##mothur "#make.contigs(file=./bacteria.files, processors=4)" 
##mothur "#summary.seqs(fasta=./bacteria.trim.contigs.fasta)" 
##mothur "#unique.seqs(fasta=./bacteria.trim.contigs.fasta)" 
##mothur "#summary.seqs(fasta=./bacteria.trim.contigs.unique.fasta, 
name=./bacteria.trim.contigs.names)" 
##mothur "#align.seqs(fasta=./bacteria.trim.contigs.unique.fasta, reference=./silva.nr_v132.align, 
processors=32)" 
##mothur "#summary.seqs(fasta=./bacteria.trim.contigs.unique.align, 
name=./bacteria.trim.contigs.names)" 
##mothur "#screen.seqs(fasta=./bacteria.trim.contigs.unique.align, 
name=./bacteria.trim.contigs.names, group=./bacteria.contigs.groups, optimize=start-end, 
minlength=400, maxambig=0, maxhomop=8, processors=32)" 
##mothur "#summary.seqs(fasta=./bacteria.trim.contigs.unique.good.align, 
name=./bacteria.trim.contigs.good.names)" 
##mothur "#filter.seqs(fasta=./bacteria.trim.contigs.unique.good.align, trump=., vertical=T, 
processors=32)" 
##mothur "#summary.seqs(fasta=./bacteria.trim.contigs.unique.good.filter.fasta, 
name=./bacteria.trim.contigs.good.names, processors=32)" 
##mothur "#unique.seqs(fasta=./bacteria.trim.contigs.unique.good.filter.fasta, 
name=./bacteria.trim.contigs.good.names)" 
##mothur "#pre.cluster(fasta=./bacteria.trim.contigs.unique.good.filter.unique.fasta, 
name=./bacteria.trim.contigs.unique.good.filter.names, group=./bacteria.contigs.good.groups, 
diffs=2)" 
##mothur "#summary.seqs(fasta=./bacteria.trim.contigs.unique.good.filter.unique.precluster.fasta, 
name=./bacteria.trim.contigs.unique.good.filter.unique.precluster.names)" 
##mothur "#chimera.vsearch(fasta=./bacteria.trim.contigs.unique.good.filter.unique.precluster.fasta, 
name=./bacteria.trim.contigs.unique.good.filter.unique.precluster.names, 
group=./bacteria.contigs.good.groups, dereplicate=t, processors=32)" 
##mothur"#remove.seqs(accnos=./bacteria.trim.contigs.unique.good.filter.unique.precluster.denovo.v
search.accnos, fasta=./bacteria.trim.contigs.unique.good.filter.unique.precluster.fasta, 
name=./bacteria.trim.contigs.unique.good.filter.unique.precluster.names, 
group=./bacteria.contigs.good.groups)" 
##mothur "#classify.seqs(fasta=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.fasta, 
name=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.names, 
template=./eztaxon_full.align, taxonomy=./eztaxon_id_taxonomy.tax, cutoff=80, processors=36)" 
##mothur"#remove.lineage(fasta=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.fast
a, name=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.names, 
group=./bacteria.contigs.good.pick.groups, 
taxonomy=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.eztaxon_id_taxonomy.wan
g.taxonomy, taxon=Eukaryota-Mitochondria-Eukarya-Chloroplast-Archaea-unknown)" 
##mothur"#cluster.split(fasta=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.fas
ta, name=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.names, 
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taxonomy=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.eztaxon_id_taxonomy.wan
g.pick.taxonomy, splitmethod=classify, taxlevel=4, cutoff=0.03, processors=32)" 
##mothur "#dist.seqs(fasta=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.fasta, 
cutoff=0.15, processors=32)" 
##mothur "#cluster(column=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.dist, 
name=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.names, cutoff=0.03, 
processors=32)" 
##mothur"#classify.otu(taxonomy=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.ezt
axon_id_taxonomy.wang.pick.taxonomy, 
list=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.opti_mcc.list, 
name=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.names, 
group=./bacteria.contigs.good.pick.pick.groups)" 
##mothur"#split.abund(fasta=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.fast
a, cutoff=1, list=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.opti_mcc.list, 
group=./bacteria.contigs.good.pick.pick.groups, 
name=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.names, label=0.03)" 
##mothur"#make.shared(list=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.opti
_mcc.0.03.abund.list, group=./bacteria.contigs.good.pick.pick.0.03.abund.groups, label=0.03)" 
##mothur "#count.groups(group=./bacteria.contigs.good.pick.pick.0.03.abund.groups)" 
##mothur"#sub.sample(list=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.opti_
mcc.0.03.abund.list, group=./bacteria.contigs.good.pick.pick.0.03.abund.groups size=115)" 
##mothur"#make.shared(list=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.opti
_mcc.0.03.abund.0.03.subsample.list, 
group=./bacteria.contigs.good.pick.pick.0.03.abund.subsample.groups, label=0.03)" 
##mothur "#summary.single(groupmode=t, 
shared=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.opti_mcc.0.03.abund.0.0
3.subsample.shared, calc=nseqs-sobs-coverage-shannon-npshannon-simpson-invsimpson-chao-ace)" 
##mothur"#summary.tax(taxonomy=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.e
ztaxon_id_taxonomy.wang.pick.taxonomy, 
name=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.names, 
group=./bacteria.contigs.good.pick.pick.groups, relabund=T)" 
##mothur"#make.biom(shared=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.o
pti_mcc.0.03.abund.shared, 
constaxonomy=./bacteria.trim.contigs.unique.good.filter.unique.precluster.pick.pick.opti_mcc.0.03.co
ns.taxonomy)" 
##skipped command to remove the chimeras sequences 


