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Abstract. Composition of soil microbiomes plays important ecological roles and vital
ecosystem processes in nature of soil. Indeed, interaction between plant root, microbes, and
soil influences significantly biologically, physically and chemically of soil properties. In this
study, high throughput sequencing of 165 rRNA gene of soil bacteria using Hllumina platform
was performed for analyzing composition, richness and biodiversity of soil bacteria in two
different soil conditions. Two soil samples from Rubber tree — Canna indica intercropping
areas and two soil samples from area without C. indica were collected and analyzed the
diversity and richness of soil bacterial communities. Bioinformatic data analysis showed in
average more than 5500 bacterial OTU were identified in each soil samples. Relative
abundance of individual OTU between soil with and without C. indica showed statistically no
difference. From 30 phyla that have been identified in both soil conditions, only 5 phyla
(BH180.139, Cyanobacteria, Proteobacteria, TM6, and WS3) showed a statistically different (p
< 0.05) in their abundance. A total 270 and 355 Familia and Genus respectively were
identified. There is no statistically difference in richness, abundance and diversity of species
between both soil conditions. However, intercropping soil with C. indica showed lower species
abundance in comparison with soil without C. indica (ACE index 112 and 125,6 respectively).
In contrast, soil with C. indica has more taxa richness in comparison with soil without C. indica
(Fisher index 278 and 2304, respectively)..

Keywords: 165 rRNA, metagenomic analysis, Rhizosphere bacteria, Intercropping system,
Canna indica

1. Introduction

Rubber tree (Hevea brasiliensis) is one of economically important crop plants in some countries,
especially in developing countries. With about 3.5 million hectare rubber tree plantation and total
production about 2.7 tones raw rubber (Statistik Perkebunan, 2010), Indonesia is one of a major rubber
producer in the world. Mostly rubber tree plantations in Indonesia are managed by traditional farmers
(84.66%) and the rest by private corporates and Government (BPS, 2009). However, for the last
couple years world rubber price is showing a declining trend. It makes rubber plantation is not any
more interesting for most of traditional farmers. Increasing production cost especially fertilizer and
labor costs that is not followed by an increase in rubber price is major problem in rubber tree
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production. As the results, the agronomy and management system of rubber plantations belonged
traditional farmers and Indonesian government are no longer ideal. Thus, low productivity and quality
of raw rubber are theconsequents faced by raw rubber production.
Some efforts have been proposed to resolving this problems, one of them is using intercropping
systenffEjbber tree with other suitable plants. Intercropping system is a practice of growing a crop with
other crops in close proximity in the same growing season. Basically, intercropping system is
application of ecological principle and an efficiency effort of natural resources usage (Duan et al,
2011).
On é rubber plantation, usage of arable land under rubber tree canopy is a challenging idea. Since
the rubb@) canopy is quite dense allowing little solar radiation through understorey. It has been
reported only about 20% of incoming solar radiation is available under 4-5 years old rubber canopy
(Ibrahim, 1991), thus determining of properly plants for intercropping system with rubber tree is
critical factor for success intercropping system. Indeed, intercropping system has been shown could
enhance soil nutrient contents such as N and P, soil enzyme activities and crop yield (Zhou et al, 2011,
Ghosh et al, 2006).
Another important factor which appears as the result of intercropping system is change of soil
microbial community. Several studies showed that structure of microbial community
and metabolic capabilities could reveal soil quality conditions (Yao et al, 2006).
Microbial community has important role in determining of the soil ecosystem and
the conversion of soil nutrient cycling. Nitrogen, sulfur and phosphorus cycles,
as well as ccosym:m functioning are some crucial role of soil microbes. Later on
it could nge soil structure formation, organic matter decomposition, and toxin
oval (Acosta—Martinez et al, 2010; Karlen et al, 1997: Gomes et al, 2003). Indeed,
s0il microbial diversity is impermlt for maintaining good quality of agricultural
soil (Acosta—Martinez etal, 2010; Garbeva et al, 2004; Janvier etal, 2007).
Since soil bacteria is huge not only in diversity but also in abundance, and most of bacteria are
unculturable (Nihorimbere et al. 2011), thus using of standard culturing method will not enough to
describe the richness of soil bacteria. Using high throughput sequencing technique (Next Generation
Sequencing/NGS) of specific conserved EFpes or genomic fragments such as 16S rRNA, this
information become accessible (Riesenfeld et al. 2004; Effendi et al, 2019; Ghosh et al. 2019). Using
metagenomic analysis of 16S tRNA gene of soil microbial that isolated around
rhizosphere area of (. indica root system, this research was aimed to investigate
impact of intercropping of (. indica in the rubber plantation on diversity and
richness of soil microbial.

3]
2. Materials and Methods

2.1. Sampling

Soil samples were collected from rubber tree plantation of PTPN VIII in Subang, West Java,
Indonesia. Soil samples consisted of 500 g soil samples were collected from three different sites
nearby rhizosphere areas of Rubber tree-Canna plants (G) intercropping area or from three different
sites nearby rhizosphere areas of Rubber trees without Canna plants nearby. Each three soil samples
were homogenized and taken 50 g for DNA isolation. This procedure was repeated twice for each
point locations. The soil samples were labeled according to location and kept in 4 °C until used.

2.2. DI extraction and molecular works
Whole genomic DNA was extracted using PowerSoil DNA kit (MoBio). DNA extraction was done
following manual procedure of the kit. A 0.25 gr soil of each sample were used as source of the

[
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genomic DNA. All procedures were performed aseptically for avoiding contamination. The EJNA
results were quantified using NanoDrop and checked its quality using gel electrophoresi@ZThe DNA
was used as a template for PCR. A 2pL of DNA was added to 10pL PCR mix (GoTaq ® Green Master
mix-PROMEGA) and 1 nmol of each forward and reverse 16S rRNA primer. Reaction was performed
35 cycles which consisted of 30 sec at 94°@Find continued with 57°C of annealing for 20 sec, followed
with 2 min 72°C for elongation. Aion V4 of 16S rRNA gene was amplified with primer F515 (5°-
GTGCCAGCMGCCGCGGTAA-'3) and 907R (5’-CCGTCAATTCMTTTRAGTTT-3) (Lane 1991).
The PCR products were purified and subjected for automated Illumina Miseq platform (1% BASE-
Malaysia) after the PCR products were normalized in equimolar amounts.

2.3. Sequences analysis

[gdw sequence data generated from I[llumina Miseq platform were processed in QIIME Ver 6.0
(Caporaso et al. 2010). All sequences shorter than 150 bp or longer than 600 bp were removed from
downstream processing. Read were then aligned with 16S rRNA SILVA database (www.arb-
silva.de) and GRD database (metasystems.riken.jp/grd/), then followed inspected for chimeric errors.
“Species-level” of OTU was used in analysis, thus reads then were clustered at 97% similarity into
OTUs. In this step, rare §J Us with only one (singleton) or two reads (doubleton) were deleted §ZAm
downstream processing. Taxonomic assignment was carried out with the RDP Classifier (Wang et al.
2007).

2.4. Data analysis

Alpha diversity analysis was conducted using qiime2 for evenness and Faith phylogenetic distance
index, and phyloseq for Shannon and Chaol diversity index. Beta diversity was analyzed with Bray-
Curtis and Weighted Unifrac index in Qiime2 Alpha §id Beta diversity analysis were performed using
Explicet ver 2.10.5 software (Robertson et al. 2013). Statistical comparison of alpha diversity between
samples was cflried out with Excel (Microsoft) whereas statistically different (P-value) was calculated
with T-test. Sample-specific OTUs (showing significantly different relative abundances between
samples) were assessed by T-test. Heat map which showed relative abundances between samples in
certain taxa level was generated with Explicet ver 2.10.5 software.

3. RESULT AND DISCUSSION

After filtering total reads based on quality control of raw read data, total of 764,951 sequences were
collected from 4 soil samples. About 300,570 singleton and chimera were identified and removed.
Altogether 25,243 OTUs were identified after were aligned with SILVA database and GRD database
with similar proportion among the 4 soil samples (Table 1).

Table 1. Number of reads after filtering and OTUs

Samples Raw reads Chimera and singleton Number of OTU
With Canna (G20)-intercropping 177219 65846 6254
With Canna (G40)-intercropping 229973 92792 6546
Without Canna (TG20) 165555 62485 5810
Without Canna (TG40) 192204 79447 6633

3.1. Diversifghnd Structure of bacterial community

Analysis of microbial Diversity based on Shannon-Winner (H’) index showed that the highest index
value was occurred in the TG40 sample (H '= 3.0506) and the lowest value at G20 (H' = 2.9467)
(Table 2). According to Fanani et al. (2013) a low H' values (H'<1) indicate a low microbial diversity,
whereas sample with H'>3 indicate a high diversity in microbial community. Our data indicated all
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soil samples have high microbial diversity, except soil sample from intercropping area collected from
20 ¢m soil depth which has moderate microbial diversity.

Table 2. Shannon-Wiener (H ') and Simpson (H2) diversity index values on G and TG at each
soil depth conditions.

Sample Indeks Shannon-Winner Indeks Simpson
(H”) (H2)
With Canna - intercropping (G20) 2.9467 0.093
With Canna - intercropping (G40) 3.0236 0.085
Without Canna (TG20) 3.0148 0.085
Without Canna (TG40) 3.0506 0.078

The lowest H' index value for the G20 can be expected due to the presence of certain types of
microbes that dominate the G20 area, so that microbial diversity has decreased. According to Cover
(1991), the value of the diversity index will be maximized when all individuals are equally
represented. The higher diversity value shows that a community has a relatively even number of
individuals affho species domination. Microbial diversity is influenced by the physical chemistry of
soil (Meilani et al, 2012; Effendi et al, 2019). Hill et al. (2003) reported that diversification function of
a land will experience a decline, especially in acacia forests, oil palm plantations and rubber
plantations.

Moreover, the Simpson index (H2) at the depth of the G20 has a higher index value of (H2=0.093)
while the lowest value is found in the TG40 sample (H2=0.078). Based on the analysis results, the
index value is less than 0.5 which means that each class at the four individual depths does not
dominate. This condition shows that the microbial and ecological communities are still in a stable

state.
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Figure 1. Relative abundance of the phyla from 4 soil samples (G20, G40, TG20, TG40).
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Based on the number of observed OTUs, 97% OTUs were occupied by bacteria and the rest
was Archaea (3%). Figure 1 showed relative abundance of phyla composition that identified.
Although the 4 soil samples showed similar relative abundance, it is clear that some phyla
abundance showed obvious variations between different soil conditions. A total 34 phyla were
affiliated to bacteria phyla in database, whereas 2 remaining groups were still unclassified.
The most abundant phyla of Acidobacteria, Chloflexi and AD3 were found in all soil samples
with relative similar proportion (25.8%, 21.6%, 16,7% respectively in sample G dan 23.5%,
20.5%, 16.2% respectively in samples TG). The next 6 phyla (Verrucomicrobia,
Protobacteria, Planctomycetes, GLA1S, Nitrospirae and Actinobacteria) were found in all
soil samples at a relative abundance that higher than 2% but lower than 8% with obvious
variations. The relative abundance of Verrucomicrobia were relative similar in G20, TG20
and TG40, but lowest in G20. Protobacteria were found more abundant in TG samples than
in G samples.

Most of the phyla have similar abundance in the soil samples, but some phyla were identified different
in abundance. The phyla of BHI80.139 (p<0.00), Proteobacteria (p<0.02), Cvanobacteria (p<0.03),
TM6 (P<0.03), and WS3 (p<0.02) were found significantly different in their abundances. The
complete data is shown in table 3. Proteobacteria and Cyanobacteria were found more abundant in
TG samples. Both phyla were known involving in biogeochemical cycle particularly in nitrogen
fixation (Vijayan and Ray, 2015). The dominant phylunf§ Proteobacteria was also reported in some
publications in various soil types (Sul et al, 2013, Chu et al, 2010; Nacke et al, 2011). The bacterial
community composition and diversity were largely affected by environment factors, soil pH and plant
species (Wei et al, 2017). The soil pH was the key factor influencing bacterial diversity, with lower pH
associated with less diverse communities (Wei et al, 2017). However, in this study, soil conditions and
pH were similar. Soil analysis of TG and G samples indicated pH of 4.3 and 4.6, respectively.
Moreover, their C organic contents were also almost same 1.54% and 1.95%, respectively. It indicates
that the presence of Canna plant may contribute significant in abundance of Profeobacteria and
Cvanobacteria.

Vijayan and Ray (2015) indicated that there is positive correlation on the total number of
Cvanobacteria inhabiting tropical paddy wetland to total nitrogen in these soils. However, our data
showed that the N total in the TG and G samples has no significant differences (0.45% and 0.36%
respectively). According to soil analysis data, both soils conditions indicated low fertile soil condition.
Table 3. Signification of abundance of the phyla group between Canna samples (Cs) and without
Canna samples (TGs)

Canna indica

Without C. indica

Phylum (G) (TG) p-value
AD3 0.33397 +0.03336 0.32471 +0.02294 0.46
Acidobacteria 0.51663 £0.01456 0.47099 +£0.01643 0.20
Actinobacteria 0.06958 +0.00217 0.09389 +0.00446 0.07
Armatimonadetes 0.01092 +0.00145 0.01410 +£0.00092 0.23
BHI80.139 0.00003 +0.00002 0.00000 +0.00000 0.00
BRC1 0.00006 £0.00000 0.00000 £0.00000 0.09
Bacteroidetes 0.00342 +£0.00081 0.00392 +£0.00078 0.42
Chlamydiae 0.00139 +£0.00023 0.00159 £0.00017 0.38
Chlorobi 0.00018 +0.00002 0.00010 +0.00001 0.09
Chloroflexi 0.43239 +£0.00326 041125 £0.01023 0.21
Cyanobacteria 0.00109 £0.00006 0.00169 +£0.00005 0.03
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Elusimicrobia 0.00227 +0.00022 0.00316 +0.00032 0.18
FCPU426 0.00283 +0.00012 0.00311 £0.00017 0.28
Fibrobacteres 0.00002 +0.00001 0.00003 +0.00002 0.41
Firmicutes 0.00069 +0.00003 0.00125 +0.00019 0.15
GALIS 0.10245 +£0.00512 0.07792 +0.00306 0.09
Gemmatimonadetes 0.01192 £0.001 16 0.01736 £0.00005 0.07
NCI0 0.00148 +0.00025 0.00052 +0.00013 0.12
Nitrospirae 0.06793 +£0.00064 0.04387 +0.00494 0.06
ODI 0.00286 +0.00012 0.00392 +0.00055 0.22
OP11 0.00003 +0.00002 0.00000 £0.00000 0.21
OP3 0.00005 +0.00003 0.00003 +0.00002 0.38
Planctomycetes 0.08480 +£0.00910 0.12221 £0.00413 0.10
Proteobacteria 0.11121 +£0.00074 0.14108 +0.00336 0.02
Synergistetes 0.00000 £0.00000 0.00004 £0.00002 0.21
™6 0.00034 +0.00005 0.00029 +0.00008 0.03
™7 0.00301 +0.00032 0.00254 +0.00010 0.28
Verrucomicrobia 0.09866 +0.01891 0.13636 +£0.00072 0.21
WPS.2 0.01723 +£0.00170 0.01625 +0.00148 0.42
WSs3 0.00294 +0.00033 0.00679 +0.00022 0.02
CONCLUSION

This study showed that intercropping of Hevea brasiliensis with Canna indica may contribute in the
status of diversity and abundance of soil bacteria. Most of the phyla members were not changed
significantly after intercropping of Canna indica. However, Proteobacteria and Cyanobacteria were
found lower abundance in the soil without Canna indica (TG samples), whereas both phylum has been
reported positivgj correlated with biogeochemical cycles in the soil particularly in determining of
nitrogen content n the soil.

ACKNOWLEDGEMENTS
This research was supported financially by research grant of PDUPT 2018 from The Ministry of
Research Technology and Higher Education-Republic of Indonesia and technically supported by
PTPN VIII West Java Indonesia.

Reference

[1] Acosta-Martinez, V., G. Burow, T.M. Zobeck and V.G. Allen. 2010. Soil microbial
communities and function in alternative systems to continuous cotton for the Texas high
plains. Soil Sci. Soc. Am. 1., 74: 1181-1192.

[2] Badan Pusat Statistik 2009. Ekspor-Impor Karet. Badan Pusat Statistik Jakarta.

[3] Cover TM, Thomas JA. 1991. Elements of Information Theory. New York: John Wiley ans
Sons Inc.

[4] Chu H, Fierer N, Lauber CL, Caporaso JG, Knight R, Grogan P. 2010. Soil bacterial diversity in
the Arctic is not fundamentally different from that found in other biomes. Environ Microbiol.
12(11):2998-3006.

[5] Direktorat Jenderal Perkebunan. 2010. Statistik Perkebunan Indonesia 2009-2011. Komoditas
Karet, Direktorat Jenderal Perkebunan, Jakarta 2010.

[6] Duan, F., Wang, X.Y., Gao, Z.H. 2011. Causes and control measures of continuous cropping
obstacle in horticultural crops. Acta Agriculturae Jiangxi, 23(3): 34-39




Annual Conference on Environmental Science, Society and its Application IOP Publishing

TIOP Conf. Series: Earth and Environmental Science 391 (2019) 012023 doi:10.1088/1755-1315/391/1/012023

(7]

(8]

(9]

[10]
[11]

[12]

[13]

[14]
[15]

[16]

[17]

[18]

[19]

[20]

(21]

[22]

(23]

[24]

[25]

[26]

(27]

Effendi Y, Pambudi S, Pancoro A. 2019. Metagenomic analysis of Fusarium oxysporum f.sp.
cubense-infected soil in banana plantation, Sukabumi, Indonesia. Biodiversitas 27 (7) 1939-
1945

Fanani A, Rohman F, Sulasmi, Eko S. 2013. Karakteristik Komunitas Herba di Hutan Jati
Resort Pemangkuan Hutan (RPH) Dander Petak 12 B Kabupaten Bojonegoro. Malang:
Universitas Negeri Malang.

Garbeva, P., J.LA. van Veen and J.D. van Elsas. 2004. Microbial diversity in soil: selection of
microbial populations by plant and soil type and implications for disease suppressiveness,

Annu. Rev. Phytopathol., 42: 243-270.

Ghosh, P.K., Mannab, M.C., Bandyopadhyayb, K.K., et al. 2006. Interspecific interaction and
nutrient use in soybean/sorghum intercropping system. Agron J, 98: 1097-1108.

Ghosh A, Mehta A, Khan AM. 2019. Metagenomic Analysis and its Applications.
Encyclopedia Bioinformatics Comput Biol 3: 184-193

Gomes, N.C., O. Fagbola, R. Costa, N.G. Rumjanek, A. Buchner, L. Mendona-Hagler and K.
Smalla. 2003, Dynamics of fungal communities in bulk and maize rhizosphere soil in the
tropics. Appl. Environ. Microbiol., 69: 3758-3766.

Hill TCJ, Walsh KA, Harris JA, Molett BF. 2003. Using Ecological Diversity measures with
Bacterial Communities. London: University of East London.

Ibrahinr.A.G., 1991. Influence of rubber canopy on intercrop productivity.
Trans.MalaysianSoc.Pl. Physiol.2,75-'79.

Janvier, C., F. Villeneuve, C. Alabouvette, V. Edel-Hermann, T. Mateille and C. Steinberg.
2007. Soil health through soil disease suppression: which strategy from descriptors to
indicators. Soil Biol. Biochem., 39: 1-23.

Karlen, D.L., M_.I. Mausbach, J.W. Doran, R.G. Cline, R_F. Harris and G.E. Schuman. 1997.
Soil quality: a concept, definition, and framework for evaluation. Soil Sci. Soc. Am.]., 61: 4-
10

Munthe VY, Aryawati R, Isnaini. 2012. Struktur Komunitas dan Sebaran Fitoplankton di
Perairan Sungsang Sumatera Selatan. J Maspari. 4:122-130

Nacke H, Thiirmer A, Wollherr A, Will C, Hodac L, Herold N, Schéning I, Schrumpf M, Daniel
R. 2011. Pyrosequencing-based assessment of bacterial community structure along different
management types in German forest and grassland soils. PLoS One. 6(2):e17000.

Nihorimbere V, Ongena M, Smargiassi M, Thonart P. 201 1. Beneficial effect of the rhizosphere
microbial community for plant growth and health. Biotechnol Agron Soc Environ 15: 327-
337.

Riesenfeld CS., Schloss PD, Handelsman J. 2004. METAGENOMICS: Genomic Analysis of
Microbial Communities. Annu Rev Genet 38: 525-52

Robertson CE, Harris JK, Wagner BD, Granger D, Browne K, Tatem B, Feazel LM, Park K,
Pace NR, Frank DN. 2013. Explicet: graphical user interface software for metadata-driven
management, analysis, and visualization of microbiome data. Bioinformatics 29 (23): 3100-
3101

Saadatnia H, Riahi H. Cyanobacteria from paddy fields in Iran as biofertilizer. Plant Soil.
2009;55:207-212

Sul WI, Asuming-Brempong S, Wang Q, Tourlousse DM, Penton CR, Deng Y, et al. 2013.
Tropical agricultural land management influences on soil microbial communities through its
effect on soil organic carbon. Soil Biol Biochem. 65:33-8

Sutrisna T, Umar MR, Suhadiyah S, Santosa S. 2018. Keanekaragaman dan Komposisi Vegetasi
Pohon pada Kawasan Air Terjun Takapala dan Lanna di Kabupaten Gowa, Sulawesi Selatan.
J Biologi Makassar. 3:12-18.

Vijayan D, Ray JG. 2015. Ecology and diversity of Cyanobacteria in Kuttanadu paddy
wetlands, Kerala, India. Am J Plant Sci. 6:2924-2938.

Wang Q, Garrity GM, Tiedje JM, Cole JR. 2007. Naive bayesianclassifier for rapid assignment




Annual Conference on Environmental Science, Society and its Application IOP Publishing
TIOP Conf. Series: Earth and Environmental Science 391 (2019) 012023 doi:10.1088/1755-1315/391/1/012023

of rRNA sequences into the new bacterial taxonomy. Appl Environ Microbiol 73: 5261-5267

[28] Wei Z, Hu X, Li X, Zhang Y, Jiang L, Li J, et al. 2017. The rhizospheric microbial community
structure and diversity of deciduous and evergreen forests in Taihu Lake area, China. PLoS
ONE 12(4): 0174411

[29] Yao, H.Y., Daniel, B., Wei, S. 2006. Soil microbial community structure and diversity in a
turfgrass chronosequence: Land-use change versus turfgrass management. Appl Soil Ecol,
34(2): 209-218

[30] Zhao, Q.L., S.X. Liang, S.X. Z.M. Ling and L.Z. Tai. 2011. Studies on Soil microorganism
quantities and soil enzymes activities in the garlic-cotton and wheat-cotton intercropping
systems. Plant Nutr. Fert. Sci., 17: 1474-1480.




Metagenomic analysis of diversity and composition of soil
bacteria under intercropping system Hevea brasiliensis and
Cannaindica

ORIGINALITY REPORT

9.

4y, 1L Os

SIMILARITY INDEX INTERNET SOURCES PUBLICATIONS STUDENT PAPERS

PRIMARY SOURCES

Massimiliano Cardinale, Martin Grube, Armin

Erlacher, Julian Quehenberger, Gabriele Berg.

"Bacterial networks and co-occurrence
relationships in the lettuce root microbiota",
Environmental Microbiology, 2015

Publication

T

Rodrigo, V.. "Improving the spatial
arrangement of planting rubber (Hevea
brasiliensis Muell. Arg.) for long-term
intercropping", Field Crops Research,
20041008

Publication

T

academic.oup.com

Internet Source

T

biotechnologyforbiofuels.biomedcentral.com

Internet Source

(K

Submitted to The Institute for Optimum

Nutrition
Student Paper

<1%




aip.scitation.org

Internet Source

<1%

Delafont, Vincent, Didier Bouchon, Yann
Héchard, and Laurent Moulin. "Environmental
factors shaping cultured free-living amoebae
and their associated bacterial community
within drinking water network", Water
Research, 2016.

Publication

<1%

eprints.whiterose.ac.uk

Internet Source

<1%

Chinnapun Dutsadee, Churngchow Nunta.
"Induction of peroxidase, scopoletin, phenolic
compounds and resistance in Hevea
brasiliensis by elicitin and a novel protein
elicitor purified from Phytophthora
palmivora", Physiological and Molecular Plant
Pathology, 2008

Publication

<1%

Plant Microbe Symbiosis Fundamentals and
Advances, 2013.

Publication

<1%

Tveit, Alexander, Rainer Schwacke, Mette M
Svenning, and Tim Urich. "Organic carbon
transformations in high-Arctic peat soils: key
functions and microorganisms", The ISME
Journal, 2012.

Publication

<1%



Wau, Jiasen, Haiping Lin, Cifu Meng, Penkun
Jiang, and Weijun Fu. "Effects of intercropping
grasses on soil organic carbon and microbial

community functional diversity under Chinese

hickory (Carya cathayensis Sarg.) stands", Soil
Research, 2014.

Publication

<1%

Zhenping Yang, Wenping Yang, Shengcai Li,
Jiaomin Hao, Zhifeng Su, Min Sun, Zhigiang
Gao, Chunlai Zhang. "Variation of Bacterial
Community Diversity in Rhizosphere Soil of
Sole-Cropped versus Intercropped Wheat
Field after Harvest", PLOS ONE, 2016

Publication

<1%

Castro, Helena, Lurdes Barrico, Susana
Rodriguez-Echeverria, and Helena Freitas.
"Trends in plant and soil microbial diversity
associated with Mediterranean extensive
cereal-fallow rotation agro-ecosystems",
Agriculture Ecosystems & Environment, 2016.

Publication

<1%

Wang, Xiaobo, Joy D. Van Nostrand, Ye Deng,
Xiaotao LU, Chao Wang, Jizhong Zhou, and
Xingguo Han. "Scale-dependent effects of
climate and geographic distance on bacterial
diversity patterns across northern China's
grasslands", FEMS Microbiology Ecology,
2015.

<1%



Publication

Weishou Shen, Xiangui Lin, Weiming Shi, Ju
Min, Nan Gao, Huayong Zhang, Rui Yin,
Xinhua He. "Higher rates of nitrogen
fertilization decrease soil enzyme activities,
microbial functional diversity and nitrification
capacity in a Chinese polytunnel greenhouse
vegetable land", Plant and Soail, 2010

Publication

<1%

Yao, H.. "Soil microbial community structure 1
e <l%
and diversity in a turfgrass chronosequence:
Land-use change versus turfgrass
management", Applied Soil Ecology, 200612

Publication

res.mdpi.com
InternetSourpce <1 %
Elias Broman, Lingni Li, Jimmy Fridlund, <1 y
Fredrik Svensson, Catherine Legrand, Mark ’
Dopson. "Spring and Late Summer
Phytoplankton Biomass Impact on the Coastal
Sediment Microbial Community Structure",
Microbial Ecology, 2018
Publication
Junfeng Wang, Xinshan Song, Yuhui Wang, <1 o
0

Befkadu Abayneh, Yi Ding, Denghua Yan,
Junhong Bai. "Microbial community structure
of different electrode materials in constructed



wetland incorporating microbial fuel cell",
Bioresource Technology, 2016

Publication

Wubet, Tesfaye, Sabina Christ, Ingo Schoning, <1 o
Steffen Boch, Melanie Gawlich, Beatrix ’
Schnabel, Markus Fischer, and Francois
Buscot. "Differences in Soil Fungal
Communities between European Beech
(Fagus sylvatica L.) Dominated Forests Are
Related to Soil and Understory Vegetation",

PLoS ONE, 2012.
Publication

e ore <1y

pasnanfoundation.org <1y

Exclude quotes On Exclude matches Off

Exclude bibliography On



IOP Conference Series: Earth and Environmental Science

PAPER « OPEN ACCESS

Metagenomic analysis of diversity and composition of soil bacteria under
intercropping system Hevea brasiliensis and Canna indica

To cite this article: Y Effendi et al 2019 IOP Conf. Ser.: Earth Environ. Sci. 391 012023

View the article online for updates and enhancements.

This content was downloaded from IP address 103.119.144.66 on 27/04/2021 at 07:01


https://doi.org/10.1088/1755-1315/391/1/012023

Annual Conference on Environmental Science, Society and its Application IOP Publishing
IOP Conf. Series: Earth and Environmental Science 391 (2019) 012023  doi:10.1088/1755-1315/391/1/012023

Metagenomic analysis of diversity and composition of soil
bacteria under intercropping system Hevea brasiliensis and
Canna indica

EFFENDIL, Y", A. PAMBUDI', Y. SASAERILA!, r. S. WijiHastuti'

"Department of Biology, Universitas Al Azhar Indonesia. J1. Sisingamangaraja No. 2,
Jakarta Selatan 12110, Jakarta, Indonesia,

Corresponding author: effendiy@uai.ac.id

Abstract. Composition of soil microbiomes plays important ecological roles and vital
ecosystem processes in nature of soil. Indeed, interaction between plant root, microbes, and
soil influences significantly biologically, physically and chemically of soil properties. In this
study, high throughput sequencing of 16S rRNA gene of soil bacteria using [llumina platform
was performed for analyzing composition, richness and biodiversity of soil bacteria in two
different soil conditions. Two soil samples from Rubber tree — Canna indica intercropping
areas and two soil samples from area without C. indica were collected and analyzed the
diversity and richness of soil bacterial communities. Bioinformatic data analysis showed in
average more than 5500 bacterial OTU were identified in each soil samples. Relative
abundance of individual OTU between soil with and without C. indica showed statistically no
difference. From 30 phyla that have been identified in both soil conditions, only 5 phyla
(BH180.139, Cyanobacteria, Proteobacteria, TM6, and WS3) showed a statistically different (p
< 0.05) in their abundance. A total 270 and 355 Familia and Genus respectively were
identified. There is no statistically difference in richness, abundance and diversity of species
between both soil conditions. However, intercropping soil with C. indica showed lower species
abundance in comparison with soil without C. indica (ACE index 112 and 125,6 respectively).
In contrast, soil with C. indica has more taxa richness in comparison with soil without C. indica
(Fisher index 278 and 230,4, respectively)..

Keywords: 16S rRNA, metagenomic analysis, Rhizosphere bacteria, Intercropping system,
Canna indica

1. Introduction

Rubber tree (Hevea brasiliensis) is one of economically important crop plants in some countries,
especially in developing countries. With about 3.5 million hectare rubber tree plantation and total
production about 2.7 tones raw rubber (Statistik Perkebunan, 2010), Indonesia is one of a major rubber
producer in the world. Mostly rubber tree plantations in Indonesia are managed by traditional farmers
(84.66%) and the rest by private corporates and Government (BPS, 2009). However, for the last
couple years world rubber price is showing a declining trend. It makes rubber plantation is not any
more interesting for most of traditional farmers. Increasing production cost especially fertilizer and
labor costs that is not followed by an increase in rubber price is major problem in rubber tree

Content from this work may be used under the terms of the Creative Commons Attribution 3.0 licence. Any further distribution
BY of this work must maintain attribution to the author(s) and the title of the work, journal citation and DOI.
Published under licence by IOP Publishing Ltd 1
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production. As the results, the agronomy and management system of rubber plantations belonged
traditional farmers and Indonesian government are no longer ideal. Thus, low productivity and quality
of raw rubber are theconsequents faced by raw rubber production.

Some efforts have been proposed to resolving this problems, one of them is using intercropping
system rubber tree with other suitable plants. Intercropping system is a practice of growing a crop with
other crops in close proximity in the same growing season. Basically, intercropping system is
application of ecological principle and an efficiency effort of natural resources usage (Duan et al,
2011).

On the rubber plantation, usage of arable land under rubber tree canopy is a challenging idea. Since
the rubber canopy is quite dense allowing little solar radiation through understorey. It has been
reported only about 20% of incoming solar radiation is available under 4-5 years old rubber canopy
(Ibrahim, 1991), thus determining of properly plants for intercropping system with rubber tree is
critical factor for success intercropping system. Indeed, intercropping system has been shown could
enhance soil nutrient contents such as N and P, soil enzyme activities and crop yield (Zhou et al, 2011;
Ghosh et al, 2006).

Another important factor which appears as the result of intercropping system is change of soil
microbial community. Several studies showed that structure of microbial community
and metabolic capabilities could reveal soil quality conditions (Yao et al, 2006).
Microbial community has important role in determining of the soil ecosystem and
the conversion of soil nutrient cycling. Nitrogen, sulfur and phosphorus cycles,
as well as ecosystem functioning are some crucial role of soil microbes. Later on
it could change soil structure formation, organic matter decomposition, and toxin
removal (Acosta—Martinez et al., 2010; Karlen et al, 1997; Gomes et al, 2003). Indeed,
soil microbial diversity is important for maintaining good quality of agricultural
soil (Acosta-Martinez etal, 2010; Garbeva etal, 2004; Janvier etal, 2007).

Since soil bacteria is huge not only in diversity but also in abundance, and most of bacteria are
unculturable (Nihorimbere et al. 2011), thus using of standard culturing method will not enough to
describe the richness of soil bacteria. Using high throughput sequencing technique (Next Generation
Sequencing/NGS) of specific conserved genes or genomic fragments such as 16S rRNA, this
information become accessible (Riesenfeld et al. 2004; Effendi et al, 2019; Ghosh et al. 2019). Using
metagenomic analysis of 16S rRNA gene of soil microbial that isolated around
rhizosphere area of (. indica root system, this research was aimed to investigate
impact of intercropping of (. indica in the rubber plantation on diversity and
richness of soil microbial.

2. Materials and Methods

2.1. Sampling

Soil samples were collected from rubber tree plantation of PTPN VIII in Subang, West Java,
Indonesia. Soil samples consisted of 500 g soil samples were collected from three different sites
nearby rhizosphere areas of Rubber tree-Canna plants (G) intercropping area or from three different
sites nearby rhizosphere areas of Rubber trees without Canna plants nearby. Each three soil samples
were homogenized and taken 50 g for DNA isolation. This procedure was repeated twice for each
point locations. The soil samples were labeled according to location and kept in 4 °C until used.

2.2. DNA extraction and molecular works
Whole genomic DNA was extracted using PowerSoil DNA kit (MoBio). DNA extraction was done
following manual procedure of the kit. A 0.25 gr soil of each sample were used as source of the
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genomic DNA. All procedures were performed aseptically for avoiding contamination. The DNA
results were quantified using NanoDrop and checked its quality using gel electrophoresis. The DNA
was used as a template for PCR. A 2uL. of DNA was added to 10uL. PCR mix (GoTaq ® Green Master
mix-PROMEGA) and 1 nmol of each forward and reverse 16S rRNA primer. Reaction was performed
35 cycles which consisted of 30 sec at 94°C and continued with 57°C of annealing for 20 sec, followed
with 2 min 72°C for elongation. A region V4 of 16S rRNA gene was amplified with primer F515 (5°-
GTGCCAGCMGCCGCGGTAA-3) and 907R (5’-CCGTCAATTCMTTTRAGTTT-3) (Lane 1991).
The PCR products were purified and subjected for automated Illumina Miseq platform (1% BASE-
Malaysia) after the PCR products were normalized in equimolar amounts.

2.3. Sequences analysis

Raw sequence data generated from Illumina Miseq platform were processed in QIIME Ver 6.0
(Caporaso et al. 2010). All sequences shorter than 150 bp or longer than 600 bp were removed from
downstream processing. Read were then aligned with 16S rRNA SILVA database (www.arb-
silva.de) and GRD database (metasystems.riken.jp/grd/), then followed inspected for chimeric errors.
“Species-level” of OTU was used in analysis, thus reads then were clustered at 97% similarity into
OTUs. In this step, rare OTUs with only one (singleton) or two reads (doubleton) were deleted from
downstream processing. Taxonomic assignment was carried out with the RDP Classifier (Wang et al.
2007).

2.4. Data analysis

Alpha diversity analysis was conducted using qiime2 for evenness and Faith phylogenetic distance
index, and phyloseq for Shannon and Chaol diversity index. Beta diversity was analyzed with Bray-
Curtis and Weighted Unifrac index in Qiime2 Alpha and Beta diversity analysis were performed using
Explicet ver 2.10.5 software (Robertson et al. 2013). Statistical comparison of alpha diversity between
samples was carried out with Excel (Microsoft) whereas statistically different (P-value) was calculated
with T-test. Sample-specific OTUs (showing significantly different relative abundances between
samples) were assessed by T-test. Heat map which showed relative abundances between samples in
certain taxa level was generated with Explicet ver 2.10.5 software.

3. RESULT AND DISCUSSION

After filtering total reads based on quality control of raw read data, total of 764,951 sequences were
collected from 4 soil samples. About 300,570 singleton and chimera were identified and removed.
Altogether 25,243 OTUs were identified after were aligned with SILVA database and GRD database
with similar proportion among the 4 soil samples (Table 1).

Table 1. Number of reads after filtering and OTUs

Samples Raw reads Chimera and singleton Number of OTU
With Canna (G20)-intercropping 177219 65846 6254
With Canna (G40)-intercropping 229973 92792 6546
Without Canna (TG20) 165555 62485 5810
Without Canna (TG40) 192204 79447 6633

3.1. Diversity and Structure of bacterial community

Analysis of microbial Diversity based on Shannon-Winner (H’) index showed that the highest index
value was occurred in the TG40 sample (H '= 3.0506) and the lowest value at G20 (H' = 2.9467)
(Table 2). According to Fanani et al. (2013) a low H' values (H’<1) indicate a low microbial diversity,
whereas sample with H’>3 indicate a high diversity in microbial community. Our data indicated all
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soil samples have high microbial diversity, except soil sample from intercropping area collected from
20 cm soil depth which has moderate microbial diversity.

Table 2. Shannon-Wiener (H ') and Simpson (H2) diversity index values on G and TG at each
soil depth conditions.

SEmpIt Indeks Shannon-Winner Indeks Simpson
H’) (H2)
With Canna - intercropping (G20) 2.9467 0.093
With Canna - intercropping (G40) 3.0236 0.085
Without Canna (TG20) 3.0148 0.085
Without Canna (TG40) 3.0506 0.078

The lowest H' index value for the G20 can be expected due to the presence of certain types of
microbes that dominate the G20 area, so that microbial diversity has decreased. According to Cover
(1991), the value of the diversity index will be maximized when all individuals are equally
represented. The higher diversity value shows that a community has a relatively even number of
individuals and no species domination. Microbial diversity is influenced by the physical chemistry of
soil (Meilani et al, 2012; Effendi et al, 2019). Hill et al. (2003) reported that diversification function of
a land will experience a decline, especially in acacia forests, oil palm plantations and rubber
plantations.

Moreover, the Simpson index (H2) at the depth of the G20 has a higher index value of (H2=0.093)
while the lowest value is found in the TG40 sample (H2=0.078). Based on the analysis results, the
index value is less than 0.5 which means that each class at the four individual depths does not
dominate. This condition shows that the microbial and ecological communities are still in a stable
state.
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Based on the number of observed OTUs, 97% OTUs were occupied by bacteria and the rest
was Archaea (3%). Figure 1 showed relative abundance of phyla composition that identified.
Although the 4 soil samples showed similar relative abundance, it is clear that some phyla
abundance showed obvious variations between different soil conditions. A total 34 phyla were
affiliated to bacteria phyla in database, whereas 2 remaining groups were still unclassified.
The most abundant phyla of Acidobacteria, Chloflexi and AD3 were found in all soil samples
with relative similar proportion (25.8%, 21.6%, 16,7% respectively in sample G dan 23.5%,
20.5%, 16.2% respectively in samples TG). The next 6 phyla (Verrucomicrobia,
Protobacteria, Planctomycetes, GLA1S5, Nitrospirae and Actinobacteria) were found in all
soil samples at a relative abundance that higher than 2% but lower than 8% with obvious
variations. The relative abundance of Verrucomicrobia were relative similar in G20, TG20
and TG40, but lowest in G20. Protobacteria were found more abundant in TG samples than
in G samples.

Most of the phyla have similar abundance in the soil samples, but some phyla were identified different
in abundance. The phyla of BHI80.139 (p<0.00), Proteobacteria (p<0.02), Cyanobacteria (p<0.03),
TM6 (P<0.03), and WS3 (p<0.02) were found significantly different in their abundances. The
complete data is shown in table 3. Proteobacteria and Cyanobacteria were found more abundant in
TG samples. Both phyla were known involving in biogeochemical cycle particularly in nitrogen
fixation (Vijayan and Ray, 2015). The dominant phylum of Profeobacteria was also reported in some
publications in various soil types (Sul et al, 2013, Chu et al, 2010; Nacke et al, 2011). The bacterial
community composition and diversity were largely affected by environment factors, soil pH and plant
species (Wei et al, 2017). The soil pH was the key factor influencing bacterial diversity, with lower pH
associated with less diverse communities (Wei et al, 2017). However, in this study, soil conditions and
pH were similar. Soil analysis of TG and G samples indicated pH of 4.3 and 4.6, respectively.
Moreover, their C organic contents were also almost same 1.54% and 1.95%, respectively. It indicates
that the presence of Canna plant may contribute significant in abundance of Proteobacteria and
Cyanobacteria.

Vijayan and Ray (2015) indicated that there is positive correlation on the total number of
Cyanobacteria inhabiting tropical paddy wetland to total nitrogen in these soils. However, our data
showed that the N total in the TG and G samples has no significant differences (0.45% and 0.36%
respectively). According to soil analysis data, both soils conditions indicated low fertile soil condition.
Table 3. Signification of abundance of the phyla group between Canna samples (Cs) and without
Canna samples (TGs)

Canna indica

Without C. indica

Phylum (G) (TG) p-value
AD3 0.33397 +£0.03336 0.32471 £0.02294 0.46
Acidobacteria 0.51663 +£0.01456 0.47099 +0.01643 0.20
Actinobacteria 0.06958 +£0.00217 0.09389 +0.00446 0.07
Armatimonadetes 0.01092 +0.00145 0.01410 +0.00092 0.23
BHI80.139 0.00003 +0.00002 0.00000 £0.00000 0.00
BRCI 0.00006 +0.00000 0.00000 +0.00000 0.09
Bacteroidetes 0.00342 +0.00081 0.00392 +0.00078 0.42
Chlamydiae 0.00139 +0.00023 0.00159 £0.00017 0.38
Chlorobi 0.00018 +0.00002 0.00010 £0.00001 0.09
Chloroflexi 0.43239 +0.00326 0.41125+0.01023 0.21
Cyanobacteria 0.00109 +0.00006 0.00169 +0.00005 0.03
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Elusimicrobia 0.00227 £0.00022 0.00316 £0.00032 0.18
FCPU426 0.00283 +0.00012 0.00311 £0.00017 0.28
Fibrobacteres 0.00002 +0.00001 0.00003 +0.00002 0.41
Firmicutes 0.00069 +0.00003 0.00125 £0.00019 0.15
GALIS 0.10245 +0.00512 0.07792 £0.00306 0.09
Gemmatimonadetes 0.01192 £0.00116 0.01736 £0.00005 0.07
NCI10 0.00148 +0.00025 0.00052 +0.00013 0.12
Nitrospirae 0.06793 £0.00064 0.04387 £0.00494 0.06
ODI 0.00286 +0.00012 0.00392 £0.00055 0.22
OPI1 0.00003 +0.00002 0.00000 £0.00000 0.21
OoP3 0.00005 £0.00003 0.00003 +0.00002 0.38
Planctomycetes 0.08480 +0.00910 0.12221 +0.00413 0.10
Proteobacteria 0.11121 +0.00074 0.14108 £0.00336 0.02
Synergistetes 0.00000 +0.00000 0.00004 +0.00002 0.21
TM6 0.00034 £0.00005 0.00029 +0.00008 0.03
™7 0.00301 £0.00032 0.00254 +0.00010 0.28
Verrucomicrobia 0.09866 +£0.01891 0.13636 +0.00072 0.21
WPS.2 0.01723 £0.00170 0.01625 +0.00148 0.42
WS3 0.00294 +0.00033 0.00679 +0.00022 0.02
CONCLUSION

This study showed that intercropping of Hevea brasiliensis with Canna indica may contribute in the
status of diversity and abundance of soil bacteria. Most of the phyla members were not changed
significantly after intercropping of Canna indica. However, Proteobacteria and Cyanobacteria were
found lower abundance in the soil without Canna indica (TG samples), whereas both phylum has been
reported positively correlated with biogeochemical cycles in the soil particularly in determining of
nitrogen content in the soil.
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