
 

 

 1 
Figure S1. Generation of 3000 rice genomes dataset and pipeline for collecting the leaf microbiome. 2 
i) Selected gene bank accessions seeds were grown in the Philippines (agPh) or China (agCh). The 3 
Philippines accessions belong to the International Rice Gene bank Collection (IRGC) at the International 4 
Rice Research Institute (IRRI). The accessions grown in China are part of a bigger collection from the 5 
China National Crop Gene Bank (CNCGB) in the Institute of Crop Sciences, Chinese Academy of 6 
Agricultural Sciences (CAAS). The rice accessions from IRRI were grown in the Philippines field and the 7 
accessions from CAAS were grown in China field(The 3,000 rice genomes project 2014). ii) Genomic 8 
DNA (gDNA) was extracted from leaves of young plants for each sampled accession by modified CTAB 9 
method. Each accession consisted of a pool of samples. iii) All accession genomes were sent to BGI group 10 
(https://www.bgi.com) to construct the libraries and do the sequencing with the HiSeq2000 platform. iv) 11 
Clean reads, that correspond to 205,084,357,762 pair-end reads for all 3,024 genomes, were mapped to 12 
five reference genomes using the BWA software. The reference genomes were Nipponbare, 93-11, IR64, 13 
Kasalath, and DJ123(Wang et al. 2018). We separated the reads that map to all rice genomes from the 14 
reads that did not map to any rice genome. v) We suggested the reads that did not map to any of the rice 15 
genomes (non-rice reads) came from microbial DNA that cohabits with rice. The microbes might be 16 
present on the rice leaf surface (epiphytes) and inside the leaves (endophytes) microbes. vi-ix) We then 17 
proceeded with the characterization of the microbiome. vi) First, we assigned taxa to the unmapped reads 18 
and calculated abundance of microbes. We used an NCBI dataset for Bacteria and Archaea. vii) Then, we 19 
analyzed the composition of the rice microbial community using diversity. viii) We analyzed the structure 20 
of community by inferring ecological networks and by predicting function profiles. ix) Lastly, we used 21 
the single nucleotide polymorphisms database from rice (SNPseek) to look for genomic traits associated 22 
with the microbiome abundance. 23 
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Figure S2: Growing location shapes the rice leaf microbiome diversity and composition.  



92; 260
5.6
0.47

Node; Edges
Average degree

Modularity

131; 376
5.7
0.49

China Philippines
Network properties

Figure S3: Leaf microbiome network and functional profile is conserved across growing locations. 
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Figure S4. Relationships between significant SNPs and hubs abundances represented as box plots.
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Figure S5. Gene ontology enrichment analysis with all genes from the hapoblocks.
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