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Supplementary Fig. S1 Length and identity distribution of sequences with virus hallmark genes in the six viromes. The horizontal axis above shows sampling sites and the right vertical axis shows the types of virus hallmark genes. The horizontal axis below indicates the sequence length and the left vertical axis indicates sequence identity based on comparison between the 1,606 viral sequences in this study and their best matches in BLASTx search, respectively. Red dots represent sequences with complete CDS selected for further phylogenetic analysis, and other sequences are marked with gray dots.
 2 / 4


		www.virosin.org
Supplementary Table S1 Information of sampling sites and corresponding libraries. 
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[bookmark: _GoBack]Supplementary Table S2 Information of viral sequences with virus hallmark genes identified in the Yangtze River. 
(Please see separate excel file.)
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LibraryID  Sampling site Location  Sampling Date " ""yds o lmg;h GC% ontigs contis l:f;gﬂ‘ o gdl"g o ng‘h“g mapped to \gl‘inl Conigs SRA accession no.
Tanqing Anging  3051N.117.03E 28-Oct2017 916558 241 528% 4216 7348 260 12589 10.7% SRX9369005
e Wuhu  3134N,11839E 25-0ct:2017 1227660 2346  52.6% 6037 760.3 260 20778 14.8% SRX9369011
3nanjing Nanjing  3205N.11889E 23-Oct-2017 557758 2349 49.2% 1506 9412 261 15260 24.8% SRX9369008
4zhenjiang  Zhenjiang  3213N.11943E  23-0ct:2017 952270 B3 519% 4785 748.7 260 9303 133% SRX9369014
Schangzhou  Changzhou 31.96N.120.03E 29-Oct-2017 1344164 2394  512% 7382 7125 260 8086 12.8% SRX9369084
6nantong Nantong ~ 3201N.12086E 30-Oct-2017 1456270 2366  53.1% 6217 867.1 260 20738 26.0% SRX9369340
WaterControl — — — 11312 2309 48.7% 0 SRX10663920
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