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Table S1. Details of HCV GT-3 reference sequences (n=59) used for analysis.

Source of sample

A ion Num-
ceession Num Collection_Country Collection_date from non-collec-

Subtype

ber .
tion_country
3 JF735124 CAN 2013 Middle-east
3a DQ430820 USA 2002
3a DQ437509 CHE 2006
3a GQ275355 IND 2003
3a GQ356206 GBR 2005
3a GQ356212 GBR 2007
3a JN714194 IND 2011
3a GU814263 ITA 2010
3a HQ738645 IND 2011
3a HQ912953 CHN 2008
3a JF509175 GBR 2006
3a JN588558 PAK 2009
3a Q717254 IND 2010
3a Q717259 IND 2010
3a KC844041 CHN 2011
3a KF035126 IND 2012
3a KF035127 IND 2012
3a KJ437307 AUS 2007
3a KJ437342 AUS 2010
3a KJ470614 CAN 2014
3a KMO043281 USA 1998
3a KT735183 FRA 2011
3a KU180724 GBR 2016
3a KU871296 AUS 2013
3a KU871299 AUS 2007
3a KX621431 AUS 2005
3a KX621477 CAN 2005
3a KX621480 CAN 2007
3a KX621486 CAN 2009
3a KX621513 USA 2003
3a KX621539 USA 2006
3a MG428679 PAK 2016
3a MK291242 USA 2019
3a KY620424 GBR 2013
3a KY620690 GBR 2014
3a KY620737 GBR 2014
3a KY620853 GBR 2014
3a KY620873 GBR 2014
3b MN385583 CHN 2016
3b MN628595 LKA 2014
3b JQ065709 CHN 2011
3b KC844044 CHN 2011
3b KJ470617 CAN 2014
3b LC414155 JPN 2017 Individual from

China
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CHN: China; CAN: Canada; AUS: Australia; USA: United States; CHE: Switzerland; IDN: Indone-
sia; GBR: United Kingdom; ITA: Italy; PAK: Pakistan; FRA: France; JPN: Japan; NPL: Nepal; LKA:
Sri Lanka;

Table S2. The HCV genotype distribution between BDs and IDUs.

HCYV genotypes

BDs

IDUs*

n (%) n (%) x P
HCV la 2(0.40) 7(2.85) 8.121 <0.05
HCV 1b 215(43.61) 14(5.37) 1.3103E2 <0.001
HCV 2a 36(7.30) 0(0.00) 18.88 <0.001*
HCV 3a 47(9. 53) 28(11.38) 0.615 0.433
HCV 3b 24(4.87) 52(21.14) 40.29 <0.001
HCV 6a 166(33.67) 142(57.72) 39.06 <0.001
HCV 6e 2(0.41) 2(0.81) - -
HCV 6k 1(0.20) 1 (041 > - -
Total 493(100) 246(100) - -
*: These data was from previously study. # Fisher exact test.
Table S3. Consensus calling results of GT-3a and GT-3b samples.
Phred
Sam-  Aver- Min_depMax_dep Cover- qulit _ Length of se- . Gap
ples  age Method quences >900 Gap position
th th age(%) vy e Long
name depth Opb
score
HCV01 423 5 758 100 35 reference 3a YES
HCV02 9541 5 20377 100 35 reference 3a YES
HCV03 359 5 704 100 35 reference 3a YES
HCV04 440 5 1021 100 35 reference 3a YES
HCV05 95 5 254 100 35 MO0 g YES
assembly
HCV06 3075 5 6817 100 35 reference 3a YES
HCV07 5980 5 13604 100 35 reference 3a YES
HCV08 3285 5 6523 100 35 reference 3a YES
HCV(09 1946 5 3760 100 35 reference 3a YES
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Figure S1. The average read depth (black dot), minimum depth (lower limit) and maximum depth
(upper limit) for each sample in this study.
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Figure S3. The amino acid sequence of HVR578a within GT-3a and HVR577 within GT-3b. The 5-
amino-acid insertion for GT-3a and 6-amino-acid insertion for GT-3b are shown with a bar. The E2
of H77 1a sequence is shown for comparison.



