
S5 Table. The Nearly full-length sequences of HCV-6 subtypes 

 Name Collection date Submitted Reference 

1 6a.HK._.6a72.DQ480522 N/A 05-APR-2006 Direct Submission

2 6a.HK._.6a65.DQ480518 N/A 05-APR-2006 Direct Submission

3 6a.HK._.6a73.DQ480517 N/A 05-APR-2006 Direct Submission

4 6a.HK._.6a61.DQ480516 N/A 05-APR-2006 Direct Submission

5 6a.HK._.6a64.DQ480515 N/A 05-APR-2006 Direct Submission

6 6a.HK._.6a63.DQ480514 N/A 05-APR-2006 Direct Submission

7 6a.HK._.6a35.DQ480513 N/A 05-APR-2006 Direct Submission

8 6a.HK._.6a77.DQ480512 N/A 05-APR-2006 Direct Submission

9 6a.HK._.6a74.DQ480524 N/A 05-APR-2006 Direct Submission

10 6a.HK._.6a62.DQ480523 N/A 05-APR-2006 Direct Submission

11 6a.HK._.6a69.DQ480521 N/A 05-APR-2006 Direct Submission

12 6a.HK._.6a67.DQ480520 N/A 05-APR-2006 Direct Submission

13 6a.HK._.6a66.DQ480519 N/A 05-APR-2006 Direct Submission

14 6a.CN.2008.PR144.HQ912955 2008 20-JAN-2011 Direct Submission

15 6a.CN.2008.PR58.HQ912954 2008 20-JAN-2011 Direct Submission

16 6a.CN._.WYHCV2.HQ639936 N/A 20-NOV-2010 Direct Submission

17 6a.CN.2011.ZS674.KC844038 2011 27-MAR-2013 [1] 

18 6a.CN.2009.ZS221.KC844037 2009 27-MAR-2013 [1] 

19 6a.HK._.EUHK2.Y12083 N/A 25-Mar-1997 [2, 3] 

20 6a.HK._.6a33.AY859526 N/A 17-Dec-2004 Direct Submission

21 6a.VN._.D9.EU246930 N/A 24-Oct-2007 [4, 5] 

22 6b.TH._.Th580.D84262 N/A 29-Mar-1996 [6, 7] 

23 6c.TH._.Th846.EF424629 N/A 06-FEB-2007 [7, 8] 

24 6d.VN._.VN235.D84263 N/A 29-MAR-1996 [6, 9, 10] 

25 6e.CN._.GX004.DQ314805 N/A 02-DEC-2005 [11, 12] 

26 6e.VN._.D88.EU246932 N/A 24-OCT-2007 [4, 5] 

27 6e.US._.537798.EU408326 N/A 16-JAN-2008 Direct Submission

28 6e.VN._.D42.EU246931 N/A 24-OCT-2007 [4, 5] 

29 6f.TH._.C-0046.DQ835764 N/A 23-JUN-2006 [13, 14] 

30 6f.TH._.C-0044.DQ835760 N/A 23-JUN-2006 [13, 14] 

31 6f.TH._.TH52.EU246936 N/A 24-OCT-2007 [4, 5] 

32 6g.ID._.JK046.D63822 N/A 10-AUG-1995 [15] 

33 6g.HK._.HK6554.DQ314806 N/A 02-DEC-2005 [11, 12] 

34 6h.VN._.VN004.D84265 N/A 29-MAR-1996 [6, 9, 10] 

35 6i.TH._.Th602.DQ835770 N/A 23-JUN-2006 [7, 13, 16] 

36 6i.TH._.C-0159.DQ835762 N/A 23-JUN-2006 [13, 14] 

37 6i.TH._.TH24.EU246935 N/A 24-OCT-2007 [4, 5] 

38 6j.TH._.Th553.DQ835769 N/A 23-JUN-2006 [7, 13, 16] 

39 6j.TH._.C-0667.DQ835761 N/A 23-JUN-2006 [13, 14] 

40 6k.CN._.KM41.DQ278893 N/A 03-NOV-2005 [17, 18] 

41 6k.CN._.KM45.DQ278891 N/A 03-NOV-2005 [17, 18] 

42 6k.VN._.VN405.D84264 N/A 29-MAR-1996 [6, 9, 10] 



43 6l.US._.537796.EF424628 N/A 06-FEB-2007 [8, 19] 

44 6l.VN._.D33.EU246933 N/A 24-OCT-2007 [4, 5] 

45 6l.VN._.TV317.JX183555 N/A 15-JUN-2012 [20, 21] 

46 6l.VN._.TV494.JX183556 N/A 15-JUN-2012 [20, 21] 

47 6m.TH._.B4/92.DQ835767 N/A 23-JUN-2006 [13, 22, 23] 

48 6m.TH._.C-0192.DQ835766 N/A 23-JUN-2006 [13, 14] 

49 6m.TH._.C-0185.DQ835765 N/A 23-JUN-2006 [13, 14] 

50 6m.TH._.C-0208.DQ835763 N/A 23-JUN-2006 [13, 14] 

51 6n.CN._.KM42.DQ278894 N/A 06-JAN-2005 [17] 

52 6n.TH._.D86/93.DQ835768 N/A 23-JUN-2006 [13, 22, 23] 

53 6n.TH._.TH31.EU246938 N/A 24-OCT-2007 [4, 5] 

54 6n.TH._.TH22.EU246937 N/A 24-OCT-2007 [4, 5] 

55 6o.CA._.QC227.EF424627 N/A 06-FEB-2007 [8] 

56 6o.US._.535318.EU408327 N/A 16-JAN-2008 Direct Submission

57 6o.VN._.D85.EU246934 N/A 24-OCT-2007 [4, 5] 

58 6p.CA._.QC216.EF424626 N/A 06-FEB-2007 [8] 

59 6q.CA._.QC99.EF424625 N/A 06-FEB-2007 [8] 

60 6r.CA._.QC245.EU408328 N/A 16-JAN-2008 [24, 25] 

61 6s.CA._.QC66.EU408329 N/A 16-JAN-2008 [24, 25] 

62 6t.VN._.VT21.EF632071 N/A 24-MAY-2007 [26] 

63 6t.VN._.TV249.EF632070 N/A 24-MAY-2007 [26] 

64 6t.VN._.TV241.EF632069 N/A 24-MAY-2007 [26] 

65 6t.VN._.D49.EU246939 N/A 24-OCT-2007 [4, 5] 

66 6u.VN._.D83.EU246940 N/A 24-OCT-2007 [4, 5] 

67 6v.CN.2004.NK46.EU158186 2004 16-SEP-2007 [26] 

68 6v.CN._.KMN-02.EU798760 N/A 06-JUN-2008 [27] 

69 6v.CN._.KM181.FJ435090 N/A 06-JUN-2008 [27] 

70 6v.CN._.KM046.EU798761 N/A 06-JUN-2008 [27] 

71 6w.CN._.GZ52557.DQ278892 N/A 03-NOV-2005 [11, 17] 

72 6w.TW._.HCV-6-D140.EU643834 N/A 15-APR-2008 [28] 

73 6w.TW._.HCV-6-D370.EU643836 N/A 15-APR-2008 [28] 

74 6xa.CN._.DH012.EU408330 N/A 16-JAN-2008 [29, 30] 

75 6xa.CN._.DH028.EU408332 N/A 16-JAN-2008 [29, 30] 

76 6xa.CN._.DH014.EU408331 N/A 16-JAN-2008 [29, 30] 

77 6xb.VN._.TV476.JX183552 N/A 15-JUN-2012 [20, 21] 

78 6xb.VN._.6_VN110.KJ567645 N/A 11-MAR-2014 [31, 32] 

79 6xc.VN._.6_TV520.KJ567651 N/A 11-MAR-2014 [31, 32] 

80 6xd._._.L23.KM252789 N/A 31-JUL-2014 [33] 

81 6xd._._.L347.KM252790 N/A 31-JUL-2014 [33] 

82 6xd._._.L394.KM252791 N/A 31-JUL-2014 [33] 

83 6xe.CN._.DH027.JX183557 N/A 15-JUN-2012 [20, 30] 

84 6xe.CN._.km98.KM252792 N/A 31-JUL-2014 [33, 34] 

85 6xf.VN._.6_TV469.KJ567646 N/A 11-MAR-2014 [31, 32] 

86 6xf.VN._.6_VN214.KJ567647 N/A 11-MAR-2014 [31, 32] 



87 6xg.MM.2014.KS27.MH492360 2014 14-JUN-2018 [35] 

88 6xg.MM.2014.KS81.MH492361 2014 14-JUN-2018 [35] 

89 6xg.MM.2014.KS86.MH492362 2014 14-JUN-2018 [35] 

90 6xh.CN.2014.1350-1.MG879000 2014 13-NOV-2018 [36] 

91 6xg.CN.2014.14DH34.MK139015 2014 04-NOV-2018  

92 6xg.CN.2014.14DH40.MK139016 2014 04-NOV-2018  

93 6xg.CN.2014.14DH42.MK139017 2014 04-NOV-2018  

94 6xg.CN.2014.14DH50.MK139018 2014 04-NOV-2018  

95 6xg.CN.2014.14DH51.MK139019 2014 04-NOV-2018  

96 6xg.CN.2014.14DH61.MK139020 2014 04-NOV-2018  

97 6xg.CN.2014.14DH67.MK139021 2014 04-NOV-2018  

98 6xg.CN.2014.14DH76.MK139022 2014 04-NOV-2018  
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