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Virus, China

Technical Appendix

Additional information on NADC30-like strain of porcine reproductive and respiratory syndrome

virus, China

Technical Appendix Table. Nucleotide and amino acid identities of viral proteins of porcine reproductive and respiratory syndrome

virus CHsx1401 and other representative strains

Isolate, country/year of isolation, % identity

NADC30, MN184A, MN184B, MN184C, JXwn06, VR-2332,
USA/2008 USA/2001 USA/2001 USA/2001 China/2006 USA/1992
Protein* nt aa nt aa nt aa nt aa nt aa nt aa
NSP1la 95.8 95.8 88.1 93.9 88.1 93.9 88.7 945 865 95.2 88.5 95.8
NSP1p 95.6 92.2 85.2 82.6 86.1 84.4 86.2 844 798 752 80.6 76.1
NSP2 94.0 91.2 82.9 78.2 83.7 79.5 83.4 788 744 66.9 77.2 70.4
NSp3 96.9 98.0 84.6 90.6 84.8 90.6 85.0 90.8 83.0 904 86.0 90.1
NSP4 96.1 97.5 82.7 91.7 83.2 93.6 82.7 91.7 845 936 851 931
NSP5 96.1 95.3 87.5 91.2 88.8 90.6 82.9 859 87.6 894 88.6  90.0
NSP6 89.6 93.8 83.3 93.8 83.3 93.8 79.2 93.8 833 875 83.3 938
NSP7 96.5 96.5 86.7 88.4 86.5 88.8 86.6 88.8 821 830 86.2 884
NSP8 98.6 97.8 93.5 95.7 92.8 93.5 93.5 95.7 89.9 935 91.3 935
NSP9 97.1 98.3 90.7 94.9 90.9 955 91.2 95.7 874 96.9 88.9 96.3
NSP10 96.3 99.1 92.5 98.0 92.3 98.0 92.4 98.2 851 952 858 955
NSP11 91.5 95.1 89.2 94.6 89.2 94.2 89.4 946 916 955 96.3 97.8
NSP12 95.5 95.5 85.1 90.9 85.1 90.9 85.1 909 881 948 87.0 929
ORF2a/GP2at 95.6 95.3 85.9 86.8 85.9 86.4 85.9 86.8 869 875 879 903
ORF2b/E 95.0 91.9 91.9 91.9 91.9 91.9 91.4 919 91.0 878 90.5 86.5
ORF3/GP3 97.0 96.5 83.5 83.1 83.4 83.5 83.5 839 838 812 83.7 820
ORF4/GP4 96.6 97.8 89.4 88.8 89.4 88.3 89.6 88.8 853 888 86.8 87.2
ORF5/GP5 94.7 94.0 88.6 87.6 89.1 88.6 89.1 88.6 857 856 85.2 83.6
ORF6/M 97.3 97.7 88.8 94.9 88.8 94.9 89.1 949 888 931 89.9 926
ORF7/N 95.4 94.4 89.0 87.9 88.4 87.1 89.0 879 86.6 839 89.8  88.7

*NSP, nonstructural protein; ORF, open reading frame; GP, glycoprotein; E, envelope; M, membrane; N, nucleocapsid.
tIndicates genes of each open reading frame and their coded proteins, respectively.
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VR-2332 TI KLPQVNQCRALVPVVTQKSLDNNSVPLTAFSLANYYYRAQGDEVRHRERLTAVLSKLEKVVREEYGLMPTEPGPRPTLPRGLDELKDQMEEDLLKLAN 400
BJ4 L 1)
CH-1a JT.QLH. .. ..........EP. . KD........ .8.C..P. . NS LG L. §.GL....V..S 400
HB-1(sh)-2002 .TEQLH. . P. . T...P...EP.GKD. .. .8.C..P. N . NS LE L. 8. GL V.. 8 400
HB-2(sh)-2002 TEQ HA. . . C P EP. . KD 5. ¢c .P NS E. L 6L V.. 8§ 400
JXAT .TEQ.H. .S.CT...P...EP.GKD........ .5.C..P. H.o. ... NS.... .. E..L.. LS.6L... VLIS 400
JXwn0B .TEQ.H..S. CT...P...EP.GKD. .. S.C..P. H.....NS CE. . L.. .S.6L....V..8§ 400
HUN4 L TEQ.H. .S . CT...P...EP.GKD.........8.C..P..... . H ....NS ... .E..L......8 6GL....V.. 8. ................. 400
MN184A AA, . LT..RH. . AT.. . R, === -eccmeeccaeaeaaeamcacameacaascsscsssesescscasessscssesesssssescaceseanansns 322
MN184B AA. . . LT..RH..AT. ... R. meeessssessssssssssssessssessssesmssssmsssssssssssssssesssesesesmmesmce.m.......--- 322
MN184C AA. . LT..RH..AT.... R, 322
NADC30 AA. .. Ll .. . H P.T.. .. .. =cececeeesceaeeesasascacaseacsescssesesasescaceasescsossesescsaseaacasaaanaannnns 22
HENAN-XINX AAE. . Ll. .. H. P.T. . A R S vrmeermmseneeeeeeeaeoe e eeaeseneeseesese s erseseasesoeseeeeeeeeeennnnn 322
HENAN-HEB AAE. . LI H.P.7.. A R..=eeccacaucucaaaacsasaescsasasaaaasauaanasasnanasasasaacauaaasanananasaananacnsns 322
CHsx1401 AA. . PT.R. H. P.T. A R Presesssrasensssasssssasessssssasessasesssesasssssssssseasasesssnsssssnsnsnssns 322
410 420 430 440 450 460 470 480 490 500
VR-2332 AQTTEDMMAWAVEQVDL KTWKNY PRWI PPPPPPKVQOPRKTKPVKSL PERKPVPAPRRKVGSDCGEPVEL GGDVPNSWEDLAVSSPFDOLPTPPEPATPSS 500
BJ4 L 500
CH-1a A E A A .8 R N ILMDN.. G . F. .GG L. F S .M L. 500
HB-1(sh)-2002 T A .E.....A LA .8 . LR.......8.. D..........R. G ... . LMDN...GS. ..T.GG LNF...8 .M .M 500
HB-2(sh}-2002 ALV E L LA L AL LS A . RM. . .. SN o RO POKSILA- - - - - oo oo GG LNFS, . 8. LV, . LG 488
JXAT T.AL.E.....A .....A ..S . .R....R..5.. .G .........R ......LMDN...GS E-T.GG. LNF...S .M .M 498
JXwn08 T. A LE. . A LA S .R....R..S. LG RO LM DN...GS. E-T.GG. LNF...5..M .M 49
HUN4 T.A..E.. A LA .8 .R....R..S. B T - LM DN...GS, E-T.GG. LNF...S. . M . M 498
MN184A - . AES. JSR.L....K.IR.R....l....NL.D.Q .-LAGGS..F..L. . LVVS. . 388
MN1848 AES. SR.L....K.I..R ...I NL.D.R..-LAGGS..F..L..LVAS. . 388
MN184C AES SR. L K IR R I NL.D. R .-LAGGS. _F. .L.  LVVS . 388
NADC30 . . S..AES.R....NR.L......IR R ..L.. NF.D....-LAGG. . RS. VL. . SVAR. N 388
HEMAN-XINX =~ =e=ceacmcscscssesccacsacacanananas _EF.A..AES.R....NR. L. IR, R...§. . NS.D....-LAGG. . RS. VLS. . VAR. G 388
HEMAN-HEB =~ === -scscsecsescononacnaananannnns .EF.5..AES.R....NR.L. TRPR. .. L.. NP. D....-LAGG..HS. VL. KSVARPN 388
CHEX1401 =~ meceemceciciaaaaiaiaaiacaaaaaaan _EF.S..AES.R....N. .I. IR, RG..L...C. NF.D...G- LAGG..HS.IL,. SVAR. N 388
510 520 530 540 550 560 570 580 590
VR-2332 ELVI VSSPQ- Cl FRPATPLSEPAP| PAPRGTVSRPVIPLSEPI PVPAPRRKFOQVKRL SSAAAI PPYQDEPLDLSASSQTEYEASPPAPPQSGGVLGVEG 599
CH-1a CP.LMPAS.-H.P..V....G .. V... R ....M......F.S _.H ... EEANP. . TTLT..........F.... €. ...L..L.NM |.EAG. 5%
HB-1(sh)-2002 .P.LTPAL.-RVPKLM. ..DGS. . V....R ....M......FLS... H. ....EEANP. TTTLTH.N.. S.........L.SS.NMSI.EAG. 599
HB-2(sh)-2002 CP.LMPAS. -HVS. . V........V RI....M .... . TF.F..W.S.. EEANP...TLTC.... .Y.L..LENI...EAG. 587
JXAT .P.L.PASR- RVPKLM. ... GS..V B T T TTLTH. . .. CF.L..S.NM |.EAG. 569
JXWn06 LP.L.PASR-RVPKLM. .. .GS. . V... R .Tececcoonomamaaoaoacaaaaaanaann TTLTH. oo JF.L..S.NM | .EAG. 569
HUN4 P. LMPASR- RVPKLM BS. . V... . R .Teeococecascaccasasaananannnns TTLTH P F.L..S. NM | EAG. 569
MN184A S. P. PA. RRVVS. LVSSPI VST . V EGMNL VTLAC L.L.L.ED A R 488
MN1848 .P.P.PA. RRVVS. LVSSPI VST. V L EGMNL. . VTLAC...................L.L.L.ED..A .R 468
MN184C .P.P.PA. RRVVS. LVSSPI VST. V CEGMNL. . VTLAC. . o0 oo it L.L.L.ED..A..R 488
NADC30 .P.P.PA. RRTVS. LKPSPI VST. V EGMNL. VGTLAC. . . L....T. .L.L...EDA. A. RR 468
HENAN-XINX .P.P.PA.RRTVS. LKPSPI MST. V EGMDL. VGTLAC. . .L...............L.L...EDA. A RR 468
HENAN-HEB .P.P. PA. RRI VP. LKPSPI MST. V EGMNL. VGTLAC. . .. .. .......... V. .L.L...EDA. A RR 468
CHsx1401 P.P.PA RRTVS LKSS. IT.T V EGMNL. VGTLAC. . GL Lot EDA. A RR 488

Technical Appendix Figure. Alignment of amino acid sequences of highly variable regions of
nonstructural protein of porcine reproductive and respiratory syndrome viruses NADC30-like CHsx1401
(GenBank accession no. KP861625); representative prototype strain VR-2332 (U87392); isolates BJ-4
(AF331831), CH-1a (AY032626), HB-1(sh)/2002 (AY150312), and HB-2(sh)/2002 (AY262352) from
China; highly pathogenic strains JXAl (EF112445), JXwn06 (EF641008), and HUN4 (EF635006); strains
MN184A (DQ176019), MN184B (DQ176020), MN184C (EF488739), and NADC30 (JN654459) from the
United States; and recent strains HENAN-HEB (KJ143621) and HENAN-XINX (KF611905) from China.
Dots indicate conserved residues, and hyphens dashes indicate deleted residues. Positions of deleted

amino acids were determined on the basis of the genome of PRRVS strainVR-2332.
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