Supplementary Table S1: Anoted SNPs from BRA1. Genome position number is given as
BRAT consensus reference.

Ger{o.me Change Coverage Variant Variant AAn: iigo Codon Protein CDS
position Frequency P-Value Change Change Effect
327 T->A 201 25.90% 1.00E-123 LTR
502 A->G 162 28.40% 8.40E-112 K->R AAG->AGG Substitution Gag
1,067 G->A 123 29.30% 3.80E-90 AAG -> AAA None Gag
1,799 G->A 241 37.30% 2.50E-239 GAG > GAA None Gag
1,830 A->G 263 34.20% 1.10E-216 N->D  AAC->GAC  Substitution Gag
2,024 T->C 471 37.80% 0.00E+00 TTA -> CTA None Pol
2,046 A->G 387 45.00% 0.00E+00 K->R AAG->AGG Substitution Pol
2,155 G->T 347 39.80% 0.00E+00 L->F TTG->TTT  Substitution Pol
2,157 A->G 329 48.60% 0.00E+00 K->R  AAG->AGG Substitution Pol
2,308 T->C 125 27.20% 3.40E-86 ATT > ATC None Pol
2,364 G->A 191 34.60% 6.80E-173 R->K  AGA->AAA  Substitution Pol
2,462 A>T 649 36.70% 0.00E+00 I->L ATA ->TTA  Substitution Pol
2,478 C->T 423 33.60% 0.00E+00 A->V  GCT->GTT  Substitution Pol
2,539 A->G 433 46.70% 0.00E+00 GGA -> GGG None Pol
2,952 A->G 465 40.90% 0.00E+00 N->S  AAT->AGT  Substitution Pol
3,144 A->G 399 46.60% 0.00E+00 K->R  AAA->AGA  Substitution Pol
3,184 G->A 463 25.10% 1.90E-251 CAG ->CAA None Pol
3,482 A->G 1,307 48.90% 0.00E+00 >V ATA -> GTA  Substitution Pol
3,699 G->A 1,149 28.00% 0.00E+00 R ->K AGG->AAG Substitution Pol
3,727 C->T 1,131 34.80% 0.00E+00 GAC -> GAT None Pol
3,985 C->T 1,226 50.70% 0.00E+00 TAC -> TAT None Pol
4,099 A->G 1,753 47.70% 0.00E+00 GGA -> GGG None Pol
4,249 G->A 1,709 26.90% 0.00E+00 CAG ->CAA None Pol
4,273 T->C 1,589 35.40% 0.00E+00 TCT -> TCC None Pol
4,381 A->G 871 48.90% 0.00E+00 GCA -> GCG None Pol
4,693 A->G 2,881 50.20% 0.00E+00 CAA > CAG None Pol
5,881 G->A 2,164 32.20% 0.00E+00 R ->K AGA->AAA  Substitution Env
5,885 C->G 2,104 32.70% 0.00E+00 N->K AAC->AAG Substitution Env
5,912 A>T 1,847 32.00% 0.00E+00 K->N  AAA->AAT  Substitution Env
5,929 C->A 2,105 97.10% 0.00E+00 T->N  ACC->AAC  Substitution Env
5,941 A->C 2,259 98.80% 0.00E+00 H->P CAT ->CCT  Substitution Env
5,943 C->T 2,283 99.20% 0.00E+00 H->Y  CAT->TAT  Substitution Env
7,480 A->G 16,497 54.30% 0.00E+00 N->S  AAT->AGT  Substitution  Env/Rev




Supplementary Figure S1: Alignment of env clone sequences of BRA1 and BRA2. The BRAI
sequence was used as reference to the alignment. Inclusions and deletions are marked in yellow.
Hipervariable region V3 is highlighted in green and V4 in pink.
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ATGGTCAGCATCGCGTTCTATGGGGGAATCCCAGGGGGAATCTCGACCCCTATTATTCAA
ATGGTCAGCATCGCGTTCTATGGGGGAATCCCAGGGGGAATCTCGACCCCTATTATTCAA

TCTTCAGAAGAAGCTAGTCACACCAAGGGGGATACAATATTTAAACCCTATTGTTCTGAT
TCTTCAGAAGAAGCTAGTCACACCAAGGGGGATACAATATTTAAACCCTATTGTTCTGAT

GAAAAAAGTAACAGGAATAAAACAATGGCGGAAGAAAGAGATTCAAGAGAACGAAGAGAA
GAAAAAAGTAACAGGAATAAAACAATGGCGGAAGAAAGAGATTCAAGAGAACGAAGAGAA

GCGTACCTGAAAGAAGATGCAGAAGAAAATGCAAAGAAGAGAAACAATGACTGGTGGAAA
GCGTACCTGAAAGAAGATGCAGAAGAAAATCCAAAGAAGAGAAACAATGACTGGTGGAAA
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ATAGGTATGTTTATGCTATGTTTAATGGGAGCAACAGGAGGAATGCTCTGGTGGTATGAG
ATAGGTATGTTTATGCTATGTTTAATGGGAGCAACAGGAGGAATACTCTGGTGGTATGAG

GATGTGGCACACCCACAATATATAGGATTGATTACTGTTGGTGGGAAATTGGAAGGATCT
GATGTGGCACACCCACAATATATAGGATTGATTACTGTTGGTGGGAAATTGGAAGGATCT

GGAATGACTAGTGCTATAGAATGTTGGGGT-AAGTTTCCTGGCTGTAGACCGTTTGATAA
GGAATGACTAGTGCTATAGAATGTTGGGGTNAAGTTTCCTGGCTGTAGACCGTTTGATAA

TTATTTTAGTTACATGACTAACAGACGTATACATGTACAAAATAACACTGTTTCA-TTAT
TTATTTTAGTTACATGACTAACAGACGTATACATGTACAAAATAACACTGTTTCMWTTAT
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TAG-AGTCATATCATAGAGAGATAACATATATATATAAAA-CAATGTGTACAGATAGTGA
TAG-AGTCATATCATAGAGAGATAACATATATATATAAAAACAATGTGTACAGATAGTGA

———————————————————————————————————————————— TGTGTACAGATAGTGA
———————————————————————————————————————————— TGTGTACAGATAGTGA

TCATTGTCAAGAA-TAT-GAGTGT---————————————
TCATTGTCAAGAANTATNGAGTGT---———====————— YMAAGAGGGTACAACTGACTA

TCATTGTCAAGAC-TAT-GAGTGCGAAAGGGTCCAACTAAAAAACA-CTAGTAAATATA-

TCATTGTCAAGAC-TAT-GAGTGC-—-—-———————————— GAAAGGG--TCCAACTAAAT-
TCATTGTCAAGAC-TAT-GAGTGC--——=—====————— AAAAGGG--TCCAACTAAAA-
TCATTGTCAASAC-TAT-GAGTGC--————===—=————— GAAAGGG--TCCGATTAAAT-
TCATTGTCAAGAC-TAT-GAGTGC-—-—-———————————— AAAAGGG--TCCAACTAAAA-
TCATTGTCAAGAA-TAT-GAGTGT---———————————— AAAAAGG--AACAACTGCCT-

T--——-A-—————-——- ATAA----ATGTGACGG-TTA--GTAATAA-TAGTGGTAATAGTG
GAGAA-——-———-———— TAAT----AGTGGAACT-GTG--GAGATTA-GTGGTAA--TAGCA
G----AGACTAAAAATAAT----ATAATAAAT-GTG--AGTAATA-GTGGTAA--TAGTA
G-——--G-————————- GAATTTTAGTGATAGAA-TAA--GTGTGGA-GGATAATAATAATA
G----AGACTAAAAATAAT----ATAATAAAT-GTG--AGTAATA-GTGGTAA--TAGTA
A-—--G-———————- TAAT----GGGTCCCGT-GTG--AATATAA-GCTACAACG--CTA

—-——-TGGAA-TTTCAAATGGTT--GGTATGTAATCAAACTGAGAATCAA
GCACATC--TTAATTTGGAANTTTCAAATGGGTTGGGTATGTAATCAACTGRAGAATCAA

ACACTT---AT----TGGGA-TTTCACATGGTT--ATTATGTAATCAAACTGAGAATAAA
GCACTT---AT----TGGAA-TTTCACATGGTT--ATTATGTAATCAAACTGAGAATAAA
GCACTT---AT----TGGGA-TTTCACATGGTT--ATTATGTAATCAAGCTGAGAATACA
GCACTT---AT----TGGGA-TTTCACATGGTT--ATTATGTAATCAAACTGAGAATAAA
GCACTT---AT----TGGGA-TTTCACATGGTT--ATTATGTAATCAAGCTGAGAATACA
GCACATCTTAT----TGGAA-TTTCAAATGGTT--GGTATGTAATCAAACTGAGAATCAA
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AAGGCAATTC-TTATTCCA-GAAGAAG - G S GO ™
AAGGCAATTCYTTATTCCAAGAAGAAGNAAATGGTACAG---AAATGATAATAATACYTT

AAGACAATTC-TTGTTCCA-GAAGAAG-AAATGATACTG---TA-CAATGGCACCACTT-
AAGACAATTC-TTGTTCCA-GAAGAAG-AAATGATACAGTACAA-TGACAATCGCACTT-
AAGACAATTC-TTGTTCCA-GAGGAAG-AAATGCAGGAC---AG-TGACAATGGCACTT-
AAGACGATTC-TTGTTCCA-GAAGAAG-AAATGATACAGTACAA-TGACAATCGCACTT-
AAGACAATTC-TTGTTCCA-GAGGAAG-AAATGCAGGAC---AG-TGACAATGGCACTT-
AAGGCAATTC-TTATTCCA-GAAGAAG-AAATGGTACAG---AA-TGATAATAATACTT-

—-GGTCCCCTAGGGGAT-GTAATAGCA--CATGGG-CAAGGGTGAAACATT-GTCC-AGCG
GGGTCCCCTAGGGGATTGTAATAGCCACCATGGGGCAAAGGGGAAACACTTGTCSAGCCA

—-GGGCCCCTAAGGGAT-GTAATGACA--CATGGG-CAAAAGTAAAACATT-GTCC-AATG
—-GGGCCCCTAAGGGAT-GTAATGACA--CATGGG-CAAAAGTAAAACATT-GTCC-AATG
—GGGCCCCTAAGGGAT-GTAATGACA--CATGGG-CAAAAGTAAAACATT-GTCC-AATG
—-GGGCCCCTAAGGGAT-GTAATGACA--CATGGG-CAAAAGTAAAACATT-GTCC-AATG
—-GGGCCCCTAAGGGAT-GTAATGACA--CATGGG-CAAAAGTAAAACATT-GTCC-AATG
NGGTCCCCTAGGGGAT-GTAATAGCA--CATGGG-CAAAGGTGAAACATT-GTCC-AGCG

—-GGTCCCCTAGGGGAT-GTAATAGCA--CATGGG-CAAAGGTGAAACATTTGTCCCAGCG

GAT-CTGTTGTATGGGATACATCCTATTAGGCTATGTGTGCAGCCACCATTTTTCCTGGT
GATCGGRWTCATGCGATACATCCTATAAGGCCTATGTTGTGCAGCCCACATTTTTCTGGT

GAC-TTGTTGTATGGGCTGCATCCTATTAGGTTATGTGTACAGCCACCATTTTTTCTGGT
GAC-TTGTTGTATGGGCTGCATCCTATTAGGTTATGTGTACAGCCACCATTTTTTCTGGT
GAC-TTGTTGTATGGGCTGCATCCTATTAGGTTATGTGTACAGCCACCATTTTTTCTGGT
GAC-TTGTTGTATGGGCTGCATCCTATTAGGTTATGTGTACAGCCACCATTTTTTCTGGT
GAC-TTGTTGTATGGGCTGCATCCTATTAGGTTATGTGTACAGCCACCATTTTTTCTGGT
GATTYTGTTGTATGGGATACATCCTATTAGGCTATGTGTGCAGCCACCATTTTTCCTGGT

GAT-TTGTTGTATGGGATACATCCTATTAGGCTATGTGTGCAGCCACCATTTTTCCTGGT

AAAAAATAATGATGGGAACTTCACAAATGGGAACCACACACTTAGCAACTGTGGTCCACA
AAAATATGGATTGGAACTCACGAATATGGGGAACTCAACCACTCCTA-——==————==——

AAGAAAAGAAGAT-——————————— AATCATAGCCGCACACTTAGTAATTGTGGTCCACA
AAGAAAAGAAGAT-——————————— AATCATAGCCACACACTTAGTAATTGTGGTCCACA
AAGAAAAGAAGAT---—————=-——— AATCATAGCCGCACACTTAGTAATTGTGGTCCACA
AAGAAAAGAAGAT---——=———=-——— AATCATAGCCGCACACTTAGTAATTGTGGTCCACA
AAGAAAAGAAGAT-——————————— AATCATAGCCGCACACTTAGTAATTGTGGTCCACA

GAAAAATAATGATGGGAACTTCACAATTGGGAACCACACACTTAGCAACTGTGGTCCACA

GAAAAATAATGATGGGAACTTCACAATTGGGAACCACACACTTAGCAACTGTGGTCCACA

AATATCACTGGGGATATTAGATGAAAATAAAGCTGTTACAAGGGAGGTCAACTGCACTGT
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AATATCACTGGGGATATTAGATGAAAATAAAGCTGTTACAAGGGGGGTCAACTGCACTGT

AATATCATTAGGGATATTAGATAACAATAAAGCTGCTGTAAGAGATGCCAGCTGCCAGGT
AATATCATTAGGGATATTAGATGACAATAAAGCTGCTGTAAGAGATGCCAACTGCGTGGT
AATATCACTAGGGATATTAGATAACAATAAAGCTGCTGTAAGAAATGCCAACTGCAGCGT
AATATCATTAGGGATATTAGATAGCAATAAAGCTGCTGTAAAAGATGCCAGCTGCCAGGT
AATATCACTAGGGATATTAGATAACAATAAAGCTGCTGTAAGAAATGCCAACTGCAGCGT
AATATCACTGGGGATATTAGATGAAAATAAAGCTGTTACAAGGGGGGTCAACTGCACTGT

AATATCACTGGGGATATTAGATGAAAATAAAGCTGTTATAAGGGAGGTCAACTGCACTGT

GGCTAAAAAA-GTTTTTCATTTT---AAT---GACTATTCTGGACAGTTTATAAGTCCTA

GGAGAGAAAG-ACTGTTCAGATT---CCTAAAGAATATTCTGGACAGCTTATAGTTCCTA
GGAAAAAAAG-ACTGTTCAGATT---CCTAAAGAATATTCTGGACAGCTTATAGTTCCTA
AGAGAAAAAG-ACTGTTCAGACT---AAA---GACTATTCTGGACAGCTTATAGTTCCTA
GGAGAAAAAG-ACTTTTCAGTTTTCTAAA---GGCCATTCTGGACAGCTTATAGTTCCTA
AGAGAAAAAG-ACTGTTCAGACT---AAA---GACTATTCTGGACAGCTTATAGTTCCTA
GGCTAAAAAAAGTTTTNAATTTT---CAT---GACTATTCTGGACAGTTTATAAGCCCTA

TATTCTATAAGTGTACTATTA-———— CTAATCTGACAAGGTGCTATAACAACAGCTCAAC
TATTCTATAAGTGTACTATTA-———— CTAATCTGACAAGGTGCAATAACGACAACTCAAC
TATTCTATAAGTGTACTATTACTGGTCTGACAAGGTGCGATAACAACAACTCAAC-—————
TATTCTATAAGTGTACTATTACTAATCTGACAAGGTGCTATAACAACAGCTCAAC-—-—-—
TATTCTATAAGTGTACTATTACTGGTCTGACAAGGTGCGATAACAACAACTCAAC-—-———
TATTTTATCAATGTAATCTTAGC---CTAAAACCTTGTAATGGGACAAACTCATC—————

AATAAGTATTATCAGGTATGATGAGAAAAATGTTCAATATTTGTTATGTAAAACAAATAA
AATAAGTATTATCAGATATGATAAGGACAATGTTCAATATTTGTTATGTAAAAATAATAC
AATAAGTGTTATCAGGTATGATGAGAACAGTGTTCAATATTTGTTATGTAAAACAAATAA

AATAAGTATTATCAGGTATGATGAG-——————————————————————— AAAAA-TGTTCA
AATAAGTGTTATCAGGTATGATGAGAACAGTGTTCAATATTTGTTATGTAAAACAAATAA
AGTAAGTATTATCAGATATGATGAG-—————=—=———————————————— AA-CACTGTTGA
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TACAGATGCAGGTAAT —————————— - — e
AGATGCAGGT —————————— ——m — e
TACAGATGCAGGTAAT———————— e e
ATATTTGTTATGTAAAACAAATAATACAGATGCAGG-——————————— Tomm e
TACAGATGCAGGTAAT ————————————— e
ATATTTGATATGCAAGGCTAATAGCACCACTGAAAACACCACTGAAGGA-——————————

_________________ TTTTCATGTGTAGTACAAACTTTTGGGAAAATAGGACAGGCAC
______________ AATTTTTCATGTGTAGTACAAACTTTTGGGAAAATAGGACAGGCAC
_________________ TTTTCATGTGTAGTACAAACTTTTGGGAAAATAGGACAGGCAC
______________ AATTTTTCATGTGTAGTACAAACTTTTGGAAAAATAGGACAGGCAC
_________________ TTTTCATGTGTAGTACAAACTTTTGGGAAAATAGGACAGGCAC
______________ AGCTTTTCATGTGTAGTACAAACTTTTGGAACAATAGGACAGGCAC

GCACCACTGAAGGAAACTTTTCATGTGTAGTACAAACTTTTGGAACAATAGGACAGGCAC

ATATAGAACTACCCAGAAAAAATAAAAAGATAATTGGAAACCAGTTCACACAATATAATT

ATATAGAGTTACCCAGAAACAATAAAAGGATAAGAGAGAACAAATTCACACAGTATAATT
ATATAGAGTTACCCAGAAACAATAAAAGGATAAGAGAGAACAAATTCACACAGTATAATT
ATATAGAGTTACCCAGAAACAATAAAAGGATAAGAGAGAACAAATTCACACAGTATAATT
ATATAGAGTTACCCAGAAACAATAAAAGGATAAGAGAGAACAAATTCACACAGTATAATT
ATATAGAGTTACCCAGAAACAATAAAAGGATAAGAGAGAACAAATTCACACAGTATAATT
ATATAGAACTACCCAGAAAAAATAAAAAGATAATTGGAGACCGGTTCACACAATATAATT

ATATAGAACTACCCAGAAAAAATAAAAAGATAATTGGAGACCGGTTCACACAATATAATT

GTTCAATAAATGATAAGACAGAGTTAGAAAAATGGAAGTTGGTAAAAA-GTTCAGGTATT

GTTCAATAAATAATCAGACAGAGTTAAAAGAATGGAAATTGATAAGAG-GTTCCGGTATT
GTTCAATAAATAATCAGACAGAGTTAAAAGAATGGAAATTGATAAAAG-GTTCCGGTATT
GTTCAATAAATAATCAGACAGAGTTAAAAGAATGGAAATTGATAAAAG-GTTCCGGTATT
GTTCAATAAATAATCAGACAGAGTTAAAAGAATGGAAATTGATAAAAG-GTTCCGGTATT
GTTCAATAAATAATCAGACAGAGTTAAAAGAATGGAAATTGATAAAAG-GTTCCGGTATT
GTTCAATAAATAATAAGACAGAGTTAGAAAAATGGAAGTTGGTAAAAANGTTCAGGTATT

GTTCAATAAATGATAAGACAGAGTTAGAAAAATGGAAGTTGGTAAAAA-GTTCAGGTATT

ACTCCTTTTCCTGTTACTTCTCGGGCCAATACAGGACTAGTTAGATACAAAAGAGATTTT
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ACACCTAGCAGACGCGACCGGTGGCTCAGAGGACAAATACAACAAGCCGAAATGCTCCAA

AAACCTGGAGATTCGAAGCGAAGGAGGAAACATCTATGACTGTTGCATTAAAGCTCAGGA
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Supplementary Figure S2: Alignment of nucleotide sequences in EIAV LTR using MUSCLE.
U3 is in black, R in red, and U5 in blue. Methylated DNA-binding protein site (MDBP) is in
the red box, PEA1/AP-1 site in pink, transactivation response element (TAR) is in the green
box, initiation site of transcription is in gray, and PU.1 binding sites is in yellow.
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Supplementary Figure S3: Alignment of EIAV gag polyprotein. The proteins p15, p26, pl1
and p9 are separated by blue arrows. Amino acid variations between BRA1 and BRA2 are in
yellow. A leucine-rich-type nuclear export signal is in the green box (p15), major homology
region is in the red box (p26), two zinc binding domains are in the blue boxes (p11), and YPDL
late domain is in the orange box (p9).
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Keoooooool V...K.L..GH.G..R.TY....... ERAP--SK.QH..
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BRAL QGPKEPYPEFVDRLLSQIKSEGHPSEITKFLTDTLTIQNANEECRNAMRHLRPEDSLEEKLYACRDIGTV
BRA2 e T Koo, Tooeeiiiia, T
DLV9-7 HM141922  .......... L N D..K.o.o.oool O M
DV10-3 HM141910  ........oieiiiinenfnn... N D..K...ooont T....M...ooo...
IRE_F2 JX480631  ........ Devurvnnn. Voo KA..oueunn. Tttt T
IRE_F3 JX480632  ........ Devevnnnn VI et KA. ovvunnn. Tt T
IRE_F4 JX480633  ........ Devevnnnn VI et e KA. ovvunnn. Tt T
IRE_H3 JX480634  ........ Devuvnnn. Voo KA.oouennn. Tt eeeeenens T
ITA DE KM247554  ........ Devevnnnn Voo KA..ouennn. Tttt T
ITA SA KM247555  ........ D.ooooon 1/ KA......... Teveiiiiia. T
Liaoning AF327877 .....iiiiiiiinnan, AD.. .o, D..KS......... T....M........ M
Miyazaki JX003263 ........ L SPD. ..o Hooooo.. S.ia. T....M..... V.SQ
Wyoming AF033820 1R 2 L T. Moo, T
p26 «——» pll
BRAL KOKMLLLAKALOTGLAGPMKGGTMRGGPLKAKQTCYNCGKPGHLSSQCRAPKYCFKCKEPGHFSKQCRAP
BRA2 B S - K.L
DLV9-7 HM141922 AL e IFK....G..oo e Fo...K...1..R..Q........ . NA
DV10-3 HM141910 AL e IFK..S.Govo vt Fooo Ko ...t Quevvnnnn . NA
IRE F2 JX480631 oMUoOWRLS.L.LSL L UICK. L. L I N I Quevvnnnn . NA
IRE F3 JX480632 ..M.OUROS.LL.SL L UICK. L. L T N I Qe . NA
IRE F4 JX480633 LoMOLLRLS.LL.SL L U ICK. L L I R Qeevennnn . NA
IRE H3 JX480634 LoMOLURLS.LLUTL L U ICK. L. S I T R I Qeevennnn . NA
ITA DE_KM247554 ..M...R...S....5....ICK...... = Y N N (O . NA
ITA SA KM247555 SMo. R eS. LS L ICK. LS. L P e Quvvnnn. . NA
Liaoning AF327877 Al IFK Gl Fo.o..K... ). Q.vevnnnn . NA
Miyazaki JX003263 R...A.......... Voo ,AWVEK. oo e KON
Wyoming AF033820 Moo F...ALK...... P Y R Qi . SV
pll «——» p9

BRAL PKNGKKGAQGRPQKQTFPVQQSSSAENKQRNTVP-TQONLY PDLTOMKQEYQIETKVPQDPEDLNLS SLWE
BRAZ ... L HP.KSN.GER.Q—-. ... L ... ... D...GKEA..............
DLV9-7 HM141922  ..... L A K-G.MDKT.MEEKQ-QGT.|....S...... K.KEE--ENQ..... D...G
DV10-3 HM141910  ..... 6P K-G.MNKT.-EEKQ-QGT.| ... [S...... K.KEE--ENQ..... D..

IRE F2 Jx480631  ..... [0 I § I..KGQOMTQ.GGPKE-S.G....|o...... KL.K.SQEEV..... N..

IRE F3 JX480632  ..... Qe I..KGQOMTQ.GGPKE-S.G.f .. ... ..., KL.K.SQEEV..... N..

IRE F4 JX480633  ..... Quevnnnn} I..KGQOMTQ.GGPKE-S.G.f ... .. ... KL.K.SQEEV..... N..

IRE H3 Jx480634  ..... Queeeninanns I..KGQOMTQ.GGPKE-S.G.....|o ... KL.K.SQEEV..... N..

ITA DE _KM247554  ..... [0 I § I..KGQOMTQ.GGPKE-S.G.L .. .|o..o.. KL.K.SQEEV..... N..

ITA SA KM247555  ..... Quevennnnnf I..KGQOMTQ.GGPKE-S.G.f ... ... ... KL.K.SQEEV..... N..

Liaoning AF327877 ..... Qe . . .K-E.MNKT.KEEKQ-QGT.|L...S...... K.KEE--ENQ..... D...

Miyazaki JX003263 ..... N...... H.K..|..H.-QETA.PAKTAT.-..S.|...S....D.K.K.-=-EEV..... D...G
Wyoming AF033820 ..... Queeeninanns L IT..K.QHNKSVVQET.Q. ...} ... SETI.K..NVKE.--DQV..... D..




Supplementary Figure S4: Alignment of EIAV pol polyprotein. In PR, the catalytic motif
DTG is in the red box, substrate-binding sites are in cyan and active sites flap are in the box
orange. In RT, DIGD motif is in the purple box and DD motif is in the gray box. In RNase H,
invariant residues are in cyan and the glycine-rich motif is in the dark green box. In DU, the
conserved motifs MI-MV are in the dark blue boxes, with the conserved residue D72 in MIII
in cyan. In IN, the zinc finger-binding motif (H12, H16, C40, C43) are in green, hydrophobic
core residues (15, A8, L22, A33 and 136) are in pink, and central catalytic core residues (D64,
D116 and E152) are in blue.
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DTG catalytic motif  residues Active site flap
VGVTYNLQKRPTSIVLINDTPLSVLILPTGADTSVLTIAHYNKLKYRGKKYQGTEIVGVGANVETFSTPVTIKKKGKQEFRT
....... ER..A ..o BEF-BlEER.. .. R B L e IR
....... E. O e E. .. . RLLGWRLGERESSE . .. Y.Ll VLl LU IK
....... E. LTeoooo o WNL S50 H PO T S | U O PR VA I .
....... E. TV........N. S50 N PATEETT SE I  E I .
....... E. V........N. B .l..V..........R.. .58 A ) O
....... E. V........N. S50 B DA T P R I I A
....... E. TV........N. B .l . .V..........R.. .= A ) O
....... E. TV........N. S50 B P S | I S P 1 .
....... E. IVL L.l LW S50 H DA TR R I I A
....... E. O B B ... ... .R.....R...EEE— cee. Vool IKS
..... K.DR...TV.I......N. - .. T .S R ollio A ) O
....... E. Teooo oo WNL - E--T....R.....R.. . DO eeeeeee....RHIK
RMLVADIPVTILGRDILQELGAQLVMAQLSKEITPKKIKIKEGMSGPKIPQWPLTKEKLVGAKEIVQRLLSEGKISEASS
iIE. ... l. ... ... e 2 Tt e i e
H.B...BBE.H............. Ieeeeeonn. RE..L.T.TV[...V.......... L.o..... KK..D...o.ooou D
........................ Ig...c....RE..L.T.TV[...V..........L......KK..D.D......D
............... O O R A S (B
............... O A S (B
............... I D)
............... T O L I D)
............... O R A S (B
............... O R A S (B
........................ I . .RE..L.T.TV[...V..........Loo o0 KK..Dow s s vt 0 WD
........... O T S L )
.................. D...K..}.......KFR..EL...TM. .. ... ... .....E. ..o eeoeooaool D

DIGD motif
ENPYNSPIFVIRKKSGKWRLIQDLRALNTIVKVGTEISRGLPHPGGLIKSNHMTVIDIGOAYFTIPLDPEFRPYTAFTVP
.................... A 1 Y
Divennn. Keovunnn S FRSUNS  BUS o7 o DU (TN AU KeiQuvrnnn.
Devennn. Kevvunnn S PRUUNS  BUS 47 o DU Covevid et KeiQuvrnnn.
N.oooooooo. Koooooo.. L....E..KM.EL................ [0 (0
N.ooooooooo. Koooooo.. L....E..KM.EL................ [0
Noooooooo. Kooooooon L....E..KM.EL........iu. (O L
Noooooooon. Kooooooo. L....E..KM.EL.........oo... (O L O
N.ooooooooo. Koo, L....E..KM.EL................ [0
N.oooooooo. Koooooo.. L....E..KM.EL................ [0
Diveennn. Koovunnn S FRUUNS  BUS o7 o DU Covevid et KeiQuvvnnn.
D..F....... K.Roo.o... L....E..KA.Quviiii ittt KN.oo. Moo oot L..R.o......
Noooooooo. K.R.o..... L....E..KT.Q. i iiiia (0 I.

DD motif

SLNHQEPDKRYVWNCLPQGEVLSPYIYQKTLQEILQAFRERYPEVQLYQYMDLLFIGSNGSKAQHKELIKELRTILLEKG
....................................................... T
e D = L E..R..... V. AL
I Deveven H.D.ooovvdodeeeenn E..R..... VE...A......
T Tt e ettt i e e e HS. ... e V..K..... Veo.o.Alooo..
T T e e HS....... o oot V..K..... V. Al
T T e e HS....... o 0o N.V..K..... V. AL
T T i et ettt i i i e HS. ... e V..K..... VeooAoooo..
T T i e ettt i i i e HS. ... V..K..... VeooAoooo..
T T e et ettt i i e e HS. ... e V..K.o.o.o.. VeooAlooo..
I..o.oeoooo.. T N.o.o...... = R.o.... VE...A......
T T, P..D.H....... o b E.RK..N..V....M......
N K i | P I A M.ooo.o.. Koooo.. I...A......



RT «—

BRAL FETPDDKVQEEAPYNWLGYQUKPSSWKVQOKMOLEMVQEPTLNDVQKLMGNITWMSSGVPGLTVKQIAATTKGCLDLNQKV
2 LT e e e ettt ittt i e e e
DLV9-7 D S.GN......... T
DV10-3 R S.GN......... T
IRE F2  ....... L...Po..oo. C.DN......... T
IRE F3  ....... ] C.DN......... T
IRE F4  ....... L...Po.... C.DN......... T
IRE H3  ....... L...Po..oooo C.DN......... T
ITA DE  ....... L...Po..oooo C.DN......... T
ITA SA  ....... L...P.o....... C.DN......... T
Liaoning 0 S.GN......... T
Miyazaki EE.L.D....G...... F.NN..MPTV...LAK. ... I...IT...... L E..
Wyoming ....... L..VP..S...... C.EN........ T < ITooe... 2 E.....
BRAL TWTEEAQKELEENNEKIRNAQGLQYYDPKEEIICEIELTKNYEAIYMIKQPOGILWAGKKIMKANKGWSAAKNLMLLLOH
BRA2 A/ Roooooooe. Koooooooooooo L Hooooooooo. Roooooiiioooooo
DLV9-7 Veeeeeeoooon, K..QE....... N.E..V..... I...... T.I S Roooooiiioooooo
DV10-3 Veeeeeeoooo K..QE....... N.E..V..... I...... T.I...Sceiieeeenn. Roooooiiioooooo
IRE F2 I..K...T......... Koo, H..N.E..T..... Toeeeon.. IV..S. Koo oooiin Roo.oo.o.. T
IRE F3 I..K...T......... Kooo.. H..N.E..T..... Toeeeonn IVR.S. K. Roo.o.o.. VV.eeooooo..
IRE_F4 I..K...T.. ... Kooo.. H..N.E..T..... Toeeeoon. IVR.S.K...oovn Roooooiiioooooo
IRE H3 I..K...I......... K.oo... H..N.E..T..... I........ IVR.S.K....ovn Ro...... T,
ITA DE I..K...I......... K.oo... H..N.E..T..... I..o.o.o... IVR.S.K....ovn 3
ITA SA I..K...T.. ... Kooo.. H..N.E..T..... Toeeeoo.. IVR.S.K. ..o Roooooiiioooooo
Liaoning V............. K..QE....... N.E..V..... I...... T.I...Sc.c .. Ruviiiiiiii i,
Miyazaki N..A...Q...Q....VOK....... N.D..V....N. B I R.IV..... ...
Wyoming I.....ieviuvninenn. Koooooo.. N.E..ML..V.I...... TV St iiiii i V..o,
— RN
BRA1 VATESITRVGVCPKFKVPFTKEQVMWEMOKGWYYSWLPEITYSNQVVHDSWRMKLVEQPTAGYTIYTDGGKKNGEGIAAY
2 Qv
DLVO9-7  ...... V.I.T... ... S DM...H..... D..L....... S Q.E..V.
DV10-3  ...... V.ILT. .o O DM...H..... D.KL....... [SI PR P Q.E..V.
IRE F2  ........ T iiiie e Toeeeooon. Ao, S...F.D.KL....... [T PR P (O
IRE F3  ........ T, I.o.oeeooo.. Ao, S...F.D.KL....... ST R PR Qv
IRE F4  ........ Tl I.oeeoooo.. 2 S...F.D.KL....... ST R PR Qv
IRE H3  ........ T iiiie e Toeeeooon. Ao, S...F.D.KL....... [T PR PR (O
ITA DE  ........ T iiiii e Toeeeooon. Ao, S...F.D.KL....... [SI PR - PR (O
ITA SA  ........ T, I.oeeeooo.. Ao, S...F.D.KL....... ST R PR Qv
Liaoning ...... V.I.T....oo.. S DMV..H..... D.KL....... ST R PR Q.E..V.
Miyazaki ........ I.I..Teeeoooo... S, Ko oiiiiiiie ST E.KL ELLSOe ol Q..R.V..
Wyoming .......... S V.TH..... D.vennn. E..S. .. Qe
Glycine-rich motif
BRA1 VTSDGKTKQRQLGLTTHQAAERIATIQMALEDIRDKQVNIVTDSYYCWKNITEGLGLEGPDSPWWPIICNIQDKDAVYEFRW
BRA2 e PV...T. .. V... oa Koooooooe. B i i e I..
DLV9-7 R\ KR..PV...T. .ot B RA.EM.
DV10-3 .. NLoLLL. KR..PV...T.......... ] .RA.EM. ..
IRE F2 I..K..K..KL..PV... T, S KT.E.I..
IRE F3 I..K..K..KL..PV... T S KT.ELTI. .
IRE_F4 I..K..K..KL..PV... T ) KT.ELTI. .
IRE H3 I..K..K..KL..PV... T, S KT.E.I..
ITA DE I..K..K..KL..PV...T............ S KT.E.I..
ITA SA I..K..K..KL..PV...T. oo ) KT.UELTI. .
Liaoning N KR..PV...T. . oiiiiiin B RA.EM..
Miyazaki Toa... K...PV...R..M......... 4 YN.ETI
Wyoming .N.R...KR..PV... V... M........ e Qi .RE.EI - -
RT «—— —» DU Mi —
BRAL VPGHKGIYGNbLADDATK[VQEIMIAYKGTQIKEKRDEDXGFDLIIPYDMTIKVLETKIISTDVRIQVPPNSFGWVTG<S
BRAZ i e L.o....... Pooooooo. Koooooof .
DLVO-7 ... ELLUPTE. oL i Qe T II.P.S...V.Y...K....QRC......}.
DV10-3 ... O A R A [ A A I.P.S...V.P...K....HKC......}.
IRE F2  ............ .E...MSE. . |.L..Q....R...... .. H..ILHTG..... | 010
IRE F3  .......oii)e. LELVUMSEL L L. .Q R ..H..ILHTG..... P...K....QQ0. ...}
IRE F4 ..........).. LELOUMSEL J.LL.Q 0 Rl ..H..ILHTG..... P...K....Q0...... ).
IRE H3  .......... L.ELLUMSEL . L. Q.. .RoLL ..H..ILHTG..... P...K....QQ0.......
ITA DE  ......c.oif.. .E...MSE. . |.L..Q....R...... .. H..ILHTG..... P...K....0Q. it}
ITA SA  ....iveeiif.. LEL 0 MSEL | LL.Q 0 Rl JH..ILHTG..... P...K....Q0.......}) .
Liaoning ..........f.. .E. TED..L..Queevvvvnnehbeeaoonn II.P.S...V.P...K....HKC......}.
Miyazaki .......... .. .E. 0} TE. .L..Q....RN..K. LS. I.LH.S..... P...K..... QC..ov i}
Wyoming ....veeeneof..n E.ALKE. J.L..Q.cvviian L V. IM.P.SD PO Koo e e 5




DU «——» IN

BRAL SMAKQEFLLINGHIIDEGYTGEIQVIFTNIGKSNIKLLEGQKFAQL I LQHQOSNHVQPWDENKKS(RGEEGEGS TQME[WVE
BRA2 ..o b b Yoooooo.. I.§...K...... T
DLVO-7 vt M..Rfoeen... ...R..DK.I..... T.]..DK...... V.. .
DV10-3  .c..obeeiiibiie it B Rofovnenn. ...R..DK.TI..... T.J..D....... V.. .
IRE F2  .ovvbeeniodeia oot Ne...oVofoooo oot IR.S.N...T.J..DK...... r..1
IRE F3  ..ooobeeaboiiioioiii oot NeoooVoloooooo bt IR.S.N...T.J..DK...... r.|.1
IRE F4 ... bbbt NeoooVoloooooo bt IR.S.N...T.J..DK...... r.|.1
IRE H3 ..ot |\ V2 AR AP IR...N...T.J..DK...... r..1
ITADE  ..ooobeeniodeini oo, |\ V2N AR AP IR.S.N...T.J..DK...... r..1
ITA SA  eeevboenb oo oot NeoooVoloooooo bt IR.S.N...T.J..DK...... r.|.1.
Liaoning ....oopbeeeeelbeiinn ik, Rf.oonoonn ...R..DK.I..... T.4..DK...... v.|. .
Miyazaki ..... B R e QGIVL e DTHQ....... H...H...... r...D
Wyoming .....b.. . b Ll L. I. ...H..SR. ... IT.J..DK...... V.l..
Mil Mill MV MV
Hydrophobic core residues Zinc finger binding motif
BRAL NIQERQDEHENWHT S PKILAKRYGLPIAVAKQITQEGPHETKQGS GPAGCVMRS PNHWQARBC THIENKVILTFVESNSGY
BRA2 ettt AP
DLVO=7 ettt e e ettt PP L..R..M.o.oou....
DVI0=3  ttettettee et LT e et e et e e e e e e e L..R..M..oon....
TRE F2 teteeeneeeteaea e Lttt et Voo 15 J
TRE F3 i tteeenee it e Lttt e Veeiiaiian 15 J
IRE F4 tttttie et it ea i P Voo eeeeeaen IDeeTueenennnnn.
IRE H3  ..... < PP P Ve eeieeeeae IDeeTueenennnnn.
ITA DE  teeeteeeneneaenenen - R TP Veeeoiaiian 15 J
TITA SA  teeteeeeeneneeeaenen - R PP Veeeiiaiian 15 J
Liaoning e eii i e innnnennennnn. LTt e e et e e e eeas Pt e L..RI.M.........
Miyvazaki ...D..iuiiiiiniinin.. 2 RL...I.M...D.....
Wyoming v vevieeeteeeeneennn RN KT LT s ittt ettt e et e ettt e eaeeeeaaeeeeanans ID..T..viieeennn
Central catalytic core residues

BRAL ITHATLLSKENALCTSLAILEWARLFSPRSLHTENGTNFIADTVQONLLRFLKITHTTGIPYHPESQGI IRANRTLKEKIQ
BRA2 it Tttt S et e e Veeweaiean
DLVO=7  teeeeeeeenenenannn Veo... Kevuruonnn. V.ES.A... Ko Ve, Veeeoiann K
DVI0=3 ittt Veo... Kevuruonnn. V.ES.A...K.oVeuiiiiinennnn.. Veeeinnnn K
IRE F2  ...... PP Keveweunnnn AV o T Qo )2 PP
IRE F3  ...... B e Keveweunnnn AV o T G0 )4 PP
IRE F4  ...... B e Kevuruonnn. AV TS Qo) 4 SRR
IRE H3  ...... B e Keveruonnnn AV TS Qo) 4 SRR
ITA DE  ...... PP Keveweunnnn AV o T G0 2 PP
ITA SA  ...... P Keveweunnnn Ve B e K tOVK e ettt et e e i
Liaoning ..o neinnnnenn. Veeoo. Koot V.ES.A.. KooV iiiiiiiiean, Ve eeiieaen K
Miyazaki ...... P..... U Veleo Keveowonnn. T.ES..... S
WYOMING ottt ettt ittt e et eaeennn Kovoooooonn V.EP.V...K 0 A Vot iiiieenn
BRAL SHRDNTQTLEAALQLALITCNKGRESMGGQTPWEVFITNQAQVIHDELLLQQAKS SKKFCFYKIPGESDWKGPTKVLWKG
BRA2 ettt e 3 Quvvnnnn. T..... Toviieennn
DLVO=7 e eE et ettt e ettt e e e e T..E.ovvnn. [0 HN..... R.....
DVI0=3 e Bt ettt et et et et T Eeuvvrnnn (o HN..... Roo...
TRE F2 et ettt et et et e e e e et e e e TeeiQueenennnnnnn HN..... Reo...
TRE F3 i ittt ittt et et e e e e ToeiQueieennnnnnn. HN..... R.....
TRE FA ittt ettt et ettt e e e e e e e TeeiQuvinenennnn. HN..... R.....
TRE H3 et ettt et e et et e e et e e e TeeiQueenenennnnn HN..... Roo...
ITA DE  tevennnnnnn. B et et et e e e TeeiQueneenennnnn HN..... Roo...
ITA SR ettt ettt et et e e e ToeiQuvinenennnnn HN..... R.....
Lia0ning ..o oB ittt ittt et e e e T..E....... [ T HN..... R.....
Mivazakil . Bttt e e e e e e Veeo.. T..E....... Quevvni V...HN..... R.....
WYOMING ottt ettt e e e e e e et e e et e et a et ea e EK...... [ H.o.o.... R.....
BRAL DGAVVVNDEGKGIIAVPLTRTKLLIKPH

BRA2 et Mevovonnnn.

DLVO-7  venvenn.. Bt R.N

DV10-3  +e.nenn... Euteeeneeneennn R.N

IRE F2  ttieieennnenn Toveennnn. R.N

IRE F3  tiiiiiennnenn Toveennnn. R.N

IRE F4  tiiiiiennenn.. Teveennnn. R.N

IRE H3  titiiiennenn.. Teveennnn. R.N

ITA DE  teveeeennnnnnn Toveennnn. R.N

ITA SB  teeeeeennnnenn Toveennnn. R.N

Liaoning ......... Bt R.N

Miyazaki ......... E..... N N

WYOMING v v v it ittt ettt et eeeaeennnn N



Supplementary Figure S5: Alignment of EIAV env. The surface protein and transmembrane
protein were aligned using MUSCLE. Hipervariable regions are marked with colors: yellow -
V1, green - V2, cyan - V3, blue - V4, orange - V5, purple - V6, dark green - V7, and red - V8.
While cysteine residues are with red letters.

BRAL MVSIAFYGGI PGGISTPIIQ S--SEEASHT KGD-TIFKPY CSDEKSNRNK TMAEERD---
BRA2 . B . =P, .. TC, coc=cccooo .YNDN..KD. K...G..-—--
DLVS9-7 HM141922 .......... [ T. Q--T.STDTQ ...HMVYQ.. .YNDSHKEE- -...A..---
DV10-3 HM141910 .......... ...V, T, Q--T.STDTQ ...HMVYQ.. .YNDSHKAE- -...A..---
IRE F2 JX480631 .......... ...VQ...V. QSEP.SKGSE .R.YE..Q.. .Y.SSYKTK- -...G..-—--
IRE F3 JX480632 .......... ...VQ...V. QSEP.SKGSE .R.YE..Q.. .Y.SSYKTK- -...G..-—-
IRE F4 JX480633 .......... ...VQ...V. QSEP.SKGSE .R.YE..Q.. .Y.SSYKTK- -...G..-—-
IRE H3 JX480634 .......... ...VQ...V. QSEP.SKGSE .R.YE..Q.. .Y.SSYKTK- -...G..-—--
ITA DE KM247554 .......... ...VQ...V. QSEP.SKGSE .R.YE..Q.. .Y.SSYKTE- -...G..---
ITA SA KM247555  .......... ...VQ...V. QSEP.SKGSE .R.YK..Q.. .Y.SSYKTE- -...G..-—-
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DV10-3 HM141910 V-
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IRE H3 JX480634 I-
ITA DE KM247554 I-
ITA SA KM247555 I-

Liaoning AF327877 v?
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Supplementary Figure S6: Phylogenetic trees of Brazilian field sequences and foreign
sequences. Each tree was performed based a genome region or gene: A. LTR; B. Gag; C. Pol;
D. Env; E. Env protein. Used sequences: Liaoning (AF327877), Wyoming (AF033820),
Miyazaki 2011-A (JX003263), IRE F2 (JX480631) IRE F3 (JX480632), IRE F4 (JX480633),
IRE H3 (JX480634), ITA SA (KM247555), ITA DE (KM247554), and LTR sequences from
China (KY411969-76; KY412097-98).

A.

KY411972 EIAV 25-1-8 LTR

KY411974 EIAV 25-1-2 LTR

K¥411971 EIAV 25-1-10LTR

9z | KY411969 EIAV 25-1-16 LTR

- KY411970 EIAV 25-1-6 LTR

KY411975 EIAV 25-1-4 LTR

- KY411976 EIAV 25-1-7 LTR

- KY411973 EIAV 25-1-15LTR

79 Liaoning AF327877 LTR

a8 KY412097 EIAV LN40-LTR-14 LTR

68 — KY412098 EIAV LN40-LTR-22 LTR

Wyoming AF033820 LTR
Miyazaki JX003263 LTR
| IRE F3 JX480632 LTR

o \_{ IRE F2 JX480631 LTR

96

49

IRE F4 JX480633 LTR
IRE H3 JX480634 LTR

70

|BRA1LTR
100 | BRAZ LTR

0.050



35

IRE F3 JX480632 - complete gag

ITA DE KM247554 - complete gag

- ITA SA KM247555 - complete gag

100 | IRE F2 - JX480631 - complete gag

IRE F4 JX480633 - complete gag

" IRE H3 JX480634 - complete gag

] Wyoming AF033820 - complete gag

34

5

%]

56

Devon 2010 MH580897 - complete gag

Cornwall 2012 MH580898 - complete gag
— BRA2-complete gag

wol—— pRa1- complete gag

Liaoning AF327877 - complete gag
96 Miyazaki JX003263 - complete gag

0.050



85| ITA DE KM247554 - pol
ITA SA KM247555 - pol
52 | IRE F3 JX480632 - pol
100 || IRE F4 JX480633 - pol
IRE F2 JX480631 - pol
= IRE H3 JX480634 - pol

Devon 2010 MH580897 - pol
EL Liaoning AF327877 - pol

Cornwall 2012 MH580898 - pol
100 ——— BRA2-pol

4| Miyazaki 2011A JX003263 - pol
Wyoming AF033820- pol
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a5

86 r IRE F2 - JX480631 -env
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IRE F4-JX480633-env
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57 31
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75 IRE F4 JX480633 - env prokein

i 79 IRE H3 JX480634 - env protein

ITA SAKM247555 - env protein
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Cornwall 2012 MH580898 - env protein
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100 l
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Supplementary Figure S7: Multiple alignment of partial gag sequences from Bahia (Brazil) and BRA1

and 2 from Pantanal (Brazil).

KC213783.
KC213784.
KC213785.
KC213786.
KC213787.
KC213788.
KC213789.
KC213790.1 ittt et i i i e A e e i e e C..
BRAl - Gag LColial .C..C..
BRA2 - Gag LCoiia .C..C..

CCTAGAGGAT ATACTACTTG GGTGAATCCC ATACAGACAA ATGGTCTATT AAATGAAGCT

el e

KC213783.
KC213784.
KC213785.
KC213786.
KC213787.
KC213788.
KC213789.
KC213790 . L it ittt et e e e ettt e e e e e C...
BRAl - Gag .. .GT. ... FC I A.. T..G...... ..T..C.
BRA2 - Gag ...GT. ... Geval. A.. ...G...... .To.C..

el el
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(O T S
BRAl - Gag C.A....... e AVVALLD Ao LCALLAGLT. LGl TT .C.A..C..G
BRA2 - Gag C.A....... .G..A..A

[ e R e e

KC213783.
KC213784.
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el el
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el el



KC213783.
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KC213785.
KC213786.
KC213787.
KC213788.
KC213789.
KC213790.

1
1
1
1
1
1
1

1

BRAl - Gag
BRA2 - Gag

KC213783.
KC213784.
KC213785.
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CAGATGGAGC CTGCTTTTGA TCAGTTTAGG CAGACATATA GACAATGGAT AATAGAAGCC



Supplementary Figure S8: Phylogenetic tree of partial gag sequences from Bahia (Brazil),

BRA1 and 2 from Pantanal (Brazil), and field sequences of other countries.

KC213787 EIAV BR/UFBA/LabViro/05 partial gag
KC213788 EIAV BR/UFBA/LabViro/04 partial gag
KC213786 EIAV BR/UFBA/LabViro/06 partial gag
KC213785 EIAV BR/UFBA/LabViro/08 partial gag
KC213784 EIAV BR/UFBA/LabViro/15 partial gag
— KC213783 EIAV BR/UFBA/LabViro/16 partial gag
KC213782 EIAV BR/UFBA/LabViro/23 partial gag
KC213781 EIAV BR/UFBA/LabViro/31 partial gag
KC213780 EIAV BR/UFBA/LabViro/39 partial gag
81 KC213777 EIAV BR/UFBA/LabViro/21 partial gag
KC213789 EIAV BR/UFBA/LabViro/03 partial gag
— KC213776 EIAV BR/UFBA/LabViro/02 partial gag
9 |- KC213790 EIAV BR/UFBA/LabViro/12 partial gag

— KC213779 EIAV BR/UFBA/LabViro/52 partial gag

- Wyoming AF033820 - partial gag

KC213778 EIAV BR/UFBA/LabViro/44 partial gag
4?1,— Liaoning AF327877 - partial gag
Miyazaki JX003263 - partial gag
98 ——— BRA1-partial gag
L BRAZ2 - partial gag

IRE F4 JX480633 - partial gag

IRE H3 JX480634 - partial gag
= IRE F2 - JX480631 - partial gag

IRE F3 JX480632 - partial gag

_{ITA DE KM247554 - partial gag
ITA SA KM247555 - partial gag
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