Predicted TgERV-F provirus consensus sequence
5'LTR
TGTGGTAGATAGGGACAGGCGAGCGGAAGATCACGGGATGTCACGGAAAGATAGACCCCTCCCCCCCTCTCTCTCCCCACGTTATCTATTAACCCCAGAA < 100
GCCCCAGAAGAATGTAGCCACACCTGCCCTAGTAAATTTCCACTACCCGACTAACCCCTGAGACCCCCCAACCCCCCTCTGACGTAGCAAAGACCCCCAA < 200
poly-A signal

AACTATTTAAACCCACGAGATAGGATAATAAACGCTTTTCAACCGTCTGCCATATTGGTGTCTGCGTGTGTTGATTAGCCCGAGTGGCCTGGACGAGACC < 300

End of 5'LTR PBS
AGGCCGCCGTGCTGCCACCTGAACCAGGTCCCTGGTTGTCTTTCATAAAGGCAACATACTGGTGCCGAAACCCGGGACAAAAGAAGAAAAAAAAAGGAAA < 400

AATTCGCCCGGCTGACGGGATACACCTGGACAGAAGCAGCGGCCGGAACGGTCAGACCGTATCTAGGCGTAGGGGAGACGTCCCGGGATCCGCGGGCGTC < 500

Gag SD

M domain
ATGGACGCAATGGCAAGGATCGTAAGTGCTATTTATTCGCAGTGGGGTATTGGGTGTAAGCTCAAGGATTTTCATCTTGCCATAGCGAGATTGCTTGAGC < 600
M DA MAIRTIVSATI Y S QO WG I G C KL KD F H L A I A R L L E L

TAGGGGCAATCGAGCGTCCCGTGGATGTATTACATCCGGAAATATGGGAAAAATGCACTGCCGCGCTAGCCGAGGACACAAAATCCTCAGGCAGCGGCAA < 700
G A I E R P V D V L H P E I W E K C T A A L A E D T K S S G S G K

AAATCTTAAAGCATGGGGCAAAGTAGAGAAAGCCCTACGCAAAGCGATAGAAGAGCAGGAGACATGGACCGCGGCGCGCACGTGTTTATTAGTTACTCCC < 800
N L K A W G K V E K A L R K A I EE Q E T WTAA AWIRTCUL L V T P

AAACTCGGGGTGGGGGCGGGGACGCAGACTGCCCCTGAGAGCGATCTGCCCGGCAGCGGGGACCCGGGGGGGCTCAGCGCGACACCCGCTCCCCCAGATC < 900
K L G vG A GT QT A®PESDULU®PSGSGDU®PGGUL S AT?PAUP P D Q

AGAGCCCACCCCCCCCCGCAGGAACCCCCCGCGACACCCCCGCCGCCGAAAATCCCCAAAAACCCCCCACCGCTCAAACCCCCCGAGAGACCGCAAATTC < 1000
S P P P P A GT©PURDTU®PA A AENUPI QI KU®PPTA A QTUPIRETA AN S

CTCCGAGCCGCCGCCGCCGCCCGCCCGCGATCCGATGTCGGAGACGCAACAGCACGCGGAGCGCTTCTGGCAAGGGCTGCTAAAAGAAGCCCGAGCCGCC < 1100
S E P P P P P A RDUPMS ETOQQHAZEI R FWQ G L L K EA AU R A A

L domain
GAAACCGCGGCTTGGGAAGACGGCGCGGCCATGCCGCCTCCCTACCCCTTTGAAAATGGCGCCGGGAGCGGCAGAGAGGGGCGGGGCTCGGGCGGTCCCG < 1200
E T A A W ED G A A M P P P Y P F E NG A G S GREGUR G S G G P G

GCGCGAACACCCGGGAGGAGCGCGATCTCGGGAATGCGCGCGCGCGGGAGAAAGGGGCGGAGAGCGGCACAGAGCGCGGAACCAACCAGCAGCCCCGCCG < 1300
A N TR E E R DUL G NAURAREI KSGA AE S G TEIRGTNOQQ P R R

GAAGCTGCCACCATATAAGGGAGAAACCACCCCCCGCGAGAGGCGCGGCGAGCCGGGGGGGCGGGAGCGGCGCCACCCCCACGGGGAGGAGCGAGCTCGG < 1400
K L P P Y K G ETTUPUREU RURGEU?PGG G RETRI RUHZPHGEER A R

GGCCGAACAAAACGGCACGGAGCCCCGGAAGTGCACTGGCACTCGTCTTCCGGCTCGGAGACCAGCAACAGCTCCACCAGCTCAGAGGAGCTGACGGAGG < 1500
G R T KR HG AP EV HWHS S S G S ET SN S S T S S E E L T E A

CTAGCGATGGCTCCGAGACGGACGAAACGGAACCGGCACAGCTTGAAACAAAGCCGAGTAAAGCTCTAAGCCGCGCCGAAAAACAACTACAATACGAACC < 1600
s b G s ETDETE P A QL ETIK P S KAUL S RAEI K QUL QY E P

AGCCCAGTTTACTGACTGGGGGAAAATAAAGATAGCTTGTGCTGAATGGTCCCCAGCGGCCGCCATACAAGCCTTCCCGGTACGGCTTACCGGTCCGGAA < 1700
A Q F T DWGZ XK I K I A CAEWSUPA AAATIOQA AT FU®PVIRULTG P E

GGGAACCAACAAAGGGTATATACCCCGATAAACCCAAAGGATATACAGTCAATTGTCAAAGCCATTGCAGAAAAAGGGATCAACTCGGCTATAGTCACTA < 1800
G N Q Q RV Y T P I NP K DI Q S I VKATIA AEI KSGTINSATIUVTT

CGTTAATCGATGGTCTTTTTAGCAACGATGACTTGCTTCCCTTTGATATCGAACGGATAGGGCGTATGATACTTGACGGGGCGGGAATGATCGTCTTTAG < 1900
L I D GL F s NDODULTULU©PVF DI ER I GRMTIULIDGA ASGMMTIV F R



GCAGGAATGGGAGGATAATTGTAGAAAGCAGCTAGCCCAAGCGTCCGGCGCGCGGCAGCCACTACACAGATCGAGCTTATCCAGACTGATAGGAAAGCAT
Q E W E DN CUR K QUL AQA S GAURQ?PULUHIR S S L S RUL I G K H

GATGATATGATCACACCACAGCAGCAAGCTGCACAGATGCAGGCTGAGGAGGTCAGAGCGACCACTCGGGCTGCTAGAGAGGCTATTCGCGCCGCCTCCC
D DM I TP Q Q Q AAQMOQAEEVRATT R AAIREA ATIIRA AA AS R

GAGTCGTGGCCAAGCCGGCACCGTGGTCCACCGTGAGGCAGGCAGAGAGCGAAAGCTTCACACAGTTCGTAGATCGCCTGCAGGCAGCGATAGACTCCTC
Vv A XK P A PW S T VR OQAE S E S F TOQF VD RTULOQAA ATITD S S

CACCCTGCCGGCAGAGGCAAGGGGCCCCGTGGTGGCCGACTGCCTGCGCCAGCAGTGCAACTCTGTTACCAAGGATATCTTACGCTCCCTGCCAGCCGGA
T L P A EARGU?PVVADTCILIRIOQOTCNSUVTIKDTITU LU®RSUL P A G

zinc finger 1
GCTAGCCTGGCTGACATGATCAGACACGTAGTGAGGGAGGAACACCTGACGCCCATTCAGGCAGCTGTCCACACCCTGACCAATGCCATGGCGTGTTTCA
A S L A DMTIURUHV VI RETEUHTLTU®PTIOQAA AV HTTULTNA AMMATCF K

zinc finger 2
AGTGCGGGGAGGCGGGTCACATCGCGGTGAGCTGCCCACAGCCGGCACGGCGGCCCGCCGCAGCGCCTCCGCCCCAAACACGCCCGCGGGGATCCTGCTG
C G E A G H I A V S C P Q P A RURUPAAAUPUPUPOQTIRPIR G S_C W

GGGCTGCGGGAGGAAGGGACATCTGGCTAGGGAATGCAGGTCCCGGCTCCAGGGAAACGGAAAGGGGAGGGGGCCCGCGGGCCGCACCCAGCCTCCTCCC
G C G R K G H L A R ECUR S RULOQOGNUGI KGIRGUPAGT RTOQUP P P

Pro
GCTGCGAATATGAGGCGGCCCATCCATGCCAACCCCCAATGGAGCGGGGAGCCCTCGTACCCCATTCTCCCACAGGAAGCAGCCAACTTCATACCCCTGC
M E R G A L V P H S P T G S S Q L H T P A
A A NMUPRIRU?PTIHANU®POQWS G E P S Y P I L P Q EAA ANV FTI P L P

CAGCGAGTATCACGGCACAGCCTGCGGCGCCTTCGTACCCACCGCCACCGCAAGCAGCGCCTGTGCCACAGGGTCAGCAGGGGGCGCCCCAGAACGGGAC
S E Y H G TACGA AU F VP T AT AS S ACA ATG S A G G AUPERD
A S I T A Q P A A P S Y P P P P QA APV P QGO QG AUZPOQNGT

AACCCCTGGGTGGCCCTGGCCCTAAAAATAGGGAAGGAACCCCCGAAAGTTTGGGGGACATGCCGCCTCTATGGCAGTCGGGACCCCCATGTAATAGGGC
N P W VAL ALK I G KE?PP K VW G TCIRTULY G S R D P HV I G L
T P G W P W P *

catalytic site
TTCAGTTTTGGGCAGACACAGGAGCAGACTGCACAATCCTACCCCAAGCCCTATGGCCCCGACACTGGCAGTACAAGGAAGTCCCCCCAGTGAACGGGGT
Q F w A DT GADTCT I L P Q A L W?PRHWOQ Y K E V P P V N G V

GGGAGGGCTGTCCCGAGCTTGGAAAAGCACCCAATTGGTAGCTATAACGCTCCATACAAAGAAAGGACCAGAACAAACAGTAGCAATCCACCCCTATATC
G G L S R A WK S T Q L VvV A I TTLHTK K G P E Q T V A I HP Y I

Pol
TTGCAAAACTCCCCACCCCTGATAGGAAGGGACATCCTCGCCATGCTAGGAGTCAGGATTACAAATTTATAATGAGGGCCACTGCTGTGCACCCACTGCT
L o N S P PL I G RDILAMULGVIRITNIL*MURA AT AV HZPL L

GCCAATCAAACTGACTTGGAAATCACCAGACCCCGTATGGGTTGAGCAGTGGCCCCTGTCAAAGCCTCGAATGACAGCCTTGCTGGAACTGGTCGACCGC
P I K L T Ww K S P D P V W V E QW PL S K P R MTATLTULEL V D R

GAGCTACAAAAGGGCCACATCGAACCCTCCACCAGCCCGTGGAACACCCCTGTGTTTGTAATCCCCAAGAGATCAGGAGAAGGCTACCGCCTCGTCCACG
E L Q K G H I EP S TS P WNTU®PV F VIUPI KU RS GES G YRUL V HD

ACCTGAGGGAAGTAAACAAGACAATTCAGCCCATGGGTCCAGTTCAGACACTACTGCCCGCGAACTCAGCCATCCCCGAAGGGCAGCCGTGCGCAGTGCT
L R E VN XK TTI Q PM G PV Q TULTIL P AN S ATIPEGIOQUPCA AV L

GGACATCAAAGACTGCTTCTTTTCAATACCCCTGCATGCCGAGGACAAAGAACGGTTCGCCTTCTCCATCGTGTTCCCGAACGGCGAGCGACCTAACCTC
b I K b C F F s I P L HAEDIKE R FAUF S I VF P NGE R P N L

CGCTTCCAATGGAAGGTGCTACCTCAAGGCCTTGTGGACAGCCCGACCATATGCCAGATCACCGTGGACAGGGCACTGATGCCAGTCCGACACTCCCACC
R F Q W K VL P OQGUL VDS ?PTTICOQTITV VDI RATLMMZPVRUH S H P

RT catalytic site
CTGCTGCGACCATCATTCAGTACATGGACGACATCCTCGTCGCCGCACCATCGGCAGGCCAAGTGGATCACCTAGTGTCCACGATCACGGAAACCCTCCA
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A A TTI I Q ¥ MDD IL V AAUPSAGOQ VD HULV S TTI TETUL Q

GGCCAACGGCTTCGAGATCGCGAACACGAAGATCAAGAGAGGACCGTGCGTGACCTTCCTGGGAGTGGGGATCACAAACTCCTACGTGACCCCACCCAAG
A N G F E I A NT X I K RGP CVT FILGV G I TN S Y V TP P K

ATAAAAGTCCGCCGAGACATCAAGACCCTCCACGACATGCAACGACTCGTAGGATCTCTGCAGTGGCTCCGCAACATCATCCTAGTTCCGCCAGAGGTCA
I X VvV R R D I K T L HDMOQ RL V GG S L QWL R NI I L V P P E V M

TGGACCCCCTGTATGACCTCCTGAAAGGAAAACACCCGTGGGACCCCAAGGAGCTGACGCCGCAAGCAACGAAATCCCTCGACTTCATCGAACGTCAGAT
D P L Y DULUL K G K HU?P WD P K ETULTU®PQAT I K S L DV F I ER QM

GTCCACCAGCCTGCTTGCCAGGTGGAACCCGGGCGTACCACTGGACTTATACGTCCACTTCACGCAGAAGGGAGGAGTGGGAGCACTTGCCCAAGGACCT
s T s L. LA RWNU©PSGV 9P L DIL Y V HU F T QXK GGV GATULA AU QG P

TCCGAAAAATCCCAGCCGATCCAGTGGGTGGTCCTCGGAAGACCGACTCACGCATTCTCCCCAGGAGTTGAGTGCATTGCTAACCTCATCACGAAAGGCA
S E K s Q P I O WV VL GIRPTHA AV FS P GV ECTIANILTIT K G R

GGAGACTCGCCCTGAGACACCTGGGAACCGAGCCGGCAAGGATCCACCTCCCCTTCCGCAAGCGACCGACCACGGAGTCAACTGCAATATCGGAGCACCT
R L AL RHL G TEPARTIUHTLU®PUFRI KU RZ®PTTE S TATI S E H L

GGCCCTCGCTCTCACCGGCTTCGGAGGAGAAATCTCCTACGCCACCAAACCACCCTGGACCCAGCTACTGACCATTGTCGACATAGATGTGCCACCGAAG
A L AL T G F G G E I s Y A T X P P W T Q L L T I V DI D V P P K

GTCATGGACCGACCGCAACCAGGACCAACGGTCTTTACAGACGCCTCCTCCATGACTTCTACCGCAGCAGCAGTGTGGCAGGCAGGAGAAACATGGCATT
v M DR P QP GP TV F TDA ASSMT ST AA AA AV WOQOQASGTETWH C

GCGTCAAAACGTGTGACCCCACGCTGTCAGTGCAACAGCTGGAAGCAGCAGCAGTGGTCTTGGCATGCGGACTTTTCCAGGACGAACACCTCAACATCGT
v kK TCDU®PTIL SV Q QL EAAAV VL ACGTLU F QDEHTLNTIUV

GACAGACTCTATATTCGTGGCAAAGCTCTGCCTAGCCATGTCAAGACCAGGTGTGTCAACATCCACGACGGCCTCCATGCTTGAAGAGGCACTCTCCTCA
T D S I F v A KL CLAMSURU®PGV S TS TTA ASMMTLEEATL S S

CGCCAGGGCACCGTGTCCGTCATCCACGTCAACAGCCATAACCCAGTCAAGGGCTTCTTCCAGACTGGCAACGACAAAGCAGATGCCGCAGCGAAGGGAG
R Q G T Vv s v I HV DN S HNUPV K GV FF Q T GND KA AUD- AA A AITZ K G V

TGTGGACACTGCAGGAAGCTCGTCAGCTGCACGAGTCACTCCACATAGGGGCCAAAGCACTGGCAAAAAGATGCGGGATCTCGACAGCAGACGCGAGACA
wW T L 9 E A R QL HE S L HI GAI KA AILA AI KU RTCGTI s TAUDAIRH

CGTAGTGGCCACCTGCCCTCACTGCCAGAAGTCACCCCTATGGACCGGTGGAGTCAACCCGAGGGGCCTCAAGGCGTCAGAAATCTGGCAGTCAGACTTC
vvaAaATCU?PHTCOQI K S PLWTGGV NP RGLI KA ASETIWUOQS D F

ACCCTCTGCGAACTGCTGAAGCCCCGAGCATGGCTTGCAGTGACAGTGGACACCTACAGCGGAGTGATCATAGCGACACAGCATCTCAAACCCAACTCGA
T L C E L L K P R A WL AV T™V DT Y S GV I I AT OQHTILI K P N S K

AGGCCACGATCCAGCACTGGCTGACAGTTATGGCATGGCTTGGTATCCCCAAGCAAATTAAAACTGACAATGCTTCCAATTTTATCTCCAAATCAGTGCG
A T I Q H WL TVMAWTLGTIU®PI K QTII KTIDNA ASNT FTI S K S V R

AGAATTCGCCTCAGTGTGGGGTATCACCTTAGCACAGGGAATCCCATATAACAGCACCGGACAGGCCATTGTCGAGCGAGCAAATCAGACCCTAAAAGCC
E F A S VWGITULAOQGTI P YN ST G QATI V ERA AN GQTTUL K A

AAGTTAGAAGTGTTGGCAAAGGCAGAGGGCTTTGCCAATTCCATCCCCTCAGGAGACCAGACACGCATGCTAGCAACCGCGCTGCTAGCACTGAACCAAT
K L E VvV L A K A EGVF AN S I P S G D OQT RMTILATA ATULTULATLNOQF

TCCCTAGGGGAGATGAAGCAAACAGTCCCATTCGAAAACACTGGGCCACCCAGACACTAGAGGAGGGCCCACAGGTCATGGTCAAAAACGAGCTAGGCGA
P R G D E AN S P I RKHWA AT OQTTULEEG?PQ VMV KNE L G E

GTGGGAACGGGGCTGGAGACTGGTGCTTACGGGACGGGGGTACGCGGCAGTTAAAAAGGAGGGCAAGATCAGGTGGTGTCCACTCAGGTCGATCAAACCT
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W ER G WU RL VL TG RG Y A AV KK E G K I RWCU®PTILUR S I K P

Env -- SU SA
GACCTTAAGAATGAAACTAATGGAAAACTGTGAGTTTTCGTTCGCAGGACACGCTCGTGGACCGTCCCCGCGACACACACACCCCTGCTCCAGAGAGAGA
D L K N E TN G K L * R s o bT L VDR P RUDTHT?P AP E R D

TAACGGACCACCAAGCCACCAGACAGAACCTGAGCGTCCCACGGCGGTGAGACCCAGACATGCACAGTGTCTCTGTGCAATCCTGCTGCTGGGGTTTGTG
N G P P S HQTEPE RUPTA AV R?PIRUHEAO QT CULUCATIULTLTULGTF V

GCCGGGGGGCAAGCCGACCCAGGCCACTACCCTCACCAGCCGTTCAGATGGGTCATGCAACATCTTTCAAGTGACAAGGTGTTCAAAGAGGTCACCACCG
A G G Q A DUPGH Y P HQ?PVFRWVMOQHTLS S DI KV F KEV T T A

CAAACGCTCCATCCTTCGTATTCCACATAGCCGATCTGTTTCCAGGGCAACCGAAAATACGGCCCTCAAGCCCACACATCATACTCATGTACATATCTTA
N A P S F V F HIADTZ LT F?PGOQUPKIRU®P S S P HI I LMY I S Y

CTGGTGCCCAGCGTCCAACCCAGGGAAAAGGTACTGTGACTACCCGGGGTGGGGACATTGTGGATATTGGGGCTGCGAAACCATTGTTACAGATGCCAGA
w Cc P A S NP G K R Y CD Y P GW G HCGYWSGCETTIV T D A R

CCATGGGGAGACGGGTGGCAACCGCAGGAGCCCGACAAATTCTTACAGTTCACCTGGGCACCCTTTGGCTGCGGAGACCACAATGCACAGCCTAGACAAC
P W G D GWOQ P QE P DK FL QF T WA AU®PVFGCGDHNA AU GQU?PIR QR

GGGGATGCGTAAGTTATAACATGACTGTCCTACAGCCAGATCACCCTAGCTGGGCCACGGGTAGAACATGGACAGTGGTCCTCAGAGGACCGAGGAGGTG
G ¢ v s Yy NMT VL Q P DH?P S WATGIRTWTV VL R G P R R W

GGTGAATGTGAGAATTATCAGGCTCCAGCCGCCAACACCTCGACCAGTGGGACCCAACAAAATTATCAAGAATGTGCTGAGAGGGAAARAACACAACCCAC
vV NV R I I R L Q P P T PR P V G PN K I I KN VUL RGI KNTT H

CCCAAAACCCTGACCCCAAAAGCCACTGACACCCCGACCAGCCTTGCAGATACCCCCCAGATAGGCCGCACGGCTGAGTCAGACCCAAACCCAATCTTTC
P K T L T P XK A TD TP T S L ADT?P QI GR T AUE S D PN P I F R

isomerization motif
GTATGCTAGAAGCTACCTTCCTAACCCTAAACGAAACCAAACCAAACCTAACTAACTCCTGTTGGCTTTGCTATGATATCAAACCCCCTTTTTATGAAGG
M L E ATV F L T LN E T K P NTL TN S C W L C Y DI K P P F Y E G

CATTGCTTTGGACACCCCCTTCAGTTACTCCACAGCCAGCGCCCCCCACCAGTGCAGATGGGACACTCCCCGCAGAGGAATCACCCTGAGTCAAATCACA
I AL DT PVF S Y S T A S AP HOQCIRWUDT®PIRIRGTITTUL S Q I T

GGACAGGGCAGATGTTTTGGGAATGCAACCTTAGCAAAGCAGAAAGGCAACTTCTGCACTAAAGTTGTCAAACCCAACAGAAAAACTAACAAGTGGGTGA
G Q G R CF GNATULA AI K OQI KGNV FOCTI KV V K P NIRI KTNI KW V I

TCCCATCTGCGTCTGGGATGTGGGTTTGCCAAAGGTCCGGAGTGAGTCCTTGTGTGTTCCTTGCCAAATTCAATGACTCTACCGATTTCTGTGTCCAAGT
P S A s GM WV CQ R S GV s P CVF L A KV FND S TDFC V Q V

cleavage site Env -- TM
TCTGATTGTCCCCAGGGTCTTGTACCACTCAGACGAAGAGATATACCATCTTCTCGAAGAACCTAACAGACTCCACAAAAGGGAAATCATCACAGGTATA
L I v P R V L Y H S D E E I Y H L L E E P N R L H K R E I I T G I

ACTATCGCAATGCTGCTCGGCCTGGGAGCAGCTGGCACGGCCACGGGTGTCTCAGCCATCGCAACCCAACAGCACGGACTCTCTCAGCTGCAAATGACCA
T I A MLLGUL GAAGTA ATGV S ATIATOQOQHGT L S QL Q M T I

immunosuppressive domain
TCGACGAGGACCTGCAGAGGATCGAGAAATCCATCTCCTATCTAGAGAAATCAGTCTCTTCGCTTTCAGAAGTAGTTTTACAAAATAGGCGAGGACTGGA
D E DL Q R I E K S I s ¥ L E K S V s s L S E V VL O N R R G L D

CX6CC motif
CCTTTTGTTCATGCAGCAGGGAGGACTGTGTGCAGCCTTGAAGGAGGAATGCTGCTTTTATGCAGATCATACGGGAGTCGTTAAAGACTCCATGGCAGAA
L L F M 0 0 G 6 L ¢ A A L K E E C C F Y A D H T G V V K D S M A E

CTCCGAGACAGACTGGCTCAGAGAAAGAGAGACAGGGAAACCCAACAGAGCTGGTTTGAATCCTGGTTCAATCAATCACCTTGGCTCACCACTTTAATTT
L R DRLAOQOIRIKIZ RIDI RETOQOQS W F E S WFNOQ S P WILTTTUL I S

CCGCCCTGGTAGGTCCACTGGCAATACTGCTTTTAGCTATTACCATAGGACCATGCCTGCTGAACAAACTAGTCTCGTTTGTTCAGGCCCGTCTGGAAAG
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A L VG P L AILLLATI TTIGUPCULILNIZ KILV S F V Q A R L E R

GGCAAACATTCTGTTCATAGGCCACCAACAAATGCTATAAACCAAAAACTGCAAACACAGTCAGTAGCTAAAGCCTTCAGCACCTGCCTTGAAAAATCTA
A N I L F I G H Q 0 M L *

polypurine tract
CCCAGATCTACCAAACCACCCTTTCCTTAACAAGTTACAAGTTTGTACCTCACTCCAGTGCCTATACCTACGACTACCTCATTTTGTATGTGATAAGGAG

3'LTR

GGGGGAGATGTGGTAGATAGGGACAGGCGAGCGGAAGATCACGGGATGTCACGGAAAGATAGACCCCTCCCCCCCTCTCTCTCCCCACGTTATCTATTAA

CCCCAGAAGCCCCAGAAGAATGTAGCCACACCTGCCCTAGTAAATTTCCACTACCCGACTAACCCCTGAGACCCCCCAACCCCCCTCTGACGTAGCAAAG

ACCCCCAAAACTATTTAAACCCACGAGATAGGATAATAAACGCTTTTCAACCGTCTGCCATATTGGTGTCTGCGTGTGTTGATTAGCCCGAGTGGCCTGG

ACGAGACCAGGCCGCCGTGCTGCCACCTGAACCAGGTCCCTGGTTGTCTTTCATAAAGGCAACA < 8164
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Table S1. Other taxa in which pol-env sequences highly similar to TgERV-F were found

Species % similarity (amino acids) accession number
Pol Env

Geospiza fortis (medium ground finch) 87 72 AKZB01067212.1

Zonotrichia albicollis (white-throated sparrow) 86 59 ARW]01028302.1

Pseudopodoces humilis (ground tit) 82 49 ANZD01009211.1




Table S2. Retroviral reference sequences

Virus name

Avian leukemia virus

Avian endogenous retrovirus
Human endogenous retrovirus-K (HML2)
Koala retrovirus

Jaagsiekte sheep retrovirus
Mouse mammary tumor virus
Mason Pfizer monkey virus
Python endogenous retrovirus
Human T-cell leukemia virus 1
Baboon endogenous retrovirus
Feline leukemia virus

Murine leukemia virus (Moloney)
Reticuloendotheliosis virus
Equine infectious anemia virus
Feline immunodeficiency virus
Human immunodeficiency virus 1
Simian immunodeficiency virus (African green
monkey)

Caprine arthritis encephalitis virus
ChiRV1

Human endogenous retrovirus W
Black duck-RV

Blue tit-RV

Guineafowl-RV

Hermit thrush-RV
Toucanette-RV

Tragopan-RV

Taeniopygia guttata alpha-1
Taeniopygia alpha-2

Taeniopygia alpha-3

Abbreyv.
ALV
EAV-HP
HERV-K(HML2)
KoRV
JSRV
MMTV
MPMV
PyERV
HTLV-1
BAEV
FeLV
MoMLV
REV
EIAV
FIV
HIV-1
SIVagm

CAEV
ChiRV1
HERV-W

Tg alphal
Tg alpha2
Tg alpha2

Accession
AB522906.1
AJ623291.1
Y10392.1
AF151794.2
AF136225.1
D16249.1
AF033815.1
AAN77284.1
AF033817.1
P10269.1
M18247.1
J02255.1
FJ439119.1
M16575.1
M25381.1
FJ405080.1
M30931.1

M33677.1

DQ280312.2
AF135487

AY820069.1
AY820077.1
AY820119.1
AY820099.1
AY820092.1
AY820072.1
AC188312.1

ABQF01114967.1
ABOF01089922.1



