Strong purifying selection in endogenous retroviruses in
the saltwater crocodile (Crocodylus porosus) in the
Northern Territory of Australia: Additional File 1
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IPERPP-CAGTSEQHVLVEGIEGMCTRLPVCRPLLTKVGDHLLEHSFVYSPSCPV.

LLGRDLLTKL

AEIFFRDCDCMVVGLPVRQSSNYCMALLEDRESVVSSELCHITGVD-PSVWADGT-PARARKSVSPVRIILKDGEGPIRVKQYPLSQARRVGLMPLIERYRKYGW

LGQDLLTKL

LPERNP-CARTSKQHVLVERIERTQTRLPVCKPLLTKVGDHLREHSFVYSPSCPV.
LPENPP?CARASEQHVLVEGTEGTGSRLFVCKPLLTKVGDRLLEHSFVYSPSCPV.

[LLGWDLLTK!

AEIFFRONOMVVQLPVRCSSNYCMALLECRRPTVNLKDHMTRVD-PSV*ADRT-PARARLVSPVRIILKDREGPVRVKCYPLSRAARAGLKPLIERYKRCGW
AEVFFRCDCMVVCLPVRQSSNYCMALLECRRPAVSSENHMTGVD-PSVNADGI-P?-AKSVSPVRIILKDGEGPIRVRQYPLSRARARVGLKPLIERYRKYRW

LLGRDLLTKL

L PEKPP-CAGTSEQHVLVEGIEGMCTRLPVCKPLLTKVGDHLLEHSFVYSPSCPV.
LPERNP-CAGTSEQHVLVEGIEGTGSRLPVCKPLLTKVGDHLLEHSFVYSPSCPEV.

LGRODLLTK!

AEIFFRDDQMVVQLPVKQGSSNYCMALLECRCPAVSPEDHMTGVD-PSVNADGT-PARAKFVSPVRIVLKDGEGPVRVRCYPLSRARRAGLRQLIERYRKYGW
AEIFFRCDCMVVCLPVRQSSNYCMALLECQRPAVSPEDYMTGVD-PSVNADGT-PARAKSVSPVRIVLKDGEGPVRVKQYPLSRARRAGLKPLIERYRRCGW

IPETAP-CAETGEQHVLVEEMEGTCSRLPVCKPLLTKVGDHLLEHSFIYSPSCPV.

LGRDLLTKL

AEIFFRDDGMVVRLPVKGCSNYCMALLEDRRPVVSSECHITGVD-PSVWADGT-PARAKSVSPVRIILKDGEGPVWVRQYPLSRAARAGLKPLIERYKRCGW

IPENPP-CAGTSEQHVLVEGIEGMQTRLPVCKPLLTKVGDHLLEHSFVYSPSCPV.

LLGRDLLTKL

AREIFFRDDGMVVQLPVRQSSNYCMAPLEDRCPAVSPRDHMIGVD-PSVWADGT-PARAKFVSPVRIVLKDGEGPVRVKQYPLSRVARAGLKPLIEKYKRYGW

IPERPP-CAGTSEQHVLVEGIEGMGTRLPVCKPLLTKVGDHLLEHSFVYSPSCPV.

LLGRDLLTKL

AEIFFRCDCMVVGLPVRQSSNYCMALLECRCPAVSPEDHMTGVD-PSVNADGT-PARAKFVSPVRIVLKDGEGPVRVKQYPLSRARRAGLKPLIERYRRYGW

L PERPP-CAGTSEQHVLVEGIEGMCTRLPVCRPLLTKVGDHLLEHSFVYSPSCPV.

LGRDLLTKL

AEIFFRDDGMVVQLPVKGSSNYQMALLECRRPAVSPECHMTGVD-PSVWADGT-PARAKFVSLVRIVLKDGEGPVRVRQYPLSRARRAGLKPLIERKYRRYGW

LPENPP-CAGTSEHHVIVEGIEGTQT ?-PVCRPLLTKVGDHLLEHSFVYSPSCLV.

LLGRDLLTKL

AEIFFRDDQMVVQLPVKGSSNYQMALLED*CLAVSPECHMVGVG-PSVWALDGT-PARAKSVSPVRIVLKDGEGPVRVKQYPLSRARRAGLKPLIERKYKRCGW

IPERPP-CAGTSEQHVLVEGIEGTQTRLFVCKPLLTKVGDHLLEHSFVYSPSCPV.

LLGRDLLTKL

2-IFFRDNQMVVCLPVRQSSNYGMAFLEDWRPAVSSEGHMTGVD-PSV*ANGT-PAQRKSVSPVRIILKDGEGPVRVKQYPLSRARRAGLKPLIEKYKRCGW

LPENPP-CAGTSEQHVLVEGIEGMGTRLPVCKPLLTKVGDHLLEHSFVYFPSCPV.

ILLGRDLLTKL

AEIFFRDDQMVVQLPVKGSSNYQMALLEDRRPAVSPECHMTGAD-PSVWALDGT -PARAKFVFPVRIVLKDGEGPVRVKQYPLSRARRAGLKPLIERYKRYGW

IPENTL-CARTSERHVLVEGIEGM*TRLPVCKPLLTKVGDHLLEHSFVYSPSCPV.

LLGRDLLTKL

AEIFFRDDEMVVQLPVRQSSNYQMALLEDRRPAVSPEDHMIGVD-PSVWADGT -PARAKFVSPVRIVLKDGEGPFRVKQYPLSRVARAGLKPLIEKYKRYGW

[[PERA?-CAGASEQHVLVEGIEGMQSRLLVCKPLLTKVGDHLLEHSFVYSPSCPV.

LLGRDLLTKL

AEIFFRDDEMVVQLPVRQSTN*CMALLED*CHVVSSEDHMTGVD-PSVWADGT-PARAKSVSLVRIILKDGEGPVRVKQYPLSRARRVGFKPLIEKYKKYRW

[ PERKP-CAGTSEQHVLVEGIEGTGSRLPVCKPLLTKVGDHLLEHSFVYSPSCPEV.

LLGRDLLTKL

AEIFFRCDCMVVGLPVRQSSNYCMALLEDREPVVSSEDHMTGVD-PSVNADGT-PA*AKSVSPVRIILKDGEGPVRVKQYPFNRARRVGLKSLIERYRKYRW

[PER?P-CAGTSEQHVLVEVIEGTQSRLPVCKPLLTRVGDHLLEHSFVYSPSCPV.

LLGRDLLTKL

AEIFFRDEQMVVQLPVRQSSNYCMALLKDRRPVVSSEDHMTGVD-LSVWADGT-PARAKSVSPVRIILKDGEGPVRVKQYPLS*VARAGLKPLIEKYKRYGW

LGRDLLTKL

IPETSP-CAGASEKHVLVEGIEGTGSQLPICKPLLTKVGDHLLEHSFVYSPSCPV.
IPETPP-?AGTSEQHVLVEGIEGTGSRLPACKPLLTKVGDHLLEHSFVYSPSCPV.

LLGRDLLTKL

AEIFFRDDGMVVQLPVRGSLNYQMALLEDRRPVVSSENHMTEVD-PSV*ADGT-PA*AKSVSPVRIILKDCGEGPVRVKQYPLSRARRVGLKPLIEKYKRCGW
AEIFFRDDQMVVQLPVRQGSSNYQMALLEGRHPVVSSEDHMTGVD-SSVWADGN ?PARAKLVSLVGIVLKDGEGPVRVKQYPLSRARRAELRPLIERYRKYGW

LGRDLLTKL

IPENPP-CAGTSEQHVLVEGIEGMQTRLPVCKPLLTKVGDHLLEHSFVYSPSCPV.
I PERPP-CAGTSEQHVLVEGIEGTQTRLPVCRPLLTKVGDHLLEHSFVYSPSCPV.

LLGRDLLTKL

AEIFFRDDQMVVQLPVKGSSNYQMALLEDRCPVVSPEDHMTIGVD-PSVWADGT-PARAKFVSPVRIVLKDGEGPVRVKQYPLSRARRAGLKPLIERYKRYGW
2-IFFRDNCMVVQLPVRQSSNYCMAF LECWRPAVSSEGHMTGVD-PSV*ANGT-PAQARSVSPVRIILRDGEGPVRVRQYPLSRAARAGLKPLIERYRRCGW

LLGRDLLTKL

LPERTP-CARTSEQHVLVEGIERTQSRLPVCKPLLTKVGDHLLKHSFVYSPSCPV.
IPETPP-?AGTSEQHVLVEGIEGTGSRLPACKPLLTKVGDHLLEHSFVYSPSCEV.

LLGRDLLTK!

AEIFFRDDCGMVVQLPVKGSLNYCMALLEDQRPVVSSECHMTRVD-PSVWNADGT-PARAKSVSPVRIILKDGEGPVRVRQYPLSRARRAGLKPLIERYKKCRW
AEIFFRCDCMVVCLPVRQSSNYCMALLEGREPVVSSEDHMTGVD-PSVNADGN ?PARRKLVSLVRIVLKDGEGPVRVKQYPLSRARRAELRPLIERYRKYGW

LLGRDLLTKL

LPENAP-CAGASEQHVLVEGIEGTGSRLSVCKPLLTKVGDHLLEHSFVYSPSCPV.
IPENTP-RAETSEQHVLVEGIERTQSRLPVCNPLLTKVGDHLLEHSFVYSPSCPV.

LGRDLLTKL

AE?FFRDDCGMVVQLPVKQGSSNYQMALLECRHSVVSSEDHITGVD-PSVWADGT-PARAKSVSPVRIILKDGEGPIRVRQYPLSQARRVGLMPLIERYRKYGW
CTEIFFRKCDQMVVQLPVRQSSNYHMAFLECRRPVVSSEDHMTEVD-PSVNADGT-PARARKSVSPVKIILKDERGPVRVRQYPLSRARRVELKPLIERYRRYRW

LPERNP-CAGTSEQHVLVEGIEGMGTRLFVCKPLLTKVGDHLLEHSFVYSPSCPV.

LGRGLLTKL

LPERPP-CAGTSEQHVLVEGIEGMGTRLPVCKPLLTKVGDHLLEHSFVYSPSCPV.

LGRDLLTKL

AEIFFRCDGMVVGLPVRQSSNYCMALLECRRPAVSPEDHMTGVD-PSVNADGT-PARAKFVSPVRIILKDGEGPVRVKQYPLSRARRAGLKPLIERYRRYGW
AEIFFRDDQGMVVQLPVKGSSNYQMALLECRRPAVSPECHMTGVE-PSVWADGT-PARAKFVSPVRIVLKDGEGPVRVKQYPLSRARRAGLKPLIEKYRR*GW

IPENPP-CAGTSEQHVLVEGIEGTGSRLPVCRPLLTKAGDHLLEHSFVYSPSCEVA
I PEKPP-CAGTSEQHVLVEGIEGMCTRLPVCKPLLTKVGDHMLEHSFVYSPSCEV.
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CAEIFFRDCDQMVVGPPVRQSSNYQIALLEDRHPAVSSEGHMTGVE-PSVWADGT-PARARKSVSPVRIILKDG*EPVRVKQ*PLSRARRAGLKPLIERYKRTCGW
AEIFFRDDQMVVQLPVKQSSNYQMALLEDRCPAVSPECHMTIGVD-PSVWADGT -PARAKFVSPVRIVLKDGEGPVRVKQYPLSRARRAGLKPLIEKYKRYGW
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39 : VLLDTGAQVNVIKPTIPHQK-MNQRIWVEGINEAREALDIVHFITEFQGKHFPLRALLGGGNLLGAPTIRFMCLK*ILNSAFPIAISENQGPEPHAPLLASTVPWKFRSIPTKPEGRPAIRNLLKGLLSEGKVVECAASHCLSVGWGIPKPRKAPCSSRLVIDYQVANSCIAPIQYVTIRYTL : 178
54 : VLVDTGAQVNVIKPTIPHQR-MNQRIWVEGINEAREADIVHFITEFQGKHFPLRALLGGGNLLGAPTIRFMCLK*ILNSAFPIAISENQGPEPHAPLLASTVPWKFRSIPTRPEGRPAIRNLLRGLLSEGKVVECAASHCLSVGWGIPKPRAPCSSRLVIDYQVANSCIAPIQYVTIRYTL : 178
82 : VLLDTGAQVNVIKPTIPHQK-MNQRIWVEGINEAREADIVHFITEFQGKHFPLRALLGGGNLLGAPTIRFMCLR*ILNSAFPIAISENQGPEPHAPLLASTVPWKFRSIPTKPEGRPAIRNLLKGLLSEGKVVECAARSHCLSVGWNGIPKPKAPCSSRLVIDYWVANSCIAPIQYVIRYTL : 178
121 : VLLDTGSQVNVIKPTIPHQK-MNQRIWVEGINEAKEADIVHFITEFQGKHFPLKALLGGRNLLGAPTIRFMCLR*ILNSAFPIAISENGGPEPHAPLLASTVPWKFRSIPTKPEGRPAIRNLLKGLLSEGKVVECAASHCLSVGWGIPKPKAPDSSRLVIDYRVANSCIAPIQYVTKYTL : 178
138 : VLVDTGAQVNVIRPTIPHQK-MNQRIWVEGINEAREADIVHFITEFQGRHFPLKALLGGRNLLGAPTIRFMCLR*ILNSAFPIAISENGGPEPHAPLLASTVPWKFRSIPTKPEGRPAIRNLLKGLLSEGKVVECAASHCLSVGWGIPKPKAPDSSRLVIDYQVANSCIAPIQYVTRYTL : 178
145 : VLLDTGAQVNVIKPTIPHQK-MNQRIWVEGINEAKEADIVHFITEFQGKHFPLKALLGGRNLLGAPTIRFMCLK*ILNSAFPIAISENGGPEPHAPLLASTVPWKFRSIPTKPEGRPAIRNLLKGLLSEGKVVECAASHCLSVGWGIPKPKAPDSSRLVIDYRVANSCIAPIQYVTKYTL : 178
146 : VLLDTGSQVNVIKPTIPHQK-MNQRIWVEGINEAREADIVHFITEFQGKHFPLKALLGGRNLLGAPTIRFMCLK*ILNSAFPIAISENGGPEPHAPLLASTVPWKFRSIPTKPEGRPAIRSLLKGLLSEGKVVECAASHCLSVGWGIPKPRAPDSSRLVIDYQVANSCIAPIQYVTRYTL : 178
149 : VLVDTGAQVNVIKPTIPHQK-MNQRIWVEGINEAKEADIVHFITEFQGKHFPLKALLGGRNLLGAPTIRFMCLR*ILNSAFPIAISENGGPEPHAPLLASTVPWKFRSIPTKPEGRPAIRNLLKGLLSEGKVVECAASHCLSVGWGIPKPKAPDSSRLVIDYRVANSCIAPIQYVTRYTL : 178
156 : VLVDTGAQVNVIKPTIPHQK-MNQRIWVEGINEAREADIVHFITEFQGKHFPLKALLGGRNLLGAPTIRFMCLR*ILNSAFPIAISENGGPEPHAPLLASTVPWKFRSIPTKPEGRPAIRNLLKGLLSEGKVVECAASHCLSVGWGIPKPRAPDSSRLVIDYQVANSCIAPIQYVTRYTL : 178
159 : VLLDTGAQVNVIKPTIPHQK-MNQRIWVEGINEAKEADIVHFITEFQGKHFPLKALLGGRNLLGAPTIRFMCLR*ILNSAFPIAISENGGPEPHAPLLASTVPWRFRSIPTKPEGRPAIRNLLKGLLSEGKVVECAASHCLSVGWGIPKPKAPDSSRLVIDYQVANSCIAPIQYVTRYTL : 178
167 : VLVDTGAQVNVIRPTIPHQK-MNQRIWVEGINEAREADIVHFITEFQGKHFPLKALLGGRNLLGAPTIRFMCLR*ILNSAFPIAISENGGPEPHAPLLASTVPWKFRSIPTKPEGRPAIRNLLKGLLS*GKVVECAARSHCLSVGWGIPKPRAPDSSRLVIDYQVANSCIAPIQYVTRYTL : 177
170 : VLLDTGAQVNVIKPTIPHQK-MNQRIWVEGINEAKEADIVHFITEFQGKHFPLRKALLGGRNLLGAPTIRFMCLR*ILNSAFPIAISENGGPEPHAPLLASTVPWKFRSIPTKPEGRPAIRNLLKGLLSEGKVVECAASHCLSVGWGIPKPKAPDSSRLVIDYRVANSCIAPIQYVTRYTL : 178
177 : VLVDTGAQVNVIRPTIPHQK-MNQRIWVEGINEAREADIVHFITEFQGRKHFPLKALLGCQNLLGAPTIHFMCLR*ILNSAFPIAISENGGPEPHAPLLASTVPWKFRSIPTKPEGRPAIRNLLKGLLSEGKVVECARSHCLSVGWGISKPRAPDSFRLVIDYRVANSHIGPIQYVTRYTL : 178

34 : VLVDIGSQANVVRPTIPHQK-?NQRIWVEGINEARK?ADVIHFIIEFQGTHFPLKALLGGONLLGTPTICFMRLREILISAFPVAISENQGPEPHAPLLVSTVE*RFRPIPTKPEGRPAIRNLLESLLGGGKFVECAASRY: IPKENT IDY ITPILYATR?TL : 175
36 : VLVDTGAQASVVRPTIPHQK-?NQRIWVEGINEAK?ADVIHFIIEFQGTHFPLKALLGGENLLGTPTICFMRLKEILISAFFVAISENQGPEPHAPLLVSTVP*RFRPIPTKPEGRPAIRNLLRSLLGGGKFVECAASRYLSVGWDIPRPNTPGSFHLVIDYRVANSLITPILYATK?TL : 175
40 : VLLDTGSQANVVKPTIPHQR-?NQRIWVEGINEAK?ADVIHFIIEFQGTHFPLRKALLGGGNLLGTPTICFMRLREILISAFPVAISENGGPEPHAPLLVSTVP*KFRPIPTKPEGRPAIRNLLKSLLGGGRFVECAASRYLSVGWDIPKPNTPGSFHLVIDYRVANSLITPILYATR?TL : 175
69 : VLVDTGAQANVVKPTIPHQR-?NQRIWVEGINEAK2ADVTHFIIEFQGTHFPLKALLGGGNLLGTPTIYFMRLREILISAFPVAISENQGPEPHAPLLVSTVP*KFRPIPTRPEGRPAIRNLLKSLLGGGRFVECAASRYLSVGWDIPKPNTPGSFHLVIDYRVANSLITPILYATR?TL : 175
70 : VLVDIGAQANVVKPTIPHQK-?NQRIWVEGINEAK?ADVIHFIIEFQGTHFPLKALLGGQNLLGTPTICFMRLREILISAFPVAISENQGPEPHAPLLVSTVE*RFRPIPTKPEGRPAIRNLLRSLLGGGKFVECAASRYLSVGWDIPKPNTPGSFHLVIDYRVANSLITPILYATK?TL : 175
161 : VLLDTGAQANVVKPTIPHQR-?NQRIWVEGINEAK2ADVIHFIIEFQGTHFPLKALLGGGNLLGTPTICFMRLREILISAFPVAISENQGPEPHAPLLVSTVP*KFRPIPTRPEGRPAIRNLLKSLLGGGRFVECAASRYLSVGWDIPKPNTPGSFHLVIDYRVANSLITPILYATR?TL : 175
168 : VLLDTGAQANVVKPTIPHQK-?NQRIWVEGINEAK?ADVIHFIIEFQGTHFPLKALLGGGNLLGTPTICFMRLREILISAFPVAISENGGPEPHAPLLVSTVP*KFRPIPTRPEGRPAIRNLLKSLLGGGRFVECAASRYLSVGWDIPKPNTPGSFHLVIDYRVANSLITPILYATR?TL : 175

VLLDTGSGANVVKPTIPHQK-TNQQIWVEGINEAREADVGHF ITEFQGKHFPLRTLLGGGNLLGT PTIRFVCLMRF *SLSFL* 2----QGPGPHAPLLVSTMPWKFRPIPTKPEGRHAIRNLLRGLVSEGKVVECAASRY ?---WGIPKPNAPGSFRLVIDYRVANSHITPLQYATRHTL : 168
52 : VLLDTGSQANVVKPTIPHQK-TNQQIWVEGINEAKEADVVHFIIEFQGKHFPLRTLLGGGNLLGTPTIRFVCLMKF*SLSFL*?
: VLVDTIGAGANVVKPTIPHQR-TNQQIWVEGINEAKEADVVHFIIEFQGKHFPLRTLLGGGNLLGTPTIRFVCLMKF*SLSFL*?
73 : VLVDIGSGANVVKPTIPHQR-TNQQIWVEGINEAREADVVHFIIEFQGKHFPLRTLLGGGNLLGTPTIRFVCPMRF*SLSFL*?
79 : VLLDTGAQANVVKPTIPHQK?TNQQIWVEGINEAKEADVVHFIIEFQGKHFPLRTLLGGGNLLGTPTIRFVCLMKF*SLSFL*?
: VLVDIGAQANVVKPTIPHQR-TNQQIWVEGINEAKEADVVHFITEFQGRKHFPLRTLLGGGNLLGTPTIRFVCLMRF*SLSFL*?
91 : VLVDIGSGANVVKPTIPHQR-TNQQIWVEGINEARKEADVVHFIIEFQGKHFPLRTLLGGGNLLGTPTIRFVCLMRKF*SLSFL*?
133 : VLVDIGSQANVVKPTIPHQR-TNQQIWVEGINEAREADVVHFIIEFQGKHFPLRTLLGGGNLLGTPTIRFVCLMRF*SLSFL*?

-QGPEPHAPLLVSTMPWKFRPIPTKPEGRHAIRNLLRGLVSEGKVVECARSRY
—-QGPEPHAPLLVSTMPWKFRPIPTKPEGRHAIRNLLRGLVSEGKVVECRASRY ?—
-QGPEPHAPLLVSTMPWKFRPIPTKPEGRHAIRNLLRGLVSEGKVVECAASRY ?---WGIPKPNAPGSFRLVIDYRVANSHITPLQYATRHTL : 168
-QGPEPHAPLLVSTMPWKFRPIPTKPEGRHAIRNLLRGLVSEGKVVECAASRY ?---WGIPKPNAPGSFRLVIDYRVANSHITPLQYATKHTL : 168
-QGPEPHAPLLVSTMPWKFRSIPTKPEGRPAIRNLLKGLLSEGRVVECARSHCLSVGWGIPKPKAPDSSRLVIDYWVANSCIAPIQYVIRYTL : 172
-QGPEPHAPLLVSTMPWKFRPIPTKPEGRHAIRNLLRGLVSEGKVVECAASRY ?---WGIPKPNAPGSFRLVIDYRVANSHITPLQYATKHTL : 168
—QGPEPHAPLLVSTMPWKFRPIPTKPEGRHAIRNLLRGLVSEGKVVECAASRY 2---WGIPKPNAPGSFRLVIDYRVANSHITPLQYATRHTL : 168

-WGIPKPNAPGSFRLVIDYRVANSHITPLQYATKHTL : 168
-WGIPKPNAPGSFRFVIDYRVANSHITPLQYATKHTL : 168

o
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il 200 w 220 w 240 w 260
39 : PELIMIVPNSSCPWGTAILCLKEMFCQIPL*DLCCGILNFSFEGCVYKWKVCPEGYKNSP-AVSGPLLGRTLLCKVQIPDGGTVLSYVDDIL : 265
54 : PELIMIVPNSSYPWGTAIDLKEMFCQIPL*DDQGILNFSFEGCVYKWKVCPEGY. +AVSGPLLGRTLDKVQIPDGGTVEPSYVLDD[IL : 265
82 : PELIMIVPNSSYPWGTAIDLKEMFYQIPL*DDQGILNFSFEGCVYRKWKVCPEGY -AVSGPLLQKTLDRVQIPDGGTVLRYVDDLL : 265
121 : PELIMIVPNSSYPWGTAIDLREMFYQIPL*DDQGILNFSFEGCVYRWKVCPGGYRNSP-AVSGPLLOKTLDRVQIPDGGTVLSYVDDIL : 265
138 : PELIMIVPNSSYPWGTAVDLREMFCQIPA*DLDQGILNFSFEGCVYRWRVCPEGY —AVSGPLLQKTLDKVCIPDGGTVLS&VDBLL : 264
145 : PELIMIVPNSSYPWETAIDLKEMFYQIPL*DDQGILNFSFEGCVYRWKVCPEGYRNSP-AVSGPLLGRTLDKVQIPDGGTVLSYVDDLL : 265
146 : PELIMIVPNSSYPWGTAIDLREVFCQIPU*DDQGILNFSFEGCVYRWRVCPEGY +AVSGPLLQKTLDRVQIPDGGTVLSYVDDIL : 265
149 : PELIMIVPNSSYPWGTAIDLREMFYQIPI*DDQGILNFSFEGCVYRWKVCPEGY -AVSGPLLGKTLDKVGIPDGGTVLYYVDDIL : 265
156 : PELIMIVPNSSYPWGTAIDLREMFCQIPL*DDQGILNFSFEGCVYRWRVCPEGY -AVSGPLLQKTLDRVQIPDGGTVPSYVDDLL : 265
159 : PELIMIVPNSSYPWGTAIDLREMFCQTPL*DLQGILNFSFEGCVYRWKVCPEGY. -AVSGPLLQKTLDRVQIPDGGTVLSYVDDIL : 265
167 : PELIMIVPNSSYPWGTAIDLREMFCQIPU*DDQGILNFSFEGCVYRWRVCPEGYRNSP-AVSGPLLQKTLDRVQIPDGGTVLSYVDDLL : 264
170 : PELIMIVPNSSYPWGTAIDLREMFYQIPL*DLQGILNFSFEGCVYRWKACPEGYRNSP-AVSGPLLQKTLDRVQIPDGGTVLSYVDDLL : 265
177 : PELIMIVPNSSYPWETAIGLKEMFYQIPL*DLDQGILNFSFEGCVYRWKVCPEGY +—AVSGPLLCKTLDRVQIPDGGTVLSYVDD[IL : 265
34 : PELIMIVCNSSYP*GTAIDLRDMFYHIPLGDDQGILNFSFRGRVYEWKVCPQGYRNSE-TISGPVLQRTLDRIQIPDGGTVLSYVDDLL : 262
36 : PELIMIVCNSSYP*GTAIDLKLCMFYHIPLGDDGGILNFSFKGRVYEWKVCPQGYRNSP-TISGPVLGKTLDKIQIPDGGTVLSYVDDIL : 262
40 : PELIMIVCNSSYP*GTAIDLKDMFYHIPLGDDGGILNFSFKGRVYEWKVCPQGYRNSP-TISGPVLGKTLDKIQIPDGGTVLSYVDDIL : 262
69 : PELIMIVCNSSYP*GTAIDLKLCMFYHIPLGDDGGILNFSFRKGRVYEWKVCPQGYRNSP-TISGPVLGRTLDRIGIPDGGTVLSYVDDIL : 262
70 : PELIMIVCNSSYP*QTAIDLRDMFYHIPLGDDQGILNFSFRGRVYEWKVCPQGYRNSP-TISGPVLQKTLDRIQIPDGGTVLSYVDDIL : 262
161 : PELIMIVCNSSYP*GTAIDLKLCMFYHIPLGDDGGILNFSFRKGRVYEWKVCPQGYRNSP-TISGPVLGKTLDRIQIPDGGTVLSYVDDIL : 262
168 : PELIMIVCNSSYP*GTAIDLKDMFYHIPLGDGQGILNFSFKGRVYEWKVCE( FTISGEVLQKTLDKIQIPDGGTVLYYVDDIL : 262
28 : PELIMIVHNSGYPWGARIDPRDMFYQIPLRDDQGILNFSFEGHVYRWRVCSQGYRNSP?AISGPLL*RTLDRVQIPDGGTVLSYVDDIL : 255
52 : PELIMIVHNSGYPWGAARIDPKDMFYCIPLRDDQGILNFSFEGHVYRWKVCPQGYRNSP?AISGPLL*KTLDRVQIPDGGTVL: DDIL : 255
61 : PELIMIVENSGYPWGAAIDPKDMFYQIPLRDDGGILNFSFEGHVYRWKVCSQGYRNSP2AISGPLL*KTLDKVQIPDGGTVLSYVDDLL : 255
73 : PELIMIVENSGYPWGAAIDPKDMFYQIPLRDDQGILNFSFEGHVYRKWKVCPQGYRNSP2AISGPLL*RTLDKVQIPDGGTVL: DDIL : 255
79 : PELIMIVHENSGYPWGAAIDPKDOMFYQIPLRDDGGILNFSFEGHVYRWKVCPQGYKNSP2AISGPLL*KTLDKVGIPDGGTVLSYVDDLL : 255
81 : PELIMIVPNSSYPWETAIDLKEMFYQIPL*DDQGILNFSFEGCVYKWKVCPEGY -AVSGPLLQKTLDRVQIPDGGTVLSYVDDIL : 259
91 : PELIMIVHNSGYPWGRAIDPKDMFYQIPLRDDQGILNFSFEGHVYRWKVCEQGY ISGPLL*KTLDRVQIPDGGTVLSYVDDIL : 255
133 : PELIMIVHNSGYPWGARIDPRDMFYQIPLRDDQGILNFSFEGHVYRWRKVCSQGY. ?AISGPLL*RTLDKVQIPDGGTVLSYVDDIL : 2SS
RT2 RT3 RT4

Supplementary Figure 1: Alignments of putative amino acid translations of selected sequences from clades CERV1 (a) and CERV2 (b). Conserved retroviral
motifs are bound by black boxes. The dark and light shaded boxes in (b) highlight the proposed sub-lineages within clade CERV2: the unshaded sequences
are group CERV2a, dark grey are CERV2b, and lighter grey are CERV2c.
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Supplementary Figure 2: Neighbour joining trees based on the nucleotide alignments of C. porosus
sequences from the CERV1 (a) and CERV2 (b) clades. Outgroups are human ERV sequences extracted
from the Repbase database and from the same general ERV classes as these sequences. Numbers
outside the circles indicate the haplotypes included in each tree. Smaller numbers within the circle
represent bootstrap support values greater than 50%.



Supplementary Tables

Supplementary Table 1: Predicted recombinant and parental sequences as determined by RDP

Recombinant B;z:ilz:o:;:t Major Parental Minor Parental Probability that the detected sequence is a recombinant®

s S ¥ s b

equence Begin End equence equence RDP GENECONV Bootscan Maxchi Chimaera SiSscan 3Seq

CERV1-All
1 289 906 | 148 Cpor_ViI 0.0230 NS 0.0234 0.0001 0.0107 0.0000 0.0000
Csia_IV 753 872 | 164 142 0.0301 NS 0.0306 NS NS NS 0.0344
Cnil_I 164 142 Trace evidence only
CERV1-porosus
1 289 869 | 175 Cpor_Vi 0.0005 NS 0.0005 0.0001 0.0021 NS 0.0000
CERV2-All
81 23 296 | 53 52 0.0001 0.0020 0.0001 0.0001 0.0001 0.0000 0.0000
Amis_lI 698 Asin_IV Ppal_ll 0.0398 NS NS NS NS NS 0.0215
Amis_| Asin_IV Ppal_ll Trace evidence only
CERV2-porosus
81 23 296 | 53 52 0.0001 0.0013 0.0001 0.0001 0.0001 0.0000 0.0000
60 16 191 | 162 34 0.0329 NS NS NS NS NS 0.0003

® Major Parent: Parent contributing the larger fraction of sequence
® Minor Parent: Parent contributing the smaller fraction of sequence
°NS: No significant P-value was recorded for this recombination event using this method




Supplementary Table 2: PAML analysis showing parameter estimates, average dy/ds, and
significance of the pairwise test comparisons

LRT test

H, Model Average dy/ds PAML parameter estimates InL statistic df pvalue
CERV1
HO MO: One ratio 0.4904 w =0.49042 -6936.0525 273.3946 4 <0.001
H1 M3: Discrete 0.5187 p0=0.63002 pl1 =0.36034 p2 =0.00964 -6799.3552
w0 =0.14883 w1l =0.97228 w2 =7.73167
H2 M1la: Nearly neutral 0.4344 p0=0.66860 pl =0.33140P2 -6845.3939 92.0213 2 <0.001
w0 =0.15403 wl = 1.00000
H3 M2a: Positive selection 0.5234 p0=0.64094 p1 =0.34945 p2 = 0.00962 -6799.3832
w0 =0.15461 wl = 1.00000 w2 =7.78576
H4 M7: Beta 0.4217 p=0.37192 g =0.50996 -6848.2309 96.8512 2 <0.001
H5 MS8: Beta & w 0.4973 p0=0.99019 p = 0.40522 g = 0.54097 -6799.8053
(p1=0.00981) w = 7.46662
CERV2
HO MO: One ratio 0.5539 w=0.55393 -4029.5600 413.1006 4 <0.001
H1 M3: Discrete 0.6898 p0=0.79438 p1 =0.18634 p2 = 0.01928 -3823.0097
w0 =0.14019 w1l = 1.66189 w2 = 13.93868
H2 M1la: Nearly neutral 0.3057 p0=0.76252 p1=0.23748 -3921.6374 178.2283 2 <0.001
w0 =0.08951 w1 = 1.00000
H3 M2a: Positive selection 0.5864 p0=0.72223 p1 =0.25559 p2 = 0.02218 -3832.5232
w0 =0.10433 w1 = 1.00000 w2 = 11.51932
H4 M7: Beta 0.3349 p=0.17755 g =0.35268 -3923.0792  164.9022 2 <0.001
H5 MS8: Beta & w 0.6217 p0=0.97733 p=0.21801 q =0.39323 -3840.6281

(p1=0.02267) w = 12.04341




