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AF1.0 Table of MHCII alpha and MHCII beta sequences from pike and salmonids

MHCIIA genes Accession # Chr. Genomic location

Eslu_DAA1 NP_001290803.1 chr.17 NC_047585.1:25.160.320-25.165.305
Eslu_DAA2Y XP_034143102.1 chr.17 NC_047585.1:25.223.821-25.225.006
Eslu_DAA3 XP_034143470.1 chr.17 NC_047585.1:25.303.871-25.315.116
Eslu_DBA1 XP_010883054.2 chr.20 NC_047588.1:30.293.930-30.298.643
Eslu_DBA2 XP_034144659.1 chr.20 NC_047588.1:30.310.087-30.314.003
Eslu_DBA3 XP_019896238.2 chr.20 NC_047588.1:30.322.856-30.325.597
Eslu_DCA XP_019897056.2 chr.20 NC_047588.1:30.854.142-30.855.420
Eslu_DDA1 XP_028978174.2 chr.09 NC_047577.1:7.021.282-7.025.210
Eslu_DDA2 XP_028978025.2 chr.09 NC_047577.1:7.044.026-7.054.127
Eslu_DDA3 XP_019905383.2 chr.09 NC_047577.1:7.061.743-7.066.269
Eslu_DDA4 XP_010864729.3 chr.09 NC_047577.1:7.077.058-7.083.387
Onki_DAA XP_031673251.1 chr.01 NC_034174.2:30.733.108-30.738.210
Onki_DBA XP_020340180.1 chr.06 NC_034179.2:46.329.716-46.335.674
Onki_DCA1 XP_031675123.1 NW_022263943.1:7.643-10.265
Onki_DCA2 XP_031667867.1 NW_022261979.1:311.232-314.542
Onki_DEA XP_031657800.1 chr.02 NC_034175.2:19.663.235-19.668.779
Onki_DFA No chr.13 NC_034186.2:59.583.236-
Onmy_DAA XP_021425091.1 chr.17 NC_035093.1:49.670.799--49.671.350
Onmy_DBA XP_021479589.1 chr.12 NC_035088.1:42.256.089-42.261.363
Onmy_DCA1 No chr.02 NC_035078:1.949.498-1.950.031
Onmy_DCA2 XP_021419620.1 chr.02 NC_035078:29.471.783-29.473.031
Onmy_DCA3 XP_021450880.1 NW_018587944.1:529-1.062
Onmy_DDA GBTD01042060.1 no genomic match

Onmy_DEA No chr.03 NC_035079.1:28.508.845-28.509.058
Onmy_DFA No chr.02 NC_035078.1:18.600.094-18.601.625
Onne_DAA XP_029508585.1 NW_021807294.1:41.778-44.505
Onne_DBA XP_029483109.1 chr.22 NC_042556.1:38.336.566-38.342.193
Onne_DCA XP_029503552.1 NW_021791902.1:24-1.239
Onts_DAA XP_024264231.1 NW_020130363.1:60.941-65.768
Onts_DBA XP_024288155.1 chr.09 NC_037105.1:55.361.845-55.367.850
Onts_DCA1l XP_024267460.1 NW_020138771.1:20-1.199
Onts_DCA2 XP_024287887.1 chr.09 NC_037105.1:43.135.612-43.141.617
Onts_DCA3 XP_024241033.1 chr.23 NC_037119.1:991.276-992.667
Onts_DEA No chr.03 NC_037099.1:16.108.478-16.110.728
Onts-DFA No chr.23 NC_037119.1:13.088.214-13.090.095
Saal_DAA XP_023999496.1 NW_019945608:1634-3556
Saal_DBA XP_023866627.1 chr.20 NC_036860.1:30.150.199-30.155.979
Saal_DCA No NW_019944863.1:7.697-8.641
Saal_DDA XP_023999181.1 NW_019945231:17.363-22.556
Saal_DEA No chr.35 NC_036874.1:9.075.676-9.078.023
Saal_DFA No chr.6.1 NC_036845:13.836.333-13.838.339
Sasa_DAA*0101 L77086.1 chr.12 NC_027311.1:61.701.375-61.703.967
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Sasa_DBA EG757342,EU008541 chr.13 NC_027312.1:60.436.490-60.443.021
Sasa_DCA DW549478,0Y704572 chr.02 NC_027301.1:5.092.612-5.094.817
Sasa_DDA DW557800 chr.12 NC_027311.1:9.215.607-9.218.392
Sasa_DEA KC316032 chr.02 NC_027301.1:25.249.180-25.251.518
Sasa_DFAps XP_014056167.1 chr.05 NC_027304.1:55.568.279-55.570.111
Satr_DAA1l XP_029600114.1 NW_021822588.1:3.641-5.620
Satr_DAA2 XP_029591961.1 chr.36 NC_042992.1:504.310-507.170
Satr_DBA XP_029546517.1 chr.15 NC_042971.1:21.333.634-21.340.327
Satr_DCA1l No chr.03 NC_042959.1:66.026.793-66.028.716
Satr_DCA2 No chr.37 NC_042993.1:6.816.058

Satr_DDA XP_029545631.1 chr.14 NC_042970.1:79.981.941-79.984.210
Satr_DEA No chr.37 NC_042993.1:23.645.472-23.647.788
Satr_DFA No chr.03 NC_042959.1:52.808.926-52.810.975
MHCIIB genes Accession # chr. Genomic location

Eslu_DAB1 XP_034143025.1 chr.17 NC_047585.1:25.147.505-25.152.712
Eslu_DAB2 XP_034143218.1 chr.17 NC_047585.1:25.335.671-25.342.225
Eslu_DBB1 NP_001290706.1 chr.20 NC_047588.1:30.301.515-30.308.996
Eslu_DBB2 XP_010883050.2 chr.20 NC_047588.1:30.314.683-30.320.727
Eslu_DCB XP_034144799.1 chr.20 NC_047588.1:30.855.505-30.860.622
Eslu_DBB3 XP_010867200.1 chr.06 NC_047574.1:6.834.048-6.839.218
Eslu_DDB1 XP_010870891.2 chr.09 NC_047577.1:6.996.793-7.014.272
Eslu_DDB2 XP_028978022.2 chr.09 NC_047577.1:7.035.721-7.040.359
Eslu_DDB3 XP_012990668.2 chr.09 NC_047577.1:7.068.106-7.075.388
Onki_DAB XP_031673186.1 chr.01 NC_034174.2:30.740.885-30.746.625
Onki_DBB XP_020339901.2 chr.06 NC_034179.2:46.340.511-46.343.391
Onki_DCB1 XP_031675120.1 NW_022263943.1:2.007-7.643
Onki_DCB2 XP_031667866.1 NW_022261979.1:314.625-319.616
Onki_DDB1 XP_031676050.1 NW_022265017.1:30.916-38.225
Onki_DDB2 XP_031666909.1 NW_022261978.1:2.892.149-2.893.573
Onmy_DAB XP_021425090.1 chr.17 NC_035093.1:49.644.190-49.668.113
Onmy_DBB XP_021479591.1 chr.12 NC_035088.1:42.266.576-42.269.097
Onmy_DCB1 No chr.02 NC_035078.1:1.939.969-1.940.217
Onmy_DCB2 XP_021476352.1 chr.02 NC_035078.1:1.942.531-1.943.589
Onmy_DCB3 No chr.02 NC_035078.1:1.944.223-1.944.501
Onmy_DCB4 XP_021419604.1 chr.02 NC_035078.1:29.466.615-29.469.923
Onmy_DCB5 No NW_018528397.1:1299-1577
Onmy_DDB1 XP_021412280.1 chr.13 NC_035089.1:5.368.697-5.370.479,
Onmy_DDB2 No chr.17 NC_035093.1:4.571.316-4.572.534
Onmy_DEB XP_021449969.1 chr.03 NC_035079.1:28.510.17677?728.511.183,
Onne_DAB XP_029508586.1 NW_021807294.1:46.283-52.355
Onne_DBB XP_029483107.1 chr.22 NC_042556.1:38.326.373-38.330.559
Onne_DCB XP_029500393.1 NW_021784836.1:4-1.153)
Onne_DDB XP_029505744.1 NW_021797582.1:351-1498
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Onne_DEB XP_029481671.1 chr.03 NC_042537.1:11.058.502-11.059.845
Onts_DAB XP_024264230.1 NW_020130363.1:54.045-59.238
Onts_DBB1 No chr.09 NC_037105.1:43.147.513-43.149.018
Onts_DBB2 XP_024288156.1 chr.09 nNC_037105.1:55.372.711-55.376.082
Onts_DCB XP_024241171.1 chr.23 NC_037119.1:986.253-990.499
Onts_DDB No chr.18 NC_037114.1:40.224.963-40.227.299
Onts_DEB XP_024251641.1 chr.03 NC_037099.1:16.111.442-16.115.521
Saal_DAB XP_023999497.1 NW_019945608:6748-11843
Saal_DBB XP_023868529.1 chr.20 NC_036860.1:30.142.406-30.145.022
Saal_DCB1 XP_023998766.1 NW_019944863.1:12.805-13.947
Saal_DCB2 XP_024000748.1 NW_019947682:21.354-23.308
Saal_DDB1 XP_023999181.1 NW_019945231:30.347-33.914
Saal_DDB2 XP_024001573.1 NW_019952256:1.709-3.388
Saal_DDB3 No NW_019944305.1:90.396-105.291
Saal_DEB No chr.35 NC_036874.1:9.078.877-9.079.056
Saal_DFB No chr.6.1 NC_036845:13.838.788-13.839.510
Sasa_DAB*0101 | CAA49726 chr.12 NC_027311.1:61.693.947-61.699.457
Sasa_DBB DY726096, EU008541 | chr.13 NC_027312.1:60.424.988-60.429.008
Sasa_DCB1 KC316031 chr.02 NC_027301.1:5.088.71-5.092.439
Sasa_DCB2 XP_014028990.1 chr.02 NC_027301.1:40.319.469-40.323.752
Sasa_DDB1 No chr.12 NC_027311.1:9.234.346-9.240.793
Sasa_DDB2 XP_014039502.1 NW_012348659.1:10.114-11.741
Sasa_DEB KC316036 chr.02 CM003280.1:25.252.264-25.253.576
Sasa_DFBps No chr.05 NC_027304.1:55.566.855-55.567.573
Satr_DAB1 XP_029591960.1 chr.36 NC_042992.1:498.192-502.800
Satr_DAB2 XP_029600113.1 NW_021822588:9.176-13.055
Satr_DBB XP_029546518.1 chr.15 NC_042971.1:21.322.740-21.326.263
Satr_DCB1 XP_029601215.1 chr.03 NC_042959.1:66.032.511-66.033.418
Satr_DCB2 XP_029594157.1 chr.37 NC_042993.1:6.809.351-6.814.933
Satr_DDB XP_029545630.1 chr.14 NC_042970.1:79.922.139-79.957.834
Satr_DEB XP_029593400.1 chr.37 NC_042993.1:23.647.912-23.651.646
Satr_DFB No chr.03 NC_042959.1:52.808.461-52.807.743

No accession number means they are manually predicted.
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AFl.1 Atlantic salmon (Salmo salar; Sasa)MHCI sequences

>Sasa-DAA*0101 chr.12 NC 027311.1:61.701.375-61.703.967 AAL40122.1
MKTSVIVLILCWQVYAEHKVLHIDLVITGCSDSDGLDMYGLDGEEMWYADENKQEGVVAL
PPFADPFTFPGFYEQAVGNQGVCKGNLAKCIKAYKNPEEKIDPPHSSIYPRDDVDLGVEN
TLICHVSGFFPAPVRVRWTRNNONLTEGVRLSTPYPNADFTLNQFSSLPFTPEEGDIYGC
TVEHKGLAEPLTRIWEPEVIQPSVGPDVEFCGVGLTLGLLGVAAGTFFLIKGNQCN
>Sasa-DAB1*0101 chr.12 NC 027311.1:61.693.947-61.699.457 XP 013988542
MSMSIFCVSLTLVLSIFSGTDGYFEQVVRQCRYSSKDLQGIEFIDSYVENKAEYIRFNST
VGKEVGYTELGVKNAEAWNSDAAVLAVERGELERYCKHNADLHYSTILDKTVEPHVRLSS
VAPPSGRHPAMLMCSAYDEFYPKPIRVTWLRDGREVKSDVTSTEELANGDWYYQIHSHLEY
TPRSGEKISCMVEHISLTEPMVYHWDPSLPEAERNKIAIGASGLVLGAILALAGLIYYKK
KSSGVL

>Sasa-DAB2ps chr.22 NC 027321.1: 25.326.916-25.327.147
VEPHVRMSSMTPPSGRHPAMLMCSAYDFYPKPIRLTFIRNEELGDGDWYYQIHSHLEYTP
TSEEKISCMLKH

>Sasa-DBA chr.13 NC 027312.1:60.436.490-60.443.021 XP 013992518.
MSFEMNYSVIILILTGAVCTSAEIHHEIHFIFGCFESSDPAVGLE IDGDEVFYGDFNKNS
NTCLIADVVFTLPKFISITPEDKERACEYATISRVWCKDCIAWGKQSEPKIPKIKDAPES
TIYPRDEVELGVENTLICEFVNDFFPPPVKVYWTKNEMEVTEGLSLSRYYPNKDGTFHQFS
SLSFTPOQKEDVYICAVAHTALKEPKTREYKVSGSSAGPGPAVFCGVGLTLGLLGVATGIF
LIYKGKRATESQE

>Sasa-DBB chr.13 NC 027312.1:60.424.988-60.429.008 ABX44766.1
MYVLNCFSIHLLLLEFSSLSEVVDSSDEDFAHDDAWCREFSSRDLHNMEYILEHHFNKILVA
QYNSTTERWTGYTAWGVISAEKWNEDPDEIPRRRTDMGVLCKPYANRIYNATEMEMVEPN
VTLRLEGPSSDSSLVCSVHEFFYPKHIRVITWLRNGEEVTSDVTSTDVLANGLWSYQIQSYL
KYTPTTGERITCMVEHISQTEPKLYYWDPSLPKSEKNKIVIGVCGLLLGVVEVVAGLIYW
AKSTGRLLGLIGERDYGTCD

>Sasa-DCA chr.02 NC 027301.1:5.092.612-5.094.817 XP_014005526.1
MNLSVAIVVLTAVVCTSAEIPHETVYVLGCLEKTKVKAEAELQLDGEEVVYADFQSGQEV
WITLPEFLGPFSSSTVRNFYKNAVKGRRLCRDALALWIFEEKSPPEVKDAPESTIYPRAEE
ELGVENTLICFANHFYPPPVKVNWTKNGLEVTEGTSLSRYYPNEDGTFHQFSSLSFTPQE
GDVYGCTVKHTALEDPKTREFWEYEVREVSGSSAGPAVFCGVGLTLGLLGVATGTFLYVKG
QQFN

>Sasa-DCB1 chr.02 NC 027301.1:5.088.71-5.092.439 XP_014005512.1
MSVLNLSSIHLLLLEFSSLSGVDGYFGHFEMRCRFSSEDPRDIEYLLQVYGNKKLLGQYNS
TTEKCTVYTQWMKNFTETACKGPAFLSERREEMNKYCSSNVPVVYGYLLDKAVEPYIRLR
SVESFSTRHPAMLVCSAYDEFYPKPIRVTWLRDGQEVTSNVTSTEELVNGDWTYQIHSHLE
YTPTPGERITCMVEHFSLTEPKLYDWDPSLPGPERNKMVIGACGLLLGVVFIAAGLIYYR
KKSTEGRVLEPTMALPESYGTI

>Sasa-DCB2 chr.02 NC 027301.1:40.319.469-40.323.752 XP 014028990.1
MSVLNLSSIHLLLLEFSSLSGVDGYFGHFEMRCREFSSEDPRDIEYLLQVYGNKKLLGQYNS
TTEKCTVYTQWMKNFTETACKGPAFLSERREEMNKYCSSNVPVVYGYLLDKAVEPYIRLR
SVESFSTRHPAMLVCSAYDEFYPKPIRVTWLRDGQEVTSNVTSTEELVNGDWTYQIHSHLE
YTPTPGERITCMVEHFSLTEPKLYDWDPSLPGPERNKMVIGACGLLLGVVFIAAGLIYYR
KKSTGEETPAILCONNQILFKSKFE

>Sasa-DDA chr.12 NC 027311.1:9.215.607-9.218.392 XP 013985893.1
MMALVEFMILLFMLSSTQGQEQHVENVINTRSETEEFNMTIVVDDNEYLHVYLNNKEGVVT
LPEWGNYVDCPICVRVAESRRADLNNDIKLFNLETPEAKVPPEIKLYAKDEVKLGINNSL
VCEVNNFFPPPVQVKWTKNDENVPKGVKVGQYATNSDYTFYRFSTLTFEPQEGDIYTCIV
DHTALDEPLTRTWEFEVPPRASVGPAVFCGLGLTLGLLGVATGTFFLVKGTQCQ
>Sasa-DDBl chr.12 NC 027311.1:9.234.346-9.240.793 XP 013985890.1
MEFSFFCPTDGHFTTTLDLCYYRGEDPHDVEYIWRAISDMVKVMEYNSTLNRFTGYTPIGI
HKAEQFNADPVVLASFQTPLYFFCKYYGALAYKAGLNSNVEPSVHLRSMTPHSDRHPSML
TCSAYKFYPKQIRVTWLRNGQEVTSNMTSSEELANGDWHHQIHSYLEYTPTPGEKISCMV
EHASFTEPKILHWDMSLPESGRNKIAIGASGLVLGVVFAAAGLLYYNRRKTTGGGGRELV
PTSHPSQ

>Sasa-DDB2 NW 012348659.1:10.114-11.741 corrected XP 014039502.1
VEFMHSCFFSPDGHFITTLNLCYYRGEDPHDVEY IWRAISDMVKVMEYNSREFTGYTPIGIH
KAEQFNADPVVLASFQTPLHFFCKYYGALAYKAGLNSNVENKRILSHRSMTPHSDRHPSM
LTCSAYKFYPKQIRVTWLRNGQEVTSNMTSSEELANGDWHYQIHSYLEYTPTPGEKISCM
VEHASFTEPNILHWDMSLPESGRNKIAIGASGLVLGVVFAAAGLLYYNRRKTTGGGGE
>Sasa-DEA chr.02 NC 027301.1:25.249.180-25.251.518 No pred.
MGCRVFLAFILGVCLLSHCQSKHLLRFLTFCQKNVPSDEEYDVEFDGDELEYVDSITYQV
ERRLSEFAQQWTPDPGLPHEVYVSLGTCQYNIPRCIVGEKSPPEAIEVPTSHIYSQREVE
LGVPNTLICRVSDFHPTPVDVTWTRNEQPVAERTIIQTQYYSNEDFSFRIFSYLSITPQE
GDIYSCSVGHVSLOQEPLTRIWEVEVHTDHQTVETAVCVGGVTLGVVGVATGVWETIKKAKR
SGWALRT
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>Sasa-DEB chr.02 NC 027301.1: 25.252.264-25.253.576 No pred.
MALCWVYWMAGLSVIQTWATPAGGYQFQGIVDCEYDDTIDNMIYFVKNIFDQKLTTIYDS
RVOKYVGFGEFGIRNADRYNSQAWKMAIRKAEVETICRYSAIFFKLSTLERIVPPIVKVR
LTKPSRYGELSMLECSVLGEFYPQEVRVSWLRDGLETTTAVTSTDTLANGDWSYQLHSYLE
FRPOQRGESVSCMVEHPSLDEPLEVVWDTSGLDAKWEFKMAIGVCSLFIGVAMAIGGGVYYW
WKNRSGFRRVNR

>Sasa-DFAps chr.05 NC 027304.1:55.568.279-55.570.111 XP_014056167.1
MGCRVFLALILGVCLLSHCQSKHLLRFLTFCQKNITHKEYDVEFEDELFYVDPMTYRVERR
LSAFAQQWTRDPGLPHEVNVSLGTCQYNIPCCIVGENEAPTSHIYSQREVELGDPNTLICR
VSDFHPTSVDVIWTRNEQPVGEGTVSLTQYYSNENFSFRIFSYLSITPQEGDIYSCSVGHV
SLOEPLTRIWEVEVHTDHQTVETAVCVGGVTLGVVGVATKKAKRSGWALRT

>Sasa-DFBps chr.05 5 NC 027304.1:55.566.855-55.567.573 No pred.
AGLPVIHTWETPAGGYQFQGIVDCEYDTIDNMIYEFVKNIFNQKLTIYGARVQKYMGFGEY
GIRNADHYNSQAWKMAIRKA*VETICPYSARFFKLSTLERIVPPTVKVCLTKTSRYGELS
MLEDTSGLHTKWFKMAIGVCSLFIGVAMAIGGVYYWWKNR

AF1.2 Brown trout (Salmo trutta; Satr)MHCII sequences

>Satr-DAAl NW 021822588.1:3.641-5.620 XP 029600114.1
MKTSVIVLVLCWQVYAEHKVLHKDLYISGCSDSDGLDMYGLDGEELWYADFIKGEGVVAL
PPEFVDPLSFPGFYEQAVGQQOGVCKANLATSIKAYKNPEEKIAPPHSSIYPRDDVDLGVEN
TLICHVSGFHPAPVRVRWTRNNONLTEGVRLSTPYPNADFTLNQFSSLPFTPEEGDIYGC
TVEHKGLAEPLTRIWEPEVTQPSVGPAVEFCGVGLTLGLLGVATGTFFLIKGNQCN
>Satr-DABl1 NW 021822588:9.176-13.055 XP_029600113.1
MMRQCRYSSKDLQGIELITSYVENKVEDIRENSTVGKYVGYTEHGVYNAEAWNSDAGILA
QELGELERFCKHNADLHYSAILDKTVAPHVRLSSVAPPTGRHPAMLMCSAYDFYPKPIRV
TWLRDGGEVKSDVTSTEELANGDWYYQIHSHLEYTPRSGEKISCMVEHISLTEPMVYDWD
PSLPEAERNKIAIGASGLVLGAILALAGLIYYKKKSSGVL

>Satr-DAAZ2 chr.36 NC 042992.1:504.310-507.170 XP_029591961.1
MSLCCLNMKLSVIVLILCCQVYAEDKVLHIDLYVSGCSDSDGVGVEGLDGEEKWYADENK
GKGVVVQPPEFSDPLNYDRFYEHAVGSQEILKANLAKCIKAYKNPPEKIVPPHSSIYPRDD
VELGVENTLICHVSGFFPPPVRVRWTRNNONVTEGVRLSTPYPNADVTENQFSSLPFTPE
EGDIYSCTVEHKGLTETLTRIWEPEVSQPSVGPAVFCGVGLTLGLLGVATGTFFLIKGNQ
CN

>Satr-DAB2 chr.36 NC 042992.1:498.192-502.800 XP_029591960.1
MSIPIAFYICLTLFLSIFYGIDGYFYHRVSECRYSSKDLOGIEYIDSEFYFNQAEHVRENS
TVGKYVGYTEYGVKSADAWNKDYLVQELGALESYCKYNAAIYYGAILDKTVAPHVRLSSV
TPPSGRHPAMLMCSAYDFYPKPIRVTWLRDGREVKSDVISTEELANGDWYYQIHSHLEYT
PRSGEKISCMVEHISLSEPMMYHCDPSLPEAERNKIAIGASGLVLGAILALAGLIYYKKK
SAGEVISV

>Satr-DBA chr.15 NC 042971.1:21.333.634-21.340.327 XP_029546517.1
MSLEMNYSVIILILTGAVCTSAEIHHEIHFIYGCFESSDPAVGLEIDGDEVEYGDENKNS
NTCLIADVAFTLPKFISITPEDKERACEYATISRVWCKDCIAWGKQSEPKIPKIKDAPES
TIYPRDEVELGVENTLICEFVNDFFPPPVKVNWTKNGMEVTEGLSLSRYYPNKDGTFHQFS
SLSFTPOQKEDVYICAVAHTALKDPKTREYKVSGSSAGPGPAVFCGVGLTLGLLGVATGIF
LIYKGKRATESQEYSWEVRHWTREI

>Satr-DBB chr.15 NC 042971.1:21.322.740-21.326.263 XP 029546518.1
MYVLNFFSTIHLLLLESSLSEVVDSSDEDFAHDDAWCRESSRDLEHNMEYILEHHEFNKIMVA
QYNSTTERWTGYTAWGVISAEKWNEDPDEIPRRRTDMDVLCKPYANRIYNATEMFMVEPN
VTLRLEGPSSDSSLVCSVHEFFYPKHIRVITWLRNGEEVTSDVTSTDVLANGLWSYQIQSYL
KYTPTTGERITCMVEHISQTEPKLYYWDPSLPKSEKNKIVIGVCGLLLGVVEVVAGLIYW
TKSTGRLLGLIGERDYGTCD

>Satr-DCAl chr.3 No pred. NC 042959.1:66.026.793-66.028.716
MNLSVAIVVLTAVVCTSAEVPHETVYVLGCLEKTKVEAEAELQLDGEEVVYAEFQSGQEV
WILPEFLGPFSSSTVRNFKNAVKGRRLCRDALALWIFEEKSPPEVKDAPESTIYPRAEEE
LGVENTLICFANHEFYPPPVKVNWTKNGLEVTEGTSLSRYYPNEDGTFHQFSSLSFTPQEG
DVYGCTVEHTALEDPKTRFWEYEVREVSGSSAGPAVFCGVGLTLGLLGVAIGTEFLYVKGQ
QFN

>Satr-DCA2 chr.37 NC 042993.1:6.816.058-6.815.141
MNLSVTIVVLTAVVCTSAEVPHETVYVLGCLEKTKVEAELQLDGEEVVYADEQSGQEVWT
LPEFLGPFPSSSTRKLEFYKNAVKGRLLCRDALALWILEENCPPEVKDAPESTIYPRAEEE
LGVENTLICFANHFYPPPVKVNWTKNGLEVTEGASLSRYYPNEDGTFHQFSSLSEFTPQEG
DVYGCTVEHTALEDPKTREW



AF1. Deduced amino acid sequences

>Satr-DCB1 chr.03 NC 042959.1:66.032.511-66.033.418 corr. XP 029601215.1
DGYFGHFEMRCWESSEDPRDIEYLLOVYGNKKLMGQYNSTTEKCTVYTQWMKNETETACK
GRAFLADRREEMKKYCSSNVPVVYGYLLDKAVEPYIRLRPVEPFSTRHPAMLVCSAYDEY
PKPIRVTWLRDGQEVTSNVTSTEELVNGDWTYQIHSHLEYTPTPGERIPCMVEHFSLTEP
KLHDWDPSLPGPERNKMVIGACGLLLGVVFIAAGLIYYRKKSTEGQVLVPTMALPESYGT

I

>Satr-DCB2 chr.37 NC 042993.1:6.809.351-6.814.933 XP 029594157.1
MSVLNLSSIHLLLLEFSSLSGVDGYFGHFEMRCRESSEDPODIEYLLOVYGNKKLLGQYNS
TTEKCTVYTQWMKNEFTETACKGPAFLAERREEMKKYCSSNVPVVYGYLLDKAVEPYIRLR
PVEPFSTRHPAMLVCSAYDFYPKPIRVTWLRDGQEVTSNVTSTEELVNGDWTYQIHSHLE
YTPTPGERITCMVEHFSLTEPKLYDWDPSLPGPERNKMVIGACGLLLGVVFIAAGLIYYR
KKSTEGQVLVPTMALPESYGTI

>Satr-DDA chr.14 NC 042970.1:79.981.941-79.984.210 XP 029545631.1
MMMALVEFMILLEMVSSTQGQEQHVENVINARSETEEFNMTIVVDDNEYLHVYLNNKEGVV
TLPEWVNYVDCPICVRVAESRRADLNNDIKLESLETPEAKVPPEIKLYAKDEVKLGINNS
LVCEVNNEFFPPPVQVKWTKNDENIPKGVKVGQYATNSDYTEFYRFSTLTFEPQEGDIYTCI
VDHTALDEPLTRTWEFEVPPRASVGPAVECGLGLTLGLLGVATGTFFLVKGTQCQ
>Satr-DDB chr.14 NC 042970.1:79.922.139-79.957.834 XP 029545630.1
MMACLQSYLLEVVMFSFFTPTDGHEFITTLDLCYYRGEDPHDVEYIWRAISDMVKVMEYNS
TLNRFTGYTPTGKHKAEQFNADPVVLASFQTPLHFFCKYYGALAYKAGLNSNVEPSVHLR
SMTPHSDRHPSMLTCSAYKFYPKQIRVTWLRNGQEVTSNMTSSEELANGDWHYQIHSYLE
YTPTPGEKISCMVEHASFTEPKILHWDMSLPESGRNKIAIGASGLVLGVVFAAAGLLYYN
RRKTTGGGGRELVPTSHPSQ

>Satr-DEA chr.37 NC 042993.1:23.645.472-23.647.788 No pred.
MGCRVFLAFILGVCLLSHCQSKHLLRFLTFCQKNVPSDEEYDVEFGGDELEFYVDPITYQV
ERRLSEFAQQWTPDPGLPHEVYVSLGTCQYNNPRCIVGEKSPPEAIEVPTSHIYSQREVE
LGVPNTLICRVSDFHPTPVDVTWTRNEQPVAERTIIQTQYYSNEDEFSFRIFSYLSITPQD
GGEVEVHTDHQTVETAVCVGCVTLGVVGVATGVWEFIKKAKRSAWA

>Satr-DEB LG37 NC 042993.1:23.647.912-23.651.646 XP_029593400.1
MALCWVYWMAGLSVIQTWATPAGGYQFQGIVDCEYDDTIDNMIYEFVKNIFNQKLTTIYDS
RVOKYVGFEEFGIRNADRYNSQAWKMATIRKAEVETICRYSARFFKLSTLERIVPPIVKVR
LTKPSRYGEPSMLECSVLGFYPQEVRVSWLRDGLETTTAVTSTDTLANGDWSYQLHSYLE
FRPRRGESVSCMVEHPSLDEPLEVVWDTSGLDAKLFKMAIGVCSVEFIGVAMAIGGGVYYW
WKNRSGFRRVNR

>satrDFA chr.3 NC 042959.1:52.808.926-52.810.975 No pred.
MGCRVFLALILGVCLLSHCQSKFAAVFDLLPKKHHSYKEYDVEFEDELFYVDPMTYRVER
RLPAFAQOQWTPDPGLPHEVNVSLGTCQYNIPCCIVGENGAPNRGSHLPHILPERGDEFHPT
SVDVTWTRNEQPVGEGTVSQIQYHSNENFSFRIFSYLSITPQEGDIYSCSVGHVSLQEPL
TRIWEVEVYMDHQTVETAVCVGGVTLGVVGVASGLWEIKKAKRSGWALRT

>Satr-DFB chr.03 NC 042959.1:52.808.461-52.807.743 no pred.
SGGYQFQGIVDCEYDTIDNMIYEVKNIFNQKLTIYGARVOKYMGEFGEYAIRNADHYNSQA
WKMAIRKAEVETICPYSARFFKLSTLERIVPPTVKVCLTKTSRYGELSMLEGSDTSGLHT
KWEKMAIGVCSLFIGVAMAIGGVYYWWKNR

AF1.3 Rainbow trout (Oncorhynchus mykiss; Onmy) MHCII sequences

>Onmy-DAA Chr.17 NC 035093.1:49.670.799 -49.671.350, corr XP 021425091.1
MSLCCLNMKTSMIVLILCCQVYAEDKVLHTDIYITGCSDSDGVNMYGLDGEELWYADENK
KEGVVALPPFADOMTFPGEFYEQAVGELEIMKGNLAKCIKAYKNPPEAIDPPHSSIYPRDD
VELGVENTLICHVSGFFPPPVRVRWTRNNONVTEGGRISTPYPNTDVTENQEFSSLSEFTPE
EGDIYGCTVEHKGLTEPLTRIWEPEVSQPSVGPAVFCGVGLTLGLLGVATGTEFFLIKGNQ

CN

>Onmy-DAB Chr.17 NC 035093.1:49.644.190-49.668.113 XP_021425090.1
MSMPIAFYICLTLILFIFSGTDGYFYHRLAQCRYSSKDLHGMEHIDSYVENKAEYVRENS
TVGREVGYTEHGLKNAEAWNSDAGILGQEQAELERFCKHNADIYYSAIRDKTVEPHVRLS
SVTPPSGRHPAMLMCSAYDEFYPKQIRVTWLRDGREVKSDVTSTEELANGDWYYQIHSHLE
YTPKSGEKISCMVEHISLTEPMMYHWDPSLPEAERNKIAIGASGLVLGTILALAGLIYYK
KKSSGVL

>Onmy-DBA Chr.12 NC 035088.1:42.256.089-42.261.363 XP 021479589.1
MSFEMNYSVIILILTGAVCTSAEIHHEIHFIYGCFESSDPAVGLEIDGDEVEYGDESKNS



AF1. Deduced amino acid sequences

NTCLIADVVFTLPKFISITPEDKERACEYATISRVWCKDCIAWGKQOSVPKIPKIKDAPES
TIYPRDEVELGVENTLICEFVNDFFPPPVKVNWTKNGMEVTEGLSLSHYYPNKDGTFHQFES
SLSFTPOKEDVYICTVAHTALKYPKTREYKVSGSSVGPGPAIFCGVGLTLGLLGVATGIF
FIYKGKRATESQE

>0Onmy-DBB chr.12 NC 035088.1:42.266.576-42.269.097 XP_021479591.1
MYVLNCFPIHLLLLEFSSLSEVVDSSDEDFAHDDAWCRESSRDLHDMEY ILEHHEFNKIMVA
QYNSTTERWTGYTAWGVISAEKWNEDPDEIPRRRSDMDVLCKPYANRIYNTTEMFMVEPN
VTLRLEGPSSDSSLVCSVHFFYPKHIRVIWLRNGEEVTSDVTSTDVLANGLWSYQIQSYL
KYTPTTGERITCMVEHISQTEPKLYYWDPSLPKSEKNKIVIGVCGLLLGVVEVVAGLIYW
KKSTGRLLGLIG

>0Onmy-DCAl Chr.2 NC 035078:1.949.498-1.950.031 No pred.
MNLSVAIVVLTAVVCTSAEVPHETVYVQGCLENTKVEAEAELQVDGEEVVYADFQSGREV
WITLPEFLGPFPSSTVRNEFYKNAVKGRRLCODALALWILEEKCPPEVK

>0Onmy-DCA2 Chr.2 NC 035078:29.471.783-29.473.031 XP_021419620.1
MNLSVAIVVLTAVVCTSAEIPHETVYVQGCLENTKVEAEAELQVDGEEVVYADFQSGQEV
WILPEFLGPFPSSTVRNEFYKNAVKGRRLCODALALWILEEKCPPEVKDAPESTIYPRAEE
VLGVENTLICFANHFYPPPVKVNWTKNGLEVTEGASLSRYYPNKDGTFHQFSSLSFTPRE
GDVYACTVEHTALEDPKTRFWEYKIHEVSGSSAGPAVFCGVGLTLGLLGVATGTFLYVKG
QOFN

>0Onmy-DCA3ps NW _018587944.1:529-1.062 XP_021450880.1
ICFANHFYPPPVKVNWTKNGLEVTEGASLSRYYPNKDGTFHQFSSLSFTPQEGDVYACTV
EHTALEDPKTREFWEYKIHEVSGSSAGPAVFCGVGLTLGLLGVATGTFLYVKGQQFN
>Onmy-DCBlps chr.2 NC 035078.1: 1.939.969-1.940.217 No pred.
DGYFGHFEMRCREFSSEEPRDIEFLLOVYGNKKLLGQYNSTTEKCTVYTQWMKNEFTETACK
GPAFLAARRDEMKKYCS

>0Onmy-DCB2 chr.2 NC 035078.1:1.942.531-1.943.589 XP_021476352.1
MSVLNLSSIHLLLLFSSLSGVDGYFGHFEMRCRESSEEPRDIEFLLOVYGNKKLLGQYNS
TTEKCTVYTQWMKNEFTETACKGPAFLAARRDEMKKYCSSNVPVVYGYLLDKAVEPYVRLR
SVEPFSTRHLAMLVCSAYDFYPKPIRVTWLRDGQEVTSNVTSTEELVNGDWTYQIHSHLE
YTPTPGERIACMVEHFSLTEPKLYDWDPSMPGPEKNKMVIGACGLLLGVVFIAAGLIYYR
KKSTEGRVLVPTMALPEIYGTI

>0Onmy-DCB3ps chr.2 NC 035078.1: 1.944.223-1.944.501 No pred.
DGYFGHFEMRCREFSSEEPRDIEFLLOVYGNKKLLGQYNSTTEKCTVYTQWMKNFTETACK
GPAFLAARRDEMKKYCSSNVPVVYGYLLDKAGE

>0Onmy-DCB4 chr.2 NC _035078.1: 29.466.615-29.469.923 XP 021419604.1
DGYFGHFEMRCREFSSEEPRDIEFLLOVYGNKKLLGQYNSTTEKCTVYTQWMKNEFTETACK
GPAFLAARRDEMKKYCSSNVPVVYGYLLDKAVEPYVRLRSVEPFSTRHLAMLVCSAYDFEY
PKPIRVTWLRDGOQEVTSNVTSTEELVNGDWTYQIHSHLEYTPTPGERIACMVEHFESLTEP
KLYDWDPSMPGPEKNKMVIGACGLLLGVVFIAAGLIYYRKKSTEGRVLVPTMALPEIYGT
I

>OnmyDCB5ps NW_018528397.1:1299-1577 No pred.
DGYFGHFEMRCREFSSEEPRDIEFLLOVYGNKKLLGQYNSTTEKCTVYTQWMKNFTETACK
GPAFLAARRDEMKKYCSSNVPVVYGYLLDKAGE

>Onmy-DDA GBTD01042060.1 TSA: no genomic match
MMMALVEMIVLETVSSTQGQOAHVEFTVIGARSETEEFNMTIVADGNEYLHVYLKNKEDVVT
LPEWINDVDCPICVRIAESRRAGLSNYIKLFSLETPEAKVPPEIKLYAKEEVKLGINNSL
VCEFINNFFPPPVQVKWTKNDENVPKGVKVGQYATNSDYTFYREFSTLTFEPQEGDIYTCIV
DHMALDEPLTRTWEFEVPPHPSVGPAVFCGLGLTLGLLGVATGIFFLVKGTQROQ
>Onmy-DDB1 chr.13 NC 035089.1: 5.368.697-5.370.479, XP 021412280.1 corr.
MMACLOSYLLEFVVMFSFFTPTDGHFITILDLCYYRGEDPHDVEYIWRAISDMVKVMEYNS
SLNRLTGYTPIGIHKAEQEFNADPVVLASFQTPLNFLCKRYGAVAYEAGVNNNVEPSVHLK
SMTAHGDRHPSMLTCSAYKFYPKQIRVTWLRNGQEVTSNMTSSEELANGDWHYQIHSYLQ
YTPTPGEKISCMVEHASFTEPKILHWDMSLPESERSKIATIGPSGLVLGVVFAAAGLLYYN
RRKTTGGDVSISHDGAAVTLRPTI

>Onmy-DDB2 Chr.17 NC 035093.1: 4.571.316-4.572.534 No pred.
DMSLPESERSKIAIGPSGLVLGVVFAAAGLLYYNRRKTTGGDVSISHDGAAVTLRPTI
>Onmy-DEAps Chr.3 NC 035079.1: 28.508.845-28.509.058 No pred.
KHLLRFLTFCQKNVTSDEEYDVEFDGDELEFYPAVDPMTWSLMEMSSSTQQWTPDPGLPHD
VYVSLGTCQCNVTRCIVGEKSPPEAIGG

>Onmy-DEBps Chr.3 NC 035079.1:28.510.176-28.511.183, XP 021449969.1
MALCWVYWVAGLSATIQTRATPAGGG*QFQGILDCEYDDTTDNMIYEVKNIFNQKLTTIYD



AF1. Deduced amino acid sequences

SRVQKYVGFGEFGIRNADHYNSQAWEMATIRKAEVETICRYSARYFKLSTLERIVPPIVKA
RLTKPSRYAELSMLECSVLGFYPQEVRVSWLRDRLETTIAVTSTDTLANGDWSYQLHSYL
EFRPQRGESVSCMVEHPSLDEPLEVVW

>Onmy-DFAps Chr 2 NC 035078.1: 18.600.094-18.601.625 No pred.
NHLLOQFLTFCQKNITSDKEYEVEFDGDELFYVDPMTYRVEQ*LSEFAQ*WTPDPGLPH*V
YVSLGTCKYNIPHCIVGENEHYPHSGVNNRASHI*SQRKVELGVPNTLICLVINFHPTPV
HVITWTINEQPVGERTVSQTQYYSNEDFSEFRIFSYLSITPQEGDIYSCSVGHVSLQEPEFTR
NWEVEVHTAHQTVETAVCVGSVTLGVVGVATGVWEIKKAKRSGWA

AF1.4 Sockeye salmon (Oncorhynchus nerka; Onne)MHCII sequences

>Onne-DAA NW 021807294.1:41.778-44.505 XP 029508585.1
MSLCCLNMKTSVIVLILCCQVYAEDKVLHIDIYLSGCSDSDGVDMYGLDGEEEWYADENK
KEGVVALPPFADQITFPGFYEQAVGNQGVCKANLATSIKAYKNPPETIDPPHSSIYPRDD
VELGVENTLICHVSGFFPPPVRVRWTRNNONVTEGGRISTPYPNTDVTENQFSSLSFTPE
EGDIYGCTVEHKALTEPLTRIWEPEVSQPSVGPAVFCGVGLTLGLLGVATGTFFLIKGNQ
CN

>0Onne-DAB NW 021807294.1:46.283-52.355 XP 029508586.1
MSMPIAFYICLTLILFIFSGTDGYFYHRLAQCRFSSKDLHGIELIDSYVENKAEYVRENS
TVGRYVGYTEYGVKNAKAWNSDAGILGQEQAELERVCKTGAAIDYSNILDKTVEPHVRLS
SVTPPSGRHPAMLMCSAYDEFYPKPIRVTWLRDGREVKSDVTSTEELANGDWYYQIHSHLE
YTPKSGEKISCMVEHISLTEPMMYHWDPSLPEAERNKIAIGALVWCWEPS

>0Onne-DBA chr.22 NC 042556.1:38.336.566-38.342.193 XP 029483109.1
MSFEMNYSEIVLILTGAICTSAEIHHEIHFIYGCFESSDPAVGLEIDGDEVFYGDEFNKNS
NTCLIADVVFTLPKSISITPEDKERACEYATISRVWCKNCIAWGKQSEPKIPKIKDAPES
TIYPRDEVELGVENTLICFVNDEFFPPPVKVNWTKNGMEVTEGLSLSRYYPNKDGTFHQFS
SLSFTPQKEDVYICAVAHTALKDPKTREYKVSGSSVGPGPAVFCGVGLTLGLLGVATGMFE
FIYKGKRAT

>Onne-DBB chr.22 NC 042556.1:38.326.373-38.330.559 XP 029483107.1
MYVLNCLSIHLLLLFSSLSEVVDSSDEDFAHDDAWCRFSSRDLHNMEYILEHHFNKIMVA
QYNSTTERWTGYTAWGVISAEKWNEDPDEIPRRRSDMDVLCKPYANRIYNTTEMFMVEPN
VTLRLEGTSSDSSLVCSVHFFYPKHIRVTWLRNGEEVTSDVTSTDVLANGLWSYQIQSYL
KYTPTTGERITCMVEHISQTEPKLHYWDPSLPKSEKNKIVIGVCGLLLGVVEFVVAGLIYW
KKSTGRLLDLIGELDYGTCD

>Onne-DCA1 NW 021791902.1:24-1.239 XP 029503552.1
MNLSVAIVLLTAVVCTSAEIPHETVYVQGCLEKTKVEAEAELQVDGEEVVYADFQSGQEV
WTLPEFLGPFPSSTVRNEFYKNAVKGRRLCODALALWILEEKFPPEVKDAPESTIYPRAEE
VLGVENTLICFANHEFYPPPVKVHWTKNGLEVTEGASLSRYYPNKDGTFHQFSSLSFTPQE
GDVYACTVEHTALEDPKTRFWGEKLFL

>Onne-DCAZ2ps NW 021792314:1-276 XP _029503714.1
IPPPDAPESTIYPRAEEVLGVENTLICFANHEFYPPPVKVHWTKNGLEVTEGASLSRYYPN
KDGTFHQFSSLSFTPQEGDVYACTVEHTALEDPKTRFWEIHEVSGSSAGPAVFCGVGLTL
GLLGVATGTFLYVKGQQFN

>Onne-DCBps NW _021784836.1:4-1.153 XP 029500393.1
LDKAVEPYIRLRSVEPFSTRHLAMLVCSAYDFYPKPIRVTWLRDGQEVTSNVTSTEELVN
GDWTYQIHSHLEYTPTPGERIACMVEHFSLTEPKLYDWDPSMPGPEKNKMVIGACGLLLG
VVFIAAGLIYYRKKSTEGRVLVPTMALPESYGTI

>0Onne-DDB NW_021797582.1:351-1498 corr XP 029505744.1
FMVHSCFFSPDGHFITILDLCYSRGEDPHVEYIWRAISDLVKVMEYNSSLNRLTGYTPIG
ITHKAEQCNADPVVLASFQTPLLSFCKHYGAVAYEAGVNNNHPSMLMCSAYKFYPKQIRVT
WLRNGQEVTSHMTSSEELANGDWHYQIHSYLEYTPTPGEKISCMVEHASFTEPKILHWIP
DMSLPESERSKIGLVLGVVFAAAGLYYNRRKTTGGDGE

>0Onne-DEB chr.03 NC _042537.1:11.058.502-11.059.845 corr. XP_029481671.1
MALCWVYWVAGLSAIQTRATPAGGYQFQGIVDCEYDDTTDNMIYFVKNIFNQKLTTIYDS
RVOQKYVGFGEFGICNADHYNSQAWKMAIRKAEVETICRYSARFFKLSTLERIVPPIVKAR
LTKPSRYGELSMLECSVLGFYPQEVRVSWLRDWLETTTAVISTDTLANGEWSYQLDSYLE
FRPOQRGERVSCMVEHPSLDEPLEVVDTSGLDAKWFKMAIGLCSLEFNGVAMAIGGGVYYWW
KNR

>Onne-DEA chr.03 NC 042537:11.054.824-11.056.805 No pred.
MGCRVFLAFIRGVCLLSHCQSKHLLRFLTFCQKNGTSDEEYDVEFDGDELFYGLPHDVYV
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SLGTCQYNIPRCIVGEKSPPEAIEVPTSHIYFOREVELGVPNTLICQVSDFHSTPVDVTW
TRNEQPVGERTVIQTQYYSNKDISFRIFSYLSITPQEGDIYSCSVGNVSLQEPLTRIW
>Onne-DFAps Chr.14 NC 042548.1:12.356.454-12.358.337 No pred.
MGCRVFLALILGVCLLSHRQSKHFLRFLTFCONNITSDKEYDVEFDGDELEFYVDPMIYWV
EQRLSEFAQ*WTPDPGLPH*VYVSLGTCQYNIPHCIVGEHYPHSGVNNRASHI* SOQRKVE
LGVPNTLICQVINFHPTPVDVTWTINEQPVGERTVSHTQYYSNEDFSFRIFSYLSITPQE
GDIYSCSVGHISLQEPFTRNWEVEVHTTHQTVERAVCVGSVTLGVVGVATGVWEIKKAKR
SGWALRT

AF1.5 Coho salmon (Oncorhynchus kisutch; Onki)MHCII sequences

>0Onki-DAA chr.01 NC 034174.2:30.733.108-30.738.210 XP _031673251.1
MSLCCLNMKTSMIVLILCCQVYAEDKVLHIDIYITGCSDSDGVDMYGLDGEELWYADENK
KEGVVALPPFADQISFPGEFYELAVGNQGVCKANLATFIKAYKNPPETIDPPHSSIYPRDD
VELGVENTLICHVSGFHPAPVRVRWTRNNONVTEGVRISTPYPNTDFTLNQFSSLSEFTPE
EGDIYGCTVEHKALTEPLTRIWEPEVSQPSVGPAVFCGVGLTLGLLGVATGTFFLIKGNQ
CN

>0Onki-DAB chr.01 NC 034174.2:30.740.885-30.746.625 XP 031673186.1
MSMPIAFYICLTLLWSIFSGTDGYFHQVVSQCRYSSKDLHGIEFIDSYVENRVEHIRENS
TVGRYVGYTELGLKNAEAWNKGPQLGQEQGELERFCKRNADLHYRAILDKTVEPHVRLSS
VTPPSGRHPAMLMCSAYDEFYPKQIRVIWLRDGREVKSDVTSTEELANGDWYYQIHSHLEY
TPKSGEKISCMVEHISLTEPMMYHWDPSLPEAERNKIATIGASGLVLGTILALAGLIYYKK
KSSGVL

>0Onki-DBA chr.06 NC 034179.2:46.329.716-46.335.674 XP_020340180.1
MSFEMNYSVIILILTGAACTSAETHHEIHFIFGCFESSDPAVGLEIDGDEVEYGDENKNS
NTCLIADVVFTLPKFVSITPEDKERACEYATISRVWCKDGIAWGKKSEPKIPKIKDAPES
TIYPRDEVELGVENTLICEVNDEFFPPPVKVNWTKNGMEVTEGLSLSRYYPNKDGTFHQFS
SLSFTPQKEDVYICAVVHTALKDPKTREYKVSGSSVGPGPAVFCGVGLTLGLLGVATGIS
FIYKGKRATESQE

>0Onki-DBB chr.06 NC 034179.2:46.340.511-46.343.391 XP_020339901.2
LOIRLLKNTFTCPFSVIIVDSSDEDFAHNDAWCRESSSDLHDMEYILEHHENKIMVAQYN
STTERWTGYTAWGVISAEKWNEDPDEIPRRRSDMDVLCKPYANRIYNTTEMEMVEPNVTL
RLEGPSSDSSLVCSVHFFYPKHIRVTWLRNGEEVTSDVTSTDVLANGLXSYQIQSYLKYT
PTTGERITCMVEHISQTEPKLYYWDPSLPKSEKNKIVIGVCGLLLGVVEVVAGLIYWKKS
TGRLLDLIGELDYGTCD

>0Onki-DCAl NW 022263943.1:7.643-10.265 XP 031675123.1
MNLSVAIVVLTAVVCTSAEIPHETVYVQGCLEKTKVEAEAELQVDGEEVVYADFQSGQEV
WILPEFLGPFPSSTVHNEFYKNAVKGRRLCODALALWILEEKFPPEVKDAPESTIYPRAEE
VLGLENTLICFANHFYPPPVKVNWTKNGLEVTEGASLSRYYPNKDGTFHQFSSLSEFTPQE
GDVYACTVEHTALEDPKTRFWEIHEVSGSSAGPAVEFCGVGLTLGLLGVATGTFLYVKGQQ
FN

>0Onki-DCB1 NW 022263943.1:2.007-7.643 XP_031675120.1
MSVLNLSSIHLLLLEFSSLSGVDGYFGHFEMRCREFSSEEPRDIEFLLQVYGNKKLLGQYNS
TTEKCTVYTQWMKNEFTETACKGPAFLAARREEMKKYCSSNVPVVFGYLLDKAVEPYIRLR
SVEPFSTRHLAMLVCSAYDEFYPKPIRVTWLRDGQEVTSNVTSTEELVNGDWTYQIHSHLE
YTPTPGERIACMVEHFSLTEPKLYDWDPSMPGPEKNKMVIGACGLLLGVVEFIAAGLIYYR
KKSTEGRVLVPTMALPESYGTI

>0Onki-DCA2 NW 022261979.1:311.232-314.542 XP_031667867.1
MNLSVAIVVLTAVVCTSAEIPHETVYVQGCLEKTKVEAEAELQVDGEEVVYADFQSGQEV
WILPEFLGPFPSSTVHNEFYKNAVKGRRLCODALALWILEEKFPPEVKDAPESTIYPRAEE
VLGLENTLICFANHEFYPPPVKVNWTKNGLEVTEGASLSRYYPNKDGTFHQFSSLSEFTPQE
GDVYACTVEHTALEDPKTRFWEIHEVSGSSAGPAVFCGVGLTLGLLGVATGTEFLYVKGQQ
FN

>0Onki-DCB2 NW 022261979.1:314.625-319.616 XP 031667866.1
MSVLNLSSTHLLLLVSSLSGVDGYFGHFEMRCRESSEEPRDIEFLLOVYGNKKLLGQYNS
TTEKCTVYTQWMKNFTETACKGPAFLAARREEMKKYCSSNVPVVEGYLLDKAVEPYIRLR
SVEPFSTRHLAMLVCSAYDEFYPKPIRVTWLRDGQEVTSNVTSTEELVNGDWTYQIHSHLE
YTPTPGERIACMVEHFSLTEPKLYDWDPSMPGPEKNKMVIGACGLLLGVVFIAAGLIYYR
KKSTEGRVLVPTMALPESYGTTI

>0Onki-DDB1 NW 022265017.1:30.916-38.225 XP 031676050.1
MDGSHPGGPQLLOSNYTDQQCHGDDPDGHFITILDLCYSRGEDPHDVEDIWRAISDLVKV

10
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MEYNSSLNREFTGYTPIGIHTAEQLNADPVVLASFQTPLHFFCKHYGAVAYEAGLNNNVEP
SVHLSMTPHGDRHPSMLTCSAYKEFYPKQIRVTWLRNGQEVPSNMTSSEELANGDWHYQTH
SYLEYTPTPGEKISCMVEHTSFTEPKILHWDMSLPESERSKIAIGASGLVLGVVFEFAVAGL
LYYNRRKTTGGDGEYKMFYCQIHRIHGLMMVSILEMCKECLLLEFE

>0Onki-DDB2 NW 022261978.1:2.892.149-2.893.573 XP_031666909.1
VHSCFFSPDGHFITILDLCYYRGEDPHDVEDIWRAISDMVKVMEYNSPVVLASFQTPLHF
FCKHYGAVAYEAGLNNNHLSMTPHGDRHPSMLTCSAYKEFYPKQIRVTWLRNGQEVPSNMT
SSEELANGDWHYQIHSYLEYTPTPGEKISCMVEHTSFTEPKILHWDMSLPESERSKIAIG
ASGLVLGVVFAVAGLLYYNRRKTTGGDGE

>0Onki-DEA 1 chr.02 NC 034175.2:19.663.235-19.668.779 XP _031657800.

MGCRVFLAFILSVCLLSHCQTLLPSRGQLTQGLPHDVYVSLGTCQYNIPRCIVGEKSPPE
AIEVPTSHIYSQREVELGVPNTLICQVSDFHPTPVDVTWTRNKQPVGERTVIQTQYLSNK
DESFRNESYLSITPQEGDIYSCSVGHVSLOQEPLTRIWEVEVDTDHQTVETAVCVGGVTLG
VVGVASPGRSGATSSTPT

>0Onki-DFAps chr.13 NC 034186.2:59.583.236- 59.585.022 No pred.

MGGRVFLALILGVCLLSHHQSGNHLLRFLTFCONNITSDKEYDVEFDGDELEFYVDPMTYW
VDORLSEFAQ*WTPDPGLPRVYVSLGTCQYNIPHCIVGEHYPHSGVNNRASHI * SQRKVD
LGVPNTLICQVINFHSTPVDVTWTINEQPVGERTVSQTQYYSNEDEFSFRIFSYLSITPQE
GGDIYSCSVGHISLOEPFTRNWEVEVHTAHQTVETAVRVGSVTLEVVGVATGVWEIKKAK
RSGWALRT

AF1l.6 Chinook salmon (Oncorhynchus tshawytscha)MHCII sequences

>Onts DAA NW 020130363.1:60.941-65.768 XP 024264231.1
MSLCCLNMKTSMIVLILCCQVYAEDKVLHIDISINGCSDSDGVGMYGLDGEELWYADENK
KEGVMPLPPFADOMTFPGEFYEQAVGNQGVCKANLATSIKAYKNPPETIDPPHSSIYPRDD
VKLGVENTLICHVSGFFPPPVRVRWTRNNONVTEGGRISTPYPNTDVTENQFSSLSFTPE
EGDIYGCTVEHKGLTEPLTRIWEPEVSQPSVGPAVFCGVGLTLGLMGVATGTFFLIKGNQ
CN

>Onts-DAB NW 020130363.1:54.045-59.238 XP 024264230.1
MSMPIAFYICLTLILFIFSGTDGYFHHRLVQCRYSSKDLHGIEFIDSYVENKAEYIRENS
TVGRYVGYTELGVKNAEAWNKGPQLGQEQAELERFCKPNAALHYRAILDKTVEPHVRLSS
VTPPSGRHPAMLMCSAYDEFYPKQIRVIWLRDGREVKSDVTSTEELANGDWYYQIHSHLEY
TPKSGEKISCMVEHISLTEPMMYHWDPSLXELNRNKIATIGAXGLWLGTILALAGLIYYRK
KSSGVL

>0Onts-DBAl chr.09 NC 037105.1:43.135.612-43.141.617 XP_024287887.1

MSFEMNYSVIILILTGAVYTSAEIHHEIHFIYGCFESSDPAVGLEIDGDEVEYGDENKNS
NTCLIADVVFTLPKFISITPEDKERACEYATISRVWCKDCIAWGKQSKPKIPKIKDAPES
TIYPRDEVELGVENTLICEVNDEFFPPPVKVNWTKNGMEVTEGLSLSRYYPNKDGTFHQFS
SLSFTPQKEDVYICAVAHTALKDPKTREYKVSRSSVGPGPAVFCGVGLTLGLLGVATGIF
FIYKGKRATESQE

>0Onts-DBBl1 chr.09 NC 037105.1:43.147.513-43.149.018 No pred.
AHDDAWCRFSSRDLHDMEYILEHHENKIMVAQYNSTTERWTGYTAWGVISAEKWNEDPDE
IPRRRSDMDVLCKPYANRIYNTTEMFMVEPNVTLRLEGPSSDSSLVCSVHFEFYPKHIRVT
WLRNGEVTSDVTSTDVLANGLWSYQIQSYLKYTPTTGERITCMVEHISQTEPKLYYWDPS
LSKSEKNKIVIGVCGLLLGVVEVVAGLIYWKKSTGEE

>0Onts-DBA2 chr.09 NC 037105.1:55.361.845-55.367.850 XP_024288155.1

MSFEMNYSVIILILTGAVYTSAEIHHETIHFIYGCFESSDPAVGLEIDGDEVEYGDENKNS
NTCLIADVVFTLPKFISITPEDKERACEYATISRVWCKDCIAWGKQOSKPKIPKIKDAPES
TIYPRDEVELGVENTLICEFVNDEFFPPPVKVNWTKNGMEVTEGLSLSRYYPNKDGTFHQFS
SLSFTPQKEDVYICAVAHTALKDPKTREYKVSRSSVGPGPAVFCGVGLTLGLLGVATGIF
FIYKGKRATESQE

>0Onts-DBB2 chr.09 nNC 037105.1:55.372.711-55.376.082 XP 024288156.1

MYVLNCEFSIHLLLLEFSSLSEVVDSSDEDFAHDDAWCRESSRDLHDMEY ILEHHEFNKIMVA
QYNSTTERWTGYTAWGVISAEKWNEDPDE IPRRRSDMDVLCKPYANRIYNTTEMEFMVEPN
VTLRLEGPSSDSSLVCSVHEFFYPKHIRVITWLRNGEEVTSDVTSTDVLANGLWSYQIQSYL
KYTPTTGERITCMVEHISQTEPKLYYWDPSLSKSEKNKIVIGVCGLLLGVVEVVAGLIYW
KKSTGRLLGLIGELDYGTCD

>0Onts-DCAl chr.23 NC 037119.1:991.276-992.667 XP_024241033.1
YADFQSGQEVWTLPEFLGPEFPSSTVRNEYKNAVKGRRLCQDALALWILEEKFPPEVKDAP
ESTIYPRAEEVLGVENTLICFAIXFYPPPVNVNWTKNGLEVTEGVSLSRYYPNKDGTFHQ
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AF1. Deduced amino acid sequences

FSSLSFTPQEGDVXSLHVEHTALEDPKTREWEIHGVSGSSAGPAVFCGVGLTLGLLGVAT
GTFLYVKGQQFN

>0Onts-DCB chr.23 NC 037119.1:986.253-990.499 XpP 024241171.1
MRCREFSSEEPRDIEFLLOVYGNKKLLGQYNSTTEKCTVYTQWMKNEFTETACKGPAFLAAR
RDEMKKYCSSNVPVVYGYLLDKAVEPYIRLRSVEPFSTRHLAMLVCSAYDEYPKPIRVTW
LRDGQEVTSNVTSTEELVNGDWTYQIHSHLEYTPTPGERIACMVEHFSLTEPKLYDWDPS
MPGPEKNKMVIGACGLLLGVVFIAAGLIYYRKKCNEGRVLXPTMALPESYGTI
>Onts-DCAZ2 NW 020138771.1:20-1.199 XP 024267460.1
MNLSVAIVVLTAVVCTSAEIPHETVYVQGCLEKTKVEAEAELQVDGEEVVYADFQSGQEV
WITLPEFLGPFPSSTVRNEYKNAVKGRRLCODALALWILEEKFPPEVKDAPESTIYPRAEE
VLGVENTLICFANHFYPPPVNVNWTKNGLEVTEGVSLSRYYPNKDGTFHQFSSLSFTPQE
GDVYACTVEHTALEDPKTRFWEIHEVSGSSAGPAVFCGVGLTLGLLGVATGTFLYVKGQQ
FN

>0Onts-DDB chr.18 NC 037114.1:40.224.963-40.227.299 No pred.
LWFIHVFSHOMDTITILDLCYSRGEDPHDVEYIWRAIPDLVKVMEYNSSLNRLTGYTPIG
THNAEQLNTDPVVLASFQTPLHFFCKHYGAVAYEAGVNNNVEPSVHLSMRPHGDRHPSML
TXSAYNEFYPKQIRVTWLRNGQEVTSNMTSSEELANGDWHHQIHSYLEYTPTPGEKISCIV
EHTSFTEPKILHWDMSLPESERSKMAIGASGLVLGVVFAAAGLLYYNRRKTTGGDGE

>Onts-DEAps chr.03 NC 037099.1:16.108.478-16.110.728 No pred.

MGCRVFLAFILGVCLLSHCQSKHLLRFLTFCQKNVTSDEEYDVEFDGDELFYGLPHDVYV
SLGTCQYNIPRCIVGEKSSPEAIEVPTSDIYSQREVELGVPNTLICQVSDFHPTPVDVTW
TRNEQPVGERTVIQTQYYSNKDEFSFRIFYLSITPQEGDIYSCSVGHVSLOQELPRSWEVEV
DTDH*TVETAVCVGGVTLGVVGVASGVWEIKKAKRSGWALRT

>0Onts-DEB chr.03 NC 037099.1:16.111.442-16.115.521 XP 024251641.1

MHHGSLLGLLGGWTFFHSDPGNTSRAQKYVGEFGEFGIRNADHYNSQAWKMAIRKAEVETI
CRYSARFFKLSTLERIVPPIVKVRLTKPSSYGELSMLECSVLGEFYPQEVRVSWLRDGLET
HSXVTSTDTLANGDWSYPLHSYLEFRPQRGESVSCMVEHPSLDEPLEVVWGERPGEEGVL
WSGVRAGGRGGNVGERGTERGKNILLIAVES

>Onts-DFAps chr.23 NC 037119.1:13.088.214-13.090.095 No pred.

MGGRVFLALILGVCLLSHRQSKHLLRFLTFCQKNITSDKEYEVEFDGDELFYVDPMTYRV
EQ*LSEFAQ*WTPDPGLPH*VYVSLRTCQYNIPHCIVAEHYPHSGVNNRASHI * SQRKVE
L*VPNTLICQVINFHSTPVDVIWTINEQPVGERTISQTQYYSNEDFSFRIFSYLSITPQE
GDIYSCSVGHISLOEPFTRNWEVEVHTAHQTVETAVCVGSVTLGVVGVATGVWEFIKKAKR
SGWALRT

AFl.7 Charr (Salvelinus alpinus/malma)MHCII sequences

>Saal-DAA NW 019945608:1634-3556 corr. XP 023999496.1
MSLCCLNMKTSVIVLILCCQVYAEDKLLHIDLYIAGCSDSDGVDMYGLDGEELLYADFKK
GEVVMPLPPFADPFTYPGAYEQAVGNQGACKANLATSIKAYKNPPETIDPPHSSIYPRDD
VELGVENTLICHVSGFHPAPVRVRWTRNNONVTEGVRTSTPYPNTDFTLNQFSSLTFTPE
EEDIYGCTVEHKGLTEPLTRIWEPAPVWSAVFCGVGLTLGLLGVATGTFFLIKGN
>Saal-DAB NW 019945608:6748-11843 XP_023999497.1
YSSKDLHGAEFIDSYVENKAEYVRENSTVGKYVGYTEHGVYNAKTWNKGSELVRELGELE
RFCKHNADIHYSAILDKTVEPHVRLSSVTPSSGRHPAMLMCSAYDFYPKPIRVTWLRDGH
EVKSDVTSTEELANGDWYYQIHSHLEYTPKSGEKISCMVEHISLTEPMMYHWDPSLPEAE
RNKIAIGASGLVLGAVLALAGLIYYKKKSSGVL

>Saal-DBA chr.20 NC _036860.1: 30.150.199-30.155.979 XP 023866627.1

MSFEMNYSVIILILTGAVCTSAEIHHEIHFIYGCFESSDPAVGLEIDGDEVJYGDENKNS
NTCLIADVVFTLPKFISITPEDKEXACEYATISRVWCKNCVAWGKQSEPKIPKIKDAPES
TIYPRDEVELGWENTLICEVNDEFFPPPVKVNWTKNGMEVTEGLSLSRYYPNKDGTFHQFS
RLSFTPOKEDGYICAVVHTALKDPKTREYKVSGSSAGPGPAVFCRVGLTLGLLGVATGIF
FIYKGKRATESQE

>Saal-DBB chr.20 NC 036860.1:30.142.406-30.145.022 XP 023868529.1

MYVLNCEFSIHLLLLFSFLSEVVHSSDEDFAYNDVWCRFSSRDLHDMEYTITLEHHFNKIMVA
QYNSTTERWTGYTALGVISAEKWNEDPDEIPRRRTDMDVLCKPYATRIYNTVEMEMVEPN
VTLRLEGPSSDSSLVCSVHFFYPKHIRVTWLRNGEEVTSDVTSTDILANGLWSYQIQSYL
KYTPTTGERIICMVEHISQTEPKLYHWDPSLPKSEKNKIVIGVCGLLLGVVEFVVAGLIYW
KKSTGRLSGLIGECDYGTCD

>Saal-DCAps NW 019944863.1:7.697-8.641 No pred.
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AF1. Deduced amino acid sequences

MNFCVAIVVLTAVVCTSAESHETVYVLGCLEKTKVEAEAALQVDGEK*YMLTSRVTGSLD
IA*VLGPFQALLSVTSYKNAVKGRRLCRDALALWILEEKGPPEVKVENTLICFANHFYPP
PVKVNWTKNGLEVTEGASLSRYYPNEDGTFHQLSSLSFTPOQEGDVYACTVEHTALEDPKT
REFW

>Saal-DCBlps? NW 019944863.1:12.805-13.947 pseudogene
MKNFTETACKGPAFLAARREEMKKYCSSNVPVVYGYLLDKAVEPYTIRLRSVEPFSTRHLA
MLVCSAYDFYPKPIRVTWLRDGQEVTSNVTSTEELVNGDWTYQIHSHLEYTPTLERESPV
WWSTSASLSPNCMTGTPPCLVLRGIRW

>Saal-DCB2 NW 019947682:21.354-23.308 XP_024000748.1
DGYFGRFEMRCRFSSEDPRDIEFLLOVYGNKKLLGQYNSTTEKCTVYTQWMKNFTETACKG
PAFLAARREEMKKYCSSNVPVVYGYLLDKAVEPYIRLRSVEPFSTRHLAMLVCSAYDFYP
KPIRVIWLRDGQEVTSNVTSTEELVNGDWTYQIHSHLEYTPTPGERITCMVEHEFSLTEPK
LYDWDPSMPGPERNKMVIGACGLLLGVVFIAAGLIYYRKKSTEGRVLVPTMALLESYGTI
>Saal-DDAps NW _019945231:17.363-22.556 XP 023999181.1 corr.
HVEFNVINARSETEEFNMTVVXDGNEYLHVYLNNKEDVVTRPEWGNYIDCPICVRFAERQR
AGLNNSIKVLSLETPEAKVPPEIKLYAKEEVNLGINNSLXCFVNXFEFPPPVQVKWTKNDE
NVPKGVKAGQYATNSDYTFYHFSTLTFEPQEGDIYTCIVDHTALDEPLTRTWEFEVPPP*
GPAVFCGLGLTLGLLGVATGTFFLVKGTQCQ

>Saal-DDB1 NW 019945231:30.347-33.914 No pred.
FFSPDVHFVTTLELCYYRGEDPQHVSSSSESINMVTVAEYNSAFNRYTGYTVGIYHAETIQ
NKDLFFYCKDDGELVYKAGFNKVEPSTHLRSMTPHPSKLTCSSYKFNPKQIRVTXWRDGQ
EVTSDATSPEDLANGNGYHQIHTYLEYTPIPERISCMVKHASFTEPKSLHWSGLVLGVFEF
GAVGLDYYNRRKTTCG

>Saal-DDB2ps NW _019952256:1.709-3.388 XP 024001573.1
NSTLNRFM*GYTPFGIHTRAI*EQFNADPVVL*ASFQTPLHFFCKHYGALSTKVEPSVHL
RSMTXHSDRHPSMLTCSAYKFYPKQIRVTWWRDGQEVTSNMTSSEELSNGDWHYQTHSYL
EYTPTPGEKISCMVEHASFTEPKILHWDMSLPGSERSKIAIGASGLVLGLVFAAAGLLYY
NGRKTTGGDGRELVPTSHPSQ

>Saal-DDB3 NW 019944305.1:90.396-105.291 no pred.
MVACLQSYLLFVVMFSFFTPTDGHFMTSLDLCYYRGEDPHDVEYVWRAISDMVKVMEYNS
TLNRFTGYTPFGIHIAEQFNADPVVLASFQTPLHFFCKHYGALVYEAGINNNVEPSVIWR
SMTPHSDRHPLMLTCSAYKEFYPKQIRVTWWRDGQEVTSNMTSSEELSNGDWHYQIHSYLE
YTPTPGEKISCMVRHASFTEPKILHWDMSLPGSERSKIAIGASGLVLGLVFAAAGLLYYN
GRKTTGG

>Saal-DEA chr.35 NC 036874.1: 9.075.676-9.078.023 No pred.
MGCRVFLAFILGVCLLSHCQSGKHLLRFLTFCQKNIPSDEEYDVEFDGDELFYVDPITYR
VERRLSEFAQOWTPDPGLPHEVYVSLGTCQYNIPRCIVGEKSPPEATHIYSQREVELGVP
NTLICRVSDFHPTPVDVTWTRNEQPVGERTIIQTQYYSNKDEFSFRIFSYLSITPQEGDIY
SCSVGHVSLQEPLTRIWEVEVHTDHQTVETAVCVGGVTLGVVGVATGVWEIKKAKRSGWA
LRT

>Saal-DEBps chr.35 NC 036874.1:9.078.877-9.079.056 No pred.
VSPSVKVRLTKPSRYGELSMLECSVLGEFYPQEVRVSWLGDGLETTTAVTSTDTLANGDWS
>Saal-DFA chr.6.1 NC 036845: 13.836.333- 13.838.339 No pred.
MGCRVFLALILGVCLLSYCQSKHLLLFLIFCQKNITSNKEYDVEFAGDELFYVDPMTYRV
EQRLSEFAQOWTPDPGLPQEVYVSLGTCQYNIPHCIVGENSHIYSQRKVEXGVPNTLICR
VINFHPTPVDVTWTRIEQPVGERTVXQTQYYSNEDFRIFSYLSITPQEGDIYSCSVGHVS
LOEPLTRIWEVEVHTDHQTVTTAVCVGSVTLGVVGVVTGVWFIKKAKRSGWALRT
>Saal-DFBps chr.6.1 NC 036845: 13.838.788-13.839.510 No pred.
SGGYQFQGIVDEYDDTIDDMIYEV*KNIFNQKLTIYGSRVOQKYMGFGEYGICNADHYNSQ
AWKME*VETICPYSARFFKLSTLERIKVCLTKPSR*GELSMLEGS*VINFHPTPVDVTWT
RIEQPVGERTVXQTQYYSNEDFRIFSYLSITPQEGDIYSCSVGHVSLOEPLTRIWDTSCL
DTKWFKMAIVVCSLEIGVAVAIGGEFYSWWKNR

AF1.8 Northern pike (Esox Lucius) MHCII sequences

>Eslu-DAB1 XP 034143025.1 chr.17 NC 047585.1:25.147.505-25.152.712
MCLFHYHSQQGNMAIQNIYIYLLGFLSISYRTDGYYEQVVDECRFTSKDLODAEFIRSYV
FNMVEDVRENSSVGEYVGYTELGVKNAKAWNSDPGELAGIRAQLDSYCRNNAGIHYSAVL
DKTAKPYVRMSSVTPPSGRHTAMLMCSAYDFYPKQIRVTWORDGHEIKSDVTSTEELADG
DWYYQIHSHLEYTPKSGEKISCMVEHSSLPEPMVYDWDPSMPESERNKIAIGASGLVLGA
ITALAGLVYYKKKSAGVL

13



AF1. Deduced amino acid sequences

>Eslu-DAAl NP 001290803.1 chr.17 NC 047585.1:25.160.320-25.165.

MKSSVIFLILSSVVYAEIKVLHIDLYTDGCSDSDGVDMYGLDGEEKWYADEFNKQKGVEPL
PPFADPLTYPGGYEQAVANQQICKONLATSIKANKNPEEKIVPPHSSIYPRDDVVLGVKN
TLICHVSGFHPAPVRVRWTRNNQIVTEGVRMSTPYPNQDFSHNQFSSLTFTPEEGDIYSC
TVEHQGLSEPLTRIWEPEVTQPSVGPAVFCGVGLTLGLLGVATGTFFLIKGNECN

>Eslu-DAA2ps XP_034143102.1 chr.17 NC 047585.1:25.223.821-25.225.006

MEFGLDGEEKWYAILSPTLEANLQPCXGNLAVDIKAYKNPEEKIVSPHSSIYPRDDVVLGV
ENTLICHVTGFIPPPVRVRWTRNNQTVTEGVHMSTPYPNQDFSHKQSPXLTFTPEDRDIY
SCTVVHQGLSEPQTRIWKPKVTQPSVDPAVFCGVGLTVGLLGVATGTFFLIKGNERLRLQ
LOSIMVKSV

>Eslu-DAA3 chr.17 XP 034143470.1 NC 047585.1:25.303.871-25.315.

MICCCLNMKTPMIFEFVLASVVYTEGKFLHIDLSIDGCSDSDRVNTIGEDGDELWFADENK
HQOGVGALPPFADPISFQGLYERAVSSQQICKHNLVVDSKAFNKPEEKIVPPHSSIYHRDD
VILGLENTLICHVSGFHPPPVRIRWTRNNONVTEGIRISNPYPNQDEFSYSQFSSLTEFTPE
EGDIYSCTVDHKGISEPQTRIWEPEGTHPSVGPTVFCGVGLTLGLLGVATGTFFLIKGNR
>Eslu-DAB2 XP 034143218.1 chr.17 NC 047585.1:25.335.671-25.342
MGLININMFLIGILSISHRTDGYFEQLIDQCREFISKDLODMEFIRSEVENQVEIIRENST
VGEEVGYTEYGFSIAKRMNSDTAYLAAIQAERDSVCKPNAWNHYRSIMDKTVKPTLRLRS
VTPPSDRHPAMLICSAYSFYPKPISVSWLRDGHEIKSDVISTEELADRDWYYQIHSHLEY
TPKSGEKISCMVEHISLPEPMVYDWDPSMPESERNKIAIGASGLVLGAITIALAGLVYYKK
KSAGVLP

>Eslu-DBAl Chr.20 XP 010883054.2 NC 047588.1:30.293.930-30.298.

MRMNIFVIILILSGTVCTSAQDHELFATLTCFEPSHPELVVMVDGDEVGYTDFQKDEPVM
LLPTPADIHIPFSIVNAYAQLSEMWCKERIAWGELATPSIPQVKDAPESTIYTRNEVELG
VNNTLICFEFYNFFPPAIKVNWTKNGMEVTGGASLSRYHPNKDGTFHLESTLSFTPLEGDI
YACTVEHTALEEPKTRSWEPEVSEFSAGPTIFCGVCLTLGLLGVATGTFLLTKRKPCEFKY
FYTOQTGRTGISFDLQGVSANL

>Eslu-DBB1 NP 001290706.1 chr.20 NC 047588.1:30.301.515-30.308.

MCVLYFWSLHLLFFCVVHSSDGVFAEHNARCHEFRKVDEIEYTEDIYENKEVLLWYNGSTG
IWKGDTSSKNILASYFNNDPNDHFSRRAIKDVLCLLNAKALYENLKNYTVKPNVRLKSVE
HSSHRHSAMLVCSAYDFYPKTIMITWLRNGQTVNSDVTSIEEMSNGDRSYQIHSYLEYTP
TAGEIITCMVEHYSLLEPQLHDWDPSMPKSEMNKIVIGISGLLLGLVFLAAGLIYNRKNS
TVLIPVRTSDDMGPSSG

>Eslu-DBAZ2 XP 034144659.1 Chr.20 NC 047588.1:30.310.087-30.314.

MNEFSVIILILSGIICSFADVEHEVIGAVGCFESGDTKVVVMLDGDEMFFSNYEKEMVETK
MPGSLSGIESPSVQYQYAKLSIRRCKERLEWGRNAVPSIPQVKDAPKSSIYTRNEVELGK
NNTLICEVNGFFPPPINVNWTKNGKDVTEEAALSSYRPNTDGTFHQFSTLSFTPKDGDLY
ACTVKHTALEEHQTRTWETEVSESRGGPAIFCGVGLTLGLLGFSTGTFLLIKGKMKFE
>Eslu-DBB2 XP 010883050.2 chr.20 NC 047588.1:30.314.683-30.320
MSVLKFLSLHLVLLFSVHAVVFPTDGNFAELHARCRFRKKYDIEYIEENYFNKKKMLEYN
TTKDYWIGYTPSGTDLANIFNKDPYHKDAKRAAKDILCVAHADPLYNFLONYTLTPHIRL
RSVKPTGTRHSAMLVCSAYDFYPKTIIMTWLKNKRAVTSDVISTEEMSNGDWSYQIHLYL
EYTPTAGEIITCMVEHITLTEPQLYDWDPSMPKSERNEIVIGVFGLLLGVVSVAMGLIYY
KKKSTGLMLVPTGYDMDPSSG

>Eslu-DBA3 XP 019896238.2 chr.20 NC 047588.1:30.322.856-30.325
MFHHETHFIYGCFESGDPEVGMMVDGDEVEYGFENSNVVDVVWTLPKYPPIKMNQIQKLL
ALEYVTNSEPWCKENLAWGOMAQPKIPKVKEAPESTIYPREHVKLGENNTLICEVNNEFEP
PPVKMYWKKNGMEVTKGTSLSRYYPNKDGTFHQFSTLSFTPEEGDIYACTVEHTSLEDPE
SYFWEHEVSEVIVSSAGYSVEFCGMGLSLGLLGVATGTEFLMVKRSKSN

305

116

.225

643

996

003

727

.597

>Eslu-DBB3 chr.06 XP 010867200.1 NC 047574.1:6.834.048-6.839.218

MSKLINYYIDMLLLEFFCLTELVDSSDEDFGYVDAWCRIRSRDLHDLEYILEHHINKQMVA
QYNSTTERWKGYTEYGEMSAKLWNNDPDEIPRRTLEKNVLCRLNAPVIYDNVEAFMDPPN
VTLRODGPPSNPTLVCSVRYFYPKDITVTWLRNGQEVTSDVTTTGOQLANGEFWSYQIHSHW
KYTPTAGDRITCMVEHFSLSEPKLYDWDPSLPESERRKIVIGACVLMLGSVFLAAGLVER
NRSTEWPMETTGAVNYATISG

>Eslu-DCA chr.20 XP 019897056.2 NC 047588.1:30.854.142-30.855.420

MVRNNAQKSRLIRPGNILPVENCPIFVPHEAIYVFGCREEGDDEAEIQLDGNEIVHADEQ
RREVVWMLPGDTESEFSNVYFTHGIFLRDAFRNIQTCRDVLKIWTAEERSPPEVKEAPEST
IYSREDVKLGENNTLICEGNNFFPPPVKMYWKKNGMEVTEGTSLSQYYPNKDGTFHQEFST
LRFTPEEGDIYACTVEHTALNKPQTREWEYKNSEMNGSSAGSAVEFCGLGLVLGLLGVASG
IFLYVKGQQFN
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AF1. Deduced amino acid sequences

>Eslu-DCB XP 034144799.1 chr.20 NC _047588.1:30.855.505-30.860.622

MSGLNLSITHLLLLEFSLSGVVSYFGHIQMKCQENSKDLRDTELVLNLNINKGLVAEYNSS
TNREFTANTEWVKKLVDSVNDEPDSRHKIQFYEFDQYCRRNIPLMYEYIMNKTLKPQVRLSL
AEPSGTRHSAMLVCSAYRFYPKDIIVTWLKNGQKVTSDVSSTEQLADSDWSYQIHSYLEY
TPTAGEIITCMVEHYSLTEPQLHDWDSSIPWSERNNIVIGASVLLLGAVSVAMGLIYYRK
KSTANRTGPI

>Eslu-DDB1 XP 010870891.2 chr.09 NC 047577.1:6.996.793-7.014
MMASLOSYLLEVCLESFFIQTDGFFLTIQHLCYFRGEDPLDVEYVEFRIYSNRVNALEYNS
TLNRFSGYTPYGESSASHINQDPLSLTKQKAVLDLYCKHYGPLVYDAVLLKMVQPYVRLS
VEKHPSDRHPTMLKCSAYKFYPRKIRVTWLRDGQEVPMSSTEELANGDWYYQIHSYLEFT
PTPGEKISCMVEHPSLTEPMILHWDESLPESGRSDLVVGVSGLVLGVIFAAAGLIFYHNR
RKTSGDNSM

>Eslu-DDAl XP 028978174.2 chr.09 NC 047577.1:7.021.282-7.025
MCTVEVILHLGVISALVQAQHVENVMIKRSKTEEFKMTACADGEEYLYVDLDNRKVVITA
PEFGEEIECPICSLAAENGRIYTKELSNIFGLDTPEDKVPPDVMLYPKEEVKQGVNNSLV
CEVNNFFPPPVQVKWTKNDVNITKEVKLSPYFFNTDITFYHFSTLTFDPEDGDLYTCTVE
HPALDEPLTRKWEFLTDHFLPWYKKKNRAFRSKTIFMHDNAPSHAAENTSVSLAAMGIKG
GTLMVWPPSSPDLNPFENLWSILKQTI

>Eslu-DDB2 XP 028978022.2 chr.09 NC 047577.1:7.035.721-7.040
MTHLNTENLLVTMLLPMVESVITIRCLFCHFHSCVHGCTVMMACLRSYLLSIGMISIFTP
NDGHFFTIHHLCFFRGEETEYILREISDMTKVLEYNSTLKREFTGFTRLGIYNAERFNKDP
LLLALLEAVLNFYCKDYRTNISKLDESHVEPSVHLRSMKPQSSTHTTMLKCSAYKFFEFPKK
IRVTWLRDGQEVPLNMTSTEELANGDWEYQIHSYLLFTPTPGDKISCMVEHPSLTEPMIL
HWDASLPESERNKIMIGVSGLVLGVIFTAAGLIHYHNGRKYSGAIPVTTQ

>Eslu-DDAZ2 XP 028978025.2 chr.09 NC 047577.1:7.044.026-7.054.

MSIDGMMSSVEVILLLGVISAQEPAVHVYDVIKACSETEQFNMIILVDDEEYGYVDLKKN
ATVTTLPDFATPVDCPICLTYAEQESQRAEREISIFSKETQEAKVRPDVMLYPKEEVAQG
TRNSLVCEVNNFEFPPPVQVKWTKNDENITERAEAGRYATNSDNTEFYHESTLTFTPEEGDI
YTCTVEHPALDNPLTKIWDFEMPPGTSLGPAVFCGLGLTLGILGIATGTFFYVKGNQROI

>Eslu-DDA3 XP 019905383.2 chr.09 NC 047577.1:7.061.743-7.066.

MCTVEVILHLGVISALVQAQHVENVMVLRSETEEFEMTACADGEEYLYVDLDNQKVVITA
PEFSKQIECPVCLNVAEGYIPVGKKHEFSDLAFDSPEAKVPPDVMLYPKEEVKQGVNNYLV
CYINNFEFPPPVQVKWTKNDVKITKGVKASHYLENNDITFYHFSTLTFDPEDGDIYTCTVE
HPALDEPVTRKWEFEVPPGPSLDPVVFCGLGLTLGILGIATGMFFCVKGMQLTNVL
>Eslu-DDB3 XP 012990668.2 chr.09 NC 047577.1:7.068.106-7.075
MASLQCYLLEVCLLSFFIQTDGHFITIQONLCYFRGEDPLDVEFVYRIYANRVKSFEYNST
LDRFTGYTPNGIDKARILNYDPASLENKRRRLDYYCKDYGQLGYNAVLLKTVKPYARLRT
EKHPSDRHRIMLKCSAYKFYPRKIRVITWEFRDGQEVPMNMTSTEELANGDWYYQIHSYLEF
TPTPGEKISCMLKHASLIEPMILHWDEPLPGSGRSKIAMGASGLVLGLVFAAAGLIYYYY
CRLKATGHHYNRP

>Eslu-DDA4 XP 010864729.3 chr.09 NC 047577.1:7.077.058-7.083
MSTLLAILYLEVISAYIQAQHVENVMVLRSDTEGFEMTGDADGEECEFYVDVDNQKVVITA
PEFGEQIECPICLNVAERYIPAGKKHEFSDLAFDTPEAKVPPDVMLYPKEEVKQGVNNSLV
CEVNNFFPPPVQVKWTKNDVNITKGVKASHYLFNNDITFYHFSTLTFDPEEGDIYTCTVE
HPALDEPVTRKWEFEVPPGPSLDPVVFCGLGLTLGILGLGTGMEFFCVKGKQLTNVL

AF1.9 Deduced amino acid sequences from other species used in

phylogenies

Spotted gar (Lepisosteus oculatus,; Leoc-) MHC class II Ensembl

sequences (Main text ref. Dijkstra et al.2013):
>Leoc-501A1 MHCIIA JH591501: 64.610-66.685
MSVGWKCLGLLVVMQGAATVAVEHTYEVAYFCQSENRKGSRNEVEFDDDEMFHIDPDRKVD
EPRLPEFEKWAWNDSSLIQGALANLGICENHLKGVMKAIPDEPAVKVPPKPAVFPEEPVE
LGWPNTLICALNDFTPPTAQLRWLKNGQPVTSDVSSTDYIPLSSNKFAMFSYLSFTPQEG
DIYTCHVEHTALSEPVSVEWDAEVPTDSDASETAFCAIGLALGILGVVLGTVFLIKAIKFE
HS

>Leoc-501B1 MHCIIB JH591501: 70.640-74.060
MRLVLLCSALVLCLTLSGADDFVYFFRSECHFSASDLRDLVYVRSMTFNGKERVRENSTV
GKYVGFDTWGEKQANYWNGQKDY IARLSADKDRFCKYNVQLMASGMQDRKIKPEVKIYPA

.272

.210

.359

127

269

.388

.387
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KTASQGHTHMLVCHAHGEFYPRQIAVSWLRNGOPVSSDLTSMSFASDGDWTYQTLLYLEFT
POGGETFECAVDHVALDGTLKLRWDPAAREAKRNKVIMGASGLVLGLVFAVIGVVYWKRK
TKGHHRLVSSERLVSCVGQVEFSGGLVSCPGCALPCAQCLLG

>Leoc-501A2 MHCIIA JH591501: 82.102-84.669
TSHIDINVIGCKSDDPVAQDEAQLDGDEMEFYADFDKKEMILTLPAFADSEGVDPGWVQGA
IANRQICINNLEVAIKAENNPPENTDAPVNTIYPRDEVELGKPNTLICLANNFEPPPVKV
RWTKNDVDVSEQATLSRYYPNSDATFYQFSTLSFTPQLGDVYSCSVEHKALPEPKTRIWG
EERSALTSDAN

>Leoc-501B2 MHCIIB JH591501: 95.883-99.847
MLMCSALGEFYPKQIKVSWLRDGQTVTSDVTSTEELADGDWYYQIHSHLEYTPRAGESIVC
RVEHSSFATPKELTWDPSMPEADRNKIIIGASGLVLGLVIAAAGGIYYKKKSG
>Leoc-501A3 MHCIIA JH591501: 120.683-125.781
MHGIAVGSIACREISEWKPGRPCQGGRDRAALGWIFRQODGDAPTAMVYPRDSVELGKPNT
LICSVIDFHPMGIGVTIWTHNDRPVTEGVTQTTPLSGRDEFSFKVESFLPFTPRLGDVYSCQ
VOHSALPEPLARLW

>Leoc-615A MHCIIA JH591615: 5.333-9.156
MLCAFLTAVLLGASGVLSQAQIRHLDRLLTFCVSNSTEAELEKEHDEDEIFYVDLETKQS
VORLPEFAEKWHVGPEWPPFAQQEVETCRLYLAAKGEGFPEEKLDPPISRLYSENEVELG
VPNALICFITDFHPAPVKVSWTRNTEPVTQGENVTQYYSNKDYSLRLESYLSFTPQAGDV
YSCSVEHRALQEPLTRLWEVEVQSDSEAAETAVCGVGLTLGLLGVAAGTFFLIKGNKCN
>Leoc-615B MHCIIB JH591615: 11.335-16.190
MDSPLHRLAVAVLVLGCTGSRRSVDGNMYQFVHDCEYNDHLEDFLYTRRDIFNKIEILRY
DSNIQTEFVGYTPLGIKYAERFNQDKEYLAGLKDDLDNYCKHNAGVYKSTMTDRKVPPSVK
VSATKLLSSKHPTMLVCHVTGFYPQRITVTWLRDGLEIKTDVTSTDLLANGDWTYQVHSH
LELTPRAGETVACRVEHSSLERPLEVTWDPSMPESKKNKIVIGVSGLILGLIITAAGVIY
YKKKSSGRILVPSD

Tetraodon (Tetraodon nigroviridis,; Teni-) MHC class II
Ensembl sequences (Main text ref. Dijkstra et al.2013):

>T19A ENSTNIGO00000005593 ENSTNIP00000008293 Un random:19583822-19591157
MKMLLLILCCILGVSADGQHEDIRIVGCSDFDGEYMHGLDGEELWYADFRRGEGVYAQPD
FIDPIKYEGEFYSTAVAVLQICKENLGIFRKGYKDMPRELDPPTSPMVYTRNEVQLTEPNT
LVCLVTGEFYPAPVNVS

>T19B ENSTNIG00000005592 ENSTNIP00000008294 Un random:19597929-19598797
MASSALRVSLLFLGLSAAGAFEHYGLRRCDFTSAEPKDMEYSLSVYYNKHLMAREFSSSVG
KEVGYDKYGQYQADYWNNQSSFLEAMRSSKQRLCQHNIPLWYSHILSKSVLKDVEVYSVA
PPAGGHPAMLVCSVYDFYPKKIKVSWRRDGQEVSHDVTSTDELADGDWEYQLHSHLEYTP
RSGEKISCVVEHASLKTPLVKDWDPSMPEAERNQIAIGASGLILGLILSLAGEFIYFQRKS

RGRILVPTN

Fugu (Takifugu rubripes,; Taru-) MHC class II sequences Ensembl
sequences (Main text ref. Dijkstra et al.2013):

>F402A ENSTRUG00000004342 ENSTRUP00000010322 scaffold 402:55188-57563
MMKMLLLILCCVVGASADSQHEDIRILGCSDLDGEFMYGLDSEEVWYADEFSKGEGVDINP
PFIDPITYEEGAYSSAVADLQTCKTSLDITRKSLKDMPPERVAPTSPVIYTKEEVQLSQQ
NTLICEVIGEFYPAPVNVSWTRNGEHVTQGTSINVPYPNKEGTFTQISRLAFVPQQOGDIYS
CRVQHPALSGODTRMWTVEVQQPGVGPAVFCGLGLTLGLLGVAAGTFFLIKGNECR

>F7533B ENSTRUG00000017449 ENSTRUP00000044727 scaffold 7533:2656-4187
SRMSSSSLRVFLLEFISLYTAAGGEFQSYVVDSCDENSTDLKDIEYTRSLYYNRVMYARFESS
RVGKFEGYTKYGLFQADYWNNQSSILEGLRETKESICOPNIKIDYSNILSKSVEPTVRVH
SVVPPAGGHPAMLVCSVYDFYPRYIKVSWORDGEEVSQDVTSTDELADGDWEYQLHSHLE
YTPRSGEKISCVVEHASLKTPLVKDWGNHLSVCS

>F7533A ENSTRUG00000017444 ENSTRUP00000044708 scaffold 7533:430-1814
MMKMLLLILCCVLGVSADSQHKDIGIVGCSDLDGEFMYGLDSEELWYADEFSKGEGVYGTP
PFIDPFRPTAAAVADLOQTCKYNLDVDRKGNKDMPTETVAPTSPVIYTKEEVQLSQONTLT
CEVIGEFYPAPVNVSWTRNGEHVTQGTSINVPYPNKEGTFTQISRLAFVPQQOGDIYSCRVQ
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HPALSGLDTRMWTVEVQQOPGVGPAVFCGLGLTLGLLGVAAGTFFLIKGNECR

Medaka (Oryzias latipes; Orla-) MHC class II sequences
(Main text ref. Dijkstra et al.2013 and Bannai & Nonaka 2013):

>0rla-DAB*21 AGA53814.1 Main text ref. Bannai & Nonaka 2013
MDSSSLCLLFLTMCSADAFLRYDVDRCVENSTDLKDIEYIYSMYYNKKEFTRESSSLGKY
VGYTEYGVKTAERANKDTSELSARKAQKETYCKHNIDNWYKNMLSKSVQPRVRVQSLAPS
GGHHPAMLVCSVYDFYPKTIRVSWLRGKEEVSSDVTSTAEMEDGDWYYQIHSHLEYTPRS
GEKISCKVEHASLKDPLVTEWDPSMPESERNKVAIGASGLILGLVLSLAGFIYYKRKARG
RILVPSS

>0rla-DAA*21 AGA53805.1 Main text ref. Bannai & Nonaka 2013
MKMKLLLEFVCGILSGTAAVFHEDLATTGCSDSDGEDMYALDGEEVWYADFKKQTGVEPQP
PFVDHVSYPGGYEQAVANQQICRSNLKISRIAMKDLPLERDPPSNVVVYSRDEVELGEQN
TLICHVSGFYPAPVNVSWTKNGERVSGSINIPFPSSDGTFTQISRLPEFVPQLGDIYSCSV
EHPALTEVQTKIWDVEKTQPGVGPAVFCGVGLAVGLLGVAAGTFFLIKGNECS

>0rla-DCB*21 AGA53816.1 Main text ref. Bannai & Nonaka 2013
MDSSSLRVFLLILTLYPADGFIHYILNRCLENSSDLKDIENIYSYYYNKEEFLRESSSSG
KEFVGYTEIGVKTAELANNDPEKMSRRRAEKETFCKPNIDNDYSTILTKSVQPRVRVQSLE
PSGGNHPAMLICSVYDFYPKKIKVSWLOQDQEEVSSDVTSTAEMEDGDWEYQIHSYLEYTP
RSGGKISCRVEHISLKDPLITDWDPSMPESEKNKIAIGASGLILGLVLSLAGFVYYKRKT
RGRILVPSS

>0rla-DDA ENSORLP00000016018 Main text Dijkstra et al.2013 Orla-M5A
MSLTSLLLITGAVCASSTTPRHMFHFIYGCYETDEVRVDLVVDDDTIGYADFTKQEMVWC
LPYVPPSGKDLEKEAFKFAKNSTIANCHSVLAKAKKADHGTPLRQEPPDLSIYTRYKAEEG
VLDTLFCSANHFYPPTINFTWTKNGAEVTEGLLNLRFSHNKDGTFRGISTLSFTPQRGDV
YSCWVSHEALERPRIITWESRRRRSPARMFFCASLILCLAGIGTGLYFFIKKPNYCCGCQ
>0rla-DDB ENSORLP00000016051 Main text Dijkstra et al.2013 Orla-M5B1
ILSSLIYFYLLFLTSYYSKDQHGYFMFSDFFCYIPSRNPKEVQYLIDWYFNMELTMQYNS
SVGGWTGFTPAGLITAAKENADKYDVVQRILERELVCQRSVEMVYNGTEEAKVEPNVSLQ
TVEDNDSTLECSALDFYPKHIRLTWESNGQEVTEGVTFSDVLPNGDWTYQAHTYLTLTPG
KQDHISCMVQHTSLKEPKIYNWEPSMNQTDRDYITGGVCALLLGAVFLCVGLIHYKQK
>0rla-DEA ENSORLP00000011499 Main text Dijkstra et al.2013 Orla-M16A
SRKQEGFKCSLIHFKTSFFCEFVEFSVEHEISYFIGCFAEGSTEVLLEFDSEEILYVDFEKE
AVVFTGPSFFKANLSERIQGLTTYKNGKKNRIWCQLADQYFTAETEERDKDPPGEVLIYT
SAEVQPGVENTIICEFVNGEFYPPSIKVSWTKNGNPVSEGVSHSRYYPNKDQTFHQEFSTLSF
TPSWIDVYSCTVEHPALESPKTVLWEPEFHHQHPNLDVFLAASLGLGLLGFAVGTCLIIT

ALKRS

>0rla-DEB ENSORLP00000011497 Main text Dijkstra et al.2013 Orla-M16B
TGKSONCSLGFLPLFLLFSSTNAFYGHGTLKCQFTSSHDLVYLEQVYFNKRLMVQYNSTL
GKYEGYTKKAKDLADGFSKSKPFLEQAVKNREKCRTHMDLVFELQSHPVEPSVRVTPVVR
QGSSHQAMLACSAYNEFYPKQIRLTWLRNGEKVINYVTSTEELPDGNWLYQIHSYLEYTPS
PREEITCMVEHASPKEPKLYNWEVLSPPMFGAVRNKIAVGTALLFGSEFVEFVAGLFFYKRT

T

Stickleback (Gasterosteus aculeatus,; Gaac-) MHC class II Ensembl
sequences (Main text ref. Dijkstra et al.2013):

>Gaac-G131A1 ENSGACG00000000330 ENSGACP00000000421 scf 131:52153-54217
MKTKTMMKMMVVLVLSGVEFCVSADGPHKDIAIVGCSDSDGEEMYGLDGEEVWYADFKHGK
GVRPQPSFVDPIDYREGTYETAVGNQQICRNNLKIDLKAFKDFPLEKDPPSSHMIYPKDG
VELGEKNSLICHVTGEFYPAPVTESWTKNODNVTEGSSRNVPYLNNDGTENQEFSTLEFTPK
LGDIYSCMVEHLALDHPLVKEYDVQVSQPSVGPAVFCGVGLTVGLLGVAAGTFEFLIKGNE

Cs

>Gaac—-G131B1 ENSGACG00000000336 ENSGACP00000000425 scf 131:56853-59742
MAPSFISVSLLFIGLHAADGFMEEFVATECVENSTELKDIEYIQSYYYNKLEYTRESSSVG
KEVGFTERGVKNAAAWNNNPSYLSRAKAQKEVYCLNHVPVYYNNMLTKSAEPYVRLHSET
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PPGGGPLSMLVCSVYDEFYPKKIIVRWTRDGRPETTGVTSTDELADGDWYYQTHSHLEYTP
SRSGEKISCVVEHISLSKPLVTDWTDPSMPESERNKVAIGASGLILGLTLSLAGEFIYYKR
KARGRILVPSH

>Gaac-GVIIB ENSGACG00000019051 ENSGACP00000025189 groupVII:2444693-2447881
MAPSFHSVSLLEFIFLHAAGGFMEEFVKDQCVENSTDLKGIEFIRSTYEFNKLOQYTKEFSSSVG
KEVGFTEQGMKNAAASNNNNMYMASIRAAKETICQPNIQRMYDNILTKSAQPYVRLHSET
PLGGRTSSMLVCSVYDEYPONIIVRWTRDGRPEATGVSSTDELADGDWYYQTHSYLEYTP
SRSGEKIACVVEHISLSKPLVTDWDPSMPESERNKIAIGGSGLILGLTLSLAGFIYYKRK
GRGRILVPSY

>Gaac-GVIIA ENSGACG00000019052 ENSGACP00000025193 groupVII:2449972-2451242
MKTMKMMMMIVVLVLSGVSAYVPHEAIRISGCSDSDGEEMFGLDGEELWYADFKLGKGVS
LLPSFLDPITYPGGYEVAVAEQQFCRNNLRIDLEAYKFPLERDPPSSHMIFPKDAVELGE
KNSLICHVTGEFYPAPVAFSWTKNQENATEGTSRNIPEPNNDGTENQFSTLEFTPELGDIY
SCMVEHLALDHPLVREFYDVOMSQPSIGPAVEFCGVGLTVGLLGVAAGTFFLVKRNECS

>Gaac-GXVIIB ENSGACG00000003680 ENSGACP00000004837 groupXVII:1117113-
1119770

MSSSTFLLLLCLSSCSAADGHGYEFMYADFWCNMQTARPQOVEYLVDWYENKEFTMQYNST
VGKWTGFTAAGLVSAAVENGNHEFDVLORKEERRLICVDNVGHALNATEDNMAAPSVRLAE
ASGSGHNTTLVCSAYDEFYPRRIRLAWLRDGQEVTSGATEFSEVTTNGNWTYAVHSSLSETP
GGRDRVSCKVEHAGLQEPALRTWAAHGARDWETGFLVGGVCALLLGAACLSSGLIVHRRK

YSNIS

>Gaac-GXVIIA ENSGACG00000003731 ENSGACP00000004896 groupXVII:1163942-
1165035

MAVTLMLALAAALCTSAAGSSHDFHYTYGCYESGEVRVDVLLDGDVVAYADFGREEVVFEL
IPRLPPFLRDLKKLGYEFAKSSFTHCRSVLAKAKRASPNVTIPQODAPVLSVYSRHEGRGG
AANTLFCLADGEFYPPSVNFTWTKNGARVTGGVWDLPYGHNRDGTFHRISTLSTTPREGDV
YSCSVEHRAARRPLASSWAEPKEGPSRVSPAAGFFGASLVVCLIGVASGAYFFTKQPNEG

Zebrafish (Danio rerio; Dare-) MHC class II Ensembl sequences
(Main text ref. Dijkstra et al.2013):

>Dare-D8.35B2 ENSDARG00000053738 ENSDARP00000070311 8:35956359-35959768
MSQKKLYSSLILILALFEVGESANVYYMYRVSRCIFSSSNISAMVYFDRTYEFNKNLEFIQF
NSNLGRFEGFNEYGLKLAEFWNNGTEFVDQEKDVVEFEFCKYNSQIYENSILDKAVKPKVKL
SSVTRAGGRQSTVLMCSAYDFYPPHINVFWLRNGEVMTSEVTSTMEMADGDWYYQIHSEL
EYSPKPGERISCVIEHASSNKPMIYDWDPSLPVFERNKISIGVSALVLGIITAAAGIIYY
KKKTTGRTSVVPSRLITLPLMEGR

>Dare-D8.35A2 ENSDARG00000055441 ENSDARP00000072260 8:36283500-36286998
MELYITTLVLTIILSAGAKVVHEDFAIRGCSDTEKEDTYGMDEEELWHADENQKKGVETL
PDFGDPMTFPGFYEGSEGEMAVCKSNLALRIKGFKSPPPEMDAPQTSIYPKDDVELGVON
TLVCHVTGEFYPPSVSVSWTKNNINVSEDITLSQYRPRIDGTENIFSTLKEFTPAEGDIYSC
MVKHRAIKDQPQTKTWDVDAVLPSVGPAVEFCGIGLTLGLLGVAVGTFFLVKGNNCN

>Dare-D8.45B1 ENSDARG00000041705 ENSDARP00000088910 8:45758566-45761489
MNAKINYSLAAVFLSALFETVHAYYTYAQIQCHVSDSLOKIEFIFSVTYNMIELVRYNST
EDTFFGYTAIGOKFAEEYNKDKVLLAQHDFVLNQCRELGDVILPNAVWLAVKPEVIIRSV
TEAKGNRKAVLVCSAYDFYPKGIKLTWMRDDKKVTAELTSSEVMADGHWHYQIHSYLEYFE
POTGEKISCVVDHASSLKPMIYYWDPSLPESERSKIILGAVGLLMGIFTAAAGVIYYKRK
QTGFYRLPVCLLPMETMNDTELQ

>Dare-D8.45A1 ENSDARG00000079593 ENSDARP00000061131 8:45768098-45769605
MFKTEFSGITFFIFCLIHTEGOSYPEFGFIETCRGSSYDKIVFILDTEEAAYKDIEKEKLV
FTLPDMANPQYSLNDLRLNDVGIPAFCTEIYHKILSLNVSEDTEPLEPPWTTVYSRNDVK
LNVKNTLICHVTGFFPPPVRVLWTKNNVNVTDGSTISRYYPNKDGTMNVESRLSFIPEEG
DVYGCSVEHKALQQPOTRTWDVEVQQOPSIGPSVFCGVSLALGLFGFATGVLFIAKGKLCK
>Dare-D8.45B2 DCB_ENSDARG00000088872 ENSDARP00000110668 8:45773380-45774524
MOFSRVACLAMILSALLEKVCGNYGYLOSQCRVLSSTKKVELIFSFIFNKIEYIRYNSTD
OKIVGYTEFGEKFVENYKNNTEFVLVLAEFGIDNCKKIAKALISDGMLNHVTVKPEVIIRS
VTEAKGNQKAVLVCSAYDFYPKAIKLTWMRNDKKVTADVMSIEEMADGDWYYQIHSHLEY
FPOPGEKISCVVDHASFHKPMIYYWDPSLPETERSKIILGAVGLLMGIFTAAAGVIYYKR

KQTG

>Dare-D8.45A2 ENSDARG00000086294 ENSDARP00000112102 8:45778095-45779781
MLVYSSDHSIVELTQANMLELLCRIMLFIAYWTCSEGOMDLEYGLMESCTGSPDDEIVET
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FNTELAAYLVVVDGTLVLTVPNEFIKDYPGFYELPLLDASPATVGLTALCKVVYEKTLNLN
VSEPLEPPWVLLYPRNDVKLNLKNTLICHVTGEFFPPPVRVLWTKNNVNVTDGSTISRYYP
DNDRNENVFSQLSFIPEEGDVYSCSVEHKALQQPQTRTWDVEVKQPSIGPSVEFCGVGLAF
GLLSFAAGIFFNAKGKKWM

>Dare-D8.46A ENSDARG00000075932 ENSDARP00000010619 8:47078720-47080882
MEALLRITLICVCVQAKDYHKYGLIGACGDADQEDFIVQFDDEQLAHVDFKEQKDVITLP
EFAGQAVLPPIYVDAKRAEFNCKAYLAVLREVYASSPEVLEPPWSSIYPKSDPQLNLKNT
LICHVTGFFPPPVRVLWTKNNVNVTDGSTISRYYPNKDGTMNVEFSRLSFIPEEGDIYSCS
VEHKALQQPQTRTWDVEVKQPSIGPSVFCGVGLALGLLGFATGVEFTAKGNNCN

>Dare-D18B ENSDARG00000056330 ENSDARP00000090055 Chrl8:29872428-29875206
MENVLVIRLALLLPFLLETAHGHYGEVQFTCHMLGSLONVEVTYSIYFDTTELLRENSTE
NKAVAYTEYAMKWANDLNKQPKWLHEQVEKNIADCKLEFGETYFPLVAKTVKPEVEVRSLR
EASGKRPALLSCSAYNFYPKHIKLTWMRDDKVVTADVMSTKVMADGDWYYQIHSHLEYEP
QPGEKISCVVEHASSHKPMIYYWDSFLTESNKNKIITGAAGIVLGAIMAAGGLIYYKRKH
TVKSHVHVLIY

>Dare—-D18A ENSDARG00000093885 No ENSDARP 18:29867551-29868594
DYHKYGLIGASGDADQEDFIVQFDDEQLAHVDFKEQKDVITLPEFADLAVFQPLYVDAKR
AFNGKAFLAVLREVYASSPEVLEPPLSSIYPKSDPOQLNVKNTLICQVTGFFPPPVRVLWT
KNNVNVTDGSTISRYYPNKDGTMNVFS*LSFIPEEGDIHSCLVEHKALQQPQTRTW

Sturgeon (Acipenser dabryanus/ transmontanus) MHCII sequences
(Main text ref. Chen et al.2020 and GenBank):

>Acda-1 MN249653.1 Acipenser dabryanus MHC class II alpha antigen (Acda-DAA) mRNA,
Acda-DAA*1201 allele, complete cds
MKSCVFLAVLLLTVWTAVQAETVSHLYRNLIACQTNNTNTEDERELDQDELYYIDEFDKKE
GVLRLPRFSEHWSVGPGQVPRAEENREVCIHNVAGFAKCHEYPPEEQDPPRASVYTENHL
ELGKPNTLICFINGFYPAAIKVSWTKNTLPVTEGVTQTDLYSNKDFTFRMFSYLSEFTPEL
GAMYSCQVQHSALPETLTTFWEPDVQTDSDVGETAFCAVGLTLGLLGVAVGTFFLIKGNK

CN*

>Acda-2 MK923687.1 Acipenser dabryanus MHC class II alpha antigen (Acda-DAA) mRNA,
Acda-DAA*0601 allele, complete cds
MKSCVFLAALLLTVWTAVQAETVTHLFRALVACQTNGTLPEDDYELDDDELFHIDEFDKKE
AVOQRIPDFAKYWSPPEGAPARAETDRQTCINNVAVAAKCHKYPPERQVSPRVTLYPEKDL
ELGKPNTLICFITDFHPAATIKVIWTKNTLPVTEGVSLTQYYSNKDFTLOMFSYLSFTPEL
GDVYSCQVQHSALPETLTTFWEPDVQTDSDVGETAYCAVGLSLGLLGVAVGTFFLIKGNK

CN*

>Acda-3 MK923706.1 Acipenser dabryanus MHC class II beta antigen (Acda-DAB) mRNA,
Acda-DAB*1001 allele, complete cds
MGTSSLQISSLYTLCLRGLVLVSLMFCCSKTSFGVEGYLMQOMMRDCEYSDSSMTDMVLSW
RYVENQQEVVHYDTKIKKHVGNTACGVKNAEEWNKDKDRMARLLGDVDRYCKYNMGLYRG
GTTEREIPPSVRVSSIKPFSSQHQOQTMLICYVIGFYPREIKVTWLRNGAKVTADVSSSELL
PDGDWTYQIHSYLELTPQSGDSYTCRVEHSSLAEATIEEKWDPAMPESKRNKITIIGTSGIV
LGLVISAAGLIYYKKKATGRILVPSD*

>Acda-4 MN249661.1 Acipenser dabryanus MHC class II beta antigen (Acda-DAB) mRNA,
Acda-DAB*0303 allele, complete cds
MGTSSLQIYSLYTQCLRGLVLVSLLMCSSKTSFGVDGYLYQVMSDCEYSDSSMTDMVYSW
RYVENQEEYVHYDSKIQKFVGNTACGVKNAEEWNKDKAQLAGLLGEVDRYCKYNAELDLS
FTADRKIPPAVRVRSIKPFSSQHOTMLVCYAFGEFYPRDIKVTWLRNGVKVTADVSSSELL
HDGDWTYQIHSYLELTPQSGDSYTCRVEHSSLAEATIEEKWDPAMPESKRNKIITIGASGIV
LGLVIAAAGLIYYKKKATGRILVPSD*

>Actr-DXA White sturgeon, Acipenser transmontanus,DR975335
MSQVAGVCECAVTELARDOQTLSLHWKHHIWIQSGLGYCVNMKSCVFLAALLLTVWTAVQA
ETVTHLFRALVACQTNGTLPEDDYELDDDELFHIDFDKKEAVQRIPDFAKYWSPPEGAPA
RAETDRQTCINNVAVAAKCHKYPPERQVSPRVTLYPEKDLELGKPNTLICFITDFHPAAT
KVIWTKNTLPVTEGVSLTQYYSNKDFTLOMFSYLSFTPELGDVYSCQVQHSALPETLTTE
WEPDVQTDSDVGETAYCAVGLXXSPHQOR

Fathead minnow (Pimephales promelas) MHCII sequence:

>Pipr-DEB Fathead minnow, Pimephales promelas,DT151632
MRTFRLTLVLVGFAFCCVSSKDVYVFONIVECEYSKVDLSDMVYIIKLVFEF
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AF1. Deduced amino acid sequences

NOKLLCSYDSRLGKYVGYDEFGIRNADHYNSQGWKMKQRKEELETLCRAN
ARLYVNSTRRKVPPAVTIRPTKKAHYGQLSTLVCHAYNEFYPQAINITWLL
DGSEVTGDVISTEFMDNGDWRYQMHSHLDLVLRRGVSVSCRVEHSGLEKP
LVVOWDSTSLDTRIAKLAVGCESFLLG
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