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Zebrafish (Danio rerio) MHC class II sequences

Zebrafish Ensembl sequences:

>D4B DFB ENSDARG00000054921 ENSDARP00000071675 4:61874514-61880599
MSPANLLLMLSVETGAADGYYEFSTWSQCIYSYPDLSDMVEILSEFNENKWMEFLOFNSTVGI
FVGYTEQGVKFAENFNKNEAYLQQLRAEVDIFCRHNAEIYESAVEFDKAVMPKVNLSLVQK
GDSRHPYLLRCSAYDFYPQQIKMSWLRDGRVVSDVTSSEQMPNGDWYYQSHSELVESPKS
GETISCMVEHSSLTGPVVIDWKPPVHEFEWDFQLLSAAGDASAVLGIIIATAGYIYYKTK
TEKNLVAIY

>D4A ENSDARG00000020286 ENSDARP00000018440 4:61887203-61893205
FVPASPAKMELLYLLLLAFTVVLSTHARVKHNLEMENGCSDTEKEALYGSEGEEMWHSDFE
KLKQGVATLPEFADPLSFPGAYEESVADQEVCKONLATSIKAYNSPPEEMEPPETSIYPR
NEVLLGVDNVLICHVTGFFPPPVDVSWSRNNVKVTEGVDVSQYRPRSDQTFHMFSSLKIR
PAAGDIYGCTVNHAALQEQPQTKLWVVPQGGVLSPCLTPVLLSGLGFTVGLLGLATGIYF
FIKGSTADVSDTAVSKKKLMQFEFYQ

>D8.35B1 ENSDARG(00000093706 ENSDARP00000104158 8:35956336-36146143
MCSAYDFYPPHINVEWLRNGEVMTSEVTSTMEMADGDWYYQIHSELEYSPKPGERISCVI
EHASSNKPMIYDWDPSLPVFERNKISIGVSALVLGIITAAAGIIYYKKKTTGRTSVVPSR
LITLPLMFGR

>D8.35B2 ENSDARG(00000053738 ENSDARP00000070311 8:35956359-35959768
MSQKKLYSSLILILALFFVGESANVYYMYRVSRCIFSSSNISAMVYFDRTYENKNLEIQF
NSNLGRFEGEFNEYGLKLAEFWNNGTFVDQEKDVVEFFCKYNSQIYENSILDKAVKPKVKL
SSVTRAGGRQSTVLMCSAYDEFYPPHINVEWLRNGEVMTSEVTSTMEMADGDWYYQIHSEL
EYSPKPGERISCVIEHASSNKPMIYDWDPSLPVFERNKISIGVSALVLGIITAAAGIIYY
KKKTTGRTSVVPSRLITLPLMFGR

>D8.35A1 ENSDARG(00000053739 ENSDARP00000070315 8:36131728-36140054
TLTTLLSTHAEIVHDYFSIHGCSYTDEEGMOAVDGEDMHGIDNEEMWHADYNLKTGVLSL
PDFGDPITFPREYETSVIEMTGCKANIVSLTKIFNSPPPEMDPPQTSIYPKDDVELGVQON
TLVCHATGEYPPSIRILWTMNNVNVTEGISLSQYRPRVDGTENIFSTFREFTPAEGDIYSC
RVIHEALLGQPQAKIYDVDVAIPSVGPSVFCGVALSLGLLGIVTGTFFFIKAFNYNVDME

VN

>D8.35A2 ENSDARG(00000055441 ENSDARP00000072260 8:36283500-36286998
MELYITTLVLTIILSAGAKVVHEDFAIRGCSDTEKEDTYGMDEEELWHADEFNQKKGVETL
PDFGDPMTFPGEFYEGSEGEMAVCKSNLALRIKGFKSPPPEMDAPQTSIYPKDDVELGVQON
TLVCHVTGEYPPSVSVSWTKNNINVSEDITLSQYRPRIDGTENIFSTLKFTPAEGDIYSC
MVKHRAIKDQPQTKTWDVDAVLPSVGPAVFCGIGLTLGLLGVAVGTFEFLVKGNNCN

>D8.35B3 DEB_ENSDARG(00000055447 ENSDARP00000072268 8:36288188-36289984
MLPLKYFTCLMLTVSLEFTGAESANVYYTYRWCRCIYSSPDLSDMVYIDSKYFNKYLEFAQF
NSTLGRYVGFSEYGIRNAEYWNNGTFVEQERNEVERFCKHNAQIRDSAVISKAVKPKVKL
SSVTRAGGRHPAVLMCSAYDEFYPPHIKISWLRDGQVVTSDVTSTEEMADGDWYYQIHSEL
EYSPKSGEKISCAVEHASSTKPIIYDWDPSEFSESEKNKLVIGASGLVLGIVLAAAGLIYY
KKKSTGRILVPH

>D8.37A1 ENSDARG00000074816 ENSDARP00000100115 8:37465644-37474349
MELHITILSLAIVLSTGTEFEHEVNQIQVCSNTEQEFFIGYDGEEIWHADIAHRRGVKTT
PSFAQYAVIPDIYERALAFLDFCKYDLHAYIKYFNNPPPEMDAPQTSIYSKGNVQLGIQN
TLVCHVTGEYPPEFVNISWTKNNVIVTEGMSLSQYHPRVDGTENIFSTLKYTPAEGDIYSC
TVNHRTLOGOPQTRIWDVDVVLPNEFGPSVFCGVGLTIGLLSVAIETFFLFKRKKSN

>D8.37B1 ENSDARG00000074510 ENSDARP00000116857 8:37476789-37482114
XDFWARFSRYSERVKMSLLRLEFYGHLILTLSVLIGAETANVYYRYTWIQCISSSKNLSDM
VEIESLYEFNKYLETQOEFNSNIGKYVGFSEYGIRNAEFRNNDTNLLLKKKAAVNKVCKNNAT
NHDKFIRNKAVKPKVKLTLVKPAGGRHPAVLMCSAYEFYPPHIRVYWLRNGEVITSDVTS
TMEMADGDWYYQIHSELEYSPKSGERISCGIEHASSNKPIITEWDSSRPASERNKIAIGA

SG

>D8.37A2 ENSDARG00000070206 ENSDARP00000093621 8:37488525-37498906



MELYVIVLTFIAFLSSNAEFVREELEIYVCSDSESEAMVGADGEELWHADFKQOKTGIITL
PDFADRIGFPGFYEISVDSIAGCRRNLANNIRGFKSPPPAMDAPHSSVYPKDDVELGVQON
SLICHATGFYPPSITISWKKNNNNVTESINLSQYRPRADGSFNIFSTLKFTPAEGDIYSC
TVNHEALQGOAQTKTWDVDVALPSAFPAVVCGVGVVEGLLGIAAGTFLLVKGNCN
>D8.37B2 DDB ENSDARG00000076307 ENSDARP00000097822 8:37510422-37511403
MLICSAYEFYPRHIKVSWLKGGKSVTSEVTSTMEMADGDWYYQIHSELEYTPGPGEKISC
LVEHASSSEPMIYDWDPSLPESERNKIAVGASGLVMGFIIAAVGILYYRKKSTGMIPIPH
>D8.37A3 ENSDARG00000031745 ENSDARP00000048447 Chr8:37539907-37543263
MDLFGFLLIFTVIVSNGAQAEHKDFGEFVGCSDMEKEFLEGFDGEELFHLDFIRKEGVATA
PDFADPLSFPGEFYEAGVAQMEVCKONLATDIRAYNSPQEQLDPPVTSIYSKDEVVLDKKN
TLICHVTGFFPPPVNVSWTKNNDIVLEEISESQYRENSDGTEFNMESALKFTPAEGDIYSC
TVKHRSIQGOQTNTKTWEVDVELPSVGPAVFCGVGLVLGLLGVAAGTFEFLIKGNNCN
>D8.37B3 DAB ENSDARG(00000079105 ENSDARP00000100252 8:37546100-37548453
MYLLKPFLVILMLSTFTGTADGYYDYIKQQCFYSTSDYSDMVYLASYSEFNKVVDTQEFNSS
VGKEVGYTEQGLIFAENFNKDQAYLHQLKAQVDTFCRHNAQIWDSAVRDKAVLPEVTIKS
VRQAEGRHPAVLLCSAYEFYPKKIKMSWLRDGKEVTSDVTSTMEMADGDWYYQIHSHLEY
TPKSGEKIQCLVEHASLTQPLTKDWNPHISESDRNKFAIGASGLVLGIIIATAGLIYYKK
KSTGRILVPN

>D8.37A4 ENSDARG(00000001832 ENSDARP00000043524 8:37574076-37576393
MDLFGFLLIFTVIVSNGAQAEHRDFQFTGCSDTEKDDLNGEFDGEVLYYTDFIRKEGVVIA
PDFADPLSFPGGYETGVAQMEVCKONLATDIKAYNSPQEQLDPPVTSIYSEDEVVLDEKN
TLICYVTGFFPPPVNVSWTKNNDIVTEDISESQYRDNSDGTEFNMESALKFTPAEGDIYSC
TVKHRSIQGOPNTKTWEVDVELPSVGPAVFCGVGLVLGLLGVAAGTFFLIKGNNCN

>D8.45B1 ENSDARG00000041705 ENSDARP0O0000088910 8:45758566-45761489
MNAKINYSLAAVEFLSALFETVHAYYTYAQIQCHVSDSLOKIEFIFSVTYNMIELVRYNST
EDTFFGYTAIGQKFAEEYNKDKVLLAQHDFVLNQCRELGDVILPNAVWLAVKPEVIIRSV
TEAKGNRKAVLVCSAYDEFYPKGIKLTWMRDDKKVTAELTSSEVMADGHWHYQIHSYLEYF
POTGEKISCVVDHASSLKPMIYYWDPSLPESERSKIILGAVGLLMGIFTAAAGVIYYKRK
QTGFYRLPVCLLPMETMNDTELQ

>D8.45A1 ENSDARG(00000079593 ENSDARP00000061131 8:45768098-45769605
MEFKTEFSGITFFIFCLIHTEGQSYPEFGFIETCRGSSYDKIVEFILDTEEAAYKDIEKEKLV
FTLPDMANPQYSLNDLRLNDVGIPAFCTEIYHKILSLNVSEDTEPLEPPWTTVYSRNDVK
LNVKNTLICHVTGFFPPPVRVLWTKNNVNVTDGSTISRYYPNKDGTMNVESRLSEFIPEEG
DVYGCSVEHKALQQPQTRTWDVEVQQOPSIGPSVFCGVSLALGLFGFATGVLEFIAKGKLCK
>D8.45B2 DCB_ENSDARG(00000088872 ENSDARP00000110668 8:45773380-45774524
MOFSRVACLAMILSALLEKVCGNYGYLQSQCRVLSSTKKVELIFSFIFNKIEYIRYNSTD
QOKIVGYTEFGEKEFVENYKNNTFVLVLAEFGIDNCKKIAKALISDGMLNHVTVKPEVIIRS
VTEAKGNQKAVLVCSAYDFYPKAIKLTWMRNDKKVTADVMSIEEMADGDWYYQIHSHLEY
FPOPGEKISCVVDHASFHKPMIYYWDPSLPETERSKIILGAVGLLMGIFTAAAGVIYYKR

KQTG

>D8.45A2 ENSDARG(00000086294 ENSDARP00000112102 8:45778095-45779781
MLVYSSDHSIVELTQANMLELLCRIMLFIAYWTCSEGOMDLEYGLMESCTGSPDDEIVET
FNTELAAYLVVVDGTLVLTVPNFIKDYPGFYELPLLDASPATVGLTALCKVVYEKTLNLN
VSEPLEPPWVLLYPRNDVKLNLKNTLICHVTGFFPPPVRVLWTKNNVNVTDGSTISRYYP
DNDRNEFNVFSQLSFIPEEGDVYSCSVEHKALQQPQTRTWDVEVKQPSIGPSVFCGVGLAF
GLLSFAAGIFEFNAKGKKWM

>D8.46A ENSDARG00000075932 ENSDARP00000010619 8:47078720-47080882
MEALLRITLICVCVQAKDYHKYGLIGACGDADQEDFIVQFDDEQLAHVDFKEQKDVITLP
EFAGQAVLPPIYVDAKRAEFNCKAYLAVLREVYASSPEVLEPPWSSIYPKSDPQLNLKNT
LICHVTGFFPPPVRVLWTKNNVNVTDGSTISRYYPNKDGTMNVESRLSFIPEEGDIYSCS
VEHKALQQPQTRTWDVEVKQPSIGPSVFCGVGLALGLLGFATGVEFFTAKGNNCN

>D18B ENSDARG00000056330 ENSDARP00000090055 Chrl18:29872428-29875206
MENVLVIRLALLLPFLLETAHGHYGFVQFTCHMLGSLONVEVTYSIYFDTTELLRENSTE
NKAVAYTEYAMKWANDLNKQPKWLHEQVEKNIADCKLFGETYFPLVAKTVKPEVEFVRSLR
EASGKRPALLSCSAYNEFYPKHIKLTWMRDDKVVTADVMSTKVMADGDWYYQIHSHLEYFP
QPGEKISCVVEHASSHKPMIYYWDSFLTESNKNKIITGAAGIVLGAIMAAGGLIYYKRKH
TVKSHVHVLIY



>D18A ENSDARG00000093885 No ENSDARP 18:29867551-29868594
DYHKYGLIGASGDADQEDFIVQFDDEQLAHVDFKEQKDVITLPEFADLAVEFQPLYVDAKR
AFNGKAFLAVLREVYASSPEVLEPPLSSIYPKSDPQLNVKNTLICQVTGFFPPPVRVLWT
KNNVNVTDGSTISRYYPNKDGTMNVES*LSFIPEEGDIHSCLVEHKALQQPQTRTW

Zebrafish translated Genbank cDNA report sequences:

>EH441901 FDR103-P00029-DEPE-F E20 FDR103 Danio rerio cDNA clone FDR103-
P00029-BR E20 5, mRNA sequence D18B match
MLGSLONVEVTYSIYEFDTTELLRENSTENKAVAYTEYAMKWANDLNKQPKWLHEQVEKNT
ADCKLFGETYFPLVAKTVKPEVEFVRSLREASGKRPALLSCSAYNFYPKHIKLTWMRDDKV
VTADVMSTKVMADGDWYYQITHSHLEYFPOQPGEKISCVVEHASSHKPMIYYWDSFLTESNK
NKITTGAAGIVLGAIMAAGGLIYYKRKHTVKSHVHVLIY

>EB769231.1 1 2026670 AGO3 Danio rerio cDNA clone 770142, mRNA sequence D4B
match

FDKAVMPKVNLSLVQKGDSRHPYLLRCSAYDFYPQQIKMSWLRDGRVVSDVTSSEQMPNG
DWYYQSHSELVFSPKSGETISCMVEHSSLTGPVVIDWKPPVHEFEWDFQLLSAAGDAXAX

LXXXIV

>DT061156.1 3 AGENCOURT 56110132 NIH ZGC 10 Danio rerio cDNA clone
IMAGE:8000694 5', mRNA sequence D8.37B3 match
FLVILMLSTFTGTADGYYDYIKQQCEFYSTSDYSDMVYLASYSENKVVDTQEFNSSVGKEVG
YTEQGLIFAENFNKDQAYLHQLKAQVDTEFCRHNAQIWDSAVRDKAVLPEVTIKSVRQAEG
RHPAVLLCSAYEFYPKKIKMSWLRDGKEVTSDVTSTMEMADGDWYYQTHSHLEYTPKSGE
KIQCLVEHASLTQPLTKDWNPHISESDRNKFATIGASGLVLGIITATAGLIYYKKKSTGRI

LVQTDSSESNVT

>DN896667.1 2 napl2d02.yl Zebrafish anterior segment (minus lens).
Unnormalized (nap) Danio rerio cDNA clone napl2d02 5', mRNA sequence D8.35B3
match

MLTVSSFTGAESANVYYTYRWCRCIYSSPDLSDMVYIDSYYFNKYLFTQFNSTLGKCVGE
SEYGIRNAEYWNNGTFVEQERNEVERFCKHNSQIRDSAVISKAVKPKVKLSSVTRAGGRH
PAVLMCSAYDFYPPHIKISWLRDGQVVTSDVTSTEEMADGDWYYQIHSELEYSPKSGEKT
SCAVEHASSTKPITYDWDPSEFSESEKNKLVIGASGLVLGIVLAAAGLIYX

>CK030151 AGENCOURT 16620967 NIH 7ZGC 7 Danio rerio cDNA clone IMAGE:7052626 5,
mRNA sequence D8.35B2 match
MILALFFVGESANVYYMYRVSRCIFSSSNISAMVYFDRTYENKNLFIQFNSNLGRFEGEN
EYGLKLAEFWNNGTFVDQEKDVVEFFCKYNSQIYENSILDKAVKPKVKLSSVTRAGGRQS
AVLMCSAYDFYPPHINVYWLRNGEVMTSEVTSTMEMADGDWYYQTHSELEYSPKPGERIS
CVIEHASSNKPMIYDWDPSLPVFERNKISTIGVSALVLGIITAAAGIIYYKKKLQOGGLSTS

SR

>C0798204 AGENCOURT 30342545 NIH ZGC 14 Danio rerio cDNA clone IMAGE:7400349
5, mRNA sequence D8.45B1 match
MSALFETVHAYYTYAQIQCHVSDSLOKIEFTIFSVTYNMIELVRYNSTEDTFFGYTAIGQK
FAEEYNKDEVLLAQHDEFVLNQCRELGDVILPNAVWLAVKPEVITIRSVTEAKGNRKAVLVC
SAYDFYPKGIKLTWMRDDKKVTAELTSSEVMADGHWHYQIHSYLEYFPQTGEKISCVVDH
ASSLKPMIYYWDPSLPESERSKIILGAVGLLMGDFTAAAGVIYYKRKQTGFYRLPVCLLP

METMNDTEM

>DT880928 AGENCOURT 58686230 NIH ZGC 22 Danio rerio cDNA clone IMAGE:7924885
5, mMRNA sequence D8.35A1 match
MQAVDGEDMHGIDNEEMWHADYNLKTGVLSLPDFGDPITFPREYETSVIEMTGCKANIVS
LTKIFNSPPPEMDPPQTSIYPKDDVELGVONTLVCHATGFYPPSIRILWTKNNVNVTEGI
SLSQYRPKVDGTENIFSTFRFTPAEGDIYSCRVIHEALLGQPQAKIYDVVVAIPSVGPSV
FCGVALSLGLLGIATGTFFFIKHSTTME IWK

>EH498789.1 1 FDR107-P00042-DEPE-F J13 FDR107 Danio rerio cDNA clone FDR107-
PO0042-BR J13 5', mRNA sequence D8.35A2 match
DSISRPRIRRENKMELYITTLVLTITLSAGAKVVHEDFAIRGCSDTEKEDTYGMDEEELW
HADFNQKKGVETLPDFGDPMTFPGFYEGSEGEMAVCKSNLALRIKGFKSPPPEMDAPQTS



IYPKDDVELGVONTLVCHVTGFYPPSVSVSWTKNNINVSEDITLSQYRPRIDGTENIFEST
LKFTPAEGDIYSCMVKHRATIKDQPQTKTWDVDAVLPSVGPAVFCGIGLTL

>C0353326.1 2 DR ATE FL13 G10 adult testis full-length (TLL) Danio rerio cDNA,
mRNA sequence D8.37A4 match
MGLKLSTGXFQFTGCSDTEKDDLNGFDGEVLYYTDFIRKEGVVIAPDFADPLSFPGGYET
GVAQMEVCKONLATDIKAYNSPQEQLDPPVTSIYSEDEVVLDEKNTLICYVTGFFPPPVN
VSWTKNNDIVTEDISEFSQYRDNSDGTFNMFSALKFTPAEGDIYSCTVKHRSTIQGQOPNTKT
WEVDVELPSVGPXVEFCGSGV

>EG576857 AGENCOURT 88173786 NIH ZGC 35 Danio rerio cDNA clone IMAGE:8756121
5, mRNA sequence D8.37A2 match
MELYVIVLTFIAFLSSNAEFVREEFEIYVCSDTESEAMVGADGEELWHADFKQKTGIITL
PDFADRIGFPGFYEISVDSTIAGCKRNLANNIRGFKSPPPAMDAPHSSVYPNDDVELGVQN
SLICHATGFYPPSITISWKKNNNNVTESINLSQYRPRADGSEFNIFSTLKFTPAEGDIYSC
TVNHEALHGQAQTKTWDVDVALPSAFPAVVCGVGLVFGLLGIAAGTFLLVKGNCN

>EH450259 FDR103-P00052-DEPE-F F04 FDR103 Danio rerio cDNA clone FDR103-
P00052-BR F04 5, mRNA sequence D8.46A match
MEALLRITLICVCVQAKDYHKYGLIGACGDADQEDFIVQFDDEQLAHVDFKEQKDVITLP
EFAGQAVLPPIYVDAKRAEFNCKAYLAVLREVYASSPEVLEPPWSSIYPKSDPQLNLKNT
LICHVTGFFPPPVRVLWTKNNVNVTDGSTISRYYPNKDGTMNVESRLSFIPEEGDIYSCS
VEHKALQQPQTRTWDVEVKQPSIGPSVFCGVGLALGLLGFATGVEFFTAKGNNCN

>EB979084.1 2 15505312 ZF40 Danio rerio cDNA clone 4224518, mRNA sequence
D8.37A3 match

SFPGFYEAGVAQMEVCKONLATDIRAYNSPQEQLDPPVTSIYSKDEVVLDKKNTLICHVT
GFFPPPVNVSWTKNNDIVLEEISFSQYRENSDGTFNMEFSALKFTPAEGDIYSCTVKHRSI

QGQTNTKTWEVDV

>CF996478 AGENCOURT 16384897 NIH ZGC 7 Danio rerio cDNA clone IMAGE:7037730 5,
mRNA sequence D4A match
MDLTVRSEFPGSAKMELLYLLLLAFTVVLSTHARVKHNLFMENGCSDTEKEALYGSEGEE
MWHSDFKLKHGVATLPEFADPLSFPGAYEESVAELEVCKONLATSIKAYNSPPEEMEPPE
TSIYPRNEVLLGVDNVLICHVTGEFFPPPVDVSWSRNNVKVTEGVDVSQYRPRSDQTEFHMFE
SSLKIRPAAGDIYGCTVNHAALQEQPQTKLWVVPQGDVLSPCLTPVLLSGLGEFTVXLLGL
ATGIYFFVXGSTADVSDTAVNKRKLMQFYHXET

>CN023898 AGENCOURT 20187689 NIH ZGC 14 Danio rerio cDNA clone IMAGE:7229870
5', mRNA sequence D8.37B1l match
MSLLRLFYGNLILTLSVLIGAETANVYYRYTWIQCISSSKNLSDMVEFIESLYFNKYLEFTQ
FNSNIGKYVGEFSEYGIRNAEFRNNDTNLLLKIKAAVNKVCKINAINHDKFIRNKAVKPKV
KLTLVKPAGGRHPAVLMCSAYEFYPPHIRVYWLRNGEVITSDVTSTMEMADGDWYYQTHS
ELEYSPKSGERISCGIEHASSNKPIITEWGKRNMLTVILALFCGTFDILLYPTDSSRPAS
ERNKIALGHLGVVLGSSSQLICFITTRKLAKPVL

Stickleback (Gasterosteus aculeatus) MHC class Il sequences

Stickleback Ensembl sequences:

>G129B scfl29 contigl2675:25778-25611
EPYVRLHSETPPGGGPLSMLVCSVYDFYPKKIIVRWTRDGRPETTGVTSTDELAGGRSGE
KMSCVVEHISLSKPLVTDW

>G129A Scf.129 contigl2675:26484-26221
SHMIYRKHGVELGEKNCHVTGEFFPAPVTEFSWTKSQENVTEGTCKNVPFLNKDRTENQEFST
LEFTPKLGDIYSSRVEHLALDHPLVKFY

>G131A1 ENSGACG00000000330 ENSGACP00000000421 scf 131:52153-54217
MKTKTMMKMMVVLVLSGVFCVSADGPHKDIAIVGCSDSDGEEMYGLDGEEVWYADEFKHGK
GVRPQPSEFVDPIDYREGTYETAVGNQQICRNNLKIDLKAFKDFPLEKDPPSSHMIYPKDG
VELGEKNSLICHVTGEYPAPVTESWTKNQDNVTEGSSRNVPYLNNDGTENQFSTLEFTPK



LGDIYSCMVEHLALDHPLVKEYDVQVSQPSVGPAVEFCGVGLTVGLLGVAAGTFFLIKGNE

CSs

>G131B1 ENSGACG00000000336 ENSGACP00000000425 scf 131:56853-59742
MAPSFISVSLLFIGLHAADGEFMEFVATECVENSTELKDIEYIQSYYYNKLEYTRESSSVG
KEFVGFTERGVKNAAAWNNNPSYLSRAKAQKEVYCLNHVPVYYNNMLTKSAEPYVRLHSET
PPGGGPLSMLVCSVYDFYPKKIIVRWTRDGRPETTGVTSTDELADGDWYYQTHSHLEYTP
SRSGEKISCVVEHISLSKPLVTDWTDPSMPESERNKVAIGASGLILGLTLSLAGEFIYYKR
KARGRILVPSH

>G131A2 DAA ENSGACG00000000344 ENSGACP00000000434 scf 131:78913-81169
MKTKTMMKMMVVLVLSGVEFCVSADGPHKDIRVLGCSDSDGENMFGLDGEEVWYADEFKHGK
GVRPLPSEFVDPIEFPGGAYEQAVTDLQICRSNLKTHVKGLKDVPLEKDPPSSHMIYPKDG
VELGEKNSLICHVTGFYPAPVTFSWTKNQOENVTEESSRNVPYLNNDGTENQFSTLKEFTPK
LGDIYSCMVEHLALDHPLVKFYDVQVSQPSVGPAVEFCGVGLTVGLLGVAAGTFFLIKGNE

Cs

>G131B2 DAB ENSGACG00000000346 ENSGACP00000000437 scf 131:96885-99355
MAPSFISVSLLFIGLHAADGFLEFMTDECVENSTELKDIEYITSYYYNKLELTREXINVL
VPLLYYQONLLOQEFVRSEFYTQWEPCRTLLLVLILVPVSSONKPSPCHILSPAEPYVRLHSE
TPPGGGPLSMLVCSVYDEFYPKKIIVRWTRDGRPETTGVTSTDELADGDWYYQTHSHLEYT
PSRSGEKISCVVEHISLSKPLVTDWNPSMPESERNKVAIGASGLILGLTLSLAGFIYYKR
KARGRILVPSH

>G131A3 DBA ENSGACG00000000348 ENSGACP00000000439 scf 131:118613-120538
MKTKTMMKMMVVLVLSGVECVSADGPHKDIAIDGCSDSDGEKMYGLDGEEVWYADEFKHGK
GVKPQPSFVDPIDYPAGAYELAVANQQTCRNDLKTDLEAYKDVPLEKDPPSSHMIYPKDG
VELGEKNSLICHVTGFYPAPVTEFSWTKNQENVTEGSSRNVPYPNNDGTENQFSTLEFTPK
LGDIYSCMVEHLALDHPLVKCVFLSPDVQVSQPSVGPAVFCGVGLTVGLLGVAAGTFFLI

KGNECS

>G131B3 DBB ENSGACG00000000350 ENSGACP00000000450 scf 131:121399-126270
MAPSEFISVSLLEFIGLHAADGFMEFRTDECVENSTELKDIEFIRSSYYNKKEDTRESSSVG
KEVGFTEQGVKYAANWNKDASYLSAMRAQKEVYCLNNVQIKYDNALTKSAEPYVRLHSET
PPGGGPLSMLVCSVYDFYPKKIIVRWTRDGRPETTGVTSTDELADGDWYYQTHSHLEYTP
SRSGEKISCVVEHISLSKPLVTDWNPSMPESERNKIAIGASGLILGLTLSLAGFIYYKRK
ARGRILVPSH

>GITIIB ENSGACG00000017967 ENSGACP00000023736 groupIII:16679542-16682223
MAPSFISVSLLEFIGLHAADGFLEFMTDECVENSTELKDIEYIRSYYYNKLELTRESSSVG
KYVGFTEYGVRNAANWNKDASELTAMRAQKEVYCLNSIQIKYNNVLTKSAEPYVRLHSET
PPGGGPLSMLVCSVYDFYPKKIIVRWTRDGRPETTGVTSTDELADGDWYYQTHSHLEYTP
SRSGEKISCVVEHISLSKPLVTDWNPSMPESERNKVAIGASGLILGLTLSLAGFIYYKRK
ARGRILVPSH

>GVIIB ENSGACG00000019051 ENSGACP00000025189 groupVII:2444693-2447881
MAPSFHSVSLLFIFLHAAGGEMEFVKDQCVENSTDLKGIEFIRSTYEFNKLQYTKESSSVG
KEFVGFTEQGMKNAAASNNNNMYMASIRAAKETICOPNIQRMYDNILTKSAQPYVRLHSET
PLGGRTSSMLVCSVYDFYPONIIVRWTRDGRPEATGVSSTDELADGDWYYQTHSYLEYTP
SRSGEKIACVVEHISLSKPLVTDWDPSMPESERNKIAIGGSGLILGLTLSLAGEFIYYKRK
GRGRILVPSY

>GVIIA ENSGACG00000019052 ENSGACP00000025193 groupVII:2449972-2451242
MKTMKMMMMIVVLVLSGVSAYVPHEAIRISGCSDSDGEEMFGLDGEELWYADEFKLGKGVS
LLPSFLDPITYPGGYEVAVAEQQFCRNNLRIDLEAYKFPLERDPPSSHMIFPKDAVELGE
KNSLICHVTGEFYPAPVAFSWTKNQENATEGTSRNIPFPNNDGTENQFSTLEFTPELGDIY
SCMVEHLALDHPLVRFYDVOMSQPSIGPAVFCGVGLTVGLLGVAAGTEFFLVKRNECS

>GXVIIB ENSGACG00000003680 ENSGACP00000004837 groupXVII:1117113-1119770
MSSSTFLLLLCLSSCSAADGHGYFMYADEFWCNMQTARPQOVEYLVDWYEFNKEFTMQYNST
VGKWTGFTAAGLVSAAVENGNHFDVLORKEERRLICVDNVGHALNATEDNMAAPSVRLAE
ASGSGHNTTLVCSAYDFYPRRIRLAWLRDGQEVTSGATESEVTTNGNWTYAVHSSLSETP
GGRDRVSCKVEHAGLQEPALRTWAAHGARDWETGFLVGGVCALLLGAACLSSGLIVHRRK

YSNIS

>GXVIIA ENSGACG00000003731 ENSGACP00000004896 groupXVII:1163942-1165035
MAVTLMLALAAALCTSAAGSSHDFHYTYGCYESGEVRVDVLLDGDVVAYADFGREEVVEL



IPRLPPFLRDLKKLGYEFAKSSFTHCRSVLAKAKRASPNVTIPQODAPVLSVYSRHEGRGG
AANTLFCLADGEFYPPSVNFTWTKNGARVTGGVWDLPYGHNRDGTFHRISTLSTTPREGDV
YSCSVEHRAARRPLASSWAEPKEGPSRVSPAAGFFGASLVVCLIGVASGAYFFTKQPNEG
>GXXB Gr.XX: 1081373-10814066
EPSVRLRSVHAADSRHPRMLLCTGYGEFYPKQIRVMWLRNGNNVTSDVTSTEELSNGNWLY
QIHSYLEFTPRSGGEISCVVEHASLTQPKVYDW

Stickleback translated Genbank cDNA report sequences:

>DW594610 CGX114-A05.yld-s SHGC-CGX2 Gasterosteus aculeatus cDNA clone CGX114-
AO05 5, mRNA sequence GXVIIB match
MSSSTFLLLLCLSSCSAADGHGYFMYADFWCNMQTARPQQVEYLVDWYEFNKEFTMQYNST
VGKWTGFTAAGLVSAAVENGNHFDVLOQRKEERRLTICVDNVGHALNATEDNMAAPSVRLAE
ASGSGHNTTLVCSAYDFYPGRIRLAWLRDGQEVTSGATEFSEVTTNGNWTYAVHSSLSETP
GGRDRVSCKVEHAGLQKPALRTWAAHGARDWETGFLVGGVCALLLGAACLSSGLIVHRRK

YSNIS

>DV011001 CNB266-F02.yld-s SHGC-CNB Gasterosteus aculeatus cDNA clone CNB266-
F02 5, mRNA sequence G131B1, G1313B3 and GIIIB match
MAPSFISVSLLFIGLHAADGFMEFWTDECVENSTELKDIEFIRSYYFNKLEFTREFSSSVG
KYVGFTEYGVRNAEYWNKDASQLSAMRAQKEVYCLNNVQIDYNNILTKSAEPYVRLHSET
PPGGGPLSMLVCSVYDFYPKKIIVRWTRDGRPETTGVTSTDELADGDWYYQTHSHLEYTP
SRSGEKISCVVEHISLSKPLVTDWNPSMPESERNKVAIGASGLILGLTLSLAGFIYYKRK

ARGRILVPSH

>DW672198.1 3 CNB369-F02.yld-s SHGC-CNB2 Gasterosteus aculeatus cDNA clone
CNB369-F02 5', mRNA sequence G131A1 and G131A2 match
MKTKTMMKMMVVLVLSGVFCVSADGPHRDIAINGCSDSDGELMYGLDGEE IWYADEFKHGK
GVKAQPSFVDPIEFQGAYEQAVANQQTCRSNLKNDLKAFKDVPLEKDPPSSHMIYPKDGV
ELGEKNSLICHVTGEFYPAPVTESWTKNQENVTEGSSRNVPYLNNDGTEFNQFSTLEFTPKL
GDIYSCMVEHLALDHPLVKEYDVQVSQPSVGPAVFCGVGLTVGLLGVAAGTFFLIXGNEC

S

Medaka (Oryzias latipes) MHC class 11 sequences

Medaka Ensembl sequences:

>M3A ENSORLG00000000025 ENSORLP00000000027 Chr.3:558225-564744
LLSDLKVMKVKLLLFLCEILCGILSGTAEVLHEDFGILGCSDYDQEYMYALDGEEKWYAD
YKKETGVGPQLPLGGHFINPDGYQFAKVYEQVCRRNLKALKKTTKGLQLEQDPPSNVMVY
SRDEVELGQONTLICHVSGEYPAPVNVSWTRNGEKVPGSINVPLPSSDGTLTQISRLQEFV
POLGDIYSCSVEHPALPEVQTKIWDFEKSQPSVGPALFCGLGLVVGLLGVATGTFFLIKG

NECS

>M3B ENSORLG00000000021 ENSORLP00000000030 Chr.3:554841-556227
MDSSSLRVFLLILTLYPADGEFIHYILNRCLENSSDLKDIENIYSYYYNKEEFLRFSSSSG
KEFVGYTEIGVKTAELANNDPEKMSRRRAEKETFCKPNIDNDYSTILTKSVQPRVRVQSLE
PSGGNHPAMLICSVYDFYPKKIKVSWLODQEEVSSDVTSTAEMEDGDWEFYQIHSYLEYTP
RSGGKISCRVEHISLKDPLITDWDPSMPESEKNKIAIGASGLILGLVLSLAGEVYYKRKT
RGRILVPSS

>M5A ENSORLG00000012794 ENSORLP00000016018 Chr.5:25231039-25236341
MSLTSLLLITGAVCASSTTPRHMFHFIYGCYETDEVRVDLVVDDDTIGYADFTKQEMVIWC
LPYVPPSGKDLEKEAFKFAKNSIANCHSVLAKAKKADHGTPLRQEPPDLSIYTRYKAEEG
VLDTLFCSANHEFYPPTINFTWTKNGAEVTEGLLNLRFSHNKDGTFRGISTLSEFTPQRGDV
YSCWVSHEALERPRIITWESRRRRSPARMFFCASLILCLAGIGTGLYFFIKKPNYCCGCQ

>M5B1 ENSORLG00000012822 ENSORLP00000016051 Chr.5:25371618-25375673



ILSSLIYFYLLFLTSYYSKDQHGYFMESDEFFCYIPSRNPKEVQYLIDWYEFNMELTMQYNS
SVGGWTGFTPAGLITAAKFNADKYDVVQRILERELVCQRSVEMVYNGTEEAKVEPNVSLQ
TVEDNDSTLECSALDEFYPKHIRLTWESNGQEVTEGVTEFSDVLPNGDWTYQAHTYLTLTPG
KODHISCMVQHTSLKEPKIYNWEPSMNQTDRDYITIGGVCALLLGAVFLCVGLIHYKQK

>M5B2 modified from ENSORLG00000012826 ENSORLP00000016062 Chr5:25378453-
25379616
YSKDQHGYFMESDFLCYLPSRNPKEVQYLIDWYEFNMELTMQYNSSVGGWTGFTPAGLITA
AKFNADKHDVVQRILERELVCQRSVEIIYETTETAKVEPNVSLQTVEDNDSTLECSALDFE
YPKHIRLTWESNGQEVTEGVTEFSDVLPNGDWTYQAHTYLTLTPGKQDHISCMVQHTSLKE
PKIYNWVCALLLGAVFLCGGLIHYK

>M16B ENSORLG00000009164 ENSORLP00000011497 16:14786594-14792142
TGKSONCSLGFLPLFLLEFSSTNAFYGHGTLKCQFTSSHDLVYLEQVYEFNKRLMVQYNSTL
GKYEGYTKKAKDLADGFSKSKPFLEQAVKNREKCRTHMDLVFELQSHPVEPSVRVTPVVR
QOGSSHOQAMLACSAYNEFYPKQIRLTWLRNGEKVINYVTSTEELPDGNWLYQIHSYLEYTPS
PREEITCMVEHASPKEPKLYNWEVLSPPMFGAVRNKIAVGTALLFGSEFVFVAGLEFEFYKRT

T

>M16A ENSORLG00000009164 ENSORLP0O0000011499 16: 14790903-14792142
SRKQEGFKCSLIHFKTSFFCEFVFSVEHEISYFIGCFAEGSTEVLLEFDSEEILYVDFEKE
AVVFTGPSFFKANLSERIQGLTTYKNGKKNRIWCQLADQYFTAETEERDKDPPGEVLIYT
SAEVOPGVENTIICEVNGEFYPPSIKVSWTKNGNPVSEGVSHSRYYPNKDQTFHQFSTLSE
TPSWTDVYSCTVEHPALESPKTVLWEPEFHHOHPNLDVFLAASLGLGLLGFAVGTCLITII
ALKRS

>M615B ENSORLG00000019376 ENSORLP00000024128 scf.615:38464-43568
TDMDFSSLCLLFLTLYSADGFLEYDMHRCLENSSDMKDIEYIYSKHYNKEEVIRESSSLG
KYVGYTKFGVMAAGYWNKDLEGLRERRADKERLCKTNIDLDYLNILTKSVKPSVMIESVT
SSGGHHPAMLVCSVYDFYPKYIKVSWLRDQEEVSSDVTSTTELEDGDWYYQIHSHLEYTP
RSGEKISCRVEHASLKDPLITDWDPSMPESEKNKLAIGASGLILGLVLSLAGFIYYKRKA
LGRSSLNRF

>M615A ENSORLG00000019409 ENSORLP00000024163 scf.615:87448-89094
FLLPLSLIKVMKIKLLLFLCGILSGTAEVFHEDFQITGCSDYDEEFMVNLDGEEIVYTDF
KKGTEVDAQPSFVGHITYAGGYGATVLELQGCRNDLEVIRRFTKDLPLKODPPSNVVVYS
RNKVELGQONTLICHVSGEFYPAPVNVSWTRNGEKVSGSINVPRPSSDGTEFSQISRLQOFEFVP
QLGDIYSCSVEHPALPEVQTMIWDVEKSQPGIGPAVFCGLGLVVGLLGVATGTFFLIKGN

ECS

>M873B ENSORLG00000018856 ENSORLP00000023542 scf.873:60767-63324
MDSSSLCLLFLTMCSADAFLRYDVDRCVENSTDLKDIEYIYSMYYNKKEFTRESSSLGKY
VGYTEYGVKTAERANKDTSELSARKAQKETYCKHNIDNWYKNMLSKSVQPRVRVQSLAPS
GGHHPAMLVCSVYDFYPKTIRVSWLRGKEEVSSDVTSTAEMEDGDWYYQIHSHLEYTPRS
GEKISCKVEHASLKDPLVTEWDPSMPESERNKVAIGASGLILGLVLSLAGEFIYYKRKARG
RILVPSS

>M873A ENSORLG00000018887 ENSORLP00000023574 scf.873:65205-67367
MKMKLLLEVCGILSGTAAVFHEDLAITGCSDSDGEDMYALDGEEVWYADFKKQTGVEPQP
PEVDHVSYPGGYEQAVANQQICRSNLKISRIAMKDLPLERDPPSNVVVYSRDEVELGEQN
TLICHVSGFYPAPVNVSWTKNGERVSGSINIPFPSSDGTFTQISRLPEVPQLGDIYSCSV
EHPALTEVQTKIWDVEKTQPGVGPAVFCGVGLAVGLLGVAAGTFFLIKGNECS

Medaka translated Genbank cDNA report sequences:

>FS518487.1 2 FsS518487 OLTE Oryzias latipes cDNA clone olte28i23 5', mRNA
sequence M873B match
SLTANTDMDSSSLCLLFLTMCSADAFLRYDVDRCVENSTDLKDIEYIYSMYYNKKEFTRE
SSSLGKYVGYTEYGVKTAERANKDTSELSARKAQKETYCKHNIDNWYKNMLSKSVQPRVR
VOSLAPSGGHHPAMLVCSVYDFYPKTIRVSWLRGKEEVSSDVTSTAEMEDGDWYYQIHSH
LEYTPRSGEKISCKVEHASLKDPLVTEWGPVHAR

>BJ883759.1 BJ883759 MFO1ASD cDNA Oryzias latipes cDNA clone MFO01ASD033f06 5',
mRNA sequence M873A match



MKMKLLLEFVCGILSGTAAVFHEDLAITGCSDSDGEDMYALDGEEVWYADFKKQTGVEPQPPEFVDHVSYPGGYEQAVAN
QOICRSNLKISRIAMKDLPLERDPPSNVVVYSRDEVELGEQNTLICHVSGEFYPAPVNVSWTKNGERVSGSINIPEPSS
DGTFTQISRLPFVPQLGDIYSCSVEHPALTEVQTKIW

>BJ877464 MFO1ASD cDNA Oryzias latipes cDNA clone MF01ASD014gl9 5, mRNA
sequence M5A match
ADSLVQLLTVLGFKMSLTSLLLITGAVCASSTTPRHMFHFIYGCYETDEVRVDLVVDDDT
IGYADFTKQEMVWCLPYVPPSGKDLEKEAFKFAKNSIANCHSVLAKAKKADHGTPLRQEP
PDLSIYTRYKAEEGVLDTLECSANHEFYPPTINFTWTKNGAEVTEGLLNLRESHNKDGTER
GISTLSFTPQRGDVYSCWVSHEALERPRITTWESR

>BJ891116 MFO1ASD cDNA Oryzias latipes cDNA clone MF01ASD014gl9 3, mRNA M5A
match

DDDTIGYADFTKQEMVWCLPYVPPSGKDLEKEAFKFAKNSIANCHSVLAKAKKADHGTPL
ROEPPDLSIYTRYKAEEGVLDTLFCSANHFYPPTINFTWTKNGAEVTEGLLNLRFSHNKD
GTFRGISTLSFTPQRGDVYSCWVSHEALERPRITITWESRRRRSPARMFFCASLILCLAGI
GTGLYFFIKKPNYCCGCQ

Fugu (Takifugu rubripes) MHC class 11 sequences

Fugu Ensembl sequences:

>F402A ENSTRUG00000004342 ENSTRUP00000010322 scaffold 402:55188-57563
MMKMLLLTILCCVVGASADSQHEDIRILGCSDLDGEFMYGLDSEEVWYADFSKGEGVDINP
PFIDPITYEEGAYSSAVADLQTCKTSLDITRKSLKDMPPERVAPTSPVIYTKEEVQLSQQ
NTLICEVTGEFYPAPVNVSWTRNGEHVTQGTSINVPYPNKEGTFTQISRLAEVPQQOGDIYS
CRVQHPALSGODTRMWTVEVQQPGVGPAVFCGLGLTLGLLGVAAGTFFLIKGNECR

>F713A fuguDAA scf 713:89-334
QHKDINIVGCSDLDGEFMYGLDSEELWYADFSKGEGVYGTPPFIDPFRYEEGVYSQAVTE
LOTCKTNLDSERKAYKDMPPET

>F7533B ENSTRUG00000017449 ENSTRUP00000044727 scaffold 7533:2656-4187
SRMSSSSLRVFLLFISLYTAAGGEFQSYVVDSCDENSTDLKDIEYTRSLYYNRVMYARFESS
RVGKFEGYTKYGLFQADYWNNQSSILEGLRETKESTICQPNIKIDYSNILSKSVEPTVRVH
SVVPPAGGHPAMLVCSVYDEFYPRYIKVSWQRDGEEVSQDVTSTDELADGDWEYQLHSHLE
YTPRSGEKISCVVEHASLKTPLVKDWGNHLSVCS

>F7533A ENSTRUG00000017444 ENSTRUP00000044708 scaffold 7533:430-1814
MMKMLLLTILCCVLGVSADSQHKDIGIVGCSDLDGEFMYGLDSEELWYADFSKGEGVYGTP
PFIDPFRPTAAAVADLQTCKYNLDVDRKGNKDMPTETVAPTSPVIYTKEEVQLSQONTLT
CEVTGFYPAPVNVSWTRNGEHVTQGTSINVPYPNKEGTFTQISRLAFVPQQGDIYSCRVQ
HPALSGLDTRMWTVEVQQPGVGPAVFCGLGLTLGLLGVAAGTFFLIKGNECR

>F7721A ENSTRUGO0000000833 ENSTRUP00000002005 scaffold 7721:158-1461
MKMLLLILCCVLGVSADSQHKDIRITGCSDLDGEDMEFGLDSEELWYADFSKGEGVDGTPP
FIDPVRFEGFYSTAVTNLQICKSNMDVVRKGNKDMPPETVAPTSPVIYTKEEVQLSQONT
LVCEVTGEFYPAPVNVSWTRNGEHVTQGTSINVPYPNKEGTFTQISRLAFVPQOGDIYSCR
VQHPALSGQDTRMWSRQADRQADRQAGR

>F7721B fuguDAB Scf 7721:2626-3027 no enstrug name
MSSSSLRVFLLFISLYTAGGFQSYRVDRCDENSTDLKDIEYSRSHYYNKLMYVRFRSSVG
KFEGYTKDGLIQADYWNNISSYLEQMRDEKERYCEPNIKVWYSNILSKS

>F8524B ENSTRUG00000002062 ENSTRUP00000004737 scaffold 8524:1050-3165
MSSSSLRVFLLFISLYTAGGFQSYRVDRCDENSTDLKDIEYSRSHYYNKLMYVRFRSSVG
KFEGYTKDGLIQADYWNNISSYLEQMRDEKERYCEPNIKVWYSNILSKSVEPTVRVHSVV
PPAGGHPAMLVCSVYDFYPRYIKVSWQRDGEEVSQDVTSTDELADGDWEYQLHSHLEYLP
ACLSALLSVCLSETHLSVPTCLPSDPSMPESERNQIAIGASGLILGLILSLAGFIYFKRK
SRGRILVPNN
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Fugu translated Genbank cDNA report sequences:

>CA846190 haallOg02.y5 Fugu UT11l adult fin Takifugu rubripes cDNA clone
IMAGE:6343467 5 similar to TR:Q31462 Q31462 MHC CLASS II PROTEIN.mRNA F7533B
match

MSSSSLRVFLLFISLYTAGGFQYYVVSRCSENSTDLKDIEYSRSVYYNKLMYARFSSSVG
KFEGYTKYGLFQADYWNNQSSILEQVRDNKERYCQHNIKNWYSNILSKSVEPEVIVHSVV
PPAGGHPAMLVCSVYDFYPRYIKVSWQRDGEEVSQDVTSTDELADGDWEYQLHSHLEYTP
RSGEKISCVVEHASLKTPLVKDWDPSMPESERNQIATGASGLILGLILSLAGFIYFKRKS

RGRILVPNN

>CA846902 hab89dl2.yl Fugu hgmpC adult gill Takifugu rubripes cDNA clone
IMAGE: 6355654 5 similar to TR:031465 Q31465 MHC CLASS II ALPHA. contains MSR1
repetitive element; mRNA sequence. F402A and F7533A match
RYEEGVYSQAVTELQTCKTNLDSERKAYKDMPPETVAPTSPMIYTKEEVQLSQONTLICF
VTGFYPAPVNVSWTRNGEHVTQGTSINVPYPNKEGTFTQISRLAFVPQQOGDIYSCRVQHP
ALSGLDTRMWTVEVQQPGVGPAVFCGLGLTLGLLGVAAGTFFLIKGNECR

>AB453019 Takifugu rubripes mRNA for MHC class II alpha chain, complete cds
F7533A match

MMKMLLLTILCCVVGASADSQHEDIRILGCSDLDGEFMYGLDSEEVWYADFSKGEGVDINP
PFIDPITYEEGAYSSAVADLQTCKTSLDITRKSLKDMPPERVAPTSPVIYTKEEVQLSQQ
NTLICEVTGFYPAPVNVSWTRNGEHVTQGTSINVPHPNKEGTFTQISRLAEFVPQOGDIYS
CRVQHPALSGODTRMWTVEVQQPGVGPAVFCGLGLTLGLLGVAAGTFFLIKGNECR

Tetraodon (7Tetraodon nigroviridis) MHC class Il sequences

Tetraodon Ensembl sequences:

>T19A ENSTNIGO0000005593 ENSTNIP00000008293 Un random:19583822-19591157
MKMLLLILCCILGVSADGQHEDIRIVGCSDEFDGEYMHGLDGEELWYADFRRGEGVYAQPD
FIDPIKYEGFYSTAVAVLQICKFNLGIFRKGYKDMPRELDPPTSPMVYTRNEVQLTEPNT
LVCLVTGEFYPAPVNVSWTRNGEEVTQGTSINVPYPNNEGTFTQISRLDEFVPQQGDIYSCR
VOHPALSEADTRMW

>T19B ENSTNIGO0000005592 ENSTNIP00000008294 Un random:19597929-19598797
MASSALRVSLLFLGLSAAGAFEHYGLRRCDEFTSAEPKDMEYSLSVYYNKHLMARFSSSVG
KFVGYDKYGQYQADYWNNQSSFLEAMRSSKORLCQHNIPLWYSHILSKSVLKDVEVYSVA
PPAGGHPAMLVCSVYDFYPKKIKVSWRRDGQEVSHDVTSTDELADGDWEFYQLHSHLEYTP
RSGEKISCVVEHASLKTPLVKDWDPSMPEAERNQIAIGASGLILGLILSLAGFIYFQRKS

RGRILVPTN

>T48B ENSTNIT00000004743 ENSTNIP00000004600 Un random: 48,695,828-48,696,540
VLVYSVAPPAGGHAAMLVCSVYDFYPKKIKVSGRRDGQEVSHDVTSTDELADGDWEYQLH
SHLEYTPRSGEKISCVVEHASLKTPLVRDWDPSMPEAERNQYAIGASGLILGLILSLAGFE
IYFORKSRGRILVPTN

>T55A ENSTNIGO0000000926 ENSTNIP00000001278 Un random:55779303-55780575
MKMLLLILCCVLGVSADGQHEDIRIVGCSDFDGEYMYGLDGEELWYADFRRGEGVYAQPD
FIDPLKYAEDPYSLAVATLOMCKFNLGIFRKGYKDMPRELVPPTSPMVYTRSEVQLTEPN
TLVCLVTGEFYPAPVNVSWTRNGEEVTQGTSINVPYPNNEGTFTQISRLDEVPQQGDIYSC
RVOHPALSEADTRMWTVEVKQPGVGPAVFCGVGLTLGLLGVAAGTFFLIKVNQCR

>T61A ENSTNIGO0000003745 ENSTNIPO0000001966 Un random:61621456-61622716
MKMLLLILCCVLGVSADGRHEDVHIRGCSDEFDGEDMYGLDGEERWYADFKRGEGVYALPD
FVDPLKFPEGTYSQAVADQQICKINLGISRKGNKDMPRELVPPTSPMVYPSSEVQLTEPN
TLVCLVTGEYPAPVNVSWTRNGEVTQGTSINVPYPNNEGTFTQISRLDEFVPQQOGDIYSCR
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VOHPALSEADARMWTVEVKQPGVGPAVFCGVGLTLGLLGVAAGTFFLIKGNQCR

>T61B ENSTNIGO0000000531 ENSTNIP00000006345 Un random:61617277-61620814
MASSALRVSLLFLGLSAAGGFEHYEVDLCDEFTSAELKDIEYSRSLYYNKHLYARFSSSVG
TEVGFTKYGLHQADYWNNQSSYLDRLKEEKQRYCHRNIQNWYSHILSKSSHDVTSTDELA
DGDWFYQLHSHLEYTPRSGEKISCVVEHASLKTPLVKDWDPSMPEAERNQIATIGASGLIL
GLILSLAGFIYFQRKSRGRILVPTN

>T70B ENSTNIGO0000004611 ENSTNIP00000007260 Un random: 70,836,268-70,837,419
LKDPTVRVHLVAPPAGGHAAMLVCSVYDEFYPKKIKVSWRRDGQEVSHDVTSTDELAD
GDWEFYQLHSHLEYTPRSGEKISCVVEHASLKTPLVKDWDPSMPEAERNQIATIGASGLILG
LILSLAGFIYFQRKSRGRILVPTN

Tetraodon translated Genbank cDNA report sequences:

>CR731060.2 Tetraodon nigroviridis full-length cDNA T19A+T55A match
MKMLLLILCYVLGVSADGQHQODIKISGCSDFDGEFMYGLDGEELWYADFRRGEGVYPLPD
FIDPFRYDEGVYSLAVATLQVCKFNLGLFRKGYKDMPRELDPPTSPMVYTRNEVQLTEPN
TLVCLVTGFYPAPVNVSWTRNGEEVTQGTSINVPYPNNEGTFTQISRLDEVPQQOGDIYSC
RVQHPALSEADTRMWTVEVKQPGVGPAVFCGVGLTLGLLGVAAGTFFLIKGNRSR
>CR732064.2 Tetraodon nigroviridis full-length cDNA T19A+T55A match
MKMLLLILCCVLGVSADGQHQDIKISGCSDFDGEFMYGLDGEELWYADFRRGEGVYPLPD
FIDPFRYDEGVYSLAVATLQVCKEFNLGLFRKGYKDMPRELDPPTSPMVYTRNEVQLTEPN
TLVCLVTGFYPAPVNVSWTRNGEEVTQGTSINVPYPNNEGTFTQISRLDEVPQOGDIYSC
RVOHPALSEADTRMWTVEVKQPGVGPAVFCGVGLTLGLLGVAAGTFFLIKGNQSR
>CR682088.2 Tetraodon nigroviridis full-length cDNA T61A match
MKMLLLILCCVLGVSADGQHEDVHIKGCSDFGGEDMYGLDGEERWYADFKRGDGVYALPD
FVDPLKEFVEGTYSQAVADQQVCKINLGI SRKGNKDMPRELVPPTSPMVYPSSEVQLTEPN
TLVCLVTGEFYPAPVNVSWTRNGEVTQGASINVPYPNNEGTFTQISRLDEFVPQQOGDIYSCR
VOQHPALSEADTRMWTVEVKQPGVGPAVFCGVGLTLGLLGVAAGTFFLIKGNQCR
>CR727057.1 Tetraodon nigroviridis full-length cDNA T19B match
MASSALRVSLLFLGLSAAGAFKHYEVDLCDFTSAELKDIEFSRSVYYNKHLYARFSSSLG
KEVGFTKWGLRVADYWNNQSSYLDQLRGEKQRFCLHNIQVWYSNILSKSVLKDVLVYSVA
PPAGGHAAMLVCSVYDFYPKKIKVSWRRDGQEVSHDVTSTDELADGDWEYQLHSHLEYTP
RSGEKISCVVEHASLKTPLVKDWDPSMPEAERNQIATIGASGLILGLILSLAGFIYFQRKFE
RGRILVPTN

>CR697461.3 Tetraodon nigroviridis full-length cDNA T19B match
MASSALRVSLLFLGLSAAGAFEHYWVSRCDFTSAELKDIEFSRSEFYYNKHLNVRFSSSLG
KEVGYDKFGQHQADYWNNQTSFLEAMRDSKQRYCQHNTIQONWYSNILTKSVLKDVLVYSVA
PPAGGHAAMLVCSVYDFYPKKIKVSWRRDGQEVSHDVTSTDELADGDWEYQLHSHLEYTP
RSGEKISCVVEHASLKTPLVKDWEPSMPEAERNQTIATGASGLILGLILSLAGFIYFQRKS
RGRILVPTN

>CR726114.2 Tetraodon nigroviridis full-length cDNA T19B match
MASSALRVSLPFLGLSAAGAFKEYTVDRCDFTSAELKDIEFTRSEYYNQHLVVRESSSLG
KEVGFDKYGQYQADYYNNQSSILEAMRGEKQRYCLNHIPVWYSNILSKSVLKDVLVHSVA
PPAGGHAAMLVCSVYDFYPKKIKVSWRRDGQEVSHDVTSTDELADGDWEYQLHSHLEYTP
RSGEKISCVVEHASLKTPLVKDWDPSMPEAERNQYATIGASGLILGLNLFLAGFIYFQRKS
RGRILVPTN

Tilapia (Oreochromis niloticus) MHC class 11 sequences

Tilapia Ensembl sequences:

>01A ENSONIG00000006325 GL831301.1: 1,431,629-1,433,771
MKMKELLLFLSCVLCVSANFLHEDIHIVGCSESNGEVMEFGLDGEELWYADFENKIGVSPQ



PSEFVDPISFGDGAYETAVINLYICKTNMOVSQEGMKDYPLNHDAPSGVMIYTRNEVELRV
TNTLICHVTGEFYPGPVKVSWTKNGQKLTEGESINVPYPNKDGTFKQIARLQFIPQQGDIY
SCTVEHLALKEPLTKIYNVEAPEKPKPSVGPAVFCGLGVIIGLLSAAGGTFFILKANKCT
>01B ENSONIGO0000006327 GL831301.1: 1,435,653-1,439,547
MASSFLCFTLLFISIHNADGFLEYIVDRCDENSTELENMEYIYSHYYNKMEYIRFSSNVG
QYVGFTDFGVRLAEVWNNDTADLNLMRLKIATYCHHNIDINDRAILTKSVQPSVRIKSMT
PPSGOHPAMLVCSVYDFFPSKIKVSWLRDGOAVSSDITSTEEMPNGDWYYQTHSQLEYTP
RSGEKISCVVEHASLKEPLITDWDPSSDKSTSESTTLIAIGASILTLGLILLLAGFIFYR
WRARDPTLESNE

>09A ENSONIGO00000019112 GL831209.1: 2,227,167-2,229,515
MDSSLMLLALASCVFTAHAAVHEETLEYSCSESGDGQVQLHYDGDQITYADFKKQHAVWT
APLLKDLETAILSWEFFPLALDSRTRCEFYLDRAVRLDNSSMTLKAPAVVIYPMDEAETGK
NNTIYCHIRHFYPPSNNVITWTRNGIRVTEGVNLSNPYPQTDGTEFNQLASEFSFQPQSDDVV
ECSVQHQALSRPLITTWTLPMKPARSAAAWVCLSLGLLCIALGVIIFIISAKESLRHKLS
>09B ENSONIGO0000019113 GL831209.1: 2,230,917-2,233,060
AVCSLLLLLLLLRSKGVAEDEKYFHILKTCQFIEKSSQSDVHYQVQYWYNGLLQAFYNSS
TEKVVGFTHYGKVFADEVNKSPDYLKVRRNDLNYFCKVLGAVLYKDIQVKAVPPVSRLKS
VISNSSEDSEVLVCSAYNEYPOQIRLSWLRDGVVIPDPPGMMITEMPGGEWRYQIHSYLQ
HKLNSGONITCMIEHRGLQEPQLLKLERSEVQSNSVTLAWEGAILATGLFVLLASVVFEFHC
RKTHCIIFVGSF

>018B1 ENSONIGO00000019932 Scaffold GL831518.1: 4,104-13,309
MASSFLCLSLLEFISLSTAGGFMHYSVDRCNENSSEPQDIEYIRSYYFRKVEFTREDSSVG
KYVGYTEYGVKNAEEWNKDKGNLAAMNAQKEVYCQKKIDNRYNAILPKSAKPYVKLHSTM
PLSSHHPAMLVCSVYDFFPSEIKVSWQRDGOEVTSDVTSTEEMADGDWYYQTHSHLEYTP
RSGEKISCVVEHASLEKPLITDWDPSMPESERNKLAIGASGLILGVILSLAGFIYYKRKA
RGRILVPTN

>018B2 ENSONIGO0000019937 GL831518.1: 312,391-316,936
MASSFLCLSILFISFSTADGFMEYHVDRCNENSTDLKDIEYIYSCYYNKIEYARFSSSVG
KEVGFTKHGVYNADKWNNDPAELNNRRAQKERYCHNNIGVDYQVALTKSAKPYVKLHSMT
PASSHHPAMLVCSVYDFFPSKIKVSWLRDGQEVSSDVTSTEEMADGDWYYQTHSHLEYTP
RSGEKISCKVEHASLEKPLITDWDSSMPESERNKLAIGASGLILGLILSLAGFIYYRRKA
RGRILVPTN

>018B3 ENSONIGO00000019944 GL831518.1: 404,131-408,913
MASSFICLLFISLSTADGFKMYVVSRCDENSTELKDIKYIRSYYYNKIEVTREDSDVRKE
VGFTGFGVKQAKHFNSQPGRLATLKAEKERYCQHNIGIWYSNVLPKSDSEEADGDWYYQT
HSHLEYTPRSGEKISCKVEHASLEKPLITDWDSSMPESERNKLAIGASGLILGLILSLAG
FIYYRRKARGRILVPQH

>018A1 ENSONIGO0000019933 GL831518.1: 18,305-20,484
MKMKELLLFLSCVLSVSADVLHEDIGIVGCSDSDGEDMYGLDGEEVRYADFKKQEDINSL
PPFADLITCPGCYEQAVANQQVCKONLOQTLRKMMKDYPLEHDAPSAVMIYTRDEVEFGEK
NTLICHVTGEYPAPVNVSWTKNEQKVTERSSINVPYPNKDGTFTQISRLOFTPQQOGDIYS
CTVQHLALTQPATKIYDVQASAQSDPGFGPAAFCGVGLTVGLLGVAAGTFFLIKGNECS
>018A2 ENSONIG0O0000019940 GL831518.1: 317,998-320,025
MKMKELFLFLSCVLCVSADALHSDIAINGCSDSDGEFMYGLDGEEKWYADEFNKHTGVDAP
PDFIGSEFNYQEGAYENAVANQQICRANLKVDSKGMKDFPLEHDAPSGVMIYTRDEVEFGE
ENTLICHVTGEYPAPVNVSWTKNEQKVTQGSSINVPYPNKDGTFTQISRLEFTPQLGDIY
SCKVQHLALTQPLTKIYEVEASARSDPGVGPSVFCGVGLTVGLEFGVAAGTFFLIKGNECS
>018A3 ENSONIGO0000019943 GL831518.1: 399,821-401,995
MKMKELLLFLSCVLCVSADPLHSDIAIGGCSESDGENMYGLDGEEIAYADEFNKQEFIYPQ
PPFIDPITVPGGYESSVAFQHSCRENMKLEGKGMKDYPPEQDAPSAVMIYTRDEVEFGEK
NTLICHVTGEYPAPVNVSWTKNEQKVTQGSTINVPYPNKDGTFTQISRLOFTPQQOGDIYS
CAVQHLALTQPLTKIYEVEASAHSDPGVGPSVFCGVGLTLGLVGVAAGTFFLVKGNECS

>022A1 ENSONIG00000012437 Scaffold GL831322.1: 920,733-935,169

MKMKVWVLLLVLSSVPCVSADGLHETSSVSGCSDSDGEDVLILDDEVVWYADEYNQKGVD
SLPAFADHPHWKDGMYEQAVVNQQICRYNLKMARTAMKDFPKQRDAPSSVNIYTTLNVET
GVONTLICHVTGFYPAPVKVIWKKNIKKVVEGTSITVPLSNKDGSESQTSKLDEFVPKGGD
VYACIVEHMALTQPITKVYAVEDVEPILGPILGPAIFCGVGVIVGVEGVAAGIFLEIRGK
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>022B1 ENSONIG00000012441 Scaffold GL831322.1: 945,399-948,614
MDSEFYFCFSLFFIILCRADGYEYYTSSRCLENSTELRDIEYIRSYYYNKTEYVRESSSVG
KEFVGYTEYGVREADQWNKDQGQGSWTRKGQLAAMRAQKETYCKPKIDFWYQSVLTKAVKP
SVRLHSIPPVYLNPAILVCSVYNFYPKEIKVSWLRNGOQQVSPDITSTVEFANADWLYQTH
SYMEYTPRSGEKISCMVEHASLKEPLVTDWVPSMSESKKLMIVGAFGLILGLLFFLAGVI
YTRMCSRGQOSSTHTK

>022A2 GL831322.1:1.002.299-1.002.538
LYEMNSVSGCSDTDGENVLILDDEVVWYADENKQKGVDSLPAFADHPGFEGKYEEAVANQ
QICRONLKMARLAMKDFEPKE

>022A3 GL831322.1 GL831322.1:1.234.580-1.234.813
LYEMNSVSGCSDTDGEDVLILDDEVVWYADENKQKGVDSLPAFADHPGFEGKYEEAVANQ
QICRONLKMARMAMKDEP

>022A4 GL831322.1:1.279.567-1.279.812
LHETNSISGCSDTDGEDALILDDEVVWYADFNKHTGVDSLPAFADHPHWQEGMYEEAVAN
QQICRONLKMARSAMKDEFPKER

>022A5 GL831322.1: 1,359,006-1,361,338
LSSVLCVSADGLHETNSISGCSDTDGEDALILDDEVVWYADEFNKHTGVDSLPAFADHPHW
QEGMYEEAVANQQICRONLKVARSAMKDYPKELDAPDSVEIYTIVNVEIGVQ

>022A6 GL831322.1:1.368.491-1.368.730
LYEMNSVSSCSDTDGEDVLILDDEVVWYADENKRKGVDSLPAFADHPSFEGKYEEAVANQ
QVCRONLKVARTAMKDFEPKE

>022B2 GL831322.1:1.369.583-1.369.858
GYEYYTSSRCLENSTELRDIEYIRSYYYNRIEYVREFSSSVGMEVGYTEYGVKEAEYFNND
PGOLAAMRAQKETYCTPNIDLWYRSVLTKS

>029B1 ENSONIGO0000006116 GL831229.1: 905,654-908,009
SLCEKIRLIATFIRDFVEVTMHTHNFLILPHVLLIFSTADAYFGYGVVRCLEFTSKDDVVY
LAQVYLNKMLLGQYNSSLGKYVGYTEKTKEIADNLNKNKGEFLEHEKKNKEKCRTNIPLVL
DILSRPVKPSVRLRLVESADSKHPGLFMCSAYNFYPKOIKLTWLRDGKEATSNVTSTDEL
PNGNWLYQIHSYIEISSKPGEKISCVVEHASLTEPKVIDWVPITEAGKNKIAVGAAGLLL
GLVFPIIGVIFYKRKTTDEMIVTTN

>029B2 GL831229.1:925.993-926.199
LIRCLFTSKDDVVYLAQIYEFNKVLLVQYNSTLGKYVGYTEKLKEVADELNKNERFLEQEK
KNEQECRTNIPLVENVLSRP

>029B3 GL831229.1:933.642-933.887
EQFYFNKVLECQYNSSVGKVVGYTKNGIEFADKLNGDKDEMKHEVWKSNLCKRNVOMEYD
GL

>029A1 GL831229: 909.268- 909.463
DPPESILCLAEEVELGVENSLICFVNHFYPPSINEFS*TKNGHPVSERVSEFSRYVPNKDQI
FHOFSTLTFSLSEGDIYSCTAEH

>029A2 GL831229.1:920028 - 920170
DPPESMLYPADEVELGVENSLICEFVNYFYPPSINVSWTKNGHPVSEGVSLSRYFPNKDQT
FHOQFSTLVEFTPSEGDIYSCTV

>029A3 ENSONIGO0000006121 GL831229.1: 938,918-940,053
MKHAPLLILILNNFCVEFSQIPHEMTYVVGCEFVQGLTEVQFEFDGEEFLYADFPKEEIVYT
VPKFIFPDPSHVLVGLSILKDALDNRDWCLIITKIAAMEEKYPPEEKDPPEIVLESSDKV
ELGVENSLICLVNHFYPPSINVTWTKNGHPVSTGVSLSRYFPNKDQTFHQLSTLTFTPSE
GDFYSCTVEHSALETPQTRIWEAEVTNSDQSLGPVIFCGVGLSLGLLGITVGVFEFFVKGH
QRQ

>031B1 ENSONIGO0000007425 GL831231.1: 498,924-502,495
MASSEFVCFTLLLISIHTADGFLEYMVERCKENSTELKDMEYIYSHYYNKIEYIRFSSSVG
KYVGVTEFGENLAKHWNNDTEELNSTRSKIVTYCLNNIDIHDRAILAKSVQPRVRIKSKT
PLSGOHPAMLVCSVYDFFPTKIKVSWLRDGQEVYSDVTSTEVMPNGDWYYQTHSHLEYKP
RSGEKISCVVEHVSLSEPLITDWDPSSDKSTSESTPLTAIGASILTLGLILLLVGYIFYR
WKARGQTRTHTH

>031B2 ENSONIGO0000007445 GL831231.1: 1,171,738-1,174,377
FLEYIVDRCEFNSTELKDMEYIYSHYYNKIEYIRFSSSVEQYVGFTEYGVMLAEILNNNT



ALLNSSROMITEYCYHNIDVHDQAITAKSVRPRVRIKSKTPLSGQHPAMLVCSVYDEFFPN
KIKVRWLRDEQEVTSDVTSTEVMPNGDWYYQTHSYLEYTPRSGEKISCVVEHVSLSEPLI
TDWESSSDKSTSESTPLTAIGASILTLGLVLLLAGEFIFYRWK

>031B3 ENSONIGO0000007449 GL831231.1: 1,232,619-1,236,792
MASSFLRFTFLFISIHIADGFLEYIVDRCEENSTELKEMEYIYSHYYNKIEYIRFSSSVG
KYVGVTDFGVNLAKRWNNNTALLNSTRSKIATYCLSNIGIHDRAIIAKSVRPSVRIKSKT
PLSGOHPAMLVCSVYNFFPRKIKVSWLRDGOKVTSDVTSTQEMPNGDWYYQTHSHLEYTP
RSGENISCVVEHASLKEPLITDWAHSDPPSDKSTPESTTLIAIGASILTLGLILLLAGEF
LYRWKARARLVVKTA

>031A1 GL831231.1:463.509-463.778
VMIYTRNEVELRVKNTLICHVTGEFYPAPVKVSWTKNGQITTGGSSINTPYPNKDGTEFTQI
ARLQFIPQOGDVYSCTVEHLALTKPLTKIY

>031A2 GL831231.1:505.586-505-849
APSCVMIYTRNEVEFTVKNTLICHVTGEFYPAPVKVSWTKNGRITTGGSSINNPYPNKNGT
FTQIARLKFILHCTVEHLALTDPLTKT

>031A3 ENSONIGO0000007446 GL831231.1: 1,175,562-1,178,887
MKMKELLLFLSCVLCVSADSLHTDIHIVGCSDENGEVMEFGLDREELWYADFEKQMDVYPQ
PPFIDPISFGDGAYETAVSNLYTCRQLLOLSRQGMKDYPPLRDAPSGVMIYTRDEVELTV
KNTLICHVTGEFYPAPVKVSWTKNEQITTEGSSINTPYPNKDGTFTQIARLKFIPQQGDVY
SCTVEHLALTKPLTKIYNVETPETPETPETPKPSVGPAVFCGLGVIIGLLSAAGGTFFIL
KANKAADQSDLSPLSMVILSYWQ

>031A4 ENSONIGO0000007453 GL831231.1: 1,242,793-1,244,465
MKMKELLLFLSCVVCVSADALHTDIHVIGCSDEFNGEVMEFGLDREELWYADFEKQMGVSPQ
PSFIDPISFGAGAYKTAVSNLNTCRONLOQITREGIKDFPPLRDAPSGVMIYTRDEMELRV
NNTLICHVTGEFYPAPVKVSWTKNGRITTEGSSINTPYPNKNGTFTQIARLKFIPQQGDVY
SCTVEHLALTKPLIKIYNVETPETPEKPKPSVGPAVFCGLGVIIGLLSAAGGTFEFILKAN
KST

>033A ENSONIGO0000009902 GL831433.1: 1,722-3,127
EKYRLNMFLKIIIILSTAACVEAEGRHTLCHIYGCEFDSSDTQICAAFDGDEVYYADEKKD
ELIWESKIPISFHLPDAYKYAVEYRSMCKNDIYRWKPDKSVIKKKEPPEFIIYPRDEVIT
GEDNTLICFINHFFPPSINIKWTKNDVEVTVEDPFIKTLSNPDGTAYVLSYLNEFVPEKGD
IYSCTVEHEALKEPQTRFWEVETDEISKGPAVEFCGLGLSLGLLGVFIGTYFFFKAGHSGP
AG

>033B1 GL831433 5.113-5.340
STLVCSAYNFYPKQIRMMWMRNGQEVTTDVSYSDVMPDGDWYYQTHSYLEYIPTSGEKIA
CMVEHLGLSEPMEFVVW

>033B2 GL831433.1:16.120-16.443
DWYYQTHSYLEYIPTSGEKIACMVEHLGLSEPMEVVWPSLPVAQRTQIAVGLCGLVIGEV
IATSGFIYYNKKSAAYTI

>039A ENSONIGO0000010744 GL831439.1: 301,122-309,267
MKMKELLLFLSCVLCVSAYGLHGDVHINGCSDFDAEDMYGLDGEEVAYADFNNHTEVYIL
PPFAEPMIYPGAYKQAVTELKVCRHNLKALRAVMKDYPSNNHAPSAVMIYTRDEVEFGEE
NTLICHVTGEFYPAPVNVSWTKNGQKVTEGSSTNVPYPNKD

>042A ENSONIGO0000018452 GL831842.1: 89,157-98,104
MKMKELLLFLSCVLCVSAYGLHGDVHINGCSDFDAEDMYGLDGEEVAYADFNNHTEVYIL
PPFAEPMIYPGAYKQAVTELKVCRHNLKALSAVMKDYPSNNHAPSAVMIYTRDEVEFGEE
NTLICHVTGEFYPAPVNVSWTKNGOKVTEGSSTNVPYPNKNGPFTQISRLOFTAQLGDIYS
CTVQHLALTEPLTKIYKVEASAQPDPGVGPSVFCGVGLTLGLFGVAVGTFFLIKGNECS.
>049B GL832249.1: 577-1,128
MLVCSVYDFFPKYIKVSWLRDGQEVTSDVTSTEEMADGDWYYQTHSHLEHTPRSGEKISC
KVEHASLEKPLITDWDSSMPESERNKLAIGASGLILGLILSLAGEFIYYRRKARG

>050B GL831650 197.860-198.901
YONIPSKIKVSWHRDGQEVTSDVTSTEEMEDGDWYYQTHCYLEYTPR

>057B ENSONIGO0000002259 GL831257.1: 1,608,728-1,609,986
LGVIIAILLTINYNPCVIVSSDEDYFQSRACCTFKGPHFEDMEYTRIISLNKIAVLEYNH
TRGSWIGFTPYTIEIAKFWNLNPEFGTSEAKALCSTNLGYIQILSNVTDIPTIRVKSVKQH
SGGHPAMLVCSAFNEFYPKQIRMIWLRNQKEVTTGVSYSEVMPDGDWYYQIHSYLEYTPTH
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GEKITCVVEHLSVSEPILAIWGVLDPTLPVAARNKIIVGICGLLLGEFVIVSSGFIYHKKK
SSGRVLIPV

>057A ENSONIGO0000002263 GL831257.1: 1,611,410-1,612,511
LYFFSQEHFASVHKIFLGSIKLCYTEFGCFKSSDTQVCLTMDGDEVEFYANFKNGSLIWDSK
IPTAFHVPYAYSQALYSQRQCRDFVHDDWKQHKTIMNTKAPPEITIIYPRDEVMKEEDNSL
ICLIKKFFPPSIKIKWTKNDIEVKVEDPFIKCLPNPDGTEFYVFSHLDEVPEDGDIYSCSV
EHEALTEPLTKLWEVQTDEPSNGPDVFCGLGLSLGVIGVVAGAFLYVKGRQYQSTONS
>077B GL831677 200.297-200.562
VKLHSTTPLSSHHPAMLVCSVEDFFPSKIKVSWHRDGQEVTSDVTSTEEMEDGDWYYQTH
CYLEYTPR

>079B1 GL831379.1:603.285-604.145
DGYELYNSDRCLENSTELQDVEFIRSCYYNKIEFVREFSSDVGKEVGYTDFGMKNAEMWNK
DOGYLAAMRAQKETYCKHNIDLWYTNVLSKSVTPSVRLHSTMAPGCHHPAMLVCSVYDFEY
PKLIKVSWLRNGQEITSDITSTEEFANGDWLYQVHSHLEY

>079B2 ENSONIGO0000009129 GL831379.1: 618,993-627,882
MASKFLCFTLLFINICTADGYECYSSTRCLENSTELKDIEFITSYYYNKIEYVRESSDVG
KEFVGYTEYGVKNAEYWNKNQALLAQMRAQKETYCOPNIGIWYADVLSKSVTPSVRLHSTM
APGCHHPAMLVCSVYDFYPKLIKVSWLRNGQEITSDITSTEEFANGDWLYQVHSHLEYMP
RSGEKISCVVEHASLEKPLIINWVPPMPETERLIIVGVVGLILGLILFLAGVIYRRRSGV
CAPGLMLVPSS

>079A1 ENSONIGO0000009128 GL831379.1: 610,349-612,847
MKVWVLLLILSLVPCVSADDAHGSNFIIGCSDADGENVLILDDEAVWYADFNKQTGVNAL
PAFVDPISFPGEFYEEAVADQQICKONLMVTRKAMKDEFPKELDPPSSLIIYTVLNVELGVQ
NTLICHVTGEFYPAPVNVTWTKNEQKVTEGTNTSVPFPNKDGSFKQTSRLOFIPKQGDVYS
CTVEHVALIQPMTKFYGEKIQLSLEYITQFHNNSDLKLLYILR

>079A2 GL831379.1: 614,307-615.228
PPSSLIIYTVLNVELGVONFLICHVTGEFYPAPVNVTWTKNEQKVTEGTNTSVPEFPNKDGS
FKOQTSRLDFIPKQGDVYSCTVEHVALIQPMTKEFYAVVNSDLILGPAMECGVGLTVGVLGV
AAGIFLLIR

>079A3 ENSONIGO0000009132 GL831379.1: 630,011-633,534
MKMKLWVLLLVLSSVLCVSADALHGDNWISGCSDTDGEAVLILDDEAVWYADENKQEGIY
PLPPEVDPITFPGQYEQAVANQQICRANLKVTRQAMKDVPKELDPPSSLIIYTVLNVELG
VPNILICHVTGEYPAPVNVTWTKNEQVTEGTSTSVPFPNKDGSFKQTSRLNEFIPKQGDVY
SCTVEHVALTQPMTKFYDLVYSDLILGPAMFCGVGLTVGVLGVAAGIFLLIRATKCS
>079A4 GL831379.1:677.714-677.994
DPPSCLVIYTLLHVELGVONTLICHVTGEFYPAPVNITWNKNEQKVTEGTSTSILEPNKDG
SFKQTSRLDLIPKKRDVYSCTVEHVGLTQPTTKEDG

>080B ENSONIGO0000005905 GL832180.1: 12,190-16,972
MASSFLCLLFISLSTVDGEMTYRLSRCDENSTELKDIQFTDSYYYNMIEIIREFDSNVGKE
VGEFTDFGVKTAETWNNIPARLASMRAQKGTYCKSNIDVRYHKLTSKSAQPTVKLHSTTPL
SSHHPAMLVCSVYDFFPSKIKVSWHRDGQEVTSDVTSTEEMEDGDWYYQTHCYLEYTPRS
GEKISCVVEHASLEKPLITNWDPSSSSFMPKIERYKLAIGASGLILCLILSLAGEFIYYRQ
RARGRILVPTN

>097B1 ENSONIGO0000004432 - GL831197.1: 3,529,581-3,531,898
EDGYFMFADFCCVMHSRDPKTVEYLIDWYENKEFTMOYNSTVGKWTGLTPAGLITASQEN
EDKFDVDQRKAEKQLTCVNNVDAVENGVQENIAAPSMTLOQEGDHTSTHDTILVCSVYDEY
PKHILVTWYLNGQEV

>097B2 ENSONIG00000004434 GL831197.1: 3,534,451-3,536,032
RCOQFLINLFFSFLDCSINGDGYFMFADFWCAVHSRDREEVEYLIDWYEFNKEFTMQYNSTV
GKWTGLTPAGLITASRENEDSADILORKVEKQLICVNNVDAVENITVENMAAPSMTLOEG
DHTSSHDTILVCSVYDEFYPKHILVTWYLNGQEVTERVTCTVEHVSLKEPKSSYWDSSLKQ
SDRSFLTGGLCALLLGALILSLGLIYYRRKTSDPTEFSN

>097A ENSONIGO0000004441 GL831197.1: 3,645,982-3,653,566
MALSVIALILSAGAACGYIQTQSHNFHYIYGCYESDDVRVDAVVDDDVVAYADEFNKEEVV
WVLPHLPQPAKDFKKMAYGVAKASTAHCHSVLGKAKNADPGAPLRODPPDIYIYTRYEGE
ASVMNTLFCVANHFYPPTINFTWTKNGVELTEGVANLRYRHNRDGTFHMISTLLEFTPQPG
DHYICTVEHQAAKVPVSKSWELKENKMSRVSPEAVEFFGVSVVLCLIGEGTGVFFEFIKQPN
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ECLQI

>0745B ENSONIGO0000003902 GL831745.1: 25,751-37,458
MASSFLCLLFISLSTADGFKMYVLSRCDENSTELKDMKYIRSYYYNKIEVTREFDSDVRKFE
VGYTEYGVKKAETWNNDQAHMAAFRVEKERYCYTNIGIWYRNILSKSAKPYVKLHSTTPD
YSHHPAMLVCSVYDFEFPSKIKVSWLRDGQEVTSDVTSTEEMADGDWYYQTHSHLEYTPRS
GEKISCKVEHASLEKPLITDWDSSMPESERNKLAIGASGLILGLILSLAGFIYYRRKAQG
RILVPTN

>0745A ENSONIGO0000003904 GL831745.1: 44,977-46,516
MKMKELLLFLSCVLCVSADPLHSDIAVGGCSESDEENMYGLDGEELAYTDFNKKEEIYPL
PPFIDPITYGEDAYESSVAFQKTCRKNMKQFGEGMKDFPPEQDVPSAVMIYTRDEVEFGE
KNTLICHVTGEFYPAPVNVSWTKNQQOKVTQGSSINVPYLNKDGTFTQISRLOFTPQLGDIY
SCAVQHLALTQPLTKIYEVEASARSDPGVGPSVFCGVGLTLGLLGVAAGTFFLVKGNECS
>0779B GL831779 70180
YDFYPSEIKVSWHTDAQEVTSDITSTEEMTDGD*YYQIHSHLEYTPR

>0845A ENSONIGO0000019001 GL831845.1: 36,104-40,196
MKMKVWVLLLVLSSVICVSADGLYEMNSVSGCSDTDGEDVLILDDEVVWYADENKQKGVD
SLPAFADHPSFEGKYEEAVANQQICRONLKMARTAMKDFPKQHEAPSSVAIYTTLNVEIG
VONTLICHVTGEFYPAPVNVTWNKNTKKVVEGTSITVPLSNKDGTFTQTSKLDEVPKGGDV
YACIVEHVALTQPLTKVYAVDNAEPILGPAIFCGVGLTVGVLGVAAGIYLFIRGTRCD
>0845B ENSONIGO0000019004 GL831845.1: 41,863-44,745
MDSSFLCEFSLFFIILCRADGYEYYTSSRCLENSTELRDIEYIRSYYYNKTEYVRESSSVG
KEVGYTEYGVREADQWNKDQGQOGSWTRKGOQLAAMRAQKETYCKPKIDEFWYQSVLTKAVKP
SVRLHSIPPVYLNPAILVCSVYNFYPKEIKVSWLRNGQQVSPDITSTVEFANADWLYQTH
SYMEYTPRSGEKISCMVEHASLKEPLVTDWVPSMSESKKLMIVGAFGLILGLLFFLAGVI
YIRMCSRGQSSTHTK

>0A35A AERX01073735.2:6-251
VEIGVONTLICHVTGFYPAPVNVTWNKNTKKVVEGTSITVPLSNKDGTEFSQTSKLDEVPK
GGDVYVCIVEHVSLTAPLTKIY

>0A35B AERX01073735.2:3.469-3.735
GYEYYTSSRCLENSTELRDIEYIRSYYYNRIEYVRESSSLGMEFVGYTEYGVKEADQWNND
PGOLAAMRAQKEIYCTPNIDLWYRSVLTK

>0A78B ENSONIGO0000008338 AERX01073278.2: 2,515-4,762
MDSSFLCEFSLFFIILCRADGYEYYTSSRCLENSSELRDIEYVRSYYYNRIEYVRESSSVG
MEVGYTEYGVREADQWNKDQGQLAVMRAQKETYCTPNIDLWYRSVLTKYVKPEVRLHWTK
PPVDHHPAILACSIYDFYPKYIKVIWLRNGOQRVTSNTTTTEELPDADWEYQTHSYLEYTP
K

>0A78A ENSONIGO0000008336 AERX01073278.2: 144-1,540
MCLCTDAPDSVEIYTIVNVEIGVONTLICHVTGEFYPAPVNVTWNKNTKKVVEGTSITVPL
SNKDGTFSQTSKLDFVPKGGDVYVCIVEHVSLTAPLTKIYEVDDVEPILGPAIFCGVGLT
VGVLGVAAGIYLFIRGRK

Tilapia translated Genbank cDNA report sequences:

>GR696948 cNOnST1-012 C05.abl c Tilapia adult stomach library Oreochromis
niloticus cDNA 5 similar to H-2 class II histocompatibility antigen,

chain in Mus musculus (P14436), mRNA sequence 0O845A match
MKMKVWVLLLVLSSVICVSADGLYEMNSVSGCSDTDGEDVLILDDGVVWYADENKQKGVD
SLPAFADHPSFEGKYEEAVANQLICRONLKMARTAMKDEFPKRHEAPSSVAIYTTLNVEIG
VONTLICHVTGEFYPAPVNVTWNKNTKKVVEGTSITVPLSNKDGTFSQTSKLDEFVPKGGDV
YACIAEHVALTQPLTKVYAVDNVEPILGPA

>GR667686 cNOnOE1019 D18.abl c¢ Tilapia adult olfactory epithelium library
Oreochromis niloticus cDNA 5 similar to H-2 class II histocompatibility
antigen, A-B alpha chain in Mus musculus (P14434), mRNA sequence 029A3 match

MMSHHTTDMKHAPLLILILNNEFCVESQIPHEMTYVVGCEVQGLTEVQFEFDGEEFLYADE
PKEEIVYTVPKFIFPDPSHVLVGLSILKDALDNRDWCLIITKIAAMEEKYPPEEKDPPET
VLEFSSDKVELGVENSLICLVNHFYPPSINVIWTKNGHPVSTGVSLSRYFPNKDQTFHQLS
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TLTFTPSEGDEFYSCTVEHSALETPQTRIWEAEVTNSDQ

>GR671091 IIA cNOnOEl1l 014 Gl7.abl c Tilapia adult olfactory epithelium library
Oreochromis niloticus cDNA 5 similar to HLA class II histocompatibility
antigen, DP alpha chain in Homo sapiens (P20036), mRNA sequence O79A3 match
MKMKLWVLLLVLSSVLCVSADALHGDNWISGCSDTDGEAVLILDDEAVWYADEFNKQEGIY
PLPPEVDPTTFPGQYGQAVADQQVCRANLKVTRQAMKDVPKELDPPSSLIIYTVLNVELG
VPNILICHVTGEFYPAPVNVTWTKNEQKVTEGTSISVPFPNKDGSFKQTSRLNFIPKQGDV
YSCTVEHVALTQPMTKEFYAVENSDLILGPAM

>GR702301.1 1 cNOnTE2014 G22.abl c Tilapia adult testis library Oreochromis
niloticus cDNA 5' similar to RT1 class II histocompatibility antigen, A beta
chain in Rattus norvegicus (P06341), mRNA sequence 0O80B match
GGKREARGETRSGRRSACQVN*TSARPTVKLHSTTPLSSHHPAMLVCSVYDEFFPSKIKVS
WHRDGQEVTSDVTSTEEMEDGDWYYQTHCYLEYTPRSGEKISCVVEHASLEKPLITNWIP
PHPHSCLRQRGTSLPSAPQD

>GR627548 cNOnl6-40D022 PO7.abl c Tilapia juveniles 16-40 days post-
fertilization library Oreochromis niloticus c¢DNA 5 similar to HLA class II
histocompatibility antigen, DQ(W1l.1l) beta chain in Homo sapiens (P01919), mRNA
sequence 057B match
XGGNMRIONFYFYMFLSLEFGLVSSDEDYFQSRACCTFKGPHFEDMEYTRIISLNKIAVLE
YNHTRGSWIGFTPYTIEIAKFWNLNPEGTSEAKALCSTNLGYIQILSNVTDIPTIRVKSV
KOHSGGHPAMLVCSAFNFYPKQIRMIWLRNQKEVTTGVSYSEVMPDGDWYYQIHSYLEYT
PTHGEKITCVVEHLSVSEPILAIWDPTLPVAARNKIIVGICGLLLGEV

>FF281534 AQAH-SP-0931 Spleen of Oreochromis niloticus infected with
Streptococcus agalactiae Oreochromis niloticus cDNA clone SP1179 5 similar to
MHC class II beta chain, mRNA sequence 079B2 match
MASKFLCFTLLFINICTADGYELYSSTRCLENSTELKDIEFIRSYYYNRMELTRFDSDVG
KYVGYTEFGVKNAEMWNNDPGOQLAAMRAQKETYCQYNVGIWYADVLSKSVTPSVRLHSTM
APGCHHPAMLVCSVYDEYPKWIKVSWVRNGQETITSDITSTEEFANGDWLYQVHSHLEYMP
RSGEKISCVVEHASLEKPLIINWVPPMPETERLIIVGAVGLILGLILFLAGVIYRRKSGD
TSLACRFSEKQAEDWDKDAAALSLWKPQKEMEFFKPGSELCFTNVLLKSV

>GR679428.1 cNOnOV1024 K05.abl c¢ Tilapia adult ovary library Oreochromis
niloticus cDNA 5' similar to HLA class II histocompatibility antigen, DQ(6)
alpha chain in Homo sapiens (P01906), mRNA sequence 0O97A match disrupted orf
MALSVIALILSAGAACGYIQTQSHNFHYIYGCYESDDVRVDAVVDDDVVAYADENKEEVV
WVLPHLPQPAKDFKKMAYGVAKASTAHCHSVLGKAKKC*

Spotted gar (Lepisosteus oculatus) MHC class Il sequences:

Spotted gar PreEnsembl sequences:

>501A1 MHCIIA JH591501: 64.610-66.685
MSVGWKCLGLLVVMQGAATVAVEHTYEVAYFCQSENRKGSRNEVEDDDEMFHIDPDRKVD
EPRLPEFEKWAWNDSSLIQGALANLGICENHLKGVMKAIPDEPAVKVPPKPAVFPEEPVE
LGWPNTLICALNDFTPPTAQLRWLKNGQPVTSDVSSTDYIPLSSNKFAMESYLSEFTPQEG
DIYTCHVEHTALSEPVSVEWDAEVPTDSDASETAFCAIGLALGILGVVLGTVEFLIKAIKE
HS

>501B1 MHCIIB JH591501: 70.640-74.060
MRLVLLCSALVLCLTLSGADDEVYFFRSECHEFSASDLRDLVYVRSMTENGKERVRENSTV
GKYVGFDTWGEKQANYWNGQKDYIARLSADKDREFCKYNVQLMASGMQODRKIKPEVKIYPA
KTASQGHTHMLVCHAHGFYPRQIAVSWLRNGQPVSSDLTSMSFASDGDWTYQTLLYLEFT
POGGETFECAVDHVALDGTLKLRWDPAAREAKRNKVIMGASGLVLGLVFAVIGVVYWKRK
TKGHHRLVSSERLVSCVGQVEFSGGLVSCPGCALPCAQCLLG

>501A2 MHCIIA JH591501: 82.102-84.669
TSHIDINVIGCKSDDPVAQDEAQLDGDEMEYADFDKKEMILTLPAFADSFGVDPGWVQGA



IANRQICINNLEVAIKAENNPPENTDAPVNTIYPRDEVELGKPNTLICLANNEFEFPPPVKV
RWTKNDVDVSEQATLSRYYPNSDATEFYQFSTLSFTPQLGDVYSCSVEHKALPEPKTRIWG
EERSALTSDAN

>501B2 MHCIIB JH591501: 95.883-99.847
MLMCSALGFYPKQIKVSWLRDGQTVTSDVTSTEELADGDWYYQIHSHLEYTPRAGESIVC
RVEHSSFATPKELTWDPSMPEADRNKIIIGASGLVLGLVIAAAGGIYYKKKSG

>501A3 MHCIIA JH591501: 120.683-125.781
MHGIAVGSIACREISEWKPGRPCQGGRDRAALGWIFRQDGDAPTAMVYPRDSVELGKPNT
LICSVTDFHPMGIGVTWTHNDRPVTEGVTQTTPLSGRDEFSEFKVESFLPFTPRLGDVYSCQ
VOHSALPEPLARLW

>615A MHCIIA JH591615: 5.333-9.156
MLCAFLTAVLLGASGVLSQAQIRHLDRLLTFCVSNSTEAELEKEHDEDEIFYVDLETKQS
VORLPEFAEKWHVGPEWPPFAQQEVETCRLYLAAKGEGFPEEKLDPPISRLYSENEVELG
VPNALICFITDFHPAPVKVSWTRNTEPVTQGENVTQYYSNKDYSLRLESYLSEFTPQAGDV
YSCSVEHRALQEPLTRLWEVEVQSDSEAAETAVCGVGLTLGLLGVAAGTFFLIKGNKCN
>615B MHCIIB JH591615: 11.335-16.190
MDSPLHRLAVAVLVLGCTGSRRSVDGNMYQFVHDCEYNDHLEDFLYTRRDIFNKIEILRY
DSNIQTEVGYTPLGIKYAERFNQDKEYLAGLKDDLDNYCKHNAGVYKSTMTDRKVPPSVK
VSATKLLSSKHPTMLVCHVTGEYPQRITVTWLRDGLEIKTDVTSTDLLANGDWTYQVHSH
LELTPRAGETVACRVEHSSLERPLEVTWDPSMPESKKNKIVIGVSGLILGLIITAAGVIY
YKKKSSGRILVPSD

For spotted gar MHC class Il we could not find cDNA reports in GenBank.
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