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gi|21355083|ref|NP_652013.1| -----MQKVALLLVAFLAAAVAHPNSQEKPGLLRVPLHKFQSARRHFADVG---------TELQQLRIR----------YGG--GDVPEPLSNYMDAQYYGPIAIGSPPQNFRVVFDTGSSNLWVPSKKCHLTNIACLMHNKYDASKSKT   124
gi|31197673|ref|XP_307784.1| -----MARTFGVAIVLLAMAVLG-----YADFVRVALQKAPSARDHFRSVG---------TEVRQLRLK----------YGAPTGPVPEPLSNYLDAQYFGAISIGTPPQSFKVVFDTGSSNLWVPSKQCSFTNIACLMHNKYDAKKSSS   121
gi|6753556|ref|NP_034113.1| -----MKTPGVLL--LILGLLASS----SFAIIRIPLRKFTSIRRTMTEVG---------GSVEDLILKGPITKYSMQSSPKTTEPVSELLKNYLDAQYYGDIGIGTPPQCFTVVFDTGSSNLWVPSIHCKILDIACWVHHKYNSDKSST   130
gi|42476045|ref|NP_599161.2| -----MQTPGVLL--LILGLLAAS----SSALIRIPLRKFTSIRRTMTEVG---------GSVEDLILKGPITKYSMQSSPRTKEPVSELLKNYLDAQYYGEIGIGTPPQCFTVVFDTGSSNLWVPSIHCKLLDIACWVHHKYNSDKSST   130
gi|4503143|ref|NP_001900.1| -----MQPSSLLP--LALCLLAAP----ASALVRIPLHKFTSIRRTMSEVG---------GSVEDLIAKGPVSKYSQAVPAVTEGPIPEVLKNYMDAQYYGEIGIGTPPQCFTVVFDTGSSNLWVPSIHCKLLDIACWIHHKYNSDKSST   130
gi|71043798|ref|NP_001020792.1| -----MQPPSLLL--LVLGLLAAP----AAALVRIPLHKFTSVRRTMTELG---------GPVEDLIAKGPISKYAQGAPAVTGGPIPEMLRNYMDAQYYGEIGIGTPPQCFTVVFDTGSSNLWVPSIHCKLLDIACWIHHKYNSGKSST   130
gi|194679949|ref|XP_609913.4| -----MQTPRLLPLLLALGLLAAP----AAAVIRIPLHKFTSIRRTMSEAM---------GPVEHLIAKGPISKYATGEPAVRQGPIPELLKNYMD--YYGEIGIGTPPQCFTVVFDTGSANLWVPSIHCKLLDIACWTHRKYNSDKSST   130
gi|45384002|ref|NP_990508.1| -----MAPRGLLV--LLLLALVGP----CAALIRIPLTKFTSTRRMLTEVG---------SEIPDMNAITQFLKFKLG-FADLAEPTPEILKNYMDAQYYGEIGIGTPPQKFTVVFDTGSSNLWVPSVHCHLLDIACLLHHKYDASKSST   129
gi|18858489|ref|NP_571785.1| -----MRIRFCCS-----LLPFSA----RRRDCRIPLKKFRTLRRTLSDSG---------RSLEELVSSSNSLKYNLGFPASN-DPTPETLKNYLDAQYYGEIGLGTPVQTFTVVFDTGSSNLWVPSVHCSLTDIACLLHHKYNGGKSST   126
gi|17549909|ref|NP_510191.1| -----MNRCILLLLGALLLVQGLHVHKRQQKLRTVSLKKQPTLRETLLQAGSFETFAKHRHGYKKYLKTNGNHHFDKYQALNVEGEIDELLRNYMDAQYFGTISIGTPAQNFTVIFDTGSSNLWIPSKKCPFYDIACMLHHRYDSKSSST   145
gi|15233518|ref|NP_192355.1| MGTRFQSFLLVFLLSCLILISTASCERNGDGTIRIGLKKRKLDRSNRLASQ------------LFLKNRGSHWSPKHYFRLNDENADMVPLKNYLDAQYYGDITIGTPPQKFTVIFDTGSSNLWIPSTKCYLS-VACYFHSKYKASQSSS   137
gi|39973863|ref|XP_368322.1| -----MKGAMMTAAVLLG---TAEAGVHKLKMKKIPLEDQLKTFDLNAQMRGLG--QKYLGIRPESHQQAVFSNDAVQAS----GNHPVPISNFMNAQYFSEITIGTPPQNFKVILDTGSSNLWVPS--SSCGSIACYLHNKYESSSSST   134
gi|85094599|ref|XP_959917.1| -----MKGALLTAAMLLG---SAQAGVHTMKLKKVPLAEQLESVPIDVQVQHLG--QKYTGLRTESHTQAMFKATDAQVS----GNHPVPITNFMNAQYFSEITIGTPPQTFKVVLDTGSSNLWVPS--SQCGSIACYLHNKYESSESST   134
gi|50306705|ref|XP_453326.1| -MHLNFQSLLPLASLLLASFDVAEAKIHKAKIQKHKLEDQLKDVPFAEHVAQLG--EKYLNSFQRAYPQESFSKDNVDVFVAPEGSHSVPLTNYLNAQYFTEITLGSPPQSFKVILDTGSSNLWVPS--AECGSLACFLHTKYDHEASST   145
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gi|21355083|ref|NP_652013.1| YTKNGTEFAIQYGSGSLSGYLSTDTVSIAG-----------LDIKDQTFAEALSEPGLVFVAAKFDGILGLGYNSISVDKVKPPFYAMYEQGLISAPVFSFYLNRDPASPEGGEIIFGGSDPNHYTGEFTYLPVTRKAYWQIKMDAASIG   263
gi|31197673|ref|XP_307784.1| FEKNGTAFHIQYGTGSLSGYLSTDTVTVGG-----------VPVEKQTFAEAIQEPGLVFVAAKFDGILGLAYKSISVDGVMPVFYNMFNQGKIDAPVFSFYLNRDPSAAEGGEIIFGGSDSKHYTGDFTYLSVDRKAYWQFKMDSVTVG   260
gi|6753556|ref|NP_034113.1| YVKNGTSFDIHYGSGSLSGYLSQDTVSVPCKSDQSK--ARGIKVEKQIFGEATKQPGIVFVAAKFDGILGMGYPHISVNNVLPVFDNLMQQKLVDKNIFSFYLNRDPEGQPGGELMLGGTDSKYYHGELSYLNVTRKAYWQVHMDQLEVG   278
gi|42476045|ref|NP_599161.2| YVKNGTSFDIHYGSGSLSGYLSQDTVSVPCKSDLG-----GIKVEKQIFGEATKQPGVVFIAAKFDGILGMGYPFISVNNVLPVFDNLMKQKLVEKNIFSFYLNRDPTGQPGGELMLGGTDSRYYHGELSYLNVTRKAYWQVHMDQLEVG   275
gi|4503143|ref|NP_001900.1| YVKNGTSFDIHYGSGSLSGYLSQDTVSVPCQSASSASALGGVKVERQVFGEATKQPGITFIAAKFDGILGMAYPRISVNNVLPVFDNLMQQKLVDQNIFSFYLSRDPDAQPGGELMLGGTDSKYYKGSLSYLNVTRKAYWQVHLDQVEVA   280
gi|71043798|ref|NP_001020792.1| YVKNGTSFDIHYGSGSLSGYLSQDTVSVPCKSALSG--LAGIKVERQTFGEATKQPGITFIAAKFDGILGMAYPRISVNNVLPVFDNLMQQKLVEKNIFSFYLNRDPNAQPGGELMLGGTDSKYYKGPLSYLNVTRKAYWQVHMEQVDVG   278
gi|194679949|ref|XP_609913.4| YVKNGTTFDIHYGSGSLSGYLSQDTVSVPCNPSSSS--PGGVTVQRQTFGEAIKQPGVVFIAAKFDGILGMAYPRISVNNVLPVFDNLMQQKLVDKNVFSFFLNRDPKAQPGGELMLGGTDSKYYRGSLMFHNVTRQAYWQIHMDQLDVG   278
gi|45384002|ref|NP_990508.1| YVENGTEFAIHYGTGSLSGFLSQDTVTLGN-----------LKIKNQIFGEAVKQPGITFIAAKFDGILGMAFPRISVDKVTPFFDNVMQQKLIEKNIFSFYLNRDPTAQPGGELLLGGTDPKYYSGDFSWVNVTRKAYWQVHMDSVDVA   268
gi|18858489|ref|NP_571785.1| YVKNGTQFAIQYGSGSLSGYLSQDTCTIGD-----------IAVEKQIFGEAIKQPGVAFIAAKFDGILGMAYPRISVDGVPPVFDMMMSQKKVEKNVFSFYLNRNPDTQPGGELLLGGTDPKYYTGDFNYVDISRQAYWQIHMDGMSIG   265
gi|17549909|ref|NP_510191.1| YKEDGRKMAIQYGTGSMKGFISKDSVCVAG-----------VCAEDQPFAEATSEPGITFVAAKFDGILGMAYPEIAVLGVQPVFNTLFEQKKVPSNLFSFWLNRNPDSEIGGEITFGGIDSRRYVEPITYVPVTRKGYWQFKMD-KVVG   283
gi|15233518|ref|NP_192355.1| YRKNGKPASIRYGTGAISGYFSNDDVKVGD-----------IVVKEQEFIEATSEPGITFLLAKFDGILGLGFKEISVGNSTPVWYNMVEKGLVKEPIFSFWLNRNPKDPEGGEIVFGGVDPKHFKGEHTFVPVTHKGYWQFDMGDLQIA   276
gi|39973863|ref|XP_368322.1| YKKNGTEFKIQYGSGSMEGFVSNDVMTIGD-----------LKIKNLDFAEATKEPGLAFAFGRFDGILGMGFDRLSVNKIVPPFYAMVDQKLIDEPVFAFYLAD-EKSES--EVVFGGVNKDHIDGKITEIPLRRKAYWEVDLDAIALG   270
gi|85094599|ref|XP_959917.1| YKKNGTSFKIEYGSGSLSGFVSQDRMTIGD-----------ITINDQLFAEATSEPGLAFAFGRFDGILGLGYDRIAVNGITPPFYKMVEQKLVDEPVFSFYLAD-QDGES--EVVFGGVNKDRYTGKITTIPLRRKAYWEVDFDAIGYG   270
gi|50306705|ref|XP_453326.1| YKANGSEFAIQYGSGSLEGYVSRDLLTIGD-----------LVIPDQDFAEATSEPGLAFAFGKFDGILGLAYDSISVNRIVPPVYNAIKNKLLDDPVFAFYLGDSDKSEDGGEASFGGIDEEKYTGEITWLPVRRKAYWEVKFEGIGLG   284
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gi|21355083|ref|NP_652013.1| --DLQLCKGGCQVIADTG--TSLIAAPLEEATSINQKIGGT-----------------------------------------------------------------------------------------------------PIIGGQYV   308
gi|31197673|ref|XP_307784.1| --DAQYCNNGCEAIADTG--TSLIAGPVAEVTAINKAIGGT-----------------------------------------------------------------------------------------------------PVLNGEYM   305
gi|6753556|ref|NP_034113.1| N-ELTLCKGGCEAIVDTG--TSLLVGPVEEVKELQKAIGAV-----------------------------------------------------------------------------------------------------PLIQGEYM   324
gi|42476045|ref|NP_599161.2| S-ELTLCKGGCEAIVDTG--TSLLVGPVDEVKELQKAIGAV-----------------------------------------------------------------------------------------------------PLIQGEYM   321
gi|4503143|ref|NP_001900.1| S-GLTLCKEGCEAIVDTG--TSLMVGPVDEVRELQKAIGAV-----------------------------------------------------------------------------------------------------PLIQGEYM   326
gi|71043798|ref|NP_001020792.1| S-SLTLCKGGCEAIVDTG--TSLIVGPVDEVRELQKAIGAV-----------------------------------------------------------------------------------------------------PLIQGEYM   324
gi|194679949|ref|XP_609913.4| S-SLTVCKGGCEAIVDTG--TSLIVGPVEEVRELQKAIGAV-----------------------------------------------------------------------------------------------------PLIQGEYM   324
gi|45384002|ref|NP_990508.1| N-GLTLCKGGCEAIVDTG--TSLITGPTKEVKELQTAIGAK-----------------------------------------------------------------------------------------------------PLIKGQYV   314
gi|18858489|ref|NP_571785.1| S-GLSLCKGGCEAIVDTGTSTSLITGPAAEVKALQKAIGAI-----------------------------------------------------------------------------------------------------PLMQGEYM   313
gi|17549909|ref|NP_510191.1| S-GVLGCSNGCQAIADTG--TSLIAGPKAQIEAIQNFIGAE-----------------------------------------------------------------------------------------------------PLIKGEYM   329
gi|15233518|ref|NP_192355.1| GKPTGYCAKGCSAIADSG--TSLLTGPSTVITMINHAIGAQGIVSRECKAVVDQYGKTMLNSLLAQEDPKKVCSQIGVCAYDGTQSVSMGIQSVVDDGTSGLLNQAMCSACEMAAVWMESELTQNQTQERILAYAAELCDHIPTQNQQSA   424
gi|39973863|ref|XP_368322.1| DEVAELDNTG--VILDTG--TSLIALPSQLAELLNSQIGAK-----------------------------------------------------------------------------------------------------KGYNGQYS   315
gi|85094599|ref|XP_959917.1| KDFAELEGHG--VILDTG--TSLIALPSQLAEMLNAQIGAK-----------------------------------------------------------------------------------------------------KSWNGQFT   315
gi|50306705|ref|XP_453326.1| EEYATLEGHG--AAIDTG--TSLIALPSGLAEILNAEIGAK-----------------------------------------------------------------------------------------------------KGWSGQYS   329
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gi|21355083|ref|NP_652013.1| VSCDLIPQLPVIKFVLGGKTFELEGKDYILRVAQMGKTICLSGFMGLDIPPPNGPLWILGDVFIGKYYTEFDMGNDRVGFADAK-------------------------------   392
gi|31197673|ref|XP_307784.1| VDCSLIPSLPKITFTLGGKQFTLEGADYILRVAQMGKTICLSGFMGIDIPPPNGPLWILGDVFIGKYYTEFDMGNDRVGFATAV-------------------------------   389
gi|6753556|ref|NP_034113.1| IPCEKVSSLPTVYLKLGGKNYELHPDKYILKVSQGGKTICLSGFMGMDIPPPSGPLWILGDVFIGSYYTVFDRDNNRVGFANAVVL-----------------------------   410
gi|42476045|ref|NP_599161.2| IPCEKVSSLPIITFKLGGQNYELHPEKYILKVSQAGKTICLSGFMGMDIPPPSGPLWILGDVFIGCYYTVFDREYNRVGFAKAATL-----------------------------   407
gi|4503143|ref|NP_001900.1| IPCEKVSTLPAITLKLGGKGYKLSPEDYTLKVSQAGKTLCLSGFMGMDIPPPSGPLWILGDVFIGRYYTVFDRDNNRVGFAEAARL-----------------------------   412
gi|71043798|ref|NP_001020792.1| IPCEKVSTLPDVTLKLGGKLYKLSSEDYTLKVSQGGKTICLSGFMGMDIPPPGGPLWILGDVFIGCYYTVFDRDQNRVGLAQATRL-----------------------------   410
gi|194679949|ref|XP_609913.4| IPCEKVSSLPQVTVKLGGKDYALSPEDYALKVSQAGTTVCLSGFMGMDIPPPGGPLWILGDVFIGRYYTVFDRDQNRVGLAEAARL-----------------------------   410
gi|45384002|ref|NP_990508.1| ISCDKISSLPVVTLMLGGKPYQLTGEQYVFKVSAQGETICLSGFSGLDVPPPGGPLWILGDVFIGPYYTVFDRDNDSVGFAKCV-------------------------------   398
gi|18858489|ref|NP_571785.1| VDCKKVPTLPTISFSLGGKVYSLTGEQYILKESQGGHDICLSGFMGLDIPPPAGPLWILGDVFIGQYYTVFDRENNRVGFAKAKSV-----------------------------   399
gi|17549909|ref|NP_510191.1| ISCDKVPTLPPVSFVIGGQEFSLKGEDYVLKVSQGGKTICLSGFMGIDLPERVGELWILGDVFIGRYYSVFDFDQNRVGFAQAKTADGRPVDPAPRPFRSVFDNESEESMEQDDE   444
gi|15233518|ref|NP_192355.1| VDCGRVSSMPIVTFSIGGRSFDLTPQDYIFKIGEGVESQCTSGFTAMDIAPPRGPLWILGDIFMGPYHTVFDYGKGRVGFAKAA-------------------------------   508
gi|39973863|ref|XP_368322.1| IDCDKRKDLPDITFRLSGYDFPISAYDYILEVSGS----CISTFMAMDIPEPVGPLAILGDAFLRRYYSIYDLGKGTVGLAKAK-------------------------------   395
gi|85094599|ref|XP_959917.1| IDCGKKSSLEDVTFTLAGYNFTLGPEDYILEASGS----CLSTFMGMDMPAPVGPLAILGDAFLRKYYSIYDLGADTVGIATAKR------------------------------   396
gi|50306705|ref|XP_453326.1| VDCESRDSLPDLTLNFNGYNFTITAYDYTLEVSGS----CISAFTPMDFPEPVGPLAIIGDAFLRKYYSIYDIGHDAVGLAKAA-------------------------------   409
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