
                                                                                                                                                                                        
gi|115298678|ref|NP_000055.2| ---MGPTSGP--SLLLLLLTHLPLALGSPMYSIITPNILRLESEETMVLEAHDAQGD-VPVTVTVHDFPGKKLVLSSEKTVLTPATNHMGNVTFTIPAN-REFKSEKGRNKFVTVQATFGTQVVEKVVLVSLQSGYLFIQTDKTIYTPGS   143
gi|114674922|ref|XP_512318.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|126518317|ref|NP_033908.2| ---MGPASGSQLLVLLLLLASSPLALGIPMYSIITPNVLRLESEETIVLEAHDAQGD-IPVTVTVQDF-LKRQVLTSEKTVLTGASGHLRSVSIKIPAS-KEFNSDKEGHKYVTVVANFGETVVEKAVMVSFQSGYLFIQTDKTIYTPGS   144
gi|8393024|ref|NP_058690.1| ---MGPTSGSQLLVLLLLLASSLLALGSPMYSIITPNVLRLESEETFILEAHDAQGD-VPVTVTVQDF-LKKQVLTSEKTVLTGATGHLNRVFIKIPAS-KEFNADK-GHKYVTVVANFGATVVEKAVLVSFQSGYLFIQTDKTIYTPGS   143
gi|99028969|ref|NP_001035559.2| ---MKPTSGP--SLLLLLLASLPMALGNPMYSMITPNILRLESEETVVLEAHGGQGT-IQVSVTVHDFPAKKQVLSNENTQLNSNNGYLSTVTIKIPAS-KELKSDK-GHKFVTVVATFGNVQVEKVVLISLQSGYLFIQTDKTIYTPGS   142
gi|73987236|ref|XP_533932.2| ---MGPASGPR-LLLLLLLTSLPLALGDPMFSMITPNILRLENKETVVLEAHDLKEN-TEVTVTVHDFPAKKQVLFREKTDLTSANQYMSTVTIQMPAN-KDAKSEK-GSKFVIVQAAFGATVLEKVVLVSFQSGYLFIQTDKTIYTPSS   143
gi|118113407|ref|XP_001236914.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|82524272|ref|NP_571318.1| ---MEVKLLFLSAVLLSSALLT---LCDPLYVLMAPNLLRVGSSENVFVEAQDYSGEPLRVKISVKNFPAKNVEMMQKTVTLTGEK-YQILTDIEIPDDKNFFSDD-EKKQYVYLQAHFPSVTLEKVVMVSFQSGYLFVQTDKPIYTPGS   142
gi|189546565|ref|XP_001920029.1| ---MEVKLLFLSAVLLSSALLT---LCDPLYVLMAPNLLRVGSSENVFVEAQDYSGEPLRVKISVKNFPAKNVEMMQKTVTLTGEK-YQILTDIEIPDDKNFFSDD-EKKQYVYLQAHFPSVTLEKVVMVSFQSGYLFVQTDKPIYTPGS   142
gi|82524318|ref|NP_001032313.1| ---MEVKLLFLSAVLLSSALLT---LCDPLYVLSAPNLLRVGSSENVFVEAQDYSGGPLNVRISVKNFPAKNVEMMQKTVTLTGAK-YQSLTDIEIPGDRNYFSDD-KIKQYVYLQAHFPSVTLEKVVMVSFQSGYLFVQTDKPIYTPGS   142
gi|189546569|ref|XP_001920074.1| MSAVQPELVKRPAEERDGSGLICAFMTELLYVLSAPNLLRVGSSENVFVEAQDYSKNAFEVKITVKNHPKKDKQILTKSVNLNAQNNFQILTDIKIPDDQNLFSDDPLEKQYVYLQAIFPDHTLEKVVLLSFQSGYIFVQTDKPIYTPSS   150
gi|189546571|ref|XP_695351.3| --------MNITAPVKTAP-----------YVLSAPNLLGVGSSAKVLVEAQDYTGKSLDVKISVKNHPKKNLDILSKTVTLTAQNSFLILTDIKIRDDLNFFSDDPLEKQYVYLQAIFPTHTLEKVVLLSFQSGYLFAQTDKPIYTPSS   131
gi|189546573|ref|XP_696246.3| ---MHGCLVCVAAVILSLPLLS---FCQPLYILSAPNKLKLGSAERVFVEAQDYAGASLNVRISVRRFKDDQREVASTSVTLTAGKNFQELVEIEVPS--NSFTFDKSAQQYAVLQAQFPNKLLQKQILVTFQSGHIVLQTDKTIYTPDS   142
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gi|115298678|ref|NP_000055.2| TVLYRIFTVNHKLLPVGRT-VMVNIENPEGIPVKQDSLSSQNQLGVLPLSWDIPELVNMGQWKIRAYYENSPQQVFSTEFEVKEYVLPSFEVIVEPTEKFYYIYNE-------KGLEVTITARFLYGKKVEGTAFVIFGIQDGEQ-RISL   284
gi|114674922|ref|XP_512318.2| --------------------------------------------------------------------------------------------------------------------PPCLSRRFLYGKKVEGTAFVIFGIQDGEQ-RISL    33
gi|126518317|ref|NP_033908.2| TVLYRIFTVDNNLLPVGKT-VVILIETPDGIPVKRDILSSNNQHGILPLSWNIPELVNMGQWKIRAFYEHAPKQIFSAEFEVKEYVLPSFEVRVEPTETFYYIDDP-------NGLEVSIIAKFLYGKNVDGTAFVIFGVQDGDK-KISL   285
gi|8393024|ref|NP_058690.1| TVFYRIFTVDNNLLPVGKT-VVIVIETPDGVPIKRDILSSHNQYGILPLSWNIPELVNMGQWKIRAFYEHAPKQTFSAEFEVKEYVLPSFEVLVEPTEKFYYIHGP-------KGLEVSITARFLYGKNVDGTAFVIFGVQDEDK-KISL   284
gi|99028969|ref|NP_001035559.2| TVLYRVFTVDHKLLPVGQT-VFITIETPDGIPVKRDSKSSQNQFGILTLSWNIPELVNMGVWKIKAYYEDSPQQVFSAEFEVKEYVLPSFEVQLEPEEKFYYIDDP-------DGLKVNIIARFLYGEQVDGTAFVIFGVQDGDR-RISL   283
gi|73987236|ref|XP_533932.2| TVLYRVFTVDHNLLPIGRS-VIISIQSPDGVTVKRGSLSSQNQDGILSQSWYIPELVNMGQWKIQAHYEDAPEQVFSAEFEVKEYVLPSFEVQVEPAQKFYYIDST-------EGLDVTIMARFLYGKEVDGTAFVIFGVQDGDR-RISL   284
gi|118113407|ref|XP_001236914.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|82524272|ref|NP_571318.1| NVQYRIFSMTPNLKPLSQPGITVDIMNPQGITVASDAIKAEK--GVKSSIYNIPDVTSLGMWKVVTRYTNTPLKTFTAEFEVKEYVLPTFEVKLTPSSFFYYVGDNKQENDEEDSLTVDIEAKYLFGKKMDGNAFVVFGVMDGAA-KTSI   289
gi|189546565|ref|XP_001920029.1| NVQYRIFSMTPNLKPLSQPGITVDIMNPQGITVASDAIKAEK--GVKSSIYNIPDVTSLGMWKVVTRYTNTPLKTFTAEFEVKEYVLPTFEVKLTPSSFFYYVGDNKQENDEEDSLTVDIEAKYLFGKKMDGNAFVVFGVMDGAA-KTSI   289
gi|82524318|ref|NP_001032313.1| NVHYRIFSMTPNLKPFSKPGITVDITNPQGITVASDTIFAEK--GVKSSIYNIPEVTSLGMWKVVTRYANTPQKTFTAEFEVKEYVLPTFEVKLKTSKSFYYVGDSKPKNNEDDSLTVDIEAKYLFGKKMDGNAFVVFGVMDGAM-KTSI   289
gi|189546569|ref|XP_001920074.1| TVQYRTLSLTPNLKPLSQTGITVEIMNPQNITVSSDKVYPVK--GMKSGKYAIPEVASLGIWKVVTRFANTPQKTFTAEFEVKEYVLPTFEVKLQPSKLFYYVGD--------ESLTVDIEAKYLFGKQVEGNAFVMFGVMDGET-KTGI   289
gi|189546571|ref|XP_695351.3| TVNYRIFSLTPDHLPFDGASISVDIMNPQGITLERDKFMPRG--GIGTENFALTELASAGVWKLIARYTNTPQKNFTTEFEVKEYVLPSFEVNLRPSKPFFYVNQ--------ESLTVDISAKYLFGNKVRGSAFVVFGLVDGEK-KISM   270
gi|189546573|ref|XP_696246.3| TVHYRVFSLSPGMTRPFQSGVRVEILTPDGISLESKSVFPDG--GVVSGTFGITDPASPGLWKLVAWHKNSPQKNFTSEFEVKEYVLPSFEVSLSPHKAFFYVND--------DSLLVDIHAKYLFGETVNGHGFVVFGVVTEDKGKISI   282
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gi|115298678|ref|NP_000055.2| PESLKRIPIEDGSGEVVLSRKVLLDGVQNPRAEDLVGKSLYVSATVILHSGSD---MVQAERSGIPIVTS-------PYQIHFTKTPKYFKPG---MPFDLMVFVTNPDGSPAYRVPVAVQG--EDTVQSLTQGDGVAKLSINTHPSQKP   419
gi|114674922|ref|XP_512318.2| PESLKRIPIEDGLGEVVLSRKVLLEGVQNPRAEDLVGKSLYVSVTVILHSGSD---MVQAERSGIPIVTS-------PYQIHFTKTPKYFKPG---MPFDLMVFVTNPDGSPAYRVPVAVQG--EDTVQSLTQGDGVAKLSINTHPSQKP   168
gi|126518317|ref|NP_033908.2| AHSLTRVVIEDGVGDAVLTRKVLMEGVRPSNADALVGKSLYVSVTVILHSGSD---MVEAERSGIPIVTS-------PYQIHFTKTPKFFKPA---MPFDLMVFVTNPDGSPASKVLVVTQG--SN-AKALTQDDGVAKLSINTPNSRQP   419
gi|8393024|ref|NP_058690.1| ALSLTRVLIEDGSGEAVLSRKVLMDGVRPSSPEALVGKSLYVSVTVILHSGSD---MVEAERSGIPIVTS-------PYQIHFTKTPKFFKPA---MPFDLMVFVTNPDGSPARRVPVVTQG--SD-AQALTQDDGVAKLSVNTPNNRQP   418
gi|99028969|ref|NP_001035559.2| THSLTRVPINDGNGEAILKRQVLLNGVQPSRADALVGKSIYVSATVILQSGSD---MVEAERTGIPIVTS-------PYQIHFTKTPKFFKPA---MPFDLMVYVTNPDGSPARHIPVVTQG--SN-VQSLTQDDGVAKLSINTQNKRDP   417
gi|73987236|ref|XP_533932.2| SQSLTRILIEDGNGVATLKRNVLLEGVRPSRPDALVGKSLYVSATVILHSGSD---MVEAESNAIPIVTS-------PYQIHFTKTPKFFKPA---MPFDLMVFVTNPDGSPAPHVPVGIQN--YR-VQALTQKDGVAKLTINTPDSKKP   418
gi|118113407|ref|XP_001236914.1| --------VTDGDGEAVLPMAMLRQPFAN--LQELVGHSLYVTVTVLTESGSLXMGMGESHGVVCPRVMSWMAPGVCPHTTSLCHLPCAVSPGXAMSPCHFPVYVTNPDNSPAPRIPVKADN--FQ-GLVSTQRDGTAKLVLNMPANKNS   137
gi|82524272|ref|NP_571318.1| VNSLQKVPVVNGVGTAELTREMITKTFKN--IKDLVGKSIYVSVNLLTESGSE---MVEAEKRGIQIVTS-------PYTIHYKRTSQFFKPG---MPLGVSVYVTNPDETPAKDVEVEVLVDGKGGVSGKTRDNGIAKVKVNTPGGAST   424
gi|189546565|ref|XP_001920029.1| VNSLQKVPVVNGVGTAELTREMITKTFKN--IKDLVGKSIYVSVNLLTESGSE---MVEAEKRGIQIVTS-------PYTIHYKRTSQFFKPG---MPLGVSVYVTNPDETPAKDVEVEVLVDGKGGVSGKTRDNGIVKVKVNTPGGAST   424
gi|82524318|ref|NP_001032313.1| VNSLQKVQVFNGVGTAELTREMITKTFKN--IKDLVGKSIYVSVNLLTESGSE---MVEAEKRGIQIVTS-------PYTIHYKRTSQFFKPG---MPLGVSVYVTNPDETPAEDVEVEVLVDGVGGVNSKTKANGIAKVTVNTKAGVST   424
gi|189546569|ref|XP_001920074.1| TGSLQKIQILKGVGTAELTKQMI-ETYKS--IDKLVGQSIYVSVSLLTESGSE---MVEAERRGIRIVTS-------PYTINFKKTAQFFKPG---MPFDVSIYVTNPDETPAQNVIVEVNP---GGVRGQTKANGIAKVTVNTQGNVLT   420
gi|189546571|ref|XP_695351.3| AASLQRVQIYDGEGEAELTSEMIKQTFPE--IQELVGKSIYILASVLTESGSE---MVDAEKKGIQIVTS-------PYSIYFKRTPQFFKPG---MSFDVSVYVTNPDGTPAENVEVEVNP---GGVKGRTKPNGITKVTINTLGGSST   402
gi|189546573|ref|XP_696246.3| PGSLQRVQIWDGSGTAQLTKRQILQTFPE--IRQLVGKSLYISVSLLTESGSE---MVEAHKKGIHIVTS-------PYTIYFKRTPQFFKPG---MPFDVSVYVTNPDETPAKNVKVEVNP---GGVSGQTKANGIAKVTINTPGGSST   414
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gi|115298678|ref|NP_000055.2| LSITVRTKKQELSEAEQATRTMQALPYSTVGNSNNYLHLSVLRTELRPGETLNVNFLLRMDRAHEAK-IRYYTYLIMNKGRLLKAGRQVREPGQDLVVLPLSITTDFIPSFRLVAYYTLIGASGQREVVADSVWVDVKDSCVGSLVVK-S   567
gi|114674922|ref|XP_512318.2| LSITVRTKKQELSEAEQATSTMQALPYSTVGNSNNYLHLSVPRTELRPGETLNVNFLLRMDRAHEAK-IRYYTYLIMNKGRLLKAGRQVREPGQDLVVLPLSITTDFIPSFRLVAYYTLIGASGQREVVADSVWVDVKDSCVGSVSVK-E   316
gi|126518317|ref|NP_033908.2| LTITVRTKKDTLPESRQATKTMEAHPYSTMHNSNNYLHLSVSRMELKPGDNLNVNFHLRTDPGHEAK-IRYYTYLVMNKGKLLKAGRQVREPGQDLVVLSLPITPEFIPSFRLVAYYTLIGASGQREVVADSVWVDVKDSCIGTLVVK-G   567
gi|8393024|ref|NP_058690.1| LTITVSTKKEGIPDARQATRTMQAQPYSTMHNSNNYLHLSVSRVELKPGDNLNVNFHLRTDAGQEAK-IRYYTYLVMNKGKLLKAGRQVREPGQDLVVLSLPITPEFIPSFRLVAYYTLIGANGQREVVADSVWVDVKDSCVGTLVVK-G   566
gi|99028969|ref|NP_001035559.2| LTITVRTKKDNIPEGRQATRTMQALPYNTQGNSNNYLHLSVPRVELKPGETLNVNFHLRTDPGEQAK-IRYYTYMIMNKGKLLKVGRQYREPGQDLVVLPLTITSDFIPSFRLVAYNTLINAKGQREVVADSVWVDVKDSCMGTLVVK-N   565
gi|73987236|ref|XP_533932.2| LHITVSTKKEGILESRQATRTMEVQPYNTIGNSRNYLHLSVPRMELKPGETLNVNFHLRTDPSKEAQ-IRYYTYLIMNKGKILKVGRQERESGQDLVVLPLTITSDFIPSFRLVAYYTVIGSSGQREVVADSVWVDVKDSCMGTLVVK-G   566
gi|118113407|ref|XP_001236914.1| VPITVRTDQKDLPPERQASRQIVAEAYQSQGNSGNYLHLAVGASQVQPGDNLPINFHLKSNRDDVRKSVSYFTYLILSKGHIVHVGRQPREGDQSLVTMSLPVTANLIPSFRIVAYYHVK----PGEIIADSVWVDVKDTCMGSLVVRGA   283
gi|82524272|ref|NP_571318.1| LKITAKTKNTEYTSEQQAVKTMTAQAYKTKHDSKNYLHINIESAEFEIGDQMTVNLITGQSSGDRDQ---DYTYMILSKGQIVLAERFKRQ-GQTLVTLSLTITKEMVPSFRFVAYYHVG----KDEVVSDSVWVDVKDTCMGKLNVE--   564
gi|189546565|ref|XP_001920029.1| LKITAKTKNTEYTSEQQAVKTMTAQAYKTKHDSKNYLHINIESAEFEIGDQMTVNLITGQSSGDRDQ---DYTYMILSKGQIVLAERFKRQ-GQTLVTLSLTITKEMVPSFRFVAYYHVG----KDEVVSDSVWVDVKDTCMGKLNVE--   564
gi|82524318|ref|NP_001032313.1| LKITATTRDPELANEQQADKTMIAQAYKTNLGSKNYLHINIESAEFEIGDQMTVYLNTGESPGVKDQ---DFTYMILSKGQIVLAERFKRQ-GQTLVSLSLPVTKDMVPSFRFVAYYHVG----KDEVVSDSVWVDVKDTCMGKLKVE--   564
gi|189546569|ref|XP_001920074.1| QEITAQTKDPDITDEEQAVKKMTAHAYVPKGGSKNYLHIGIDAAELEIGDQMKVNLNTGQSPGVKDQ---DYTFMILSKGQIVKIDRFKRQ-GQALITLSQPVTKEMVPSFRFVAYYHVG----ANEVVSDSVWVDVKDTCMGKLKLQ--   560
gi|189546571|ref|XP_695351.3| LEITANTKDPQLSTDQQAVKKMTARAYKPK-GANNYLHIGIDAAELEIGDQMKVNLNLGNGAGVVNQ---DFTYMIMSKGQIVQANRFKRQ-GQALVTLSLPVTKEMVPSFRFVAYYHVG----SSEVVSDSVWVDVKDTCMGKLKVE--   541
gi|189546573|ref|XP_696246.3| LEITARTSDPQLTSRQQAEKKMTAHAYVPKGGSRNYLHIGIDAAELRIGDSMKVNLNLGQSPGVRDQ---DFTYMILSRGQIVQANRFKRR-GQTLVSLSLPVTKDMVPSFRFVAYYHVG----SSEVVSDSVWVDVKDTCMGSLKVE--   554
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gi|115298678|ref|NP_000055.2| GQSEDRQPVPGQQMTLKIEGDHGARVVLVAVDKGVFVLNKKNKLTQSKIWDVVEKADIGCTPGSGKDYAGVFSDAGLTFTSSSGQQTAQRAELQCPQPAARRRR---SVQLTEKRMDKVGKYPKE-LRKCCEDGMRE-NPMRFSCQRRTR   712
gi|114674922|ref|XP_512318.2| RRKEGRREGKGEQR--KEERRNGGRKGGRGR-KGKKEDRKKRKRRPGMIWDVVEKADIGCTPGSGKDYAGVFSDAGLTFTSSSGQQTAQRAELQCPQPAARRRR---SVLLTEKRMDKVGKYPKE-LRKCCEDGMRE-NPMRFSCQRRTR   458
gi|126518317|ref|NP_033908.2| DPRDN-HLAPGQQTTLRIEGNQGARVGLVAVDKGVFVLNKKNKLTQSKIWDVVEKADIGCTPGSGKNYAGVFMDAGLAFKTSQGLQTEQRADLECTKPAARRRR---SVQLMERRMDKAGQYTDKGLRKCCEDGMRD-IPMRYSCQRRAR   712
gi|8393024|ref|NP_058690.1| DPRDNRQPAPGHQTTLRIEGNQGARVGLVAVDKGVFVLNKKNKLTQSKIWDVVEKADIGCTPGSGKNYAGVFMDAGLTFKTNQGLQTDQREDPECAKPAARRRR---SVQLMERRMDKAGQYTDKGLRKCCEDGMRD-IPMPYSCQRRAR   712
gi|99028969|ref|NP_001035559.2| GGKEEKHHRPGQQITLKIEADQGARVGLVAVDKGVFVLNKKNKLTQRKIWDVVEKADIGCTPGSGRNYAGVFTDAGLTLKTSQGLETQQRADPQCPQPATRRRR---SVQLMEKRMDKAGQYSSD-LRKCCEDGMRD-NPMKFPCQRRAQ   710
gi|73987236|ref|XP_533932.2| SGKEQRSHLPGQQTTLIIQGDPGARVGLVAVDKGVFVLNKKNKLTQSKIWNVVEAADIGCTAGSGKDYAGVFMDAGLALKTNKELQTPQRRDLECPKPAARRRR---SVVLTEKRMDKVGQYPKE-LRKCCEGGMRD-NPMKFSCERRAQ   711
gi|118113407|ref|XP_001236914.1| SEADNRVHEPRTPMRLHIEGDHKAHVGLVAVDKAVYVLNK-NKLTQSKVWDTVENSDIGCTPGSGRNHVGVFADAGLSLTSNVNINTEQRSEVQCAKPAKRKRR---SVRLIKHKGTKMAEYSDKNLRKCCEDGMKE-NLMGYSCEKRAT   428
gi|82524272|ref|NP_571318.1| VKEKKNTYETGNDVNLHITGDPGARVGLVVVDKAVQVLN-KNRLTQSKVWDVIEKHDTGCTGGGGKDSMGVFSDAGLIFESNTAGGTDTRTVPECPAPLKRKRR---SESLQTITTTLAGQYTE-KIRPCCYDGMRN-NRIGYTCERRAS   708
gi|189546565|ref|XP_001920029.1| VKEKKNTYETGNDVNLHITGDPGARVGLVVVDKAVQVLN-KNRLTQTKVWDVIEKHDTGCTGGGGKDSMGVFSDAGLIFESNTAGGTDTRTVPECPAPLKRKRR---SESLQTITTTLAGQYTE-KIRPCCYDGMRN-NRIGYTCERRAS   708
gi|82524318|ref|NP_001032313.1| VTEKQKFYETGNEVNLQISGDPGARVGLVVVDKAVQVLN-KNRLTQSKIWDVIEKHDTGCTGGGGKDSMGVFSDAGLMFESDPAGGTNTRTEPTCPAPPKRKRR---SESLQTITTTLAGQYTE-KIRPCCYDGMRN-NRIGYTCERRAS   708
gi|189546569|ref|XP_001920074.1| VKNKQNNYNTGEEVKLQISGDPGARVGLVVVDKAVHVLN-KNRLTQTKIWDVIEKHDTGCTAGGGRDVMGVFSDAGLMFESNTAGGTDTRLNPECPDPPKRRRRRRESENLRTITATLAGQYAD-GQRQCCIDGMKD-NKLGYTCERRAT   707
gi|189546571|ref|XP_695351.3| VKDP-MLFGPGDQLSLKITGDPGAKVGLVAVDKGVYVLNDKHRLTQTKIWDVVEKHDTGCTAGSGQDSMGVFRDAGLLFESHTAGGTKTRTEKECPAAPKRKRR---AETIHQVTRTLAGEYSDHELKKCCVDGMVE-NTLGYTCERRAT   686
gi|189546573|ref|XP_696246.3| VHDPVEVYEPGEEFELRITGDPGAKVGLVAVDKGVYVLNNKHRITQSKIWDVVESHDTGCTAGSGKNSMQVFSDAGLLFESSSAGGTSVRTNSECPSSSRRRKR---RETLVNLHKTLLDKYSG-LARECCVDGLKALDVLDFSCEYRSS   700
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gi|115298678|ref|NP_000055.2| FISL--GEACKKVFLDCCNYITELRRQHARASHLGLARSNLDE----DIIAEENIVSRSEFPESWLWN-VEDLKEPP---KNGISTKLMNIFLKDSITTWEILAVSMSDKKGICVADPFEVTVMQDFFIDLRLPYSVVRNEQVEIRAVLY   852
gi|114674922|ref|XP_512318.2| FISL--GEACKKVFLDCCNYITELRRLHARAGHLSLVRSDLDE----DIIAEENIVSRSEFPESWLWN-VEDLKEPP---KNGISTKLMNIFLKDSITTWEILAVSMSDKKGICVADPFEVTVMQDFFIDLRLPYSVVRNEQVEIRAVLY   598
gi|126518317|ref|NP_033908.2| LITQ--GENCIKAFIDCCNHITKLREQHRRDHVLGLARSELEE----DIIPEEDIISRSHFPQSWLWT-IEELKEPE---KNGISTKVMNIFLKDSITTWEILAVSLSDKKGICVADPYEIRVMQDFFIDLRLPYSVVRNEQVEIRAVLF   852
gi|8393024|ref|NP_058690.1| LITQ--GESCLKAFMDCCNYITKLREQHRRDHVLGLARSDVDE----DIIPEEDIISRSHFPESWLWT-IEELKEPE---KNGISTKVMNIFLKDSITTWEILAVSLSDKKGICVADPYEITVMQDFFIDLRLPYSVVRNEQVEIRAVLF   852
gi|99028969|ref|NP_001035559.2| FILQ--GDACVKAFLDCCEYITQLRQQHSRDGALELARIDLDD----DIIPEEDIISRSQFPESWLWTVIEDLKQAD---KNGISTKLMNVFLKDSITTWEILAVSLSDKKGICVADPYEVTVMQDFFIDLRLPYSVVRNEQVEIRAILY   851
gi|73987236|ref|XP_533932.2| FVSREESESCVKAFLECCKYITQLRLNYSRMDNLGLARSDMDE----ELFLEEDIVSRSQFPESWLWT-IEILNEPE---KNGISTKTMNVFLKDSITTWEILAVSLSKKKGICVADPYEVTVLQDFFIDLRLPYSVVRNEQVEIRAILY   853
gi|118113407|ref|XP_001236914.1| YVLD--GKACTEAFLSCCLYIKGIRDEE-RELQYELARSEVDD----AFLSDEDITSRSLFPESWLWQ-VEELTEPPN--EQGISMKTLPIYLKDSITTWEVLAVSISENK---------------------------------------   529
gi|82524272|ref|NP_571318.1| YVID--GEECVKAFLHCCKEVKNHKEKETEEEELILARSDEDE--EGDYKDYDDITSRTQFPESWLWEEFDLCDKCS-----KPSKDK-VIYLKDSITTWQILAISLSPTHGICVAEPEEIVVFKSFFIDLKVPYSAVRGEQVEIKAIIH   848
gi|189546565|ref|XP_001920029.1| YVID--GEECVKAFLHCCKEVKNHKEKETEEEELILARSDEDE--EGDYKDYDDITSRTQFPESWLWEEFDLCDKCS-----KPSKDK-VIYLKDSITTWQILAISLSPTHGICVAEPEEIVVFKSFFIDLKVPYSAVRGEQVEIKAIIH   848
gi|82524318|ref|NP_001032313.1| YVID--GEECVKAFLHCCKEVKNHK--ETEEEELILARKDDEEIYDEDYEDYDDITSRTQFPESWLWEEFDLCDKCS-----KPSKNK-VTYLKDSITTWQILAISLSPTHGICVAEPEEIVVFKSFFIDLKVPYSAVRGEQVEIKAIIH   848
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