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gi|34852890|ref|XP_342155.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|58000457|ref|NP_001009990.1| QQMAA-------PRNMLSGYAEPAHVNDFMFEQQRRTFSTFGYALDPSVDTS---QASSNSYIGAIEEAEKNKGLTVFETGPKKS---EKRKKVK-----------------GGEAADIDNFLG-----PWAKYQDEKDVAKPSEDEQKE   214
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gi|73973753|ref|XP_532261.2| LDEITAKRQ------KKGKQEEEKPGE----EKTILHVKEMYD-------YQGRSYLHIPQDVGVNLRSTVPPEKCYLPKKQIHVWSGHT-KGVSAVRLFPLSGHLLLSCSMDCKIKLWEVYGDRRCLRTFIGHSKAVRDICFNTAGTQF   347
gi|115497198|ref|NP_001069111.1| LDEITAKRQ------KKGKQEEEKPGE----EKTILHVKEMYD-------YQGRSYLHIPQDVGVNLRSTVPPEKCYLPKKQIHVWSGHT-KGVSAVRLFPLSGHLLLSCSMDCKIKLWEVYGDRRCLRTFIGHSKAVRDICFNTAGTQF   347
gi|7706657|ref|NP_056975.1| LDEITAKRQ------KKGKQEEEKPGE----EKTILHVKEMYD-------YQGRSYLHIPQDVGVNLRSTMPPEKCYLPKKQIHVWSGHT-KGVSAVRLFPLSGHLLLSCSMDCKIKLWEVYGERRCLRTFIGHSKAVRDICFNTAGTQF   347
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gi|57530292|ref|NP_001006407.1| LDEITAKRQ------KRGKLEDDKPGE----EKTILHVKEMYD-------YQGRSYLHVPQDVGVNLRSTMPPEKCYLPKKQIHVWSGHT-KGVSAVRLFPLSGHMLLSCSMDCKIKLWEVYGDRRCLRTFIGHGKAVRDIYFNNAGTRF   348
gi|58000457|ref|NP_001009990.1| LDEITAKRQ------KRGKNEEESPAE----EKTVLHIKDAYD-------YQGRSYLHIPQDVGINLRSADIPDKCYLPKKQLHVWTGHT-KGVSAIRLFPKSGHLLLSCSMDCKIKLWEVYNERRCVRTFIGHSKAVRDVCFNNSGTQF   346
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gi|39946026|ref|XP_362550.1| LSASFDRMMKLWDTETGKCIAKFTTGKTPHVVRFNPTSELGHEFVAGMSDNKIVQFDTRAGNETVQEYDHHLGPVNTITFCDDGRRFMTTSDDRTLRAWEYGFGVPIKYIAEPYLFAMTRAATHPSGKYVAYQSSDNQIVVYSSN-DKFR   458
gi|32413455|ref|XP_327207.1| LSGSFDRWIKLWDTETGQCVNRFNTGKTPHVIKFNPSVDQGHEFLAGLSDNRIVQYDSRAGADPVQEYDHHLGAINTLEFVDENRRFMSTSDDRSLRVWEYGIPVEIKTISEPDMFALTKSTQHPSGKYVLYQCSDNSIVAYSSASDKFR   544
gi|19112881|ref|NP_596089.1| LSTSFDKTIKLWDTELGKCLNCFNSDRLTNCVKFQVDPDKPNEFLAGTADKRILQFDIRS-PDIVQAYDHHLGGINSITFLENGKRFVTTSDDSSMRFWEYGTPVPIKFVADIAMHSMPRVALRPNGKSIACQSLDNCIYVYSAY-EKYR   473
gi|21355805|ref|NP_651005.1| LSASYDRYIKLWDAETGDVVSRFTTRKMPFCVKFHPDNSKQHLFVAGTSDKKIICWDTRS-GDIVQEYDRHLGSVSTITFVDDNRRFVTTSDDKSMRIWEWDIPVDMKYIADPTMHSMPAVTLAPNGKWMACQSLDNKIVIFSALN-RFK   492
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gi|73973753|ref|XP_532261.2| LSAAYDRYLKLWDTETGQCISRFTNRKVPYCVKFNPDEDKQNLFVAGMSDKKIVQWDIRS-GEIVQEYDRHLGAVNTIVFVDENRRFVSTSDDKSLRVWEWDIPVDFKYIAEPSMHSMPAVTLSPNGKWLACQSMDNQILIFGAQN-RFR   495
gi|115497198|ref|NP_001069111.1| LSAAYDRYLKLWDTETGQCISRFTNRKVPYCVKFNPDEDKQNLFVAGMSDKKIVQWDIRS-GEIVQEYDRHLGAVNTIVFVDENRRFVSTSDDKSLRVWEWDIPVDFKYIAEPSMHSMPAVTLSPNGKWLACQSMDNQILIFGAQN-RFR   495
gi|7706657|ref|NP_056975.1| LSAAYDRYLKLWDTETGQCISRFTNRKVPYCVKFNPDEDKQNLFVAGMSDKKIVQWDIRS-GEIVQEYDRHLGAVNTIVFVDENRRFVSTSDDKSLRVWEWDIPVDFKYIAEPSMHSMPAVTLSPNGKWLACQSMDNQILIFGAQN-RFR   495
gi|114608845|ref|XP_518687.2| LSAAYDRYLKLWDTETGQCISRFTNRKVPYCVKFNPDEDKQNLFVAGMSDKKIVQWDIRS-GEIVQEYDRHLGAVNTIVFVDENRRFVSTSDDKSLRVWEWDIPVDFKYIAEPSMHSMPAVTLSPNGKWLACQSMDNQILIFGAQN-RFR   495
gi|51765561|ref|XP_483893.1| LSAAYDRYLKLWDTETGQCISRFTNRKVPYCVKFNPDEDKQNLFVAGMSDKKIVQWDIRS-GEIVQEYDRHLGAVNTIVFVDENRRFVSTSDDKSLRVWEWDIPVDFKYIAEPSMHSMPAVTLSPNGKWLACQSMDNQILIFGAQN-RFR   495
gi|34852890|ref|XP_342155.1| LSAAYDRYLKLWDTETGQCISRFTNRKVPYCVKFNPDEDKQNLFVAGMSDKKIVQWDIRS-GEIVQEYDRHLGAVNTIVFVDENRRFVSTSDDKSLRVWEWDIPVDFKYIAEPSMHSMPAVTLSPNGKWLACQSMDNQILIFGAQN-RFR   367
gi|57530292|ref|NP_001006407.1| LSAAYDRYIKLWDTETGQCISRFTNRKVPYCVKFNPDEDKQNLFVAGMSDKKIVQWDIRS-GEIVQEYDRHLGAVNTIVFVDENRRFVSTSDDKSLRVWEWDIPVDFKYIAEPSMHSMPAVTLSPNGKWLACQSMDNQILIFGAQN-RFR   496
gi|58000457|ref|NP_001009990.1| LSAAYDRYIKLWDSETGQCISRFTNRKVPYCVKFNPDEDKQNLLVAGMSDKKIVQWDIRS-GEVVQEYDRHLGAVNTITFVDENRRFVSTSDDKSLRVWEWDIPADFKYIAEPSMHSMPAVTLSPNGKWLACQSMDNQILIFGAQN-RFR   494
gi|17507469|ref|NP_492851.1| LSASFDRYVKLWDTETGQVKQRFHTGHVPYCLKYHPDDDKNHMFLVGMQNKKIIQWDSRS-GEIVQEYDRHLQAVNSITFFDKNRRFASTSDDKSVRIWEWEIPVDTKLIQNVGLHAIPTMTKSPNDKWVVGQCMDNRIVLFQLVDDKLR   483
gi|30681779|ref|NP_172528.2| LTAGYDKNIKYWDTETGQVISTFSTGKIPYVVKLNPDDDKQNILLAGMSDKKIVQWDINT-GEVTQEYDQHLGAVNTITFVDNNRRFVTSSDDKSLRVWEFGIPVVIKYISEPHMHSMPSISVHPNGNWLAAQSLDNQILIYSTRE-RFQ   489
gi|115453403|ref|NP_001050302.1| LSAGYDRNIQYWDTETGQVISTFSTGKVPYVVKLNPDEDKQHVLLAGMSDKKIVQWDMKS-GQITQEYDQHLGAVNTITFVDNNRRFVTSSDDKSLRVWEFGIPVVIKYISEPHMHSMPSISLHPNSNWLAAQSLDNQILIYSTKE-RFQ   489
gi|124806005|ref|XP_001350600.1| LSCSYDNNVIYWDTEYGKIKGIYNQKKTPYCLCLNPDD--TNTFLVGGANNKICHIDFRT-GNIELEYNEHLQAINTITLCENNKKLISTSDDKKIFIWEYGLPVVVKYISDASMFSITSVSVHPSNNFFLCQSMNNVITVYEATG-KFR   534
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gi|32413455|ref|XP_327207.1| QNRKKSWRGHNTAGSGIGLVCSPDGQFVASGDTGGYVCFWDWKTCKMYHKIHADTSGGAINCVAWSEQETSKVFTAG-AKGEIRMWD   630
gi|19112881|ref|NP_596089.1| QNKKKVFKGYSCSGYSLEVGFSPDGRFVFSGDSSGNACFWDWKTCKLMAKLPAHS--GPVQSMAFHPQETSKVATSSIVDGSIKYWD   558
gi|21355805|ref|NP_651005.1| MNRKKTFTGHMVSGYACQLDFSPDMSYLVSGDGDGKCYIWDWKTTKMYKKWQAHD--GVCISALWHPHEASKVVTAG-WDGQIKYWD   576
gi|58392861|ref|XP_319677.2| MNRKKTFTGHMVSGYACNLDFSPDMSYLVSGDGDGKCYIWDWKTTKLYKKWQAHD--NVCIATLWHPHEASKLVTAG-WDGVIKYWD   587
gi|73973753|ref|XP_532261.2| LNKKKIFKGHMVAGYACQVDFSPDMSYVISGDGNGKLNIWDWKTTKLYSRFKAHD--KVCIGAVWHPHETSKVITCG-WDGLIKLWD   579
gi|115497198|ref|NP_001069111.1| LNKKKIFKGHMVAGYACQVDFSPDMSYVISGDGNGKLNIWDWKTTKLYSRFKAHD--KVCIGAVWHPHETSKVITCG-WDGLIKLWD   579
gi|7706657|ref|NP_056975.1| LNKKKIFKGHMVAGYACQVDFSPDMSYVISGDGNGKLNIWDWKTTKLYSRFKAHD--KVCIGAVWHPHETSKVITCG-WDGLIKLWD   579
gi|114608845|ref|XP_518687.2| LNKKKIFKGHMVAGYACQVDFSPDMSYVISGDGNGKLNIWDWKTTKLYSRFKAHD--KVCIGAVWHPHETSKVITCG-WDGLIKLWD   579
gi|51765561|ref|XP_483893.1| LNKKKIFKGHMVAGYACQVDFSPDMSYVISGDGNGKLNIWDWKTTKLYSRFKAHD--KVCIGAVWHPHETSKVITCG-WDGLIKLWD   579
gi|34852890|ref|XP_342155.1| LNKKKIFKGHMVAGYACQVDFSPDMSYVISGDGNGKLNIWDWKTTKLYSRFKAHD--KVCIGAVWHPHETSKVITCG-WDGLIKLWD   451
gi|57530292|ref|NP_001006407.1| LNKKKIFKGHMVAGYACQVDFSPDMSYVISGDADGKLNIWDWKTTKLYSRIKAHD--KVCIGAVWHPHETSKVITCG-WDGLIKLWD   580
gi|58000457|ref|NP_001009990.1| LNKKKIFKGHMVAGYACQVDFSPDMSYVVSGDADGKLNIWDWKTTKLYHRIKAHD--KVCISALWHPHETSKVITCG-WDGQIKLWD   578
gi|17507469|ref|NP_492851.1| FSKKKAFRGHNAAGYACNIDFSPDQSFLISGDADGKLFIWDWRTHKIVGKWKAHD--STCIAALWHPHEKSRMITAG-WDGLIKMWN   567
gi|30681779|ref|NP_172528.2| LNKKKRFAGHIVAGYACQVNFSPDGRFVMSGDGEGKCWFWDWKSCKVFRTLKCHN--GVCIGAEWHPLEQSKVATCG-WDGLIKYWD   573
gi|115453403|ref|NP_001050302.1| LNKKKRFAGHIVAGYACQVNFSPDGRFVMSGDGEGSCWFWDWKSCRRFKTLKCHN--GVCIGCEWHPLETSKVATCG-WDGVIKYWD   573
gi|124806005|ref|XP_001350600.1| LFSKKTFKGHHNIGYSINVSCSNDGKYVISGDSNGGLFIWNWKKMVNFKNIKAHK--NVCIDCVWHPFKTSMLATAS-WDGTIKLWE   618
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