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gi|6754832|ref|NP_035032.1| -----------MMDLELPPPGLQSQ--------------QDMDLIDILWRQDIDLGVSREVFDFS--QRQKDYELEKQKKLEKERQEQLQKEQEKAFFAQFQLDEETG----------EFLPIQ--------------------------   150
gi|13929118|ref|NP_113977.1| -----------MMDLELPPPGLQSQ--------------QDMDLIDILWRQDIDLGVSREVFDFS--QRQKDYELEKQKKLEKERQEQLQKEQEKAFFAQLQLDEETG----------EFLPIQ--------------------------   150
gi|20149576|ref|NP_006155.2| -----------MMDLELPPPGLPSQ--------------QDMDLIDILWRQDIDLGVSREVFDFS--QRRKEYELEKQKKLEKERQEQLQKEQEKAFFAQLQLDEETG----------EFLPIQ--------------------------   150
gi|114582054|ref|XP_001145876.1| METRGSSEEGVQGDCEHELPALSTSSLGRAHWPQPGKGARAGGQLAVARSGSKPLAPPPRLAPFSGGKRPNSSDLRKQLFISRARALPLFAGEGKLNAGTGALTETSSRSPACWDPSWQSLPAPGPRASCPITECRGARRSRRRSRHRRR   150
gi|74004709|ref|XP_862184.1| ------------MRSLLEKLG------------------KDMDLIDILWRQDIDLGVSREVFDFS--QRRKEHELEKQKKLEKERQEQLQKEQEKAFFAQLQLDEETG----------EFLPVQ--------------------------   150
gi|147904942|ref|NP_001011678.2| -----------MMDLELPPPGLPSQ--------------QDMDLIDILWRQDIDLGVSREVFDFS--QRQKEHELEKQKKLEKERQEQLQKEQEKAFFAQLQLDEETG----------EFLPIQ--------------------------   150
gi|45384114|ref|NP_990448.1| -----------------------------------------MNLIDILWRQDIDLGARREVFDFS--QRQKEYELEKQKKLEKERQEQLQKEREKALLAQLVLDEETG----------EFVPAQ--------------------------   150
gi|33504557|ref|NP_878309.1| -----------MMEIEMSKMQPSQQ---------------DMDLIDILWRQDVDLGAGREVFDFS--YRQKEVELRRRREQEEQELQERLQEQEKTLLAQLQLDEETG----------EFLPRS--------------------------   150
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gi|6754832|ref|NP_035032.1| ----------PAQHIQTDTSG-SASYS----------------------------------QVAHIPKQD-ALYFEDCMQLLAETFPFVDDH-------ESLALDIPSHAESSVFTAPHQAQS-LNSSLEAAMTDLSSIEQDMEQVWQEL   300
gi|13929118|ref|NP_113977.1| ----------PAQHIQTDTSG-SVSYS----------------------------------QVAHIPKQD-ALYFEDCMQLLAETFPFVDDH-------ESLALDIPSHVESSVFTTPDQAQS-LDSSLETAMTDLSSIQQDMEQVWQEL   300
gi|20149576|ref|NP_006155.2| ----------PAQHIQSETSG-SANYS----------------------------------QVAHIPKSD-ALYFDDCMQLLAQTFPFVDDNEVSSATFQSLVPDIPGHIESPVFIATNQAQSPETSVAQVAPVDLDGMQQDIEQVWEEL   300
gi|114582054|ref|XP_001145876.1| RHQSRPVRAAPRQPEQGRRRG-APTHDPQLIMMDLELPSPGLPSQQDMDLIDILWRQDIDLGVAHIPKSD-ALYFDDCMQLLAQTFPFVDDNEVSSATFQSLVPDIPGHIESPVFIATNQAQSPETSVAQVAPVDLDGMQQDIEQVWEEL   300
gi|74004709|ref|XP_862184.1| ----------PAPHIPSETSA-SANYS----------------------------------QVPHIPKPD-ALYFDDCMQLLAETFPFVDDN-------ESLVPDIPSQIENPVFIAPNQAQSPQTLAVQSVIADLDNMQQDIEQVWEEL   300
gi|147904942|ref|NP_001011678.2| ----------PAQHIPSETSG-SANYS----------------------------------QVAPIPKAD-DLYFDDCMQLLAETFPFVDDNEVSSATFQSLVPDIPSHIESPVFTAPPQAQSPETLIVQVATAVLDDMQ-DIEQVWEEL   300
gi|45384114|ref|NP_990448.1| ----------PAQRVQSENAEPPISFS----------------------------------QSTDTSKPEEALSFDDCMQLLAEAFPFIDDNEASPAAFQSLVPDQID--SDPVFISANQTQP-PSSPGIVPLTDAENMQ-NIEQVWEEL   300
gi|33504557|ref|NP_878309.1| ---------TPLTHTPEADGGGAGEIT---------------------------------QNGAFAEQEADPMSFDECMQLLAETFPLTEPA-------ESAPP--------CLNTSAPPSTDLMMPADVPAFTQNPLLPGSLDQAWMEL   300
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gi|6754832|ref|NP_035032.1| FSIPELQ-CLNTENKQLADTTAVPSPEATLTEMDSNYHFYSSISSLEKEVGNCGPHFLHGFEDSFSSILSTDDASQLT--SLDSNPTLN-TDFGDEFYSAFIAEPSDGGSMPSSAAISQSLSELLDGTIEGCDLSLCKAFNPKHAEGT-M   450
gi|13929118|ref|NP_113977.1| FSIPELQ-CLNTENKQQAETTTVPSPEATLTEMDSNYHFYSSIPSLEKEVDSCSPHFLHGFEDSFSSILSTDDASQLN--SLDSNPTLN-TDFGDEFYSAFLAEPSGGGSMPSSAAISQSLSELLGGPIEGCDLSLCKAFNQKHTEGT-V   450
gi|20149576|ref|NP_006155.2| LSIPELQ-CLNIENDKLVETTMVPSPEAKLTEVDN-YHFYSSIPSMEKEVGNCSPHFLNAFEDSFSSILSTEDPNQLTVNSLNSDATVN-TDFGDEFYSAFIAEPSISNSMPSPATLSHSLSELLNGPIDVSDLSLCKAFNQNHPEST-A   450
gi|114582054|ref|XP_001145876.1| LSIPELQ-CLNIENDKLVETTMVPSPEAKLTEVDN-YHFYSSIPSMEKEVGNCSPHFLNAFEDSFSSILSTEDPNQLTVNSLNSDATVN-TDFGDEFYSAFIAEPSISNSMPSPATLSHSLSELLNGPIDVSDLSLCKAFNQNHPEST-A   450
gi|74004709|ref|XP_862184.1| LSIPELQ-CLNIQNDKLVETSMVPSPETKMTEIDNNYHFYPSMPSLEKEVGNCSPPFLSAFEDSFSSILSTEDSSQLTVNSLNSDATIN-TDFGDEFYSAFIAEPSSSNSMPSSASFSQSLSELLNGPIDVSDLSLCKAFNQNHPEST--   450
gi|147904942|ref|NP_001011678.2| LSIPELQ-CLNIQNDKLAETSTVPSPETKLTEIDN-YHFYSSMPSLDKEVGNCSPHFLNAFEDSFNSILSTEDSSQLTVNSLNSSATVN-TDFGDEFYSAFIAEPSTSNGMPSSATLSQSLSELLNGPIDLSDLSLCKAFNQNHPESTTA   450
gi|45384114|ref|NP_990448.1| LSLPELQ-CLNIENDNLAEVSTITSPETKPAEMHNSYDYYNSLPIMRKDVN-CGPDFLENIEGPFSSILQPDDSSQLNVNSLNNSLTLS-SDFCEDFYTNFICAKGDGDTG-TTNTISQSLADILSEPIDLSDFPLWRAFNDDHSGTV-P   450
gi|33504557|ref|NP_878309.1| LSLPELQQCLNMPMQETLDMNAFMKPSTEAPTQNYSQYLPGMDHLGSAQTEVCPPEFTNTYNRSFNTMVSPN-MNQLSLNVPDVGAEFGPEEFNELFYPEMEVKVN---NPPITSDGGNMVGDPPVNPIDLQSFSPG-DFSSGKPDPI-V   450
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gi|6754832|ref|NP_035032.1| EFNDSDSGISLN-TSPSRASPEHSVESSIYGDPPPGFSDSEMEELDSAPGSVKQNGPKAQPAHSPGDTVQPLSPAQGHSAPMRESQCENTTKKEVPVSPGHQKAPFTKDKHSSRLEAHLTRDELRAKALHIPFPVEKIINLPVDDFNEMM   600
gi|13929118|ref|NP_113977.1| EFNDSDSGISLN-TSPSRASPEHSVESSIYGDPPPGFSDSEMEELDSAPGSVKQNGPKAQPTHSSGDTVQPLSPAQGHSAAVHESQCENTTKKEVPVSPGHQKVPFTKDKHSSRLEAHLTRDELRAKALHIPFPVEKIINLPVDDFNEMM   600
gi|20149576|ref|NP_006155.2| EFNDSDSGISLN-TSPSVASPEHSVESSSYGDTLLGLSDSEVEELDSAPGSVKQNGPKTP-VHSSGDMVQPLSPSQGQSTHVHDAQCENTPEKELPVSPGHRKTPFTKDKHSSRLEAHLTRDELRAKALHIPFPVEKIINLPVVDFNEMM   600
gi|114582054|ref|XP_001145876.1| EFNDSDSGISLN-TSPSVASPEHSVESSSYGDTLLGLSDSEVEELDSAPGSVKQNGPKTP-VHSSGDMVQPLSPSQGQSTHVHDAQCENTPEKELPVSPGHRKTPFTKDKHSSRLEAHLTRDELRAKALHIPFPVEKIINLPVVDFNEMM   600
gi|74004709|ref|XP_862184.1| EFNDSDSGISLN-TSPGMASPEHSVESSVYGDTALGFSDSEMEETDSAPGSVKQTGPKTQPGQSAGDPAQPPSPSPGPSAPAHDAQCENTPKKESPVNPGHRKAPFTKDKHSSRLEAHLTRDELRAKALHIPFPVEKIINLPVDDFNEMM   600
gi|147904942|ref|NP_001011678.2| EFNDSDSGISLNTTSPSMASPDHSVESSIYGDTLLGFSDSEMEEIDSTPGNVKQKGPKTPSVWPPGDPVQPLSSSQGNSAAARDSHCENAPKKEVPVSPGHRKTPFTKDKHSSRLEAHLTRDELRAKALHIPFPVEKIINLPVEDFNEMM   600
gi|45384114|ref|NP_990448.1| ECNDSDSGISLN-ANSSIASPEHSVESSTCGDKTFGCSDSEMEDMDSSPGSVPQGNASVYSSRFP-DQVLP-SVEPGTQTPS--LQRMNTPKKDPPAGPGHPKAPFTKDKPSGRLEAHLTRDEQRAKALQIPFPVEKIINLPVDDFNEMM   600
gi|33504557|ref|NP_878309.1| EFQDSDSGLSLD-ASPHMSSPGKSITE----DGSFGFSDSDSEEMEGSPGSMESDYNEIFPLVYLNDGSQTPLSEK-SSTEKQEMKLKN-PKMEPAEASGHSKPPFTKDKLKKRSEARLSRDEQRAKALQIPFTVDMIINLPVDDFNEMM   600
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gi|6754832|ref|NP_035032.1| SKEQFNEAQLALIRDIRRRGKNKVAAQNCRKRKLENIVELEQDLGHLKDEREKLLREKGENDRNLHLLKRRLSTLYLEVFSMLRDEDGKPYSPSEYSLQQTRDGNVFLVPKSKKPDTKKN   720
gi|13929118|ref|NP_113977.1| SKEQFNEAQLALIRDIRRRGKNKVAAQNCRKRKLENIVELEQDLGHLKDEREKLLREKGENDRNLHLLKRKLSTLYLEVFSMLRDEDGKPYSPSEYSLQQTRDGNVFLVPKSKKPDTKKN   720
gi|20149576|ref|NP_006155.2| SKEQFNEAQLALIRDIRRRGKNKVAAQNCRKRKLENIVELEQDLDHLKDEKEKLLKEKGENDKSLHLLKKQLSTLYLEVFSMLRDEDGKPYSPSEYSLQQTRDGNVFLVPKSKKPDVKKN   720
gi|114582054|ref|XP_001145876.1| SKEQFNEAQLALIRDIRRRGKNKVAAQNCRKRKLENIVELEQDLDHLKDEKEKLLKEKGENDKSLHLLKKQLSTLYLEVFSMLRDEDGKPYSPSEYSLQQTRDGNVFLVPKSKKPDVKKN   720
gi|74004709|ref|XP_862184.1| SKEQFNEAQLALIRDIRRRGKNKVAAQNCRKRKLENIVELEQDLDHLKDEKEKLLKEKGENDKSLHLLKKQLSTLYLEVFSMLRDEDGKPYSPSEYSLQQTRDGNVFLVPKSKKPDIKKN   720
gi|147904942|ref|NP_001011678.2| SKEQFNEAQLALIRDIRRRGKNKVAAQNCRKRKLENIVELEQDLDHLKDEKEKLLKERGENDKSLHLLKKQLSTLYLEVFSMLRDENGKPYSPSEYSLQQTSDGNVFLVPKSKRPDIKKN   720
gi|45384114|ref|NP_990448.1| SKEQFSEAQLALIRDIRRRGKNKVAAQNCRKRKLENIVELEQDLSHLKDEREKLLKEKGENDKSLRQMKKQLTTLYIEVFSMLRDEDGKSYSPSEYSLQQTRDGNIFLVPKSRKAETKL-   720
gi|33504557|ref|NP_878309.1| SKHQLNEAQLALVRDIRRRGKNKVAAQNCRKRKLENIVGLEYELDSLKEEKERLMKEKSERSSNLKEMKQQLSTLYQEVFGMLRDENGKAFSPNEFSLQHTADGTVFLVPRLKKTLVKNI   720
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