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gi|42544119|ref|NP_059982.2| MVRGR---ISRLSVRDVRFPTSLGGHGADAMHTDPDYSAAYVVIETDAEDGIKGCGITFTLGKGTEVVVCAVNALAHHVLNKDLKDIVGDFRGFYRQLTSDGQLRWIGPEKGVVHLATAAVLNAVWDLWAKQEGKPVWKLLVDMDPRMLV   150
gi|114672465|ref|XP_001149584.1| MVRGR---ISRLSVRDVRFPTSLGGHGSDAMHTDPDYSAAYVVIETDAEDGIKGCGITFTLGKGTEVVVCAVNALAHHVLNKDLKDIVGDFRGFYRQLTSDGQLRWIGPEKGVVHLATAAVLNAVWDLWAKQEGKPVWKLLVDMDPRTLV   150
gi|73961860|ref|XP_848625.1| MVRGR---ICSLLVRDVRFPTSLGGHGSDAMHTDPDYSAAYVVLETDAEDGLKGYGITFTLGKGTEVVVCAVNALAHHVLNKDLSDIVGDFRGFYRQLTSDGQLRWIGPEKGVVHLATAAILNAVWDLWAKQEGKPLWKLLVDMDPRTLL   150
gi|114052721|ref|NP_001040015.1| MVHGR---VSRLSVHDVRFPTSLGGHGSDAMHTDPDYSAAYVVLETDAEDGLKGYGITFTLGRGTEVVVCAVNALAPHVLNKDLGEIVGDFRGFYRQLTSDGQLRWIGPEKGVVHLATAAVLNAVWDLWAKQEGKPLWKLLVDMDPRTLV   150
gi|217272853|ref|NP_001070210.2| MLAIK---IINVSVRDVRFPTSLEQHGSDAMHTDPDYSVAYVVLETDKAE-LKGYGLTFTVGRGTEIVVCAVKALSTLVVGKTLEEITSDFRGFYRLLSSDGQMRWIGPEKGVIHLATAAVLNAVWDLWARVERKPLWKLLVDMDPAKLI   150
gi|158285681|ref|XP_001687931.1| MGKDRCLNITTLQAKDIRWPTSLGAHGSDAMHTDPDYSCVYVTIAT--AEGVTGYGMTFTLGRGTDIVLLAVRAMKRLVEGRTTTSIFERFGQFWRELTSDSQLRWIGPEKGVTHLAVAAIINALWDLWGRIRNVPVWQLLAEMEPEELV   150
gi|145613870|ref|XP_363374.2| MAAQE-ITITGWKTRDVRFPTSLDKTGSDAMNAAGDYSSAYCILET--DSEFSGHGMT------------------------------------WRHLVNDSQLRWIGPEKGVIHLALGAVVNAIWDLWAKTLGKPVWRIVAEMTPEEFV   150
gi|164424530|ref|XP_960329.2| MSDQE-ITITGWTTRDVRFPTSLDKTGSDAMNAAGDYSAAYCILQT--DSKYTGHGMTFTIGRGNDIVCSAINHVADRIRGRTLSSLVANWGQTWRHLVNDSQLRWIGPEKGVIHLALGAVVNALWDLWAKVLGKPVWRIVSEMAPEEFV   150
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gi|42544119|ref|NP_059982.2| SCIDFRYITDVLTEEDALEILQKGQIGKKEREKQMLAQ-GYPAYTTSCAWLGYSDDTLKQLCAQALKDGWTRFKVKVGADLQDDMRRCQIIRDMIGPE--KTLMMDANQRWDVPEAVEWMSKLAKFKPLWIEEPTSPDDILGHATISKAL   300
gi|114672465|ref|XP_001149584.1| SCIDFRYITDVLTEEDALEILQKGQVGKKEREKQMLAQ-GYPAYTTSCAWLGYSDDTLKQLCAQALKDGWTRFKVKVGTDLQDDMRRCQIIRDMIGPE--KTLMMDANQRWDVPEAVEWMSKLAKFKPLWIEEPTSPDDILGHATISKAL   300
gi|73961860|ref|XP_848625.1| SCIDFRYITDVLTEEEAYEILQKGQVGKKEREGQMLMH-GYPAYTTSCAWLGYSDDTLKQLCTEALKAGWTRFKVKVGADLQDDVRRCRLIRNMIGPE--KTLMMDANQRWDVPEAVKWMSKLAEFKPLWIEEPTSPDDILGHATISKAL   300
gi|114052721|ref|NP_001040015.1| SCIDFRYITDVLTEEEACEILRQSQVGKKEREEQMLAH-GYPAYTTSCAWLGYPDATLKQLCSEALKDGWTRFKVKVGADLQDDIRRCRLVRNMIGPE--KTLMMDANQRWDVPEAVEWMTKLAEFKPLWIEEPTSPDDILGHAAISKAL   300
gi|217272853|ref|NP_001070210.2| SCIDFRYLTDALTEQEALDILVKGKKDQKSREEQMLKE-GYPAYTTSCAWLGYTDQQLTQLCNEALAQGWTKFKVKVGADLQDDIRRCSLIRKLIGPN--NTLMIDANQRWDVNEAITWVTKLAEFQPLWIEEPTCPDDILGHASISKAL   300
gi|158285681|ref|XP_001687931.1| STIDFRYIEDVITPEEAIALLRETKPTRSERIQYLLAN-GYPAYTTQIGWLGYSDETIRALCRKYLAAGFKAFKMKVGQDLQNDIKRCKLVREEIGWD--NQFMIDANQTWNVQTAIEWVISLKDFKPLWIEEPTSPDDVLGQAKIAAAL   300
gi|145613870|ref|XP_363374.2| RCIDFRYITDAVTPEEAIAMLKETEGGKADRIKDAENSRAVPAYTTSAGWLGYGEEKMRALLEETLAKGYKHFKLKVGGSIEQDRRRLGIARDVIGHDRGNVLMVDANQVWSVPEAIEYMKALADFKPWFIEEPTSPDDVLGHKAVREAL   300
gi|164424530|ref|XP_960329.2| RCIDFRYITDAITPQEAVEMLKETEKTKTERIKDAEANRAVPAYTTSAGWLGYGEDKMRGLLRETMEKGYKHFKLKVGGSVEQDKRRLGIAREVIGYDKGNVLMVDANQVWSVPEAIEYMKELKEFKPWFIEEPTSPDDILGHKAIREAL   300
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gi|42544119|ref|NP_059982.2| VPLGIGIATGEQCHNRVIFKQLLQAKALQFLQIDSCRLGSVNENLSVLLMAKKFEIPVCPHAGGVGLCELVQHLIIFDYISVSASLENRVCEYVDHLHEHFKYPVMIQRASYMPPKDPGYSTEMKEESVKKHQYPDGE--VWKKLLPAQE   450
gi|114672465|ref|XP_001149584.1| VPLGIGIATGEQCHNRVIFKQLLQAKALQFLQIDSCRLGSVNENLSVLLMAKKFEIPVCPHAGGVGLCELVQHLIIFDYISVSASLENRVCEYVDHLHEHFKYPVMIQRASYMPPKDPGYSTEMKEESVKKHQYPDGE--VWKKLLPAQE   450
gi|73961860|ref|XP_848625.1| APLGIGVATGEQCHNRVIFKQLLQAKALQFLQIDSCRLGSVNENLSVLLMAKKFEIPVCPHAGGVGLCELVQHLIIFDFISISASLQNRMCEYVDHLHEHFRYPVIIKKASYMPPKDAGYSTEMKEESVKKHQYPDGE--VWKKLLAAQE   450
gi|114052721|ref|NP_001040015.1| APLGIGVATGEQCHNRVIFKQLLQAKALKFLQIDSCRLGSVNENLSVLLMAKKFEIPVCPHAGGVGLCELVQHLIIFDFISVSASLQDRMCEYVDHLHEHFKYPVLIREAAYMPPKDAGYSTEMKEDSVKRHRYPDGE--VWKKLLSAQG   450
gi|217272853|ref|NP_001070210.2| APLGIGVASGEQCHNRVMFKQFLQASALQFVQIDSCRVGSVNENLATILMAAKFNVPVCPHAGGVGLCELVQHLILFDYISVSASLSNRMCEFVDHLHEHFKSPTVIRNAKYIPPKDPGFSCEMLEESVKKHQYPEGE--VWRAIEKQQK   450
gi|158285681|ref|XP_001687931.1| REHSIGVATGEMCCNRVMFKQFMQANALEFCQIDSARIGGVNEILSVYLMAKKLNV----------------------------------CCFSESMPARRWCWTVRDGAAFAN---VGLLLRFVHDGGTHG------------------   450
gi|145613870|ref|XP_363374.2| KPYGIGVATGEMCQNRVVFKQLLASGAIDVCQIDACRMGGVNEVLAVLLMARKFGVPIVPHSGGVGLPEYTQHLSTIDYVVVSGKLS--LLEYVDHLHEHFLHPSVIKDGFYQTPTEPGYSVEMKPESMDRFSFPGEEGVSWWRSEEAKP   450
gi|164424530|ref|XP_960329.2| KEYGIGVATGEMCQNRVVFKQLLMSGAIDVCQIDACRMGGVNEVLAVLLIAKKYGVPIVPHSGGVGLPEYTQHLSTIDYVVVSGKKS--VLEYVDHLHEHFLYPSVIKDGYYQTPTEPGYSVEMKADSMDRFEYPGGE-KSWWRTEEAKP   450
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gi|42544119|ref|NP_059982.2| N------   457
gi|114672465|ref|XP_001149584.1| N------   457
gi|73961860|ref|XP_848625.1| N------   457
gi|114052721|ref|NP_001040015.1| N------   457
gi|217272853|ref|NP_001070210.2| -------   457
gi|158285681|ref|XP_001687931.1| -------   457
gi|145613870|ref|XP_363374.2| ILEGIKI   457
gi|164424530|ref|XP_960329.2| ILEGPKF   457
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