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gi|31542111|ref|NP_038786.2| MSSDTSPAVVTTPPPPSMPHKERYFDRINESDPEYLRERNMSPDLRQDFNMMEQRKRVTQILQSPAFREDLECLIQEQMKKGHNPSGLLALQQIADYIVTSSFSGFSSPSLSLGMVTPINDLPGADTSSYVKGEKLTRCKLASLYRLADL   150
gi|13928748|ref|NP_113740.1| MSSDSSQAVITTPPPPSMPHKERYFDRINESDPEYLRERNMSPDLREDFNMMEQRKRVTQILQSPAFREDLECLTQEQMKKGHDPTGLLALQQIADYIMANSFTGFSSPPLSLGMVTPINDLPGADTSSYVKGEKLTRCELASLYRLADL   150
gi|9943848|ref|NP_058432.1| MSSDASQGVITTPPPPSMPHKERYFDRINENDPEYIRERNMSPDLRQDFNMMEQRKRVTQILQSPAFREDLECLIQEQMKKGHNPTGLLALQQIADYIMANSFSGFSSPPLSLGMVTPINDLPGADTSSYVKGEKLTRCKLASLYRLVDL   150
gi|114632734|ref|XP_001141198.1| MSSDASQGVITTPPPPSMPHKERYFDRINENDPEYIRERNMSPDLRQDFNMMEQRKRVTQILQSPAFREDLECLIQEQMKKGHNPTGLLALQQIADYIMANSFSGFSSPPLSLGMVTPINDLPGADTSSYVKGEKLTRCKLASLYRLVDL   150
gi|73998533|ref|XP_864259.1| MSSDASQGVVTTPPPPSMPHKERYFDRINENDPEYIRERNMSPDLRQDFNMMEQRKRVTQILQSPAFREDLECLIQEQMKKGHNPTGLLALQQIADYIMANSFSGFTSPPLSLGMVTPINDLPGADTSSYVKGEKLTRCKLASLYRLVDL   150
gi|115497608|ref|NP_001068662.1| MSSDASQGVVTTPPPPSMPHKERYFDRINENDPEYIRERNMSPDLRQDFNMMEQRKRVTQILQSPAFREDLECLIQEQMKKGHNPTGLLALQQIADYIMTSSFSGFTSPPLSLGMVTPINDLPGADTSSYVKGEKLTRCKLASLYRLADL   150
gi|45383900|ref|NP_989434.1| MSTDASQVVITSPPAATMPHKERYFDRINENDPEYLRERNMSPDLRQDFNMMEQRKRVTQILQSPAFREDLECLIQEQMKKGNNPTGLLALQQIADYITASSFAGFSSSSLSHGMITPINDLPGIDTSSFVKGEKLTRCKLASLYRLADL   150
gi|41054457|ref|NP_955957.1| MSGEPRQEVVTTPPPPSVGKREGYFDRVNENDPEYLRARNMSPDLRQDFNMMEQKKRVTQILQSPAFKDELEGMIQEQMNKGNNPTGLLALRQIADFFMSSSVAGFSTSPLSLGMVTPINDMFSVESSTMVKGEKQTRCKLASLYRIVDL   150
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gi|31542111|ref|NP_038786.2| FGWAHLANTYISVRISKEQDHIIIIPRGLSFSEATASTLVKVNIIGEVVDQGSTDLKIDHTGFSPHAAIYSTRPDVKCVIHIHTLATAAVSSMKCGILPISQESLILGDVAYYDYQGSLDEEEERIELQKVLGPSCKVLVLRNHGMVALG   300
gi|13928748|ref|NP_113740.1| FGWAHLANTYISVRVSKEQDHIIIIPRGLPFSEATASALVKVNIIGEVVDQGSTNLKIDHSGFSPHAAIYSTRPDVKCVIHIHTLATAAVSSMKCGILPISQESLILGDVAYYDYQGSLDEEEERIELQKVLGPSCKVLVLRNHGVVALG   300
gi|9943848|ref|NP_058432.1| FGWAHLANTYISVRISKEQDHIIIIPRGLSFSEATASNLVKVNIIGEVVDQGSTNLKIDHTGFSPHAAIYSTRPDVKCVIHIHTLATAAVSSMKCGILPISQESLLLGDVAYYDYQGSLEEQEERIQLQKVLGPSCKVLVLRNHGVVALG   300
gi|114632734|ref|XP_001141198.1| FGWAHLANTYISVRISKEQDHIIIIPRGLSFSEATASNLVKVNIIGEVVDQGSTNLKIDHTGFSPHAAIYSTRPDVKCVIHIHTLATAAVSSMKCGILPISQESLLLGDVAYYDYQGSLEEQEERIQLQKVLGPSCKVLVLRNHGVVALG   300
gi|73998533|ref|XP_864259.1| FGWAQLANTYISVRISKEQDHIIIIPRGLSFSEATASNLVKVNIIGEVVDQGSTNLKIDHTGFSPHAAIYSTRPDVKCVIHIHTLATAAVSSMKCGILPISQESLILGEIAYYDYQGSLDDQEERIQLQKVLGPSCKVLVLRNHGVVALG   300
gi|115497608|ref|NP_001068662.1| FGWAHLANTYISVRISKEQDHIIIIPRGLSFSEATASNLVKVNIIGEVVDQGSTNLKIDHAGFSPHAAIYSTRPDVKCVIHIHTLATAAVSSMKCGILPISQESLILGDVAYYDYQGSLDDQEERIQLQKVLGPSCKVLVLRNHGVVALG   300
gi|45383900|ref|NP_989434.1| FGWAHLPNAYITVRVSKEHDHILIIPRGLSFSEASASNLIKVNILGDVVDQGSTTLSIDSAGFSPHVAIYSTRPDVRCVIHIHTPATAAVSSMKCGILPISQEALILGDVAYYNYQGSLDDQEERIQLQKVLGPSCKVLVLRNHGVVALG   300
gi|41054457|ref|NP_955957.1| FSWAHFASCYITVRVSKEQDHILIIPRGLSFAEASASNLVKVNILGDVIDQGSTNLRIDAAGFSPHAAIYSIRPDVRCIVHISTPATAAVSSMKCGLLPISQEALILGDIAYYNYQGSLDEQEERVELQKALGPTAKVLVLRNHGIVALG   300
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gi|31542111|ref|NP_038786.2| ETLEEAFHYIFNVQMACEIQVQAVAGAGGVDNLLVLDLQKYKAFTHGVAMSGGGGVNMASHQKWKVGEIEFEGLMRTLDNLGYRTGYAYRHPLVREKPRHKSDVEIPATVTAFSFEDDSAPLSPLKFMAQRQQREKTRWLNSPNTYMKVN   450
gi|13928748|ref|NP_113740.1| ETLEEAFHYIFNVQMACEIQVQAVAGAGGVDNLLILDLQKYKAFTHGVAMTGGGGVNMGSHQKWKVGEIEFEGLMRTLDNLGYRTGYAYRHPLVREKPRHKSDVEIPATVTAFSFEDDSVPLSPLKYMAQRQQREKTRWLNSPNTYMKVN   450
gi|9943848|ref|NP_058432.1| ETLEEAFHYIFNVQLACEIQVQALAGAGGVDNLHVLDFQKYKAFTYTVAASGGGGVNMGSHQKWKVGEIEFEGLMRTLDNLGYRTGYAYRHPLIREKPRHKSDVEIPATVTAFSFEDDTVPLSPLKYMAQRQQREKTRWLNSPNTYMKVN   450
gi|114632734|ref|XP_001141198.1| ETLEEAFHYIFNVQLACEIQVQALAGAGGVDNLHVLDFQKYKAFTYTVAASGGGGVNMGSHQKWKVGEIEFEGLMRTLDNLGYRTGYAYRHPLIREKPRHKSDVEIPATVTAFSFEDDTVPLSPLKYMAQRQQREKTRWLNSPNTYMKVN   450
gi|73998533|ref|XP_864259.1| ETVEEAFHYIFNVQMACEIQVRALAGAGGVDNLLVLDPQKYKAFTYTVAASGGGGVNIGSHQKWKVGEIEFEGLMRTLDNLGYRTGYAYRHPLIREKPRHKSDVEIPATVTAFSFEDDTVPLSPLKYMAQRQQREKTRWLNSPNTYMKVN   450
gi|115497608|ref|NP_001068662.1| ETVEEAFHYIFNVQIACETQVQALAGAGGVDNLLVLDLQKYKASTHTVAASGGGGVNMGSHQKWKVGEIEFEGLMRTLDNLGYRTGYAYRHPLIREKPRHKSDVEIPATVTAFSFEDDTVPLSPLKYMAQRQQREKTRWLNSPNTYMKVN   450
gi|45383900|ref|NP_989434.1| ETLEEAFHYIFNVQLACETQVHALAGAGGIDNLLLLDLQKFKPFTHGVAADGGGGVNMSSQQKWKVGEQEFGALMRMLDNLGYRTGYAYRQPLVREKPRHKSDVEIPATVTAFSFEDDAVPLSPLKFLAQRQQREKTRWLNSPNTYLKVN   450
gi|41054457|ref|NP_955957.1| GTIEEAFHYIYGAQYACEIQVNAFSCAGGMENLIVLDLEKFKARTQGVAQVG---VNMGSQQKWRLGELEFESLMRMLDNLGYRTGYTYRHPIVREKPRHKSEVEIPATVTAFMFDEDDAPRFPLKLLQQRQQREKTRWLNSPNCYMKVN   450
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gi|31542111|ref|NP_038786.2| VPEESRNGETSPRTKITWMKAEDSSKVSSGTPIKIEDPNQFVPLNTNPTEVLEKRNKIREQNRYDLKTAGPQSQLLAGIVVDKPPST-----MQFD---DDDQGPPAPPNPFSHLLEGELEEYTKTIERKQQGLDDAEQGSLSDDAASVS   600
gi|13928748|ref|NP_113740.1| VPEESRNGETSPRTKITWMKAEDPSKVSSGTPIKIEDPNQFVPLNTNPTEVLEKRNKIREQNRYDLKTAGPQSQLLAGIVVDKPPST-----MRFE---DDDQGPPAPPNPFSHLMEGELEEYTKTIERQQQGLD---------------   600
gi|9943848|ref|NP_058432.1| VPEESRNGETSPRTKITWMKAEDSSKVSGGTPIKIEDPNQFVPLNTNPNEVLEKRNKIREQNRYDLKTAGPQSQLLAGIVVDKPPST-----MQFE---DDDHGPPAPPNPFSHLTEGELEEYKRTIERKQQGLEDAEQELLSDDASSVS   600
gi|114632734|ref|XP_001141198.1| VPEESRNGETSPRTKITWMKAEDSSKVSGGTPIKIEDPNQFVPLNTNPNEVLEKRNKIREQNRYDLKTAGPQSQLLAGIVVDKPPST-----MQFE---DDDHGPPAPPNPFSHLTEGELEEYKRTIERKQQGLEDAEQELLSDDASSVS   600
gi|73998533|ref|XP_864259.1| VPEESRNGETSPRTKITWMRAEDSSKVSSGTPIKIEDPNQFVPLNTNPNEVLEKRNKIREQNRYDLKTAGPQSQLLAGIVVDKPPSVSPEAETQAEGEADDDQAPPAPPNPFSHLTEGELEEYKKTIERKQQ---DAEQELLSDDASSVS   600
gi|115497608|ref|NP_001068662.1| VPEESRNGETSPRTKITWMKAEDSSKVSSGTPIKIEDPNQFVPLNTNPNEVLEKRNKIREQNRYDLKTAGPQSQLLAGIVVDKPPST-----MQFE---DDDHAPPAPPNPFSHLTEGELEEYKRTVERKQQG-----------------   600
gi|45383900|ref|NP_989434.1| VPEESWNGEASPRTKITWMKADDSSKTSGGTPIKIEDPNQFVPLNTNPSEVLEKRNKIREQNRYDLKTAGPQSQLLAGIVVDKKPGPP----MQFE---DDEHAPPAPPNPFSHLTEKELEEYKKTIERKQLGLEDAEQELFSDGGSSVS   600
gi|41054457|ref|NP_955957.1| VADGAS--EENRRTKTTWMKSDDGGNAS-GTPIRIEDPNQFVPLNTNPSEVLQKRNKIREQNRFDVMTAGPQSQKLAGIVVERPPPY-----MGND----EEETGPLPPNPFSELNEKEEHQRRLRIDADEEQLTSDDASTLS-------   600
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gi|31542111|ref|NP_038786.2| QIQSQTQSPQSVPERLE----------ENHELFSKS--FTSMDAPVMIMNGKDEMHDVEDELAQRVSRLTTSTTIENIEITIKSPERTEEVLSPDGSPSKSPSKKKKKFRTPSFLKKNKKKEKVEA   726
gi|13928748|ref|NP_113740.1| ---------------------------ENHELFSKS--FTSVDVPVIVN-GKDEMHDVEDELAQRVSRLTTSTTIENIEITIKSPDRTEEVLSPDGSPSKSPSKKKKKFRTPSFLKKNKKKGES--   726
gi|9943848|ref|NP_058432.1| QIQSQTQSPQNVPEKLE----------ENHELFSKS--FISMEVPVMVVNGKDDMHDVEDELAKRVSRLSTSTTIENIEITIKSPEKIEEVLSPEGSPSKSPSKKKKKFRTPSFLKKNKKKEKVEA   726
gi|114632734|ref|XP_001141198.1| QIQSQTQSPQNVPEKLE----------ENHELFSKS--FISMEVPVMVVNGKDDMHDVEDELAKRVSRLTTSTTVENIEITIKSPEKIEEVLSPEGSPSKSPSKKKKKFRTPSFLKKNKKKEKVEA   726
gi|73998533|ref|XP_864259.1| QIQSQTQSPQNIPEKLEGQKTPPSPFVENHELFSKS--FISMEVPVTVVNGKDDMLDVEDELAKRVSRLTTSTTIENIEITIKSPEKIEEVLSPEGSPSKSPSKKKKKFRTPSFLKKNKKKEKVEA   726
gi|115497608|ref|NP_001068662.1| ---------------LE----------ENHELFSKS--FISMDVPVLIVNGKDDVHGVEDELAQRVSRLTTSTTIESIEITIKSPEKIEEVLSPEGSPSKSPSKKKKKFRTPSFLKKNKKKEKVEA   726
gi|45383900|ref|NP_989434.1| QIQSQTQSPQNVPEKLEEN---------HADLYTQSANLISAELPVVVVNGKEDAHDVEEDLTKRVSQLTTS-TVESVEITIKSSEKIEEALSPEGSPSKSPSKKKKKFRTPSFLKKNKKKEKVEV   726
gi|41054457|ref|NP_955957.1| -----------------------------QSVSPQRTPAKEENHTGVMLNGKDD-HGDEEELIKRVSQLTTS--LESMEISVRSGEKIEEALTPESSPSKSPNKKKKKFRTPSFLKKNKKKEKVEA   726
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