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gi|56117838|ref|NP_003003.3| GGRRGAALGVLLALGAALLAVGSASEYDYVSFQSDIGPYQSGRFYTKPPQCVDIPADLRLCHNVGYKKMVLPNLLEHETMAEVKQQASSWVPLLNKNCHAGTQVFLCSLFAPVCLDRPIYPCRWLCEAVRDSCEPVMQFFGFYWPEMLKC   157
gi|114619896|ref|XP_001138037.1| GGRRGAALGVLLALGAALLAVGSASEYDYVSFQSDIGPYQSGRFYTKPPQCVDIPADLRLCHNVGYKKMVLPNLLEHETMAEVKQQASSWVPLLNKNCHAGTQVFLCSLFAPVCLDRPIYPCRWLCEAVRDSCEPVMQFFGFYWPEMLKC   157
gi|65301472|ref|NP_038862.2| RGRGGAASGVLLALAAALLAAGSASEYDYVSFQSDIGSYQSGRFYTKPPQCVDIPVDLRLCHNVGYKKMVLPNLLEHETMAEVKQQASSWVPLLNKNCHMGTQVFLCSLFAPVCLDRPIYPCRWLCEAVRDSCEPVMQFFGFYWPEMLKC   157
gi|109503534|ref|XP_224987.4| RGRGGAASGVLLALAAALLAAGSASEYDYVSFQSDIGSYQSGRFYTKPPQCVDIPVDLRLCHNVGYKKMVLPNLLEHETMAEVKQQASSWVPLLNKNCHMGTQVFLCSLFAPVCLDRPIYPCRWLCEAVRDSCEPVMQFFGFYWPEMLKC   300
gi|27806139|ref|NP_776885.1| ----WAAAGALLALAAGLLAAGSASEYDYVSFQSDIGAYQSGRFYTKPPQCVDIPADLRLCHNVGYKRMVLPNLLEHETMAEVKQQASSWVPLLNKNCHIGTQVFLCSLFAPVCLDRPIYPCRWLCEAVRDSCEPVMQFFGFYWPEMLKC   151
gi|45383069|ref|NP_989884.1| GGRRGAALGVLLALGVALLAVGSASEYDYVSYQSDLGPYPGGRFYTKPHQCVAIPADLRLCHSVGYDKMVLPNLLDHETMAEVKHQASSWVPLLNKNCHMGTQVFLCSLFAPVCLDRPVYPCRWLCEAVRDSCEPVMQFFGFFWPEMLKC   157
gi|134133216|ref|NP_001077040.1| LA-LKLWLSIAPFLCLPLLNALEDEDYIWPPDSSDK-----------HPPCVDIPEDLRLCFNVGYGRMMLPNLLDHETIAEVKQQAVSWVPLVHKACHKGTQVLLCSLFAPVCLDRPLYPCRWFCEAVRDSCAPIMQAFGFPWPEMLRC   141
gi|45387599|ref|NP_991148.1| LASLSLWRIII--LILPLVSLGQTFEYGWP-DNYDK-----------PPQCVDIPVDLRLCQGVGYHQMLLPNLLEHESMAEVKQQAGSWVPLLHKNCDPGTQLLLCSLFAPVCMERPIYPCRRLCENVRDGCSPIMAAFGFPWPHILTC   139
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gi|56117838|ref|NP_003003.3| DKFPEGDVCIAMTPPNATEASKPQ----GTTVCPPCDNELKSEAIIEHLCASEFALRMKIKEVKKENGDKKIVP-KKKKPLKLGPIKKKDLKKLVLYLKNGADCPCHQLDNLSHHFLIMGRKVKSQYLLTAIHKWDKKNKEFKNFMKKMK   302
gi|114619896|ref|XP_001138037.1| DKFPEGDVCIAMTPPNATEASKPQ----GTTVCPPCDNELKSEAIIEHLCASEFALRMKIKEVKKENGDKKIVP-KKKKPLKLGPIKKKDLKKLVLYLKNGADCPCHQLDNLSHHFLIMGRKVKSQYLLTAIHKWDKKNKEFKNFMKKMK   302
gi|65301472|ref|NP_038862.2| DKFPEGDVCIAMTPPNTTEASKPQ----GTTVCPPCDNELKSEAIIEHLCASEFALRMKIKEVKKENGDKKIVP-KKKKPLKLGPIKKKELKRLVLFLKNGADCPCHQLDNLSHNFLIMGRKVKSQYLLTAIHKWDKKNKEFKNFMKRMK   302
gi|109503534|ref|XP_224987.4| DKFPEGDVCIAMTPPNATEASKPQ----GTTVCPPCDNELKSEAIIEHLCASEFALRMKIKEVKKER-VQEIVP-KKKKPLKLGPIKKKELKRLVLFLKNGADCPCHQLDNLSHNFLIMGRKVKSQYLLTAIHKWDKKNKEFKNFMKKMK   444
gi|27806139|ref|NP_776885.1| DKFPEGDVCIAMTPPNATEASKPQ----GTTVCPPCDNELKSEAIIEHLCASEFALRMKIKEVKKENGDKKIVP-KKKKPLKLGPIKKKELKKLVLYLKNGADCPCHQLDNLSHHFLIMGRKVKSQYLLTAIHKWDKKNKEFKTFMKKMK   296
gi|45383069|ref|NP_989884.1| DQFPQDYVCIAMTTPNATEVSRPK----GTTVCPPCDNEMKSEAIVEHLCASEFALKMTIKEVKKENGDKVIIP-RKRKALKLGPIRKKNLKKLVLLLKNGADCPCHQLDNLGHHFLIMGRQVKTQHLLTAIYKWDKKNKEFKKFMKKVK   302
gi|134133216|ref|NP_001077040.1| DKFPLGEVCISS---NATKSNETDLIAGGSSVCPACENEMKTDLILDQMCASEFAIKTKIKEVKIDNLDRKVILQKRRKLVRAGSMKKQDLKKLVLYLKSGAHCPCQQLENLENHYLIMGRSVGKQYVLTGIHKWDNSSKDFKKTIKKLK   288
gi|45387599|ref|NP_991148.1| DKFPQDDMCINTP--NDTSTSEPN---GHPPVCPPCDNEMKMDVILDHMCASEFAIKTKIQEVKRENMDRKVTLQKKKRTIKMGTLKKKDLKKLTLYLKNGADCPCTQLDNTRNTYLIMGRKVDKQYLLTGIHKWDKSNREFKKTMKKLK   284
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gi|56117838|ref|NP_003003.3| NHECPTFQSVFK   314
gi|114619896|ref|XP_001138037.1| NHECPTFQSVFK   314
gi|65301472|ref|NP_038862.2| NHECPTFQSVFK   314
gi|109503534|ref|XP_224987.4| NHECPTFQSVFK   456
gi|27806139|ref|NP_776885.1| NHECPTFQSVFK   308
gi|45383069|ref|NP_989884.1| APDCPTFPSVFK   314
gi|134133216|ref|NP_001077040.1| NHKCPSYDHVFK   300
gi|45387599|ref|NP_991148.1| SHKCPAYENVFK   296
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