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gi|4557617|ref|NP_000811.1| MAPSLSPGPAALRRAPQ---LLLLLLAAECALAALLPAREATQFLRPRQRRAFQVFEEAKQGHLERECVEELCSREEAREVFENDPETDYFYPRYLDCINKYGSPYTKNSGFATCVQNLPDQCTPNPCDRKGTQACQDLMGNFFCLCKAG   150
gi|114651287|ref|XP_001146448.1| MAPSLSPGPAALRRAPQLLLLLLLLLAAECALAALLPAREATQFLRPRQRRAFQVFEEAKQGHLERECVEELCSREEAREVFENNPETDYFYPRYLDCINKYGSPYTKNSGFATCVQNAPQTQHPGTAGR---QQCQ------------G   150
gi|73989568|ref|XP_849623.1| MPPPPGPAADMG------TALLLLLLASESAHTVMLRAREAAQFLRPRQRRAYQVFEEAKQGHLERECIEELCSQEEAREVFENDPETDYFYPRYLDCITKHGSPYTKSPDFVSCVQNLPDQCSPNPCTKEGTQVCQDLMGNFYCQCRAG   150
gi|119905004|ref|XP_580667.3| MPP--GPAAALG------TALLLLLLASESAHTVMLRAREAAQFLRPRQRRAYQVFEEAKQGHLERECVEELCSREEAREVFENDPETEYFYPRYLECINKHGSPYQKNPAFVTCVQKLPDQCSPDPCNKKGTHVCQDLMGNFYCQCRDG   150
gi|9506715|ref|NP_062394.1| MPPPPGPAAALG------TALLLLLLASESSHTVLLRAREAAQFLRPRQRRAYQVFEEAKQGHLERECVEEVCSKEEAREVFENDPETEYFYPRYQECMRKYGRPEEKNPDFAKCVQNLPDQCTPNPCDKKGTHICQDLMGNFFCVCTDG   150
gi|16923942|ref|NP_476441.1| MPPPPGPTAALG------TALLLLLLASESSHTVLLRAREAAQFLRPRQRRAYQVFEEAKQGHLERECVEEVCSKEEAREVFENDPETDYFYPRYQECMRKYGRPEDKNPNFATCVKNLPDQCTPNPCDKKGTQLCQDLMGNFFCLCKDG   150
gi|118084368|ref|XP_416936.2| ----------------------------------------------------------------------------MTVDVVG----VEYFYPKYLACIHKYGSPYTRSPDFLTCVHNLPNQCSPDPCYKEGTVRCEDLKGDFYCECKRG   150
gi|41053907|ref|NP_956272.1| -----MRELVWS--------FCLVLLCSGFCSPVSVSSRQAHQFLR-RTRRANQVFEETKQGHLERECVEEKCTKEEAREVFENDPETEYFYPKYQACMERFGDSEKKKQDLITCVHNIPDQCSPNPCYHYGTVRCEDKKGEFRCHCFTG   150
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gi|4557617|ref|NP_000811.1| WGGRLCDKDVN-ECSQENGGCLQICHNKPGSFHCSCHSGFELSSDGRTCQDIDECAD-SEACGEARCKNLPGSYSCLCDEGFAYSSQEKACRDVDECLQGRCEQVCVNSPGSYTCHCDGRGGLKLSQDMDTCEDILPCVPFSVAKSVKSL   300
gi|114651287|ref|XP_001146448.1| WGPVICAKQANWRCREETVGCTEETEAYRGNSNCEAYGGNAVSQQGGPTQDIDECAD-LEACGEARCKNLPGSYSCLCDEGFAYSSQEKACRDVDECLQGRCEQVCVNSPGSYTCHCDGRGGLKLSQDMDTCEDILPCVPFSVAKSVKSL   300
gi|73989568|ref|XP_849623.1| WGGRLCDRDVN-ECGQQNGGCNHICFNKPGSFHCACYSGYALSHDGRTCQDVDECAN-GAACGEARCQNLPGSYSCLCDEGYAFSSQEKACRDVDECAEGRCEQACVNSPGGYSCHCDGRGGLKLSPDMNTCEDILPCVPFNVAKSMKSL   300
gi|119905004|ref|XP_580667.3| WAGRLCDRDVN-ECSQENGGCSQICYNQPGSFQCACHGGYMLSPDSRTCLDVDECVD-AGACGAARCQNLPGSYSCVCDEGYVFSSQEKGCQDTDECVEGRCEQVCANSPGSYTCHCDGRGGLKLSQDMSTCEDILPCVPFNVAKSVNSL   300
gi|9506715|ref|NP_062394.1| WGGRLCDKDVN-ECVQKNGGCSQVCHNKPGSFQCACHSGFSLASDGQTCQDIDECTD-SDTCGDARCKNLPGSYSCLCDEGYTYSSKEKTCQDVDECQQDRCEQTCVNSPGSYTCHCDGRGGLKLSPDMDTCEDILPCVPFSMAKSVKSL   300
gi|16923942|ref|NP_476441.1| WGGRLCDKDVN-ECSQKNGGCSQVCHNKPGSFQCACHSGFSLQSDNKSCQDIDECTD-SDTCGDARCKNLPGSYSCLCDKGYTYSSKEKTCQDVDECQQDRCEQTCVNSPGSYTCHCNGRGGLKLSPDMDTCEDILPCVPFSMAKSVKSL   300
gi|118084368|ref|XP_416936.2| WQGKTCDKDID-ECKVQHGGCNQICLNKLGSYRCSCYSGYALK-DSKTCEDIDECAASADICGEARCKNLISSYECVCDAGYRYDEQRKTCDDINECEERLCEQMCVNSPGSYTCHCDGRGGVKLSQDMNTCENIIPCVPFAVAKSVKSL   300
gi|41053907|ref|NP_956272.1| WSGATCQNDVD-ECISGNGGCEHVCNNTMGSYKCSCEDGYRLS-GHHSCLDVDECVETPDVCGSAHCSNLIGGLECLCDEGFIYDNISRSCVDVDECETHVCEEECVNTPGSFRCFCDGRLGKRLSSDMRSCESIGLDRPLDMRRNSRSL   300
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gi|4557617|ref|NP_000811.1| YLGRMFSGTPVIRLRFKRLQPTRLVAEFDFRTFDPEGILLFAGGHQDSTWIVLALRAGRLELQLRYNGVGRVTSSGPVINHGMWQTISVEELARNLVIKVNRDAVMKIAVAGDLFQPERGLYHLNLTVGGIPFHEKDLVQPINPRLDGCM   450
gi|114651287|ref|XP_001146448.1| YLGRMFSGTPVIRLRFKRLQPTRLVAEFDFRTFDPEGILLFAGGHQDSTWIVLALRAGRLELQLRYNGVGRVTSSGPVINHGMWQTVSVSHCAR-PKLFFNRTALCKVKKPSVKWPPVMGLARFCPTEISLPFQ-------INPRLDGCM   450
gi|73989568|ref|XP_849623.1| YLGRMFSGTPVIRLRFKRLQPTRLVTEFDFRTYDPEGVLFFAGGHQDSTWIVLGLRAGRLELQLRYHGVGRVTSSGPVINHGTWQTISVEELDRNLVIKVNKDAVMKIAVAGDLFQLDRGLYHLNLTVGGIPFKEKDLVQPINPRLDGCM   450
gi|119905004|ref|XP_580667.3| YLGRMFSAMPVIKLLFKRLQPTRLVAEFDFRTFDPEGILFFAGGHRDSTWIVLGLRAGRLELQLRYQGVGRVTSSGPVINHGSWQTISVEELERNLVIKVNKDAVMKIAVAGDLFQLDRGLYHLNLTVGGIPFQEKDLVHPMNPRLDGCL   450
gi|9506715|ref|NP_062394.1| YLGRMFSGTPVIRLRFKRLQPTRLLAEFDFRTFDPEGVLFFAGGRSDSTWIVLGLRAGRLELQLRYNGVGRITSSGPTINHGMWQTISVEELERNLVIKVNKDAVMKIAVAGELFQLERGLYHLNLTVGGIPFKESELVQPINPRLDGCM   450
gi|16923942|ref|NP_476441.1| YLGRMFSGTPVIRLRFKRLQPTRLLAEFDFRTFDPEGVLFFAGGRSDSTWIVLGLRAGRLELQLRYNGVGRITSSGPTINHGMWQTISVEELDRNLVIKVNKDAVMKIAVAGGLFQLERGLYHLNLTVGGIPFKESDLVQPINPRLDGCM   450
gi|118084368|ref|XP_416936.2| YLGRMFSGTPVIRLRFKRKQLTRLVAEFDFRTFDPEGILFFAGGHQDSTWVVLALRKGRLELQLKYSGIGRVTSSGPLINHGMWQTISVEELERSLVVKVNRDAVMRIAVSGDLFTLDKGLYQLNLTVGGIPFKTKDLIVPINPRLDGCL   450
gi|41053907|ref|NP_956272.1| YLGRMFSGIPVVRLRFRRRVQTGFTAEFDLRTFDPEGVIFFAGGHLNSSWIVLLVHHGKLELQLKYGVVSRVTSSGPQVNDGQWHKISVEEQGRSLVIKIDREAVMKIAVNGDLFTLNKNMHELNLTVGGVPFRDDGLVSRVNPRLDGCM   450
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gi|4557617|ref|NP_000811.1| RSWNWLNGEDTTIQETVKVNTRMQCFSVTERGSFYPGSGFAFYSLDYMRTPLDVGTESTWEVEVVAHIRPAADTGVLFALWAPDLRAVPLSVALVDYHSTKKLKKQLVVLAVEHTALALMEIKVCDGQEHVVTVSLRDGEATLEVDGTRG   600
gi|114651287|ref|XP_001146448.1| RSWNWLNGEDTTIQETVKANTRMQCFSVTERGSFYPGSGFAFYSLDYMRTPLDIGTESTWEIEVVAHIRPAADTGVLFALWVPDLRAVPLSVALVDYHSTKKLKKQLVVLAVEHVALALMEIKVCDGQEHVVTVSLRDGEATLEVDGTRG   600
gi|73989568|ref|XP_849623.1| RSWNWLNGEDTTIQETVKANPKMQCFSVAEKGSFYPGSGFAFYSLDYTRTSLDVGTEATWQIEVMAWIRPAADTGVLLAL-VAGDHVVALSVALVDYHSTKKLKKQLVILAVESVTLALMEMKVCDGQEHQVAVSVRKDEATLEVDGTKG   600
gi|119905004|ref|XP_580667.3| KSWHWLDGEDTAVQETVKANVKMQCFSVTERGSFFPGSGFAFFHLDYARTSPAGGTKTTWAVEAVARVRPAADTGVLLAL-VGDHQAVALSVALVDYHSTKKLKKQLVVLAVEGVTLVLMEIKVCDGQEHVVTISVNKDRATLEVDGTQG   600
gi|9506715|ref|NP_062394.1| RSWNWLNGEDSAIQETVKANTKMQCFSVTERGSFFPGNGFATYRLNYTRTSLDVGTETTWEVKVVARIRPATDTGVLLAL-VGD-DDVVISVALVDYHSTKKLKKQLVVLAVEDVALALMEIKVCDSQEHTVTVSLREGEATLEVDGTKG   600
gi|16923942|ref|NP_476441.1| RSWNWLNGEDSAIQETVKANTKMQCFSVTERGSFFPGNGFAFYSLNYTRTSLDVGTETTWEVEVVARIRPATDTGVLMAL-VGDKDVVLLSVALVDYHSTKKLKKQLVVLAVENVALALMEIKVCDSQEHTVTVSLRDGEATLEVDGTKG   600
gi|118084368|ref|XP_416936.2| RAWNWLNGEDSTIQETIKMNERMQCFAVAGRGSFYPGRGFAIFNLTYMQPSSRNETKTSWKIEVNAVIQPATDTGVMFAL-VTEDASVPLSLSLVDYHSTKKLKQQFVILAVEDTVVSRLALNLCDKKEHSVDILLKKDQLSLRVDGMEG   600
gi|41053907|ref|NP_956272.1| KDWRWLTGEDTSIQETIRHNERMQCYAVEDHSAFYPGHGFAYFNHSHGDNQ---------TLSVHVTLRAASSMGVLFAL--VRQDRVPFSISLSDYHPGTLQWTKHVLVSLGDVVVGSVPVNLSDGQTHTVNVTMSGNDSVLEVD----   600
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gi|4557617|ref|NP_000811.1| QSEVSAAQLQERLAVLERHLRSPVLTFAGGLPDVPVTSAPVTAFYRGCMTLEVNRRLLDLDEAAYKHSDITAHSCPPVEPAAA-----------   694
gi|114651287|ref|XP_001146448.1| QSEVSATQLQERLAVLERHLRSPVLTFAGGLPDVPVTSAPVTAFYRGCMTLEVNRRLLDLDEAAYKHSDITAHSCPPVEPAAA-----------   694
gi|73989568|ref|XP_849623.1| QSEVSSAGLQESLAVLGRHLQGSVLTFVGGLPDVPVTSAPVTAFYRGCMTLEVNQKALDLDEAAYKHSDITSHSCPPVEQEDGRPRSPQPKPTT   694
gi|119905004|ref|XP_580667.3| QSEVSPAGLREQLAILGRHLEGSVLTFIGGLPDVPVTSAPVTAFYRGCMTLEVNRKALDLDEAAYKHSDITSHSCPPVEPAA------------   694
gi|9506715|ref|NP_062394.1| QSEVSTAQLQERLDTLKTHLQGSVHTYVGGLPEVSVISAPVTAFYRGCMTLEVNGKILDLDTASYKHSDITSHSCPPVEHATP-----------   694
gi|16923942|ref|NP_476441.1| QSEVSTAQLQERLDLLKTRLQGSVLTFVGGLPDVQVTSTPVTAFYRGCMTLEVNGKTLDLDTASYKHSDITSHSCPPVEHVTA-----------   694
gi|118084368|ref|XP_416936.2| ERELSTSELEDSLSILESSLQSPVKTYVGGLPDVNVTATPVTAFYHGCMTVKLRSKALDLDEALYKHSDITSHSCPPVEAGP------------   694
gi|41053907|ref|NP_956272.1| -AQLAQMEMMEGVDSLD--LTSSYSTFIGGIPDVSLVSSPVSAFFTGCMDVRVNGQLLDVDEAQHKHNDIRSHSCPLVDTLQ------------   694
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