
                                                                                                                                                                                        
gi|124430729|ref|NP_082363.2| --------------------------------------------------------------------------------------------------MTSWQRL-CWHYRLWTLGCYMLLAILALKLSLRLKCDFDAMDLDSEEFQSQY   150
gi|27545396|ref|NP_775434.1| --------------------------------------------------------------------------------------------------MVSWRRF-CWHYHGWTLGCYMLLAIIALKLSLRLKCDFDVMDLDSKEFQSQY   150
gi|4758422|ref|NP_004742.1| --------------------------------------------------------------------------------------------------MVQWKRL-CQLHYLWALGCYMLLATVALKLSFRLKCDSDHLGLESRESQSQY   150
gi|114657354|ref|XP_510451.2| --------------------------------------------------------------------------------------------------MVQWKRL-CQRHYLWALGCYMLLATVALKLSFRLKCDSDHLGLESRESQSQY   150
gi|74000823|ref|XP_544703.2| MSTAVYLAGAASLCNCAESSNSNGGQTSGWDLSPEALLRGAGNWKVIEPPAALYFAETEEEPETVRGHPVNIRKHFGGASILYLLSCAQTPLVSHSMKMIWWKKR-CRQHYLWALGCYVLLAVVALRFSLRLKCDFDSLDLESRDFRSQH   150
gi|45430041|ref|NP_991378.1| ------------------------------------------------------------------------------------------------MKMTGWKKKLCRGHHLWALGCYMLLAVVALRLSLRLKCDVDSLDLESRDFQSQR   150
gi|118095649|ref|XP_425064.2| ------------------------------------------------------------------------------------------------MRLCERKPTATRRRCVVLLGSLLLAAAVALRGTTRP----------CRDAHPR-   150
gi|292628442|ref|XP_002666963.1| --------------------------------------------------------------------------------------------------MGINNQR--TLKTVSILSVSITLFVLVMNY--------------PEQSCLPK   150
gi|71984095|ref|NP_492014.4| ---------------------------------------------------------------------------------------------------------MVRLKGTIPSLVTYAALVIFLYLFIVKPLVPRILESLNSSRNPQE   150
gi|25149682|ref|NP_493135.2| ---------------------------------------------------------------------------------------------------------MVRLKGSFSCVAVYGSLVIFTYLFVAKP----------SSRPP--   150
gi|25149687|ref|NP_493134.2| ---------------------------------------------------------------------------------------------------------MIRLKNIILNLAVYLTFVIFI-LFIAKALIPRLLENPNQRIHPP-   150
gi|17507895|ref|NP_492015.1| ---------------------------------------------------------------------------------------------------------MVRFK--FKTSLIIAIFFLFI-YFSVESLFPRKQEDKNVSKQFLK   150
gi|17534671|ref|NP_496345.1| ----------------------------------------------------------------------------------------------MKKKHPKTIRNLFRLKFCCLQLGMNVRRFKIISQFLYSSFTVYIVLRLGFVDYSLV   150
gi|71982377|ref|NP_493164.2| ----------------------------------------------------------------------------------------------------------MKFSIFLGFLLIFVTFLPLVLVILEIFE----------SQNP--   150
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gi|124430729|ref|NP_082363.2| CRDLLYKTLKLPAKSSINCSGVIRGEQKAVTQALLNNLEIKKKQ-QLFTEADYLRMTADCEHFKTKRKFIQVPLSKEEASFPIAYSMVVHEKIENFERLLRAVYTPQNVYCVHMDQKSSEPFKQAVRAIVSCFPNVFIASKLVSVVYASW   300
gi|27545396|ref|NP_775434.1| CRDLLYKTLELPAKSSINCSGVIRGEQKAVTQALLNNLELKRKR-QSFTEADYLSMTADCEHFKTQRKFIQVPLSKEEANFPIAYSMVIHEKIENFERLLRAVYTPQNIYCVHVDQKSSETFQQAVRAIVSCFPNVFIANKLVSVVYASW   300
gi|4758422|ref|NP_004742.1| CRNILYNFLKLPAKRSINCSGVTRGDQEAVLQAILNNLEVKKKR-EPFTDTHYLSLTRDCEHFKAERKFIQFPLSKEEVEFPIAYSMVIHEKIENFERLLRAVYAPQNIYCVHVDEKSPETFKEAVKAIISCFPNVFIASKLVRVVYASW   300
gi|114657354|ref|XP_510451.2| CRTILYNFLKLPAKRSINCSGVTRGDQEAVLQAILNNLEVKKKR-EPFTDTHYLSLTRDCEHFKAERKFIQFPLSKEEVEFPIAYSMVIHEKIENFERLLRAVYAPQNIYCIHVDEKSPETFKEAVKAIISCFPNVFIASKLVRVVYASW   300
gi|74000823|ref|XP_544703.2| CRDILYQSLKLPAKRSINCSRIIRGDWQAVSEALLDNLEVKKKR-KPLTDTDYLNMTRDCEHFKAKRKFIRFPLSKEELDFPIAYSMVVHEKIENFERLLRALYAPQNIYCVHVDEKSPETFKEAVKAIISCFPNVFIASKLVRVVYASW   300
gi|45430041|ref|NP_991378.1| CRDVLYKNLKLPAKRSINCSGITRGDQEAVVQALLDNLEVKKKR-LPFTDTYYLNITRDCEQFKAQRKFIQFPLSKEELDFPIAYSMVVHEKIENFERLLRAVYAPQNIYCVHVDVKSPETFKEAVKAIISCFPNVFMASKLVPVVYASW   300
gi|118095649|ref|XP_425064.2| CRNRLYGALRLEPRWRLDCAGVVRGDEKAVRDALLSNLEVKNKR-EPLTPEEYLNMTKDCGSFKESRRYIDFPLSEEEADFPIAYSMVIHHKIEMFERLLRSLYAPQNVYCVHVDSKAPAAFQQAVRAIAACFPNVFVASRLESVVYASW   300
gi|292628442|ref|XP_002666963.1| RETNLNHLQQQDVGELQACSAIIQGDMDGVDKESFRKLLASKKRPSLLTESFYLNITTDCPTYIEGRGFLMEALSKEEEDFPIAYSMVIHDKIEMFERLLRAIYAPQNVYCVHVDMKSPQIFREAVNAIVSCFPNVFVASKLESVIYASW   300
gi|71984095|ref|NP_492014.4| TSILSKIENDLLDDLDINCLNIFNGSKNRNQLRIV-----NSRSIEDKLLYS----TDRCQTLKSLFRFNKVPLSPEEESFPLSYGLLVYKELSQVLFMLSSIYHPQNEYCIAVGENSAPIFQNLLKELSNCFSNIHFMKRPP-IDWGSH   300
gi|25149682|ref|NP_493135.2| --------TDLLDDLEINCTNILQGLKNEKQLELI-----NTKMIEDKLWNS----TDRCHTVKSMFRFNEVPLSEEEARFPLSYGLLVYKELSQVLFMLSSIYQPQNEYCIAVGENSASTFLILLEELSDCFPNVHFMKRPP-ITWGSY   300
gi|25149687|ref|NP_493134.2| --------TDLLDDLQINCTNILQGFKNENTLELI-----NTKMIENKMWNS----TDRCQTLTSMFRFNKVPLSEEEARFPLSFGLLVYKELSQVLFLLSSIYQPQNEYCIAVGENSAPAFLILLKELANCFPNVYFMKRPP-IKWGSF   300
gi|17507895|ref|NP_492015.1| SICTTASDSYLLDNMEINCSNILKGYKTNEKLDIM-----HLDIIEEQLFSC----TNKCQTLKTLFRFNTNPMSAEEKHFPLSYGMLVYKDLPQVLFLLSSIYHPQNEYCIAVGENSAPIFQNLLREVSTCFSNVHFMKRPP-ISWGSH   300
gi|17534671|ref|NP_496345.1| P------ENRKLENIPLECNSVINGTENRRKISRARQWDWHFDWVEHEIFNS----RNVCSTIDKYFNFTRIPSSREEAEYPLAYGLVVYKTIVQVLTQMSLFYQPQHMFCITVDDQSPNEYKSVIQALPSCFPNMHVFIGEP-SQWGSF   300
gi|71982377|ref|NP_493164.2| --------ASIIDFSHLECQKMFDGDPVSLARGALFKFD-DREILAQILKLSGQ-ENAQCAEFQKIFGFFQEPTSQEELEFPLAYGMLVHGDFVQLSLLLSAIYQPQNQFCLAVDGNSSVEFIGLVRMLSRCYGNIQYFITDE-IRWCGY   300
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gi|124430729|ref|NP_082363.2| SRVQADLNCMEDLLQSPVPWKYLLNTCGTDFPIKTNAEMVKALKLLKGQNSMESEVPPPHKKSRWKYHYEVT-DTLHMTSKRKTPPPNNLTMFTGNAYMVASRDFIEHVFSNSKARQLIEWVKDTYSPDEHLWATLQRAS---WMPGSDP   450
gi|27545396|ref|NP_775434.1| SRVQADLNCMEDLLQSPVPWEYLLNTCGTDFPIKTNAEMVKALKLLNGQNSMESEVPPPHKTFRWKYHYEVA-DTLYRTSKEKTPPPNNITMFTGNAYMVASRDFIEHVLSNSKARQLIEWVKDTYSPDEHLWATLQRAS---WMPGSDP   450
gi|4758422|ref|NP_004742.1| SRVQADLNCMEDLLQSSVPWKYFLNTCGTDFPIKSNAEMVQALKMLNGRNSMESEVPPKHKETRWKYHFEVVRDTLHLTNKKKDPPPYNLTMFTGNAYIVASRDFVQHVLKNPKSQQLIEWVKDTYSPDEHLWATLQRAR---WMPGSVP   450
gi|114657354|ref|XP_510451.2| SRVQADINCMEDLLQSSVPWKYFLNTCGTDFPIKSNAEMVQALKMLNGRNSMESEVPPKHKETRWKYHFEVVGDTLHLTNKKKDPPPYNLTMFTGNAYIVASRDFVQHVLKNPKSQQLIEWVKDTYSPDEHLWATLQRAR---WMPGSVP   450
gi|74000823|ref|XP_544703.2| SRVQADLNCMEDLLRSSVPWKYLLNTCGTDFPIKTNAEIVLALKMLNGKNSMESEKPTEYKKSRWKYHYEVT-DTLYITSKMKDPPPENIPIFTGNAYIVASRDFVRHVLENPKSRRLIEWVKDTYSPDEHLWATLQRAP---WMPGSIP   450
gi|45430041|ref|NP_991378.1| SRVQADLNCMEDLLQSSVPWKYLLNTCGTDFPIKTNAEMVLALKMLNGKNSMESEIPSEYKKNRWKYRYEVT-DRLYLTSKMKDPPPDNLPMFTGNAYFVASRAFVQHVLENPKSQRLIEWVKDTYSPDEHLWATLQRAP---WMPGSVP   450
gi|118095649|ref|XP_425064.2| SRLQADLNCMQDLLRSPVPWRYVLNTCGTDFPIKTNAETVRALRVLQGQNSMESEKPTAYKQERWKYRHQVE-QFIVRTATEKPPPPLRSPMFTGSAYIAVTRAFVRHVLEDPEAQQFLEWAKDTYSPDEHVWATLNRAP---GVPGAVP   450
gi|292628442|ref|XP_002666963.1| SRVQADVNCMQDLLKSPVQWRYLLNTCGTDFPIKTNAETVRSLKHLNGKNSMESETVPG-KNWRWQFHHNIT-NTVIRTDIRKSPPPINTSMFSGNAYFVVSREFVEYIMNSKEIQNLMEWEKDTYSPDEHMWATLQRMP---SVPGSNS   450
gi|71984095|ref|NP_492014.4| EIINSAYDCLEFLSHLKSDWRYFQYLSGVDIPLKTNLEMVQILKHLNGTANVEIK------------PYQYQ----RLRGKNETQSP--LPLFKSSLSSLIPREAANHLSSSSIPQQLLEFLRNTGIADEGFWGTLFGNKNLFDIPGSLN   450
gi|25149682|ref|NP_493135.2| EIINSVYDCLKFLSHLKSNWKYFQYLSGVDIPLKTNLEMVRILKSLNGTANVEIK------------VYENR----RLLGQNETESP--LPLFKSSLSSLIPRKAANYLASSSIPQQLLEFLRNTWVADEGFWGTLFGNKGLFDVPGSLN   450
gi|25149687|ref|NP_493134.2| EIINSVYGCLEFLSHLKSDWKYFQYLSGVDIPLKTNLEMVRILKRLNGTVNIGIS------------TYEDR----LLNGKNKTESP--LPLFKSSLSSLIPRKAANYLSSSSVPQQLLEFLRTTWVADEGFWGTLFGNKDLFNVPGSFN   450
gi|17507895|ref|NP_492015.1| EIIDSVYDCLEFLSHLETDWRYFQYLSGVDIPLKTNLEMVQILKHLNGTSNVEIT------------NYQQA----RLTGKNENESP--LPLFKSSLSAIIPRKAANQLASSNTARKLLEFLWNTEIADEGFWGTLFGNKDQFNISGSIN   450
gi|17534671|ref|NP_496345.1| GILKNVYTCFNWLSKSKQKWKYYQYLSGTDLPIRTNLEMVRIFKALNGSMNTDVS------------TFEVD----RYKNMEGVLPP--MPVYKSSMSVVVPREGADYLISSPRVQKLLKYLSKTWIPDESFWSTVLGSPALLPVPGSIR   450
gi|71982377|ref|NP_493164.2| EILTSVFQCVDYLAKLPSDWKYFQYLSGVDAPLKSNLEMIRILKALNGSFNAEIL------------PFEFY----RLNRKRPWSSP--LPLYKTSLSATFSRKSANFMVNSEKVLEQIDFLRGTTCADESLWATIAGNPKELPMPGGFD   450
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gi|124430729|ref|NP_082363.2| LHRKFDL------SDMRAIARLTKWYDHEGDIENGAPY-----TSCSGIHQRAVCVYGSGDLHWILQNHHLLANKFDPKVDDNVLQCLEEYLRHKAIYGTEL------------------------------------------------   600
gi|27545396|ref|NP_775434.1| LHPKFDL------SDMRSIARLTKWQDHEGDIENGAPY-----TSCSGIHQRAICVYGSGDLHWILQNHHLLANKFDPKVDDNVLQCLEEYLRHKAIYGTEL------------------------------------------------   600
gi|4758422|ref|NP_004742.1| NHPKYDI------SDMTSIARLVKWQGHEGDIDKGAPY-----APCSGIHQRAICVYGAGDLNWMLQNHHLLANKFDPKVDDNALQCLEEYLRYKAIYGTEL------------------------------------------------   600
gi|114657354|ref|XP_510451.2| NHPKYDI------SDMTSIARLVKWQGHEGDIDKGAPY-----APCSGIHQRAICIYGAGDLNWMLHNHHLLANKFDPKVDDNALQCLEEYLRYKAIYGTEL------------------------------------------------   600
gi|74000823|ref|XP_544703.2| YHPKFHI------SDMIAIARLVKWQSHEGDISMGAPY-----APCSGIHQRSICIYGIGDLHWILQNHHLLANKFDPKVDDNVLQCLEEYLRYKAIYGTEL------------------------------------------------   600
gi|45430041|ref|NP_991378.1| YHPKYHI------SDMTAIARLVKWQGHEGDVSMGAPY-----APCSGIHQRAICIYGAGDLHWILQNHHLLANKFDPRVDDNVLQCLEEYLRHKAIYGTEL------------------------------------------------   600
gi|118095649|ref|XP_425064.2| HNDKFQM------SDMNALPRLVKWQYLDGDTSRGAPY-----PPCTGRFQRSVCIYGAGDVAWMLRQHHLLANKFDSEVDDAAIQCLESHLRRKALLGRGL------------------------------------------------   600
gi|292628442|ref|XP_002666963.1| PNNKYEQ------SDMNAIARLVKWSYHEGDLNSGAPY-----PPCTGMHRRSVCVYGAGDLKWIVRQHHLLANKFDPEVDDVAIKCMEAFLRYKAVYGRSLLTVRKSDFVL--------------------------------------   600
gi|71984095|ref|NP_492014.4| FKEWISY---KNNVETNLTYPTDGWRY---YISRDQIW---SKPNCHNYMKAGSCVFGIGDVPRLLKSKALVAHKFYLKSEPEAYFCLLKEHRRRTCNPDL-TFDASKYSELPQVELSRGLAMPQLTHKNWIL-----------------   600
gi|25149682|ref|NP_493135.2| FEEWIYF---KENARANLTKPTDGWFY---YISRHQIW---FESGCHNHMKDGSCVFGIGDVSNLLQAKALVAHKLYLTSEPEAYFCLLKEHRRRTLNPDS-TFDASKYSELPQVEISQDRPVSELTHLNWIL-----------------   600
gi|25149687|ref|NP_493134.2| FNDPL----------------TNGWGN---YVSRHQLW---VESECHNYMKDRSCVFGIGDVPNLMKSRALVAHKLYIESEPEAFFCLLKRHRHRTINPDL-TSDSL-------------------------------------------   600
gi|17507895|ref|NP_492015.1| SKDWMEY---RDN-QNNIFNPTDGWSY---YISRDQIW---DPELCKNYMKDDSCVFGIGDVPRLRTSKALVAHKFYLKSEPEAYFCLLKEHHRRTINPDL-TFDASKYSELPQVELSRGLAMSQLTHQNWIL-----------------   600
gi|17534671|ref|NP_496345.1| VRDILWL---RKNFKLRPPYENTVNSIGTSYIGRYQVWG--WQKECFGKVKDFSCVFGVEDIEEIMTRPELVAHKLYLEFQPAAFMCMLKEVRRRSLSPDAHLFSARSYSQMPTVELYQGKAITQLTNPNWLVRDSFYNPQHEDFDKEVL   600
gi|71982377|ref|NP_493164.2| AKAWIHKNYRRTRGKLGKYGENQKIDNG-YYVSRYQQYVNRAPVKCKGYYYRLSCVFGVYDLPNLINRHELVAHKLYFSYQPAAFMCLVENSRQKSMRTPQFDFSAEKYRYENLENVP--------------------------------   600
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