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gi|6681233|ref|NP_031911.1| -------------------MSSENKEQHDLSPRDLPEEAFGFP--SELPLETQRRSGTDLRQSETGHGRRAFRRIHMELREKPDTDIKQFVIRELQKSCQCSAAKVRDGAFDFFPVLRWLPKYDLKKNILGDVMSGLIVGILLVPQSIAY   150
gi|16923978|ref|NP_476468.1| -------------------MSSENKEQHNLSPRDLPEEAYGFP--PELPLGAQRGSSTDLRQFEPSDRRRAFRRIHMELHEKPDTNIRQLVMRKLQKSCQCNATKIRNRIFDFFPVLRWLPKYDLKKNILGDMMSGLIVGILLVPQSIAY   150
gi|100913030|ref|NP_000103.2| -------------------MSSESKEQHNVSPRDSAEGNDSYP--SGIHLELQRESSTDFKQFETNDQCRPYHRILIERQEKSDTNFKEFVIKKLQKNCQCSPAKAKNMILGFLPVLQWLPKYDLKKNILGDVMSGLIVGILLVPQSIAY   150
gi|114602780|ref|XP_001164642.1| -------------------MSSESKEQHDVSPRDSAEGNDSYP--SGIHLELQRESSTDFKQFETNDQCRPYHRILIERQEKSDTNFKEFVIKKLQKNCQCSPAKAKNMILGFLPVLQWLPKYDLKKNILGDVMSGLIVGILLVPQSIAY   150
gi|73954204|ref|XP_855107.1| -------------------MSLESKQQHDLSLKNSVEGNDQHSPLSNMHPELGKQSSTDFKQFEANDQCTLYRRIHMEPREKSSTNFKQFVIRKLQKSCQCSPAKAKNMIFDFLPVLRWLPKYDLKKNILGDVMSGLIVGILLVPQSIAY   150
gi|94966855|ref|NP_001035615.1| -------------------MSLKNEDQNDLSPKDSVKGNDQYRAPSGIHLEPEEESRNDFWQFEPSNLFR-HPRIHLEPQEKSDNNFKKFVIKKLEKSCQCSSTKAKNTIFGFLPVLQWLPKYDLKKNILGDVMSGLIVGILLVPQSIAY   150
gi|118097311|ref|XP_425183.2| -------------------MAEFSNVQSESEMPEGGDAKR-----------------------------GFHHRMFLEPQEE-KRNLKALVVKQVKKTCSCTPAKVKDCVLSFFPILQWLPKYNLKECLLGDIMSGVIVGVLLVPQSIAY   150
gi|68373377|ref|XP_685114.1| -------------------MPTEG-SCNNLSAEEDAKREPNLP-------------------------------FRLEECVKEKVSWKEALRKKVKK-CSCSTARVKSQIMKSFPIVKWLPRYRFKDWIIGDAMSGLIVGILLVPQSIAY   150
gi|15233255|ref|NP_188220.1| -------------------MGHGTNRVEDMASPNNGTAG------------------ETVVEIHSVCLPPKKTAFQKLKKRVGDVFFPDDPLQRFRN--QTWRNRVILGLQSLFPIFTWGSQYDLK-LLRSDVISGLTIASLAIPQGISY   150
gi|115466358|ref|NP_001056778.1| MVVNNKVDSLSYDVEAPPAQAPTTPAVVSAPPTPRGEAPAMTT--------------TAAAELHKVSVPERRSTAKALRQRLAEVFFPDDPLHQFKN--QSSARRLVLALQYFFPIFHWGSDYSLR-LLRSDVVSGLTIASLAIPQGISY   150
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gi|6681233|ref|NP_031911.1| SLLAGQEPIYGLYTSFFASIIYFLFGTSRHISVGIFGILCLMIGEVVDRELHKACPDTDATSSS-----IAVFSSGCVVVNHTLDG-LCDKSCYAIKIGSTVTFMAGVYQVAMGFFQVGFVSVYLSDALLSGFVTGASFTILTSQAKYLL   300
gi|16923978|ref|NP_476468.1| SLLAGQEPIYGLYTSFFASIIYFLFGTSRHISVGIFGILCLMIGEVVDRELHKACPDIDTTSSS-----IAMFSNGCVVVNHTLDG-LCDKSCYAIKIGSTVTFMAGVYQVAMGFFQVGFVSVYLSDALLSGFVTGASFTILTSQAKYLL   300
gi|100913030|ref|NP_000103.2| SLLAGQEPVYGLYTSFFASIIYFLLGTSRHISVGIFGVLCLMIGETVDRELQKAGYDNAHSAPS-----LGMVSNGSTLLNHTSDR-ICDKSCYAIMVGSTVTFIAGVYQVAMGFFQVGFVSVYLSDALLSGFVTGASFTILTSQAKYLL   300
gi|114602780|ref|XP_001164642.1| SLLAGQEPVYGLYTSFFASIIYFLLGTSRHISVGIFGVLCLMIGETVDRELQKAGYDNAHSAPS-----LGMVSNGSTLLNHTSDR-ICDKSCYAIMVGSTVTFIAGVYQVAMGFFQVGFVSVYLSDALLSGFVTGASFTILTSQAKYLL   300
gi|73954204|ref|XP_855107.1| SLLAGQEPIYGLYTSFFASIIYFLLGTSRHISVGIFGILCLMIGEVVDRELHKAGYDTADNAPSD----LGLVLNGSTLLNQTSDR-ICDRSCYAIAVGSTVTFMAGVYQVAMGFFQVGFVSVYLSDALLSGFVTGASFTILTSQAKYLL   300
gi|94966855|ref|NP_001035615.1| SLLAGQEPIYGLYTSFFASLIYFILGTSRHISVGIFGILCLMIGEVVDRELYIAGYDTVHAASN-----------ESSLVNQISDK-TCDRSCYAIIVGSTVTFVAGVYQVAMGFFQVGFVSVYLSDALLGGFVTGASFTILTSQVKYLL   300
gi|118097311|ref|XP_425183.2| SLLAGQEPIYGLYTSFFAGIIYCIFGTSHHISVGIFGALCLMVGQVVDREVLRAGYDLEPAAFSDHMDTAMHVNSTIAPVNQTSQKLLCDKTCYAIKVGATVTFIAGVYQVAMGFFQVGFVSVYLSDSLLSGFVTGASFTILTSQAKYLL   300
gi|68373377|ref|XP_685114.1| SLLAGQDPIYGLYTSFFANIIYALLGTSRHISVGMFGVLCLLVGQVVDRELTLAGYSSDINQTT------------LGNVDNSTGP-ICDRSCYAIMVGATLTFTAGIYQVLMGLLQIGFVSVFLSDSLLSGFATGASLTILTSQIKYFL   300
gi|15233255|ref|NP_188220.1| AKLANLPPIVGLYSSFVPPLIYAVLGSSRHLAVGPVSIASLVMGSMLSESVSPT-----------------------------------QDSILYLKLAFTSTFFAGVFQASLGLLRLGFMIDFLSKATLIGFTAGAAVIVSLQQLKGLL   300
gi|115466358|ref|NP_001056778.1| AKLANLPPIIGLYSSFVPPLIYSLLGSSRDLAVGPVSIASLVMGSMLRQAVSPD-----------------------------------QEPILYLQLAFTSTFFAGVFQASLGFLRLGFIVDFLSKATLTGFMGGAAIIVSLQQLKGLL   300
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gi|6681233|ref|NP_031911.1| GLSLPRSHGVGSVITTWIHIFRNIRNTNICDLITSLLCLLVLVPSKELNEHFKDKLKAPIPVELIVVVAATLASHFGKLNGNYNSSIAGHIPTGFMPPKAPDWSLIPNVAVDAIAISIIG----FAITVSLSEMFAKKHGYTVKANQEMY   450
gi|16923978|ref|NP_476468.1| GLSLPRSNGVGSVITTWIHIFRNIHKTNICDLITSLLCLLVLVPTKELNEYFKSKLPAPIPTELIVVVAATLASHFGKLNENYNSSIAGQIPTGFMPPQAPDWSLIPNVAVDAIAISIIG----FAITVSLSEMFAKKHGYTVKANQEMY   450
gi|100913030|ref|NP_000103.2| GLNLPRTNGVGSLITTWIHVFRNIHKTNLCDLITSLLCLLVLLPTKELNEHFKSKLKAPIPIELVVVVAATLASHFGKLHENYNSSIAGHIPTGFMPPKVPEWNLIPSVAVDAIAISIIG----FAITVSLSEMFAKKHGYTVKANQEMY   450
gi|114602780|ref|XP_001164642.1| GLNLPRTNGVGSLITTWIHVFRNIHKTNLCDLITSLLCLLVLLPTKELNEHFKSKLKAPIPIELVVVVAATLASHFGKLHENYNSSIAGHIPTGFMPPKVPEWNLIPSVAVDAIAISIIG----FAITVSLSEMFAKKHGYTVKANQEMY   450
gi|73954204|ref|XP_855107.1| GLSLPRSNGVGSLITTWIHIFKNIHKTNICDLITSLLCLLVLLPTKELNEHFKSKLKAPIPTELIVVVAATLASHFGKLNEKYNTSIAGSIPTGFMPPTAPDWNLIPSLAVDAIAISIIG----FAITVSLSEMFAKKHGYSVKANQEMY   450
gi|94966855|ref|NP_001035615.1| GLSLPRSAGVGSLITTWLHVFRNIRKTNICDLITSLLCLLVLLPTKELNERFKSKLKAPIPVELFVIVAATLASHFGKLNEKYGTSIAGHIPTGFMPPKAPDWNLIPRVAVDAIAIAIIG----FAITVSLSEMFAKKHGYTVKANQEMY   450
gi|118097311|ref|XP_425183.2| GLDIPRSSGVGSLITTWINIFRNIHKTNICDVITSFLCFLVLIPTKELNERFKSRLKAPIPVELVVVVAATLASHLGKLKETYGSSVAGHIPTGFLPPSPPEWNLIPNVALDAIPIAVIG----FAITVSLSEMFAKKHGYTVKANQEMY   450
gi|68373377|ref|XP_685114.1| GLHLPRVQGWGSLIKTWISLFKNLGHTNLCDLITSLICLLVLVPAKELNDRFKAKLKAPIPFELFVVIAATLASHFGHFKDTYGSDVAGTIPTGFMAPQSPNLSLVPNIAIDALSIAIVG----FAITVSLSEMFAKKHGYIVNANQELN   450
gi|15233255|ref|NP_188220.1| G--IVHFTGKMQIVPVMSSVFNHRSEWSWETIVMGIGFLSILLTTRHISMRKPKLFWISAASPLASVIISTLLVYLIRS-KTHAISFIGHLPKGLNPPSLNMLYFSGAHLALAIKTGIITGILSLTEGIAVGRTFASLKNYQVNGNKEMM   450
gi|115466358|ref|NP_001056778.1| G--IIHFTSQMGFVQVMHSVFKHHDEWAWQTILMGVAFLAVLLTTRHISARNPKLFWVSAAAPLTSVIISTIISFVS---KAHGISVIGDLPKGLNPPSANMLTFSGSYVGLALNTGIMTGILSLTEGIAVGRTFASINNYQVDGNKEMM   450
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gi|6681233|ref|NP_031911.1| AIGFCNIIPSFFHCITTSAALAKTLVKESTGCQTQLSAIVTALVLLLVLLVIAPLFYSLQKCVLGVITIVNLRGALLKFRDLPKMWRLSRMDTVIWFVTMLSSALLSTEIGLLVGVCFSMFCVILRTQKPKNSLLGLEEESETFESISTY   600
gi|16923978|ref|NP_476468.1| AIGFCNIIPSFFHCITTSAALAKTLVKESTGCQTQLSAIVTSLVLLLVLLLIAPLFYSLQKCVLGVITIVNLRGALLKFRDLPKMWRLSRMDTVIWFVTMLSSALLSTEIGLLVGVCFSMFCVILRTQMPKISLLGLEEESEIFESISTY   600
gi|100913030|ref|NP_000103.2| AIGFCNIIPSFFHCFTTSAALAKTLVKESTGCHTQLSGVVTALVLLLVLLVIAPLFYSLQKSVLGVITIVNLRGALRKFRDLPKMWSISRMDTVIWFVTMLSSALLSTEIGLLVGVCFSIFCVILRTQKPKSSLLGLVEESEVFESVSAY   600
gi|114602780|ref|XP_001164642.1| AIGFCNIIPSFFHCFTTSAALAKTLVKESTGCHTQLSGVVTALVLLLVLLVIAPLFYSLQKSVLGVITIVNLRGALRKFRDLPKMWSISRMDTVIWFVTMLSSALLSTEIGLLVGVCFSMFCVILRTQKPKSSLLGLVEESEVFESVSAY   600
gi|73954204|ref|XP_855107.1| AIGFCNIIPSFFHCFTTSAALAKTLVKESTGCQTQLSGVITALVLLLVLLVIAPLFYSLQKSVLGVITIVNLRGALRKFKDLPKMWKVSRMDTVIWFVTMLSSALISTEIGLLIGVCFSMFCVILRTQKPKTSLLGLVEESEIFESMSAY   600
gi|94966855|ref|NP_001035615.1| AIGFCNIIPSFFHCFTTSAALAKTLVKESTGCQTQVSGVMTALVLLLVLLVIAPLFFSLQKSVLGVITIVNLRGALCKFKDLPQMWRISRMDTVIWFVTMLSSALISTEIGLLTGVCFSMFCVILRTQKPKASLLGLVEDSEVFESMSAY   600
gi|118097311|ref|XP_425183.2| AIGFCNIFPSFFHCFTTSAALAKTLIKESTGCRTQVSGIVTSLLILIVLLVIAPLFYSLQKCVLAVITIVNLRGALRKFRDLPKMWHLSRVDTVIWLVTMASSALISTEIGLLTGVCFSMLCVIFRTQKPEAPLLGWVAESETYESLSAY   600
gi|68373377|ref|XP_685114.1| AIGNCNIISSYFHCFTVSAALTKTLVKESTGCHTQISGLVTALVLLLVMLVIAPAFYSLQKCVLAVIIVVNLRGALRKFGDIPQMWRVNRVDTVIWLLTMATSALVNTELGLLVGVVVSAFCVLGRTQFAQALQLGQAGDRELFEDIASY   600
gi|15233255|ref|NP_188220.1| AIGFMNMAGSCTSCYVTTGSFSRSAVNYNAGAKTAVSNIVMASAVLVTLLFLMPLFYYTPNVILAAIILTAVIG-LIDYQAAYKLWKVDKFDFFTCLCSFFGVLFVSVPLGLAIAVAVSVIKILLHVTRPNTSEFGNIPGTQIYQSLGRY   600
gi|115466358|ref|NP_001056778.1| AIGVMNMAGSCASCYVTTGSFSRSAVNYSAGCKTAVSNIVMASAVLVTLLFLMPLFHYTPNVILSAIIITAVIG-LIDVRGAARLWKVDKLDFLACMAAFLGVLLVSVQMGLAIAVGISLFKILLQVTRPNMVVKGVVPGTASYRSMAQY   600
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gi|6681233|ref|NP_031911.1| KNLRSKSGIKVFRFIAPLYYINKECFKSALYKKA-LNPVLVKAAWKKAAK-RKLKEEMVTFRGDPDEVSMQLSHDPLEVHTIVIDCSAIQFLDTAGIHTLKEVRRDYEAVGIQVLLAQCNPSVRDSLARGEYCK--KEEETLLFYSLSEA   750
gi|16923978|ref|NP_476468.1| KNLRSKSGIKVFRFIAPLYYINKECFKSALYKKT-LNPVLVKAAWKKAAK-RKLKEETVTFHGDPDEVSMQLSHDPLELHTVVIDCSAIQFLDTAGIHTLKEVRRDYEAIGIQVLLAQCNPSVRDSLAKGEYCK--KEEENLLFYSLSEA   750
gi|100913030|ref|NP_000103.2| KNLQIKPGIKIFRFVAPLYYINKECFKSALYKQT-VNPILIKVAWKKAAK-RKIKEKVVTLGGIQDEMSVQLSHDPLELHTIVIDCSAIQFLDTAGIHTLKEVRRDYEAIGIQVLLAQCNPTVRDSLTNGEYCK--KEEENLLFYSVYEA   750
gi|114602780|ref|XP_001164642.1| KNLQTKPGIKIFRFVAPLYYINKECFKSALYKQT-VNPILIKVAWKKAAK-RKIKEKVVTLGGIQDEMSVQLSHDPLELHTIVIDCSAIQFLDTAGIHTLKEVRRDYEAIGIQVLLAQCNPSVRDSLINGEYCK--KEEENLLFYSVYEA   750
gi|73954204|ref|XP_855107.1| KNLQTKPGIKIFRFVAPLYYINKECFKSALYKKT-LNPVLVKAAQKKAAK-RKITKETVILSGVQDEVSVQLSHDPLELQTIVIDCSAIQFLDTAGIHTLKEVRRDYEAIGIQVLLAQCNPSVRDSLARGEYCK--KEEENLLFYSVYEA   750
gi|94966855|ref|NP_001035615.1| KNLQAKSGIKIFRFVAPLYYVNKEYFKSVLYKKT-LNPVLVKAAQRKAAK-RKIKRETVTPSGIQDEVSVQLSHDPLEFHTIVIDCSAIQFLDTAGIHTLKEVRRDYEAVGIQVLLAQCNPSVRDSLARGEYCK--KDEENLLFYSIYEA   750
gi|118097311|ref|XP_425183.2| KNLETKPGVVVLRFEAPLYYINKECFKSALYKQTGVNPALVKAAKKKAAK-RMLREKEAGSGGNQTSISMELVSEPLGFHTIVIDCCAVQFLDTAGIRTLKEVCKDYNEIDVQVLLAQCNPSVRSSLMRGEFFK--EGEDHLLFHSVHQA   750
gi|68373377|ref|XP_685114.1| NGLQTQPDVAVFRYEAPIYYANQSLFKKSLYRNVGLDPLKEKAKQRKLEKQRKQKHSREDQKQEMDASTNVNLLQHSSFHTLVIDCSSVLFLDTAGVNALKEVFKDYKELGVNVLLAQCNTSVIDSLRRGDYYDPNKGTKDIQFHTIGEA   750
gi|15233255|ref|NP_188220.1| REASRIPGFLILAIESPIYFANSTYLQDRILRWA-------REEENRIKE-----------------------NNGTTLKCIILDMTAVSAIDTSGLEAVFELRRRLEKQSLQLVLVNPVGTVMEKLHKSKIIE--ALGLSGLYLTVGEA   750
gi|115466358|ref|NP_001056778.1| REAMRVPSFLVVGVESAIYFANSMYLGERIMRFL-------REEDERAAK-----------------------CNQCPVRCIILDMSAVAAIDTSGLDALAELKKVLEKRNIELVLANPVGSVTERLYNSVVGK--TFGSDRVFFSVAEA   750
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750

                                  :         .             
gi|6681233|ref|NP_031911.1| VAFAEDSQNQKGVCVVNGLSLSGD   774
gi|16923978|ref|NP_476468.1| VAFAEESQKEKGVCVVNGLSLSGD   774
gi|100913030|ref|NP_000103.2| MAFAEVSKNQKGVCVPNGLSLSSD   774
gi|114602780|ref|XP_001164642.1| MAFAEVSKNQKGVCVPNGLSLSSD   774
gi|73954204|ref|XP_855107.1| MAFAEESQNQKGVCIPNGLSLSSD   774
gi|94966855|ref|NP_001035615.1| MTFAEDSQNQKERHIPNGPNFSSD   774
gi|118097311|ref|XP_425183.2| VDFALGAQEHSRICASKN------   774
gi|68373377|ref|XP_685114.1| ILYGQSLKSQNGNCDTSV------   774
gi|15233255|ref|NP_188220.1| VADLSSTWKANGQP----------   774
gi|115466358|ref|NP_001056778.1| VAAAP----HKTQP----------   774
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