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gi|28573181|ref|NP_524282.4| -------------MSFLSNSDTVHVEVCLRGN---------------------------------------------------DLRSNAIRNNVETALKAYFQTARKLPRNVSFLPD-----------LTAEQTEHVHSVLLERDNGGVQ   150
gi|158301936|ref|XP_321602.4| -------------MNDISAPTIRIEVACTRG-----------------------------------------------------------FNKSQQSCEVYQHVHDIIEERETIR-------------MGTTFTIPVLSVLQVEVCTDVD   150
gi|11321607|ref|NP_004228.1| --------------MDEAVGDLKQALPCVAESPT------------------------------------------------VHVEVHQRGSSTAKKEDINLSVRKLLNRHNIVFGD--YTWTEFDEPFLTRNVQSVSIIDTELKVKDSQ   150
gi|114598830|ref|XP_001141322.1| --------------MDEAVGDLKQALPCVAESPT------------------------------------------------VHVEVHQRGSSTAKKEDINLSVRKLLNRHNIVFGD--YTWTEFDEPFLTRNVQSVSIIDTELKVRDSQ   150
gi|110625724|ref|NP_081458.1| --------------MDEAVGDLKQALPCVAESPA------------------------------------------------VHVEVLQRSGSTAKKEDIKSSVYRLLNRHNIVFGD--YVWTEFDDPFLSRNVQSVSIVDTELKAKDPQ   150
gi|58865438|ref|NP_001011930.1| --------------MDDAVGDLKQALPCVAESPA------------------------------------------------VHVEVLQRSGSTAKKEDIKQSVYRLLKRHNIVFGD--YVWTEFDEPFLTRNVQSVSIVDTELKAKDPQ   150
gi|74003129|ref|XP_851775.1| --------------MDEAVGDLKQALPCVAEAPT------------------------------------------------VHVEVHQRSCSTAKKEDIKLSVRKLLNRHNIVFGD--YKWNEFDDPFLARNVQSVSIVDTELKVKDPQ   150
gi|118086321|ref|XP_418892.2| --------------MDEAAGDLKQALPNTCDNVQ------------------------------------------------IHVEVHQKSNSTAKKEDIRMSVLKLLNRHNIVFGD--YKWTEFDDGFLNSNVQSVSIVDTELKLKERQ   150
gi|41053680|ref|NP_956876.1| --------------MDISDHHMTDVG---IIRPD------------------------------------------------VHIEVHVKSQSTAKRSDVRTHVLSLLDRHSTVLRS--FKWMDFDNEFLTKNVESVTIAD----VTGPK   150
gi|79485764|ref|NP_194202.3| -----MEIAEQKPMVEDPIPLPNASMEVSYQNP-----IEAATIPVQIAVA-EPVATPNPP------------PCLHENKFLVSVEVCLKPSSTARLEDVQRAVERMLENRSMSYADG-LVLIPADDLFLVDNVQRICICDTEEWVKNND   150
gi|115458982|ref|NP_001053091.1| ---------NPKTLAEKSLPSPSRALLGRHERPHGGLLLRAASSGCGICCRRGPIAGARRVGGGGGGDHRFLLAAATDGVALVAVEVLLHATSTARAEDVCAAVERMLEARSLSYVDG-PVPIPNDDPFLLANVKRIQICDTDEWTENHK   150
gi|17533043|ref|NP_495711.1| --------------MHEPMKTLKNIHAEIRICQK-------------------------------------------------FPKSTVQKRFSEFEELIKAASKNARNWKPISSVEL-FQGDSSLNELFEKLVIGTCELRDGELFENVN   150
gi|9755327|ref|NP_009745.2| -MSYIVDLQVRGSSLRVIKCMFREDEQISSLHSGSDSKQNSNKKLGEFLNLLKAVVKRKLESFPKDRLKTSIITGQELMREGQGSIEIKDPPTEAQQHLIRSLAKVLLHQFSSINGKVNTVNEGQDNLFLSLFVKKISIEQQSTSHVSIK   150
gi|45190349|ref|NP_984603.1| MVRYTVDCCLKEDVLALIIPMLHEIGDEGNMDP-----------TATFQEILVRTVTRRLQKLEEDELLDREHCAYDFLLNGQGAVSLASTPTKAQESFIRSLVKVVMHDFA--TGGNNQVIDYQGNLLISFCIEKLYIEK-ATGAPSFG   150
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gi|28573181|ref|NP_524282.4| PLKVAETKFRFHFYATRPEEGQL-----------------------------------------------------------GLFSGEEGSDGIDSIVAASHALLPAAQFVGLWENLIYETGLKEKLLKFALSALMFS--------EHRV   300
gi|158301936|ref|XP_321602.4| -QYTSRSALQFNFYVLQEQDG----------------------------------------------------------------VTETITHCAEEMEISHHMLLPARELHGLWESLIYEEGIKDSVLAFAETSMLFA--------RKGV   300
gi|11321607|ref|NP_004228.1| PIDLSACTVALHIFQLNEDGP----------------------------------------------------------------SSENLEEETENIIAANHWVLPAAEFHGLWDSLVYDVEVKSHLLDYVMTTLLFS--------DKNV   300
gi|114598830|ref|XP_001141322.1| PIDLSACTVALHIFQLNEDGP----------------------------------------------------------------SSENLEEETENIIAANHWVLPAAEFHGLWDSLVYDVEVKSHLLDYVMTTLLFS--------DKNV   300
gi|110625724|ref|NP_081458.1| PIDLSACTIALHIFQLNEEGP----------------------------------------------------------------SSENLDEETENIIAASHWVLPAAEFHGLWDSLVYDVEVKSHLLDYVMTTVLFS--------DKNV   300
gi|58865438|ref|NP_001011930.1| PIDLSACTIALHIFQLNEEGP----------------------------------------------------------------SSENLDEETENIIAASHWVLPAAEFHGLWDSLVYDVEVKSHLLDYVMTTLLFS--------DKNV   300
gi|74003129|ref|XP_851775.1| PIDLGACTIALHVFQLNEGGP----------------------------------------------------------------SSETLEEETENITAASHWVLPAAEFHGLWDSLVYDVEVKSHLLDYVMTTLLFS--------DKNV   300
gi|118086321|ref|XP_418892.2| PIDLSKSSLTIHIFHLNEEGP----------------------------------------------------------------SIENLEEENEDIVAANHWVLPAAEFHGLWESLIYDTEVKSHLLDYVTTTLLFS--------DRNV   300
gi|41053680|ref|NP_956876.1| LVDLKVHNLCIHIFTLNDDSP----------------------------------------------------------------STLNLEEE-EELSAANLWLLPAVEFHGVWESLIYEEGIKTQLLDYVSTTIFFS--------DKNV   300
gi|79485764|ref|NP_194202.3| VLLFWQVKPVVHTFQLIEEGP----------------------------------------------------------------CEDLCADG--QPASFNEWILPAKEFDGLWESLIYESGLKQRLLRYAASALLFT--------QKGV   300
gi|115458982|ref|NP_001053091.1| VLLFWQVRPVVHVFQLSEDGP----------------------------------------------------------------GEEPGEDD--TLSSFNEWALPAKEFDGLWESLLYEVGLKQRLLRYAASALLFT--------EKGV   300
gi|17533043|ref|NP_495711.1| DLTINPS--NIHVYKLHKDGP--------------------------------------------------------------LSQNIGDDDGDESIIGSQLWQLPCVEFDSIWENLIYDSNLKNEVMSYVAALARLS--------EKHV   300
gi|9755327|ref|NP_009745.2| LNFHEKINLGQHIDSILDSEETNESDTYHMGSVDEFIIYPFCCLEEQDELKNGSILSTEFDKIDLELDEDDGFEGETLNNCINSVGNFDIPLSKQTLNLVNISYLPGTTFEGQWESLYFGNNIKERLYSYATISLKIARFKQTGDSNQED   300
gi|45190349|ref|NP_984603.1| V---EADDLVWMVADALGKGQKLQTMIDHARGK-EFDIN-FYATPERFSKSLAYAISDEFDKINLKDDESG--HERTLTPLDPSIS--WLPFSPEAFQLVRVHFLPSREYEGAWEALYFEDDIKGQLFKYATIALKMSHFIP-----EET   300
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gi|28573181|ref|NP_524282.4| DTNVIACNRLILLHGPPGTGKTSLCKALAQKLSIR--------TQGSYAYTHLVEINSHSLFSKWFSESGKLVAQLFNKIAELVSD---PNNLVCVLIDEVESLAYAR-SAMSSNEPRDAMRVVNAVLTQLDSLKTCPNVLILATSNLAQ   450
gi|158301936|ref|XP_321602.4| DKNLITCNRLALFHGPPGTGKTSLCKAIAQKLSIR--------LNEQYRHAHLVEINSHSLFSRWFSESGKLVQKVFSEIVALLED---ERSLVCVLVDEIESIAYAR-DRISSNEPSDSIRVVNAVLTQLDRLRRFPNVFILATSNLTD   450
gi|11321607|ref|NP_004228.1| NSNLITWNRVVLLHGPPGTGKTSLCKALAQKLTIR--------LSSRYRYGQLIEINSHSLFSKWFSESGKLVTKMFQKIQDLIDD---KDALVFVLIDEVESLTAARNACRAGTEPSDAIRVVNAVLTQIDQIKRHSNVVILTTSNITE   450
gi|114598830|ref|XP_001141322.1| NSNLITWNRVVLLHGPPGTGKTSLCKALAQKLTIR--------LSSRYRYGQLIEINSHSLFSKWFSESGKLVTKMFQKIQDLIDD---KDALVFVLIDEVESLTAARNACRAGTEPSDAIRVVNAVLTQIDQIKRHSNVVILTTSNITE   450
gi|110625724|ref|NP_081458.1| DSNLITWNRVVLLHGPPGTGKTSLCKALAQKLTIR--------LSSRYRYGQLIEINSHSLFSKWFSESGKLVTKMFQKIQDLIDD---KEALVFVLIDEVESLTAARNACRAGAEPSDAIRVVNAVLTQIDQIKRHSNVVILTTSNITE   450
gi|58865438|ref|NP_001011930.1| DSNLITWNRVVLLHGPPGTGKTSLCKALAQKLTIR--------LSSRYRYGQLIEINSHSLFSKWFSESGKLVTKMFQKIQDLIDD---KEALVFVLIDEVESLTAARNACRAGAEPSDAIRVVNAVLTQIDQIKRHSNVVILTTSNITE   450
gi|74003129|ref|XP_851775.1| DSNLIAWNRVVLLHGPPGTGKTSLCKALAQKLTIR--------LSSRYQYGQLIEINSHSLFSKWFSESGKLVTKMFQKIQDLIDD---KDALVFVLIDEVESLTAARNACRAGTEPSDAIRVVNAVLTQIDQIKRHCNVVILTTSNITE   450
gi|118086321|ref|XP_418892.2| DSNLISWNRVVLLHGPPGTGKTSLCKALAQKLTIR--------LSYRYRYGQLIEINSHSLFSKWFSESGKLVTKMFQKIQELIDD---KDALVFVLIDEVESLTAARSAFKAGTEPSDAIRVVNAVLMQIDQIKRYPNVVILTTSNITE   450
gi|41053680|ref|NP_956876.1| DSNLIAWNRVVLLHGPPGTGKTSLCKGLAQKLSIR--------LSDRYAHSQFVEINSHSLFSKWFSESGKLVTKMFQKIQELIDD---KDALVFVLIDEVESLTAARSAAQAGTEPSDAIRVVNSVLTQLDQIKRHPNVVILTTSNVTE   450
gi|79485764|ref|NP_194202.3| NPNLVSWNRIILLHGPPGTGKTSLCKALAQKLSIR--------CNSRYPHCQLIEVNAHSLFSKWFSESGKLVAKLFQKIQEMVEE---DGNLVFVLIDEVESLAAARKAALSGSEPSDSIRVVNALLTQMDKLKSAPNVIILTTSNITT   450
gi|115458982|ref|NP_001053091.1| DPCLVSWNRIVLLHGPPGTGKTSLCKALAQKLSIR--------FKSRYSMCQLIEVNAHSLFSKWFSESGKLVAKLFQKIQEMVEE---ESNLVFVLIDEVESLAAARQAAISGSEPSDSIRVVNALLTQMDKLKSWPNVIILTTSNITT   450
gi|17533043|ref|NP_495711.1| NTKIINVNRLILLTGPPGTGKTSLCKGLAQHLSIR--------MNDKYSKSVMLEINSHSLFSKWFSESGKLVQKMFDQIDELAED---EKCMVFVLIDEVESLGMCRESSSSRSEPSDAIRAVNALLTQIDRIRRRDNVLILCTSNLES   450
gi|9755327|ref|NP_009745.2| ITTLITNNKLLLVHGPPGTGKTTLCKALCQKLSVRREFSDGSDTIDTNYKGIIIELSCARIFSKWFGESSKNISIVFKDIEELLKVNEGRGIFICLLIDEVEAIASSRTNLSSRNESTDGIRVVNTLLTQLDRLKKYHNFLALATSNLLD   450
gi|45190349|ref|NP_984603.1| LSVITGGNRLLLVHGPPGTGKTTICKALCHKLAIR-LHSGLLPKNKSVPSVILVELACSKVFSRWFGESSKNIDTIFKDLEKLIKDGINDNQFVCLLIDEVETIAFSRSSLINKNETTDAIRVVNTLLTQLDNMKKYKNFLTLATSNLLD   450
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gi|28573181|ref|NP_524282.4| SIDLAFVDRADIRLFIGYPGISAIREIYKGMLAELMSAGVLQREVLESE---DAEEGLLTQ---------------------LAERSVGLSGRTLRKLPLLAHAQYTSSTLFELDQKISLSDFLDAMLEALEQHLGEQRLLKLESMEQL   599
gi|158301936|ref|XP_321602.4| SIDAAFLDRADFVQYIDHPTEPAIYDIYRSALYNLQTIGIVEKEANTSNRRLSTMLDILLQ---------------------VVKLSAGLSGRTLRKIPFLAHALYVK------KETESVLNFLTAMRQAIRKVRNDKRLLLAKD----   599
gi|11321607|ref|NP_004228.1| KIDVAFVDRADIKQYIGPPSAAAIFKIYLSCLEELMKCQIIYPRQQLLTLRELEMIGFIEN----------NVSKLSLLLNDISRKSEGLSGRVLRKLPFLAHALYVQ------APTVTIEGFLQALSLAVDKQFEERKKLAAYI----   599
gi|114598830|ref|XP_001141322.1| KIDVAFVDRADIKQYIGPPSAAAIFKIYLSCLEELMKCQIICPRQQLLTLRELEMIGFIEN----------NVSKLSLLLNDISRKSEGLSGRVLRKLPFLAHALYVQ------APTVTIEGFLQALSLAVDKQFEERKKLAAYI----   599
gi|110625724|ref|NP_081458.1| KIDVAFVDRADIKQYIGPPSAAAIFKIYLSCLEELMKCQIIYPRQQLLTLRELEMIGFIEN----------NVSKLSLLLSEISRKSEGLSGRVLRKLPFLAHALYIQ------APSVTIEGFLQALSLAVDKQFEEKKKLSAYV----   599
gi|58865438|ref|NP_001011930.1| KIDVAFVDRADIKQYIGPPSAAAIFKIYLSCLEELMKCQIIYPRQQLLTLRELEMIGFIEN----------NVSKLSLLLSEISRKSEGLSGRVLRKLPFLAHALYIQ------APSVTIEGFLQALSLAVDKQFEEKKKLSAHV----   599
gi|74003129|ref|XP_851775.1| RIDVAFVDRADIRQYIGPPSAAAIFKIYLSCLEELMKCQIIYPRQQLLTLRELEMIGFIEN----------NVSKLSLLLSEISRKSEGLSGRVLRKLPFLAHALYIQ------APTVTIEGFLQALSLAVDKQFEERKKLSSCI----   599
gi|118086321|ref|XP_418892.2| KIDMAFVDRADIKQYIGPPSAAAIFRIYLSCLEELMKCQIIYPRQHLLSLRELEMIGFVEN----------NVSRLSLVLKEISRRSEGLSGRVLRKLPFLAHALYIQ------SPSVTMTAFLQALSLVVDKQFEERKKLADCV----   599
gi|41053680|ref|NP_956876.1| KIDLAFVDRADIKQYIGPPSAKAIFNIYLSSLEELMKRQIIYPRQQLVSLEELETMNFMES----------DVTRLSLCLMNISQRSVGLSGRALRKIPFLAHALYGK------TSTMTLKGFLTAMEHAVNKQRQEQASLVNCV----   599
gi|79485764|ref|NP_194202.3| AIDVAFVDRADIKAYVGPPTLHVRYEILRSCVEELISKGIISSFQGCDGLSIPSFSSLKEKLSESEVHDTNTVPWFCKQLIEAAKGCEGLSGRSLRKLPFLAHAALAD------PYSHDPSNFLCTMIETAKREKSEQPE---------   599
gi|115458982|ref|NP_001053091.1| AIDIAFVDRADIKAYVGPPTLQARYEILRSCLQELLRVGILTHTQG---------------------------------------------GNSLWPTP--------------------------------------------------   599
gi|17533043|ref|NP_495711.1| TLDKALVDRADIVKNVGQPSDFARYSMLKSSIMELARIGVVIDNEVHTDYWPQDICDTKAP-----------RNEFTEILFKIAQEARGLSGRAISMLPTLVYSKSPE-------ETITLPNCMNLFLEAVKERLSRNN----------   599
gi|9755327|ref|NP_009745.2| SLDDAFVDRADGVFYVGNPTAEGILHILKVCIEEMITSGIILFHARSTGVKFFNKYQDILR------------------KIAIKCSTVDISGRTIRKLPLMCLSEYFR------TFPVDDDEFVLALAMSARKLSAARK----------   599
gi|45190349|ref|NP_984603.1| SMDPAFIDRADGIFNVPTPSTQGCQNILELNISKLLTAGVI--HASKEHMLYSPVVQAALQ------------------PIVSRCADLRLSGRTMGKLPLKALSENFT------NLPVDLKDFIVALASVI------------------   599
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