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gi|17563712|ref|NP_506728.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|156104876|ref|NP_002010.2| -----------------------------------------------GIILGPGSSTLFIERVTEEDEGVYHCKATNQKGSVESSAYLTVQGTSDKSNLELITLTCTCVAATLFWLLLTLFIRKMKR-SSSEIKT---------------   792
gi|114649218|ref|XP_509605.2| -----------------------------------------------GIILGPGSSTLFIERVTEEDEGVYHCKATNQKGSVESSAYLTVQGTSDKSNLELITLTCTCVAATLFWLLLTLFIRKMKR-ASSEIKT---------------   792
gi|73993482|ref|XP_534520.2| -----------------------------------------------GIILGPGSSTLFIERVTEEDEGVYHCKATNQKGSVESSAYLTVQGTSDKSNLELITLTCTCVAATLFWLLLTLFIRKLKR-SSSEIKT---------------   792
gi|194671875|ref|XP_001249769.2| -----------------------------------------------GIILGPGSSTLFIERVTEEDAGVYHCKASNLKGSAESSAHLTVQGTSDKSNLELITLTCTCVAATLFWLLLTLFIRKLKR-SSSEIKA---------------   815
gi|34328180|ref|NP_034358.2| -----------------------------------------------GIILGPGNSTLFIERVTEEDEGVYRCRATNQKGAVESAAYLTVQGTSDKSNLELITLTCTCVAATLFWLLLTLFIRKLKR-SSSEVKT---------------   793
gi|11276093|ref|NP_062179.1| -----------------------------------------------GIILGPGNSTLFIERVTEEDEGVYRCRATNQKGVVESSAYLTVQGTSDKSNLELITLTCTCVAATLFWLLLTLFIRKLKR-SSSEVKT---------------   792
gi|45383624|ref|NP_989583.1| -----------------------------------------------GIILGPGSRMLFIERVKEEDEGLYQCIATNLKGSVESTAYVTVQGTVERSNLELITLTCTCVAATLFWLLLTLFIRKLKRPYFSETKTN--------------   784
gi|72535148|ref|NP_001014829.2| -----------------------------------------------GIMLFPEEGTLHIDRITVEDQGFYTCQATNQRGSMESSAYIWVQNSSESLSLEIPTLACTCVVATLFWLLLTLLIRKLKHPNSVNGKA---------------   782
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gi|17509593|ref|NP_492969.1| ------ESELISETIKSLIGDNHLEIDPENLKISTENYIGSGFFGTVYRAELRRE-----RRNSNFMIVAVKEPSNIHNIRQKKILHEELNVMCSMEKHPNILSLVG-VVTQRNV------MIVTEYVEDGDLLKFLRKCK--FDKDS--   201
gi|193203328|ref|NP_492970.2| ------PFDQVKAKIESLVNENHLEIDPKNLTISNEQSIGSGFFGVVYRAKLRRKPTQEVSSHSIYFDVAVKESSNNHDISQKKLVYEELKVMCGMKKHPNILSLVG-VVIERNV------MLIMEYVEGGDLLKFLKRKS--YVRYQ--   182
gi|72001273|ref|NP_503375.2| ------ETEPINAIIKNLKFDERFEIDVNKFSFYNLSFLGNGYYGKVFKERMHKKQKNG-LDSENSLEVAVKRALRPEDPSEQQLMCEELNVMCVVGKHPNILALIR-WIRTNEI------LIVSEFVEKGDLVEYLRARRRYFNKDI--   210
gi|17535345|ref|NP_496130.1| ----KLELAPINEKIMYLHYYAEVEINEEDLDISKGRPLGSGEFGIIRKGFLRSKNSKN-EEKESRLEVAVKLPLNEYNQIQQELIYDELKVMCAVGKHPNILALVGGITFGERK------MIVSEFVENGDLLSFLRDNRIYFTNDQ--   283
gi|17535347|ref|NP_496123.1| ECPPELKLAPINDRIKYLHYYAEVEINEEDLDISKGRPLGSGEFGIIRKGFLRSKNSKN-KETESRLEVAVKSPLNEYNHIQQELIYDELKVMCAVGKHPNILALVGGITIGEKR------MIISELVENGDLLSFLRKNRRNFTIDQ--   279
gi|17535587|ref|NP_496025.1| -------TQPINERAEKLPYNPAFEIQPNNLDTFNRK-LGKGKFGIINKGLLTLRICKT--NEVVQVNVAVKKMVDPTDEKQDKLIYDEIKLMCAIGKHPNVLAIVGAITKKEKVSGREYNQAVSEFIEGGDLRSVLRNSPYTFQDEI--   273
gi|72000000|ref|NP_506771.2| ---IITDYQPLNERAEYLPYNPAFEIHSEHLDVFEKQ-FGQGNFGKVNKALLKLINQKT--GEVVRMDVAVKKPADSTDKSQDKLILDEIKLMCAIGKHPNVLAIVGAITKQEKVIGREHNLVVTEFVEGGDLRSVLKYTPYTFHDEL--   246
gi|32564384|ref|NP_497162.2| --------FLPNGKNQFSNFN--FEFHKDSLE-ILE-PIGSGHFGVVRRGIL----------KGTKTVVAVKSSSYRSSIGFQKVIVEELKLMSAIPKHPNVLALVGAITKNLRHGEL---YILMEYIDGGNLRDFLQQRRNVFIDEL--   905
gi|17568305|ref|NP_509836.1| PLPEEMKDLPVEERTYYLPYNNDYEIDPVNLE-ILN-PIGSGHFGVVKKGLLGMAYPKSKIESKTRLPVAVKSSTNPFNVELQKMMAEELKVMCAIPKNPNVLALIGAVTKNMRQGQL---YIVTEFIDGGNLREFLQAHRNTFINEL--   959
gi|17568311|ref|NP_509835.1| TVSEKINNLPVEERIDYLTYNEDYEIDLENLE-ILE-TLGSGQFGIVKKGYLNMASSKN-FGFESRLSVAIKSSTDSSNMELQKMFFEELKLMCAIPKHPNVLSLVGAVTKNMEIGEL---FIVTELIDGGNLREFLRERRDVFANEL--   964
gi|17535101|ref|NP_496017.1| ---------PLNDKLDYLPYKKQYEIASENLE-NKS-ILGSGNFGVVRKGILKMASPKNEEEKKMRLTVAVKSAANCYDISQTSMLAAELRLMCSIGRFPNVLALVGAVTSELRKGRL---LIVTEYIDCGDIRKYLIDHRNVFQDHL--   252
gi|25146689|ref|NP_741035.1| ---------PINERIENLEFDPRFEIDQAKLE-ISEDKLGSGFFGEVCYGLLSMRTSNTETDTLQKLSVAVKQSNDPTQENQEKMIEDETKLMCAIGRNPNILAIIGAVTANSGSARN---LLIVEFVECGDLLKFLEEKKSIFKDEL--   252
gi|17535589|ref|NP_496022.1| ---------DMCIRDNISIGNIPVEIDPSNLK-FSS-VLENGYFCKIRRGTLNINVTAEEKNSNKLVDVLVKR---PKNHIEKEMLENELTILRLIGRHPNVLALIGYTSP--MFGRT---VVVYESVELGNLQHVLKITKNNFELVG--   187
gi|17563712|ref|NP_506728.1| -----------------MISNNEVQLDP-SLKINLSYLIIEEKEIEHYYSRIRLGKMKSMGAHKNSPTLSIKCALLRNDITHQKMIQDELVTLSSLRSHSCILALVGYVREPNML------LIVSEHAEHGRLDQFLIDRKLNFNNQL--   124
gi|156104876|ref|NP_002010.2| ---DYLSIIMDPDEVPLDEQCERLPYDASKWEFARERLKLGKSLGRGAFGKVVQASAFGIKKSPTCRTVAVKMLKEGATASEYKALMTELKILTHIGHHLNVVNLLGACTKQGGP-----LMVIVEYCKYGNLSNYLKSKRDLFFLNKDA   934
gi|114649218|ref|XP_509605.2| ---DYLSIIMDPDEVPLDEQCERLPYDASKWEFARERLKLGKSLGRGAFGKVVQASAFGIKKSPTCRTVAVKMLKEGATASEYKALMTELKILTHIGHHLNVVNLLGACTKQGGP-----LMVIVEYCKYGNLSNYLKSKRDLFFLNKDA   934
gi|73993482|ref|XP_534520.2| ---DYLSIIMDPDEVPLDEQCERLPYDASKWEFARERLKLGKSLGRGAFGKVVQASAFGIKKSPTCRTVAVKMLKEGATASEYKALMTELKILTHIGHHLNVVNLLGACTKQGGP-----LMVIVEYCKYGNLSNYLKSKRDLFFLNKDA   934
gi|194671875|ref|XP_001249769.2| ---DYLSIIMDPDEVPLDEQCDRLPYDASKWEFARERLKLGKSLGRGAFGKVVQASAFGIKKSPTCRTVAVKMLKEGATASEYKALMTELKILTHIGHHLNVVNLLGACTKQGGP-----LMVIVEYCKYGNLSNYLKSKRALFFLNKDA   957
gi|34328180|ref|NP_034358.2| ---DYLSIIMDPDEVPLDEQCERLPYDASKWEFARERLKLGKSLGRGAFGKVVQASAFGIKKSPTCRTVAVKMLKEGATASEYKALMTELKILTHIGHHLNVVNLLGACTKQGGP-----LMVIVEYCKYGNLSNYLKSKRDLFCLNKDA   935
gi|11276093|ref|NP_062179.1| ---DYLSIIMDPDEVPLDEQCERLPYDASKWEFARERLKLGKSLGRGAFGKVVQASAFGIKKSPTCRTVAVKMLKEGATASEYKALMTELKILTHIGHHLNVVNLLGACTKQGGP-----LMVIVEYCKYGNLSNYLKSKRDFFCLNKDA   934
gi|45383624|ref|NP_989583.1| ---HYLSIIMDPDEVPLDEQCECLPYDASKWEIARERLKLGKSLGHGAFGKVVQASAFGIKKSPTCRIVAVKMLKEGATASEYKALMTELKILIHIGHHLNIVNLLGACTKNGGP-----LMVIVEYCKYGNLSNYLKSKRNFFSPTKDP   926
gi|72535148|ref|NP_001014829.2| ---EYLPIILHPGEEPLVEHCDRLQYDPAKWEFPRDRLKLEKPLGRGAFGRVMQASAVGTGNSASCTTVAVKMLKDGATPSEHKALMTELKILNHIGHHINVVNLLGACTKSGGP-----LMVIVEYCQFGNLSAYLKSKREVFLLNR--   922
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                                                                              :   ** .   *:* .* :*                           :*  *. *.:::. .  ::* ::*:.                 
gi|17509593|ref|NP_492969.1| ------------------VKLDEKS-----------------------------------LCKADLFSFTFQIANGMQYLERVP----------------------CVHRDLALRNVLIKNNGVLKIADFGLARRHDKKDYYRT-KTTDT   275
gi|193203328|ref|NP_492970.2| ------------------LEPDGDA-----------------------------------LCMADLLSFAFQIAHGMQYLERVP----------------------CVHRDLALRNVLIKRNGVIRIADFGLARRHENKDYYRT-RSVGT   256
gi|72001273|ref|NP_503375.2| ------------------VCVEDNGRL---------------------------------LCPTDLLSFAFQIANGMKFLGNVA----------------------CVHRDLALRNVFVKRNRIIRIADFGLARWHENKEYYR--KKTDV   285
gi|17535345|ref|NP_496130.1| ------------------WTLETEQDS---------------------------------LSLVDLLSFAFQIAKGMEYLIHVP----------------------CVHRDLALRNVLIKKNRIIRIADFGLARRHKNKDYYKT-QSVDT   359
gi|17535347|ref|NP_496123.1| ------------------LAFEPEKPS---------------------------------LGLVDLVSFAFQIAKGMEYLIHVP----------------------CVHRDLALRNVLIKGNMVIRIADFGLARRHKNKDYYKT-QSVDT   355
gi|17535587|ref|NP_496025.1| ------------------TSRERTGGQNVDA------------------------EVFDTISTSDLFSFAYQIANGMEYLASLP----------------------CVHRDLALRNVFVKKNKIIRIGDFGLARHNGDKDYYKVKYSPET   359
gi|72000000|ref|NP_506771.2| ------------------TSTDRTGGQMVNS------------------------DIFDELSTSDLYSFAYQIANGMEYLAAKPVRFFWGKSGANFQFLKKSEFPKCVHRDLALRNVFVKRNKMIRIGDFGLARHHSKKSYYRMQCNPDT   354
gi|32564384|ref|NP_497162.2| ------------------HDN-------------------------FDENIPLIRPDFNSLSTTDLVGIAHQIANGMEWLGNVP----------------------CVHGNLCCRKVLISKTKTIRITDYGVGD--------RQRKSS--   980
gi|17568305|ref|NP_509836.1| ------------------VEDEHVPVDDSYLVPNSVKKKIYKFDEKLGEGTRLLVEDPDALCTSDLLSIGLQIAKGMAWLADVP----------------------CVHRDLACRNVLITKTKIVRIADFGLSKKHTNKTYYRTKKSKDT  1069
gi|17568311|ref|NP_509835.1| ------------------VEKGYIFLTN----------VRENVPKREVEKEQLLIDEFNSLCTSDLLSIGLQIANGMDWLANIP----------------------CVHRDLACRNVLISKTKIIRIADFGLAKKHTDKAYYRVRESLDT  1064
gi|17535101|ref|NP_496017.1| ------------------IEDKTEPDSYLTP--ISAKRKNYVFKNTDENSDYVIKESLDSLTTSDLLSFGLQIANGMQYLASIP----------------------MVHRDLALRNVLLKKNKTIRIADFGMARTHENKSYYIPQKTKDA   360
gi|25146689|ref|NP_741035.1| ------------------VYEKNGYLLP--------KSIRRKTYMFNENEDDVIEESLDSLCTSDLLSFSYQIAEGMEYLASIP----------------------CVHRDLALRNVLLNKNKTIRIADFGLARKYQVDGYYRITKGVGT   354
gi|17535589|ref|NP_496022.1| ------------------VPET-------------------------------EFSGLDEFCVSDLHSFAFQIANGMEYLTHIP----------------------VIHRFLALRNIFLKRNKTIRIANFGLSKNVN---DYRIIDSMDT   263
gi|17563712|ref|NP_506728.1| ------------------TCSDGSNQKVYNFN---------------NGEQERISDDMQALCTLDLLSYGYQIAIAMKFLADSR----------------------CLHRALALRSIFVTRNKTIRIGEFGLARINARKEYYIM-KSPQL   218
gi|156104876|ref|NP_002010.2| ALHMEPKKEKMEPGLEQGKKPRLDSVTSSESFASSGFQEDKSLSDVEE-EEDSDGFYKEPITMEDLISYSFQVARGMEFLSSRK----------------------CIHRDLAARNILLSENNVVKICDFGLARDIYKNPDYVR--KGDT  1059
gi|114649218|ref|XP_509605.2| ALHMEPKKEKMEPGLEQGKKPRLDSVTSSESFASSGFQEDKSLSDVEE-EEDSDGFYKEPITMEDLISYSFQVARGMEFLSSRK----------------------CIHRDLAARNILLSENNVVKICDFGLARDIYKNPDYVR--KGDT  1059
gi|73993482|ref|XP_534520.2| ALHMEPKKEKMEPDPEQDKKQRLDSVTSSESFASSGFQEDKSLSDVEE-EEDSDDFYKQPITMEDLISYSFQVARGMEFLSSRK----------------------CIHRDLAARNILLSENNVVKICDFGLARDIYKNPDYVR--KGDT  1059
gi|194671875|ref|XP_001249769.2| ALHVEPKKEKMEPDLEQGEKQRLDSVTSSESFASSGFQEDKSLSDVEE-EEDFDDFYKQPITMEDLISYSFQVARGMEFLSSRK----------------------CIHRDLAARNILLSENNVVKICDFGLARDIYKNPDYVR--KGDT  1082
gi|34328180|ref|NP_034358.2| ALHMELKKESLEPGLEQGQKPRLDSVSSS-SVTSSSFPEDRSVSDVEG-DEDYSEISKQPLTMEDLISYSFQVARGMEFLSSRK----------------------CIHRDLAARNILLSENNVVKICDFGLARDIYKNPDYVR--RGDT  1059
gi|11276093|ref|NP_062179.1| ALHMEPKKEKLEPDLEQDQKPRLDSVSSSESFTSSGFQEDKSVSDVEG-GEDYSEISKQPLTMEDLISYSFQVARGMEFLSSRK----------------------CIHRDLAARNILLSENNVVKICDFGLARDIYKNPDYVR--RGDT  1059
gi|45383624|ref|NP_989583.1| SLQGELMKDKKGIEPVEGKKQRLASVTSSESFASSGFQEDKSLSDAEEDEEDAAELYKLPLTMEDLISYSFQVARGMEFLSSRK----------------------CIHRDLAARNILLSENNVVKICDFGLARDIYKNPDYVR--KGDA  1052
gi|72535148|ref|NP_001014829.2| ------VNKEEEGVMKEGCKGRLTSVSSRQSNASSGFSEER--GEISEEDSYCLSELSDPLLLEDLISYSFQVARGMEFLASRK----------------------CIHRDLAARNILLSNNNVVKICDFGLARDLYKDPDYVR--NGDA  1040
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gi|17509593|ref|NP_492969.1| ALPIKWLAPECFEEEEEK--IRFDSKSDVWSYGVCLYEIFSLGESPYNELDSNN--FAFLQVLADFLRKGNTLSEPEHCAP-KMYYFMKSCWNLIPEERPSFTACTNFSRTQLNQLSNEVQLFEPIE-----------------------   397
gi|193203328|ref|NP_492970.2| AIPLNWLAPECFEGSIN----KFDSKSDVWSFGVCLFELFSLGEPPYKELESNN--IAYDLLLADFLRKGNQLSQPEHCTL-EIYTFMKACWNLIPEARPSFSACTRFFQIRLNKLSEEVCLIEFFIKTIETIESEANEQRCYKKWI---   396
gi|72001273|ref|NP_503375.2| GFPMKWLAPECFEFEQERENIKFDSKSDIWSYGVCLYEIFSLGVSPYEGLDFR---PDYFQGLMKYVRDGNQLPSPEHGSD-KIYEFMQSCWNLNPDKRPVFSECRDFFQKLLQQVSKP--FFENLLKEIQ---NEEKLQTSYDN-----   421
gi|17535345|ref|NP_496130.1| PLPIHWMAPESID------KLLFTQKSDVWSYGVCLYELFSLGKSPYENVIKYDQRDFYWKYVLSYLNEGKRLAQPAHADA-EIYNVMKLCWDLDMNSRTTFLDCIEFFEKELKTTSNEY-FLDLTRKLRSETNNQLRLSNWLSDEKHCD   501
gi|17535347|ref|NP_496123.1| PLPIHWMAPESID------KLLFTQKSDVWSYGVCLYELFSLGKSPYKNVIKYDERDSYCKYVLAYLNEGKRLAQPAHADA-EIYNVMKLCWDLDMNSRTTFLDCIEFFEKELKTTSNEY-FLDLTRKLRSETNNQLRLSNWLSDEKHCD   497
gi|17535587|ref|NP_496025.1| PLPIFWLAPECFDDG-----TSFTEMTDVWSYGVCLFELFSLGASPYLEEFQNF--FDPIYYVVAFLESGKRLSSPKYCRS-DIYNFMLECWNSDAKQRPRFTKCKEFFKNLIKRKNVRH--TN--------------------------   473
gi|72000000|ref|NP_506771.2| PLPIFWLAPECFNE------SKFTEMTDVWSYGVCLFELFSLGESPYKKLHN-----SPSYDVVHYLKKGYRLSAPRYCNA-EIYEFMLYCWNIDATLRPKFTECKDFCKSLITRKKLKK--IESRLQMEEQLQNELSLA----------   480
gi|32564384|ref|NP_497162.2| --SMRWMAPEAIEHQ------MFSSKSDVWSFGICLYEIFTLGGTPYPTCVT--------ENILKHIKNGSRNLQPEYCPS-ALYDLMQLCWRAPPQDRPKFSLCSELIEKQLKDLTISF------------------------------  1083
gi|17568305|ref|NP_509836.1| PLPVRWMPLECIEEF------KFTQKSDVWSFGICLYEIFTLGGTPYPNCDT--------FNVIEFIRNGNRNKQPEYCHD-EIYELMKVCWQFNPKDRPTFNDCITFFENHMRDSSSQFLERVENMLHTEMQEQSKLDDWIQDSRPDVP  1204
gi|17568311|ref|NP_509835.1| PLPVRWMPLESITDL------TFTQKSDVWSYGICLYEIFTLGGTPYPDCPN--------FSLVEYIKTGNINKRPSNCHK-DVYKIMKMCWQASPDDRPTFAECIKLFKNHIQYFASKLLQQIEKDLECEKNNQQKFHYWVQKPTQLFF  1199
gi|17535101|ref|NP_496017.1| PVPVRWMSPEAFDTM------KFTEKSDVWSFGICLYEIFTLGQLPYPDVPS--------ERIYEYMHSGRRCPQPQHCHV-ELYDLMKLCWHEKPELRPNFSNCVEYFIGHMKKSASKLLENVDEMLRVEAENQRKLEDWIRVERSESV   495
gi|25146689|ref|NP_741035.1| PMPARWMAPEVMREG------KCTEKSDVWSYGVSLYEMFSLGELPYSNVSN--------SDVFEHVVQGNQLPMPQYCHP-KMYDRMKQFWNFDATFRPSFSKCVEFFEEHLSVSATNLLEQIQKTLKSEAERQSKLEDWIRRD-----   484
gi|17535589|ref|NP_496022.1| PVPLYWMAPESYNEL------IFNEKTDVWSFGVCLYELYSLGEDPYENVKTLF------DHLMEYLEKGNRLSKPKYIDSPEIFDFMKICWNFKPETRPCFSDCAQFFKSHLQEFPPALLEQTQSELKLESNIRKL-------------   388
gi|17563712|ref|NP_506728.1| PLAPEVMAPESSEDK------KFTEKSEVRSFAVCLTGIFQLGVPPHEAVNA----------VYCGQDIERKLPELQYCHP-DMYSFLSSCWNFDPEARPTYSKCVEFFDDHFSENQIMIGKQITEKLKSAKNYQDKLKIGTSENRFL--   349
gi|156104876|ref|NP_002010.2| RLPLKWMAPESIFDK------IYSTKSDVWSYGVLLWEIFSLGGSPYPGVQMD-------EDFCSRLREGMRMRAPEYSTP-EIYQIMLDCWHRDPKERPRFAELVEKLGDLLQANVQQDGKDYIPINAILTGNSGFTYSTPAFSEDFFK  1195
gi|114649218|ref|XP_509605.2| RLPLKWMAPESIFDK------IYSTKSDVWSYGVLLWEIFSLGGSPYPGVQMD-------EDFCSRLREGMRMRAPEYSTP-EIYQIMLDCWHRDPKERPRFAELVEKLGDLLQANVQQDGKDYIPINAILTGNSGFTYSTPAFSEDFFK  1195
gi|73993482|ref|XP_534520.2| RLPLKWMAPESIFDK------IYSTKSDVWSYGVLLWEIFSLGGSPYPGVQMD-------EDFCSRLKEGMRMRAPEYATP-EIYQIMLDCWHKDPKERPRFAELVEKLGDLLQANVQQDGKDYIPLNAILTGNSGFTYSSPAFSDDFFK  1195
gi|194671875|ref|XP_001249769.2| RLPLKWMAPESIFDK------IYSTKSDVWSYGVLLWEIFSLGGSPYPGVQMD-------EDFCSRLKDGMRMRAPEYATP-EIYQTMLDCWHKDPKERPRFVELVEKLGDLLQANVQQDGKDYIPLNAILTGNTAFTYSTPAFSEDFFQ  1218
gi|34328180|ref|NP_034358.2| RLPLKWMAPESIFDK------VYSTKSDVWSYGVLLWEIFSLGGSPYPGVQMD-------EDFCSRLKEGMRMRTPEYATP-EIYQIMLDCWHKDPKERPRFAELVEKLGDLLQANVQQDGKDYIPLNAILTRNSGFTYSTPTFSEDLFK  1195
gi|11276093|ref|NP_062179.1| RLPLKWMAPESIFDK------VYSTKSDVWSYGVLLWEIFSLGGSPYPGVQMD-------EDFCSRLKEGMRMRTPEYATP-EIYQIMLDCWHKDPKERPRFAELVEKLGDLLQANVQQDGKDYIPLNAILTRNSGFTYSVPTFSEDFFK  1195
gi|45383624|ref|NP_989583.1| RLPLKWMAPESIFDK------IYNTKSDVWSYGVLLWEIFSLGASPYPGVQID-------EDFCSKLKEGTRMRAPEQATE-EIYQIMLDCWRSNPNERPWFSELVKRLGDLLQASVQQEGKDYIPLDTIFTAESGF----PPASDPLCN  1184
gi|72535148|ref|NP_001014829.2| RLPLKWMAPESIFDK------VFTTQSDVWSYGVLLWEIFSLGASPYPGLNMD-------EEFCRRLKHGTRMCSPQYSTP-EIYSIMCACWENNPEDRPSFTTLVEILGDLLQTCVQQDGKDYIPLNAFKSG------EGHTITTHLNQ  1170
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gi|17509593|ref|NP_492969.1| -------------------------------------------------------------------------------------------------------------------------------------------------   397
gi|193203328|ref|NP_492970.2| -------------------------------------------------------------------------------------------------------------------------------------------------   396
gi|72001273|ref|NP_503375.2| -------------------------------------------------------------------------------------------------------------------------------------------------   421
gi|17535345|ref|NP_496130.1| S------------------------------------------------------------------------------------------------------------------------------------------------   502
gi|17535347|ref|NP_496123.1| S------------------------------------------------------------------------------------------------------------------------------------------------   498
gi|17535587|ref|NP_496025.1| -------------------------------------------------------------------------------------------------------------------------------------------------   473
gi|72000000|ref|NP_506771.2| -------------------------------------------------------------------------------------------------------------------------------------------------   480
gi|32564384|ref|NP_497162.2| -------------------------------------------------------------------------------------------------------------------------------------------------  1083
gi|17568305|ref|NP_509836.1| NVSFQKSPKKQKEERYLIVESHA--------------------------------------------------------------------------------------------------------------------------  1227
gi|17568311|ref|NP_509835.1| -------------------------------------------------------------------------------------------------------------------------------------------------  1199
gi|17535101|ref|NP_496017.1| -------------------------------------------------------------------------------------------------------------------------------------------------   495
gi|25146689|ref|NP_741035.1| -------------------------------------------------------------------------------------------------------------------------------------------------   484
gi|17535589|ref|NP_496022.1| -------------------------------------------------------------------------------------------------------------------------------------------------   388
gi|17563712|ref|NP_506728.1| -------------------------------------------------------------------------------------------------------------------------------------------------   349
gi|156104876|ref|NP_002010.2| ESISAPKFNSGSSDDVRYVNAFKFMSLERIKTFEELLPNATSMFDDYQGDSSTLLASPMLKRFTWTD-SKPKASLKIDLRVTSKSKESGLSDVSRPS-FCHSSCGHVSEGKRRFTYDHAELERKIACCSPPPDYNSVVLYSTPPI  1338
gi|114649218|ref|XP_509605.2| ESISAPKFNSGSSDDVRYVNAFKFMSLERIKTFEELLPNATSMFDDYQGDSSTLLASPMLKRFTWTD-SKPKASLKIDLRVTSKSKESGLSDVSRPS-FCHSSCGHVSEGKRRFTYDHAELERKIACCSPPPDYNSVVLYSTPPI  1338
gi|73993482|ref|XP_534520.2| EDISAPKFNSGSSDNVRYVNAFNFMSLERIKTFEELSPNTTSIFDDYQVDSSTLLASPLLKRFTWAE-SKPKASLKIDLRVTSKSKESGLSDLTRP--FCHSRCGHINRGRRRFTYDNSELEKKISCCSPPPDYNSVVLYSTPPV  1337
gi|194671875|ref|XP_001249769.2| EDISAPKFNSGSSDNVRYVNAFNFISLEKLKTFEEFSPNGTSLLDDYQLDSGTLLASPLLKRFTWAE-SKPKAPLN--LRVTSKSKESGLSDLSRPT-FCHASCGHLGAGHRRFTYDHSELERKISCCSPPPDYNSVVLYSTPPV  1359
gi|34328180|ref|NP_034358.2| DGFADPHFHSGSSDDVRYVNAFKFMSLERIKTFEELSPNSTSMFEDYQLDTSTLLGSPLLKRFTWTE-TKPKASMKIDLRIASKSKEAGLSDLPRPS-FCFSSCGHIR-PVQ---DDESELG-KESCCSPPPDYNSVVLYSSPPA  1333
gi|11276093|ref|NP_062179.1| DGFTDPKFHSGSSDDVRYVNAFKFMSLERIKTFEELSPNATSMFEDYHLDTSSLLTSPLLKRFTWTE-TKPKASMKIDLRITSKSKEAGLSDLPGPS-FCFSSCGHIR-PVRQEDEDDPELG-KESCCSPPPDYNSVVLYSSPPA  1336
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