
                                                                                                                                                                                        
gi|19921526|ref|NP_609946.1| ------------------------------------------------------------------MSGKNRKRTASSSSSGEEPDSEEESR---------LKDLQERDEFA------------------SRLKKRDDDRTRN-------   150
gi|158299819|ref|XP_319843.4| -------------------------------------------------------------------CLLNMSKNTDRRKSYSSEDSSDEER---------HRDLKERDEFS------------------KRLKQRDESNTRN-------   150
gi|17531507|ref|NP_497027.1| ----MSVEQFINDQLHSIVGISDRSICQYVHALAKKAKSAPDLVEKLRDAGDFPISPAIQSFADQLMSRMPRQATSARQRGPTTAELAEQELNRLNRAVGVLEDYSASSTKT------------------KNVRKRKESSSEDDEAP---   150
gi|30794426|ref|NP_081263.1| MATPAGLERWVQEELHSVLGLSERHVAQFLIGTAQRCASAEEFVQRLRDTDTLDLGGPARDFALKLWSKVPRKAVVEKPARAAEREARALLEK--NRSYKLLEDSE-SGEEAVGSNGSSLQKKR---KRRKHLRKKHQEDEEDEEEE-VS   150
gi|47059171|ref|NP_997661.1| MATPAGLERWVQEELHSVLGLSERHVAQFLIGTAQRCASAEEFVQRLRDTETLDLGGPARDFALKLWSKVPRKAVVEKPARAAEREARALLEK--NRSYKLLEDSE-SGEEAVARDGSSLQKKR---KRRKHLRKKQQE-EEEEEEE-AS   150
gi|255982614|ref|NP_003578.2| MATPAGLERWVQDELHSVLGLSERHVAQFLIGTAQRCTSAEEFVQRLRDTDTLDLSGPARDFALRLWNKVPRKAVVEKPARAAEREARALLEK--NRSYRLLEDSEESSEETVSRAGSSLQKKR---KKRKHLRKKRE-EEEEEE---AS   150
gi|108860675|ref|NP_001035839.1| MATPAGLERWVQDELHSVLGLSERHVAQFLIGTAQRCTSAEEFVQRLRDTDTLDLSGPARDFALRLWNKVPRKAVVEKPARAAEREARALLEK--NRSYRLLEDSEESSEETVSRAGSSLQKKR---KKRKHLRKKRE-EEEEEEEEEAS   150
gi|76650576|ref|XP_872459.1| MATPAGLERWVQDELHSVLGLSERHVAQFLIGTAQRCASAEEFVQRLRDTDTLDLSGPARDFALRLWNKVPRKAVVEKPARAAEREARALLEK--NRSYMLLEDSEESSEETVGRAGSSVQKKR---KKRKHLRKKREAEEEDEEEEQVS   150
gi|73972115|ref|XP_856794.1| MATPAGLERWVQDELHSVLGLSERHVAQFLIGTAQRCASAEDFVQRLRDTDTLDLSGPARDFALRLWTKVPRKAVVEKPARAAEREAQALLEK--NRSYKLLEDSEESSEETVGRTGSSLQKKR---RKRKHLRKKCQ--EEEEEEEEIS   150
gi|41053341|ref|NP_956318.1| MAN---LEQWVSDQLHDILGLSDRYVAQFMIGLVQKSSGPQDFVSRLQDTGTIDIDQRITAFAHELYDKAPKKHVVEKPARAIERQVMEMERK--NRTYTLLEDSESDGEAAREGGKEKKSKERDKGKKRKHLRQKRDESPSSSEED-KK   150
gi|22329903|ref|NP_174527.2| MASN-DLKTWVSDKLMMLLGYSQAAVVNYLIAMAKKTKSPTELVGELVDYG-FSSSGDTRSFAEEIFARVPRKTAGVNLYQKHEAEAAMLVRK--QKTYALLDADDDEDEVVVEKKSSVSESRKSD-KGKKRFRKKSGQS-DESDG-EVA   150
gi|145360634|ref|NP_181077.3| MGSN-DLNTWVSDKLMVLLGFSQTAVVQYLIAMAKQSKSPGELVRELVECG-FSLSGDTRAFAEEIYARAPRKTPGVNLYQQQEAEAAMLLKK--QKTFSLLEADHDEDENNVKKQS-ASKTGKSD-KGQKRFRKKSEQLEDDDDE-VVI   150
gi|115475958|ref|NP_001061575.1| MASDGQLRDWVSDKLMSLLGYSKSVVVQYVIRLAKECSSTGDLVGKLVEFG-FTSSAETRSFAADIYAKVPRKASGISNYQKQEREAAKLVKK--QSTYKLLADEEDNDAETITSTSRQSSASTSS-KSRKHFRRKAEDQDDGNDDDETK   150
gi|39972399|ref|XP_367590.1| ---------MSSNKKYAFLPMQDDEVGPQKVKKSSKDRR-----------------DKKKESSSSRHSRSHRRSRSRSPARESSSKHYRSRAK------DSRRDYDRHSSRRDD---------------KEDRWADDEPLTDDGADEPEF   150
gi|85099496|ref|XP_960795.1| ---------MAS-KRYAFVPMDDEPAAPSKSDRKDRDR------------------DSKRDRKRDR-SRSPRRHKSRRPD-DSDSTRRQSRSR------SPRKDDSRSDSRRD-------------------------------------   150
gi|6324338|ref|NP_014408.1| --------------------MSS-------ITSETGKRR------------------VKRTYEVTRQNDN-----AVRIEPSSLGEEEDKEAK----------DKNSALQLK--------------------------------------   150
gi|45188160|ref|NP_984383.1| --------------------MSDP-----DVVGGTGKRR------------------IKRKFDEDIEQDIRAPTAEVRNTGSEHGAGATEEIY----------GTTDSAQMQ--------------------------------------   150
gi|50310679|ref|XP_455361.1| --------------------MGTSGDENGTKLTGSGQRR------------------AKRTYESIESVNAN--TNSFSPADQVLDSSPDPSLK----------DGKAHYSVN--------------------------------------   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                        :          ..  :                      ::  :  :   .: :           
gi|19921526|ref|NP_609946.1| -------------VVDSTGGRRAIEEATKRLKLEHEDRDKIVP-----------------------------------------HLRLQSRRQYLEKRKDDKVAELEADILDD---EYLFDESVLTKREKEEREYKKQLLNIAKEHEKAR   300
gi|158299819|ref|XP_319843.4| -------------VAASSDKR--GADAAKRLRLETADREKLLP-----------------------------------------ELRKQSRRQYLEKRKEDKVAELEADIRDD---EYLFPEAEITERERRDREHKKRLLQIAKDHEKAR   300
gi|17531507|ref|NP_497027.1| --IKASKPGKSVKPSKSDDSESDIEAMEAKLDADIAERDALAARINKKEKDKTRNVME-----------KKRDDNKDKEGSSMDKLREESRRQYLKKRKVDKLEELEAIVHDD---QTLFAREKLTKREKADMEYRKKVLEYTKAHGKAG   300
gi|30794426|ref|NP_081263.1| ESGKRKAGGSKSPTEEKPASEDEWERTERERLQDLEERDAFAERVRQRDKDRTRNVLERSDKKAYEEAQKRLKMAEEDRKAMVPELRKKSRREYLAKREREKLEDLEAELADE---EVLFGDVELSRHERRELKYKRRVRDLAREYRAAG   300
gi|47059171|ref|NP_997661.1| ESGKRKTGGSKSPTEEKPASEDEWERTERERLQDLEERDAFAERVRQRDKDRTRNVLERSDKKAYEEAQKRLKMAEEDRKAMVPELRKKSRREYLAKREREKLEDLEAELADE---EVLFGDVELSRHERRELKYKRRVRDLAREYRAAG   300
gi|255982614|ref|NP_003578.2| EKGKKKTGGSKQQTE-KPESEDEWERTERERLQDLEERDAFAERVRQRDKDRTRNVLERSDKKAYEEAQKRLKMAEEDRKAMVPELRKKSRREYLAKREREKLEDLEAELADE---EFLFGDVELSRHERQELKYKRRVRDLAREYRAAG   300
gi|108860675|ref|NP_001035839.1| EKGKKKTGGSKQQTE-KPESEDEWERTERERLQDLEERDAFAERVRQRDKDRTRNVLERSDKKAYEEAQKRLKMAEEDRKAMVPELRKKSRREYLAKREREKLEDLEAELADE---EFLFGDVELSRHERQELKYKRRVRDLAREYRAAG   300
gi|76650576|ref|XP_872459.1| EKGKRKTGEKKEQTE-KPESEDEWERTERERLQDLEERDAFAERVRQRDKDRTRNVLERSDKKAYEEAQKRLKMAEEDRKAMVPELRKKSRREYLAKREREKLEDLEAELADE---EFLFGDVELSRHERRELRYKRRVRDLAREYRAAG   300
gi|73972115|ref|XP_856794.1| EKGRRKTGGSK-QTE-KPESEDEWERTERERLQDLEERDAFAERVRQRDKDRTRNVLERSDKKAYEEAQKRLKMAEEDRKAMVPELRKKSRREYLAKREREKLEDLEAELADE---EFLFGDVELSRHERRELKYKRRVRDLAREYRAAG   300
gi|41053341|ref|NP_956318.1| KSITFKDEPKKAGKE--DEEEEEWERGERERLQDLEERDAFAERVKQKDKDKTRNILERNDKKAYEEAQKRIKMAEEDKRKMLPELRKQSRRQYLSKREQEKLEDLEAEIKDE---EYLFSTQNLTDRERKDLEYKRTIRDMAKEYKKAG   300
gi|22329903|ref|NP_174527.2| VREDS-RHVRRKVSE---EDDGSESEEE--RVRDQKEREELEQHLKDRDTARTRKLTEQTLSKKEKEEAVRRANALEKDD--LYSLRKVSRQEYLKKREQKKLDELRDEIEDE---QYLFGGEKLTETELREFRYKKELYDLVKKRTQDE   300
gi|145360634|ref|NP_181077.3| VREDK-RNVRRKVSED--EDDGTESEEE--RLRDQREREELEQHLRERDTARTRKLTEPKMSKKEQEEFVRRDSAVDKGD--IESLRKFSWQEYMKKRKQKKVLELKDDIEDE---PYLFGDEKLTEREIREFRYKREIYELIKKSTQEE   300
gi|115475958|ref|NP_001061575.1| IKQDSGRNVKRRTEEVDDEDDGNDTDEEQERIRDQQERAQLEKNMRERDAANTRKLMERQLSKEEQEEITRRSQAMDKND--TSDLRKFSRQAYLQKRRDKKIDEIRDEILDH---EYIFQDVKLTEAEEKEFRYKKKIYDLVKEHVESA   300
gi|39972399|ref|XP_367590.1| EQSASKRVKISHGDDAEDADLSDGAREELQAQRDRAEREAFSNRLKERDDGRSKKGGKEDLATSLR---RSLADDAKGRSEAVADLRERSRQEYFKKRETEKIALFRKQVAEET--AELRSGVALSEKEKAEFAENRKLLALIEERLRID   300
gi|85099496|ref|XP_960795.1| -----------------------------------------------REDPK------------------------------MSDLRLKSRYDYLKKREAEKLALLRKQVAEET--AELRSGVRLSEKEKAEFARNREILRLAEERARID   300
gi|6324338|ref|NP_014408.1| ------------------------------------------------------------------------------------RSRYDPNKVFSNTNQGPEKNNLKGEQLGSQKKSSKY-DEKITSNN--ELTTKKGLLGDS-ENETKY   300
gi|45188160|ref|NP_984383.1| ------------------------------------------------------------------------------------ELRRLARQRYLDRREREKLDWAIRDLALLEEDVKKYGWDKLTERERREIGTKRQLVQIVRERDAAA   300
gi|50310679|ref|XP_455361.1| ------------------------------------------------------------------------------------SIKSMVEQKVLTKRQRSQLHWLVKDLQILEDDIKRYGWNNLTVSEREEISLKRELLKLLNETGKDY   300
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gi|19921526|ref|NP_609946.1| ---ELERI-QRYNMP----QDLKKG-----ERSEYVE-VDEFEKQPNSEQKKWEAEQLASARFHFGAKDAKA------EEEYELLLDDQ--IDFIQ-ALTLDGSREKSSS-----RQPELTEKERKRLTLDET------RRSLPVYPFKE   450
gi|158299819|ref|XP_319843.4| ---ELERV-QRYRMP----KDVKKG-----EMEEYVE-VDERERMPHSEQKKWEAEQLASAVYGFGSKDAKERA--AQQQEYELLLDEQ--IDFVE-ALQMAGTKKKDD-------KPELTEAQRKKMTIEET------QKTLPIYPFKE   450
gi|17531507|ref|NP_497027.1| ---DVMKM-KRYHLP----DASTKQ-----IPSQYVE-DDEEDFRPGGDGAKWEEEQLMASMLHLGAKDAKRK-----EQEFELLLDEK--VDFIQ-ALQMPGTN----------EEVVETEAEKKKMSIEET------RKSLPVYAFRD   450
gi|30794426|ref|NP_081263.1| EQEKLEAT-NRYHMP----KETRGQ----PARTVDIV-EEES-GAPGEEQRRWEEAQLGAASLKFGARDAAA-----QEAKYQLVLEEDETIEFVR-AAQLQGDEELS-------GPPLSAQAQ-QKESIQAV------RRSLPVFPFRE   450
gi|47059171|ref|NP_997661.1| EQEKLEAT-NRYHMP----KETRGQ----PARATDIV-EEES-GAPGEEQRRWEEARLDAASLKFGARDAAA-----QEPQYQLVLEEDETIEFVR-AAQLQGDEEPSS------GPPLSAQAQ-QKESIQAV------RRSLPVFPFRE   450
gi|255982614|ref|NP_003578.2| EQEKLEAT-NRYHMP----KETRGQ----PARAVDLV-EEES-GAPGEEQRRWEEARLGAASLKFGARDAAS-----QEPKYQLVLEEEETIEFVR-ATQLQGDEEPS-------APPTSTQAQ-QKESIQAV------RRSLPVFPFRE   450
gi|108860675|ref|NP_001035839.1| EQEKLEAT-NRYHMP----KETRGQ----PARAVDLV-EEES-GAPGEEQRRWEEARLGAASLKFGARDAAS-----QEPKYQLVLEEEETIEFVR-ATQLQGNEEPS-------APPTSTQAQ-QKESIQAV------RRSLPVFPFRE   450
gi|76650576|ref|XP_872459.1| EQEKLEAT-NRYHMP----EETRGQ----PARTVDLV-EEES-GAPGEEQRRWEEARLGAASLKFGARDAAS-----QEPKYQLVLEEEETIEFVR-ATQLQGDEEPS-------APPAPTQAQ-QKESIQAV------RRSLPVFPFRE   450
gi|73972115|ref|XP_856794.1| EQEKLEAT-NRYHMP----EETRGQ----PSRAVDLV-EEES-GAPGEEQRRWEEARLGAASLKFGARDAAS-----QEPKYQLVLEEEETIEFVR-ATQLQGNEEPS-------GPSPPSQAQ-QKESVQAV------RRSLPVFPFRE   450
gi|41053341|ref|NP_956318.1| AKEQEERK-NRYYMP----EEKRNKS--IPQKDMDLE-FEETPREGGGEQGRWEEARVATATLQFGARQERERRIKEEQERYQLILEEEEMITFVSTAITMKGTLSEKE------SEPELSQAEKQKQSIQEV------RRSLPIFPYRE   450
gi|22329903|ref|NP_174527.2| DNVEEYRIPDAYDQE----GGVDQEKRFSVAVQRYRDLDSTEKMNPFAEQEAWEDHQIGKATLKFGAKN-KQA-----SDDYQFVFEDQ--INFIK-ESVMAGENYEDAM-----DAKQKSQDLAEKTALEEL---QEVRRSLPIYTYRD   450
gi|145360634|ref|NP_181077.3| DNVGEYRMPDAYDQQ----GSVDQEKRFAVSVQRYRDMGSAEKMNPFAEQEAWEDHQIENAALKFGAKN-KEV-----SDNYEFVFEDQ--IDFIK-ASVLAGDNYEDEM-----HAKP-SQDSAGKSAFHML---QEDRKALPIYTYRD   450
gi|115475958|ref|NP_001061575.1| DDVAEYKMPEAYDMG----DSVNQEKRFSVAMQRYKDPEARDKMNPFAEQEAWEEHQIGKSKLQFGSKDRKRS-----SDDYQYVFEDG--IDFVK-SSVIEGTQHEEDS-----DQEDIDEKDMLKRELQHVSLNQDERKTLPIYKFRD   450
gi|39972399|ref|XP_367590.1| DHRDGYYMPEDYITEKGKIDRKKKED---ALYKRYVEKDEYGQEKFVTEHEEWEREQAAKAKAQIK-VAERD-----EAG-YDYVMDEDQYIQWTRDT--RLPGEGKVLTGEQLYLQAQIDAAEKRQLSMQET------RKSLPIYVYRD   450
gi|85099496|ref|XP_960795.1| DYQDGYRLPDQYGT-----DTKKKEE---ALYQRHVERDEYGNEKMVTEYDEWEREQTVKAKAQIASRGERE-----DGGEYDFLLDED-AINFVRDAAAKFIQPTDGLTPEQRILKEKIEAAERAAKSIQEV------RKSLPVYAYRD   450
gi|6324338|ref|NP_014408.1| ASS--NSKFNVEVTH-----KIKN----------------AKEIDKINRQRMWEEQQLRNAMAGQSDHPDDITLE--GSDKYDYVFDTDAMIDYTNEEDDLLPEEKLQY---EARLAQALETEEKRILTIQEA------RKLLPVHQYKD   450
gi|45188160|ref|NP_984383.1| AAA--ERRFHMPGET-----VVEA----------------TARQEKS-----WEEQQVQKAVRAEG-RSDIIEVE--GSEQYEFVLDSRSVVRFT-EEETLAPGE--RV---EKQLEQKLEKEIKRVASIQET------RRQLPVYAYRD   450
gi|50310679|ref|XP_455361.1| AENGDTSGFKMQDEV-----ASKKQL-------------LTAKLRNKTDRVNWEEEQMKKSVIKAD--ADEIKVK--DSDNYEFVFDPESMIDFTDDTTDILEPVE------DGRLAEALEEQINKMKSIKET------RKSLPVYQYRQ   450
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gi|19921526|ref|NP_609946.1| DLIAAVKEHQVLIIEGETGSGKTTQVPQYLVEAGFTKDKK-MIGCTQPRRVAAMSVAARVAEEMGVKLGNEVGYSIRFEDCTS-DRTILKYMTDGTLHREFLSEPDLASYSVMIIDEAHERTLHTDILFGLVKDIARFRPELKLLISSAT   600
gi|158299819|ref|XP_319843.4| DLIAAIQAHNILIIEGETGSGKTTQIPQYLYEAGFTNEGK-KIGCTQPRRVAAMSVAARVAEEMAVKLGNEVGYSIRFEDCTS-ERTVIKYMTDGTLHREFLSEPDLASYAVMIIDEAHERTLHTDILFGLVKDIARFRKDLKLLISSAT   600
gi|17531507|ref|NP_497027.1| AFIEAVKEHQVLIIEGETGSGKTTQLPQYLYEAGFCEGGK-RIGCTQPRRVAAMSVAARVADEVGCKLGTQVGYSIRFEDCTS-EKTVLKYMTDGMLLREFLNEPDLASYSVMMIDEAHERTLHTDILFGLVKDIARFRKDLKLLISSAT   600
gi|30794426|ref|NP_081263.1| ELLAAIANHQVLIIEGETGSGKTTQIPQYLFEEGYTKKGM-KIACTQPRRVAAMSVAARVAREMGVKLGNEVGYSIRFEDCTS-ERTVLRYMTDGMLLREFLSEPDLASYSVVMVDEAHERTLHTDILFGLIKDVARFRPELKVLVASAT   600
gi|47059171|ref|NP_997661.1| ELLTAIANHQVLIIEGETGSGKTTQIPQYLFEEGYTKKGM-KIACTQPRRVAAMSVAARVAREMGVKLGNEVGYSIRFEDCTS-ERTVLRYMTDGMLLREFLSEPDLASYSVVMVDEAHERTLHTDILFGLIKDVARFRPELKVLVASAT   600
gi|255982614|ref|NP_003578.2| ELLAAIANHQVLIIEGETGSGKTTQIPQYLFEEGYTNKGM-KIACTQPRRVAAMSVAARVAREMGVKLGNEVGYSIRFEDCTS-ERTVLRYMTDGMLLREFLSEPDLASYSVVMVDEAHERTLHTDILFGLIKDVARFRPELKVLVASAT   600
gi|108860675|ref|NP_001035839.1| ELLAAIANHQVLIIEGETGSGKTTQIPQYLFEEGYTNKGM-KIACTQPRRVAAMSVAARVAREMGVKLGNEVGYSIRFEDCTS-ERTVLRYMTDGMLLREFLSEPDLASYSVVMVDEAHERTLHTDILFGLIKDVARFRPELKVLVASAT   600
gi|76650576|ref|XP_872459.1| ELLAAIANHQVLIIEGETGSGKTTQIPQYLFEEGYTKKGM-KIACTQPRRVAAMSVAARVAREMGVKLGNEVGYSIRFEDCTS-ERTVLRYMTDGMLLREFLSEPDLASYSVVMVDEAHERTLHTDILFGLIKDVARFRPELKVLVASAT   600
gi|73972115|ref|XP_856794.1| ELLAAIADHQVLIIEGETGSGKTTQIPQYLFEEGYTKKGM-KIACTQPRRVAAMSVAARVAREMGVKLGNEVGYSIRFEDCTS-ERTVLRYMTDGMLLREFLSEPDLASYSVVMVDEAHERTLHTDILFGLIKDVARFRPELKVLVASAT   600
gi|41053341|ref|NP_956318.1| DLLAAIGDHQILVIEGETGSGKTTQIPQYLLEEGYTKGGM-KIGCTQPRRVAAMSVAARVAQEMSVKLGNEVGYSIRFEDCTS-ERTILKYMTDGMLLREFLTEPDLASYSVIIIDEAHERTLHTDILFGLIKDIARFRPDLKVLVASAT   600
gi|22329903|ref|NP_174527.2| QLLKAVEEHQVLVIVGDTGSGKTTQIPQYLHEAGYTKRG--KVGCTQPRRVAAMSVAARVAQEMGVKLGHEVGYSIRFEDCTS-DKTVLKYMTDGMLLRELLGEPDLASYSVVIVDEAHERTLSTDILFGLVKDIARFRPDLKLLISSAT   600
gi|145360634|ref|NP_181077.3| QLLNAVKDHQVLIIVGETGSGKTTQIPQYLHEAGYTKLG--KVGCTQPRRVAAMSVAARVAQEMGGKLGHEVGYSIRFEDCTS-EKTILKYMTDGMLLRELLGEPDLGSYSVIIVDEAHERTLRTDILFGLVKDIARARPDLKLLISSAT   600
gi|115475958|ref|NP_001061575.1| ELLKAVEEYQVIVIVGETGSGKTTQIPQYLHEAGYTAKG--KVACTQPRRVAAMSVAARVSQEMGVKLGHEVGYSIRFEDCTS-EKTLIKYMTDGMLLREFLGEPDLASYSVVMVDEAHERTLSTDILFGLVKDISRFRPDLKLLISSAT   600
gi|39972399|ref|XP_367590.1| EFLAALEQYQILVIVGETGSGKTTQLPQYLHEAGYTKDGM-RVGCTQPRRVAAMSVAARVADEMGVKVGNEVGYSIRFEDNTS-DKTILKYMTDGMLLREFMTEPDLSSYSALMIDEAHERTVHTDILLALVKDLARERKDLKLLISSAT   600
gi|85099496|ref|XP_960795.1| AFLDAIKEYQVLILVGETGSGKTTQIPQYLHEAGYTEGGM-KVACTQPRRVAAMSVAARVADEMGVKVGREVGYSIRFEDCTS-DKTILKYMTDGMLLREMVTSPTLEGYSAIMIDEAHERTVHTDILLALIKDLTRARPDLKLIISSAT   600
gi|6324338|ref|NP_014408.1| ELLQEIKKNQVLIIMGETGSGKTTQLPQYLVEDGFTDQGKLQIAITQPRRVAATSVAARVADEMNVVLGKEVGYQIRFEDKTTPNKTVLKYMTDGMLLREFLTDSKLSKYSCIMIDEAHERTLATDILIGLLKDILPQRPTLKLLISSAT   600
gi|45188160|ref|NP_984383.1| ELLKAVRDHQVLIVVGETGSGKTTQLPQYLVEDGYTQDGKLLIACTQPRRVAATSVASRVADEMGVLLGREVGYQIRFDDRTTADVTLLKYMTDGMLLREFLADPELSRYSCIMIDEAHERTLATDILLGLLKDVLLQRKDLKLLISSAT   600
gi|50310679|ref|XP_455361.1| EILDSIRQHQILIVVGETGSGKTTQLPQFLVEDGYTNDGK-CVVCTQPRRVAATSIASRVADEMDVILGKEVGYNIRFDDRTTPDKTILKYTTDGMLLREFLNDPQLSSYSAIMIDEAHERTLSTDILLGLLRGILQDRKDLRLIISSAT   600
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gi|19921526|ref|NP_609946.1| LDAEKFSAFFDDAPIFRIPGRRYPVDIFYTKAPEADYIDACCVSVLQIHATQPL-GDILVFLTGQDEIETCQEVLHDRVKRLG-SKIRELIVIPVYANLPSDMQAKIFEPTPPNARKVILATNIAETSLTIDNIIYVIDPGFAKQNNFNS   750
gi|158299819|ref|XP_319843.4| LDAEKFSDFFDKAPIFRIPGRRYPVDIFYTKAPEADYIDACVVSVLQIHATQPL-GDILVFLTGQEEIEACQEMLQDRVKRLG-SKLKELLILPIYANLPTDMQAKIFEPTPPNARKVILATNIAETSLTIDNIIYVIDPGFAKQNNFNS   750
gi|17531507|ref|NP_497027.1| LDAEKFSSFFDDAPIFRIPGRRFPVDIYYTQAPEADYVDAAIVTIMQIHLTQPLPGDILVFLTGQEEIETVQEALMERSKALG-SKIKELIPLPVYANLPSDLQAKIFEPTPKDARKVVLATNIAETSVTIDGINYVIDPGFSKQNSFDA   750
gi|30794426|ref|NP_081263.1| LDTARFSAFFDDAPVFRIPGRRFPVDIFYTKAPEADYLEACVVSVLQIHVTQPP-GDILVFLTGQEEIEAACEMLQDRCRRLG-SKIRELLVLPIYANLPSDMQARIFQPTPPGARKVVVATNIAETSLTIEGIIYVLDPGFCKQKSYNP   750
gi|47059171|ref|NP_997661.1| LDTARFSAFFDDAPVFRIPGRRFPVDIFYTKAPEADYLEACVVSVLQIHVTQPP-GDILVFLTGQEEIEAACEMLQDRCRRLG-SKIRELLVLPIYANLPSDMQARIFQPTPPGARKVVVATNIAETSLTIEGIIYVLDPGFCKQKSYNP   750
gi|255982614|ref|NP_003578.2| MDTARFSTFFDDAPVFRIPGRRFPVDIFYTKAPEADYLEACVVSVLQIHVTQPP-GDILVFLTGQEEIEAACEMLQDRCRRLG-SKIRELLVLPIYANLPSDMQARIFQPTPPGARKVVVATNIAETSLTIEGIIYVLDPGFCKQKSYNP   750
gi|108860675|ref|NP_001035839.1| MDTARFSTFFDDAPVFRIPGRRFPVDIFYTKAPEADYLEACVVSVLQIHVTQPP-GDILVFLTGQEEIEAACEMLQDRCRRLG-SKIRELLVLPIYANLPSDMQARIFQPTPPGARKVVVATNIAETSLTIEGIIYVLDPGFCKQKSYNP   750
gi|76650576|ref|XP_872459.1| LDTARFSTFFDDAPIFRIPGRRFPVDIFYTKAPEADYLEACVVSVLQIHVTQPP-GDILVFLTGQEEIEAACEMLQDRCRRLG-SKIRELLVLPIYANLPSDMQARIFQPTPPGARKVVVATNIAETSLTIEGIIYVLDPGFCKQKSYNP   750
gi|73972115|ref|XP_856794.1| LDTARFSTFFDDAPVFRIPGRRFPVDIFYTKAPEADYLEACVVSVLQIHVTQPP-GDILVFLTGQEEIEAACEMLQDRCRRLG-SKIRELLVLPIYANLPSDMQARIFQPTPPGARKVVVATNIAETSLTIEGIIYVLDPGFCKQKSYNP   750
gi|41053341|ref|NP_956318.1| LDTERFSSFFDDAPVFRIPGRRFPVDIYYTKAPEADYLEACVVSVLQIHVTQSP-GDVLVFLTGQEEIEACCELLQERCRRLG-SKISELLVLPIYANLPSDMQAKIFNPTPPGARKVVVATNIAETSLTIDGIIYVIDPGFCKQKSYNA   750
gi|22329903|ref|NP_174527.2| MDAEKFSDYFDTAPIFSFPGRRYPVEINYTSAPEADYMDAAIVTILTIHVREPL-GDILVFFTGQEEIETAEEILKHRIRGLG-TKIRELIICPIYANLPSELQAKIFEPTPEGARKVVLATNIAETSLTIDGIKYVVDPGFSKMKSYNP   750
gi|145360634|ref|NP_181077.3| MDAEKFSDFFDQAPIFRFPGRRYPVDICFTTAPEADYMDAAITTVLTIHVKEPL-GDVLVFLPGQEEIEAVEENLKHKIRGLG-TKIRELIICPIYANLPSELQAKIFEPTPEGARKVVLATNIAETSLTIDGIKYVVDPGFSKMKSYNP   750
gi|115475958|ref|NP_001061575.1| LDAEKFSDYFDSAPIFKIPGRRYPVEVHYTKAPEADYIDAAIVTVLQIHVTQPP-GDILVFLTGQEEIETIDEILKHRTRGLG-TKIAELLICPIYANLPTELQAKIFEPTPEGARKVVLATNIAETSLTIDGIKYVVDPGFCKIKSYNP   750
gi|39972399|ref|XP_367590.1| MNAEKFASYFDDAPIFNIPGRRYPVDIYYTPAPEANYLSAAITTVFQIHTTQPK-GDILIFLTGQDEIEAAEMQITETARKLG-SRVKELVICPIYANLPSELQSKIFEPTPENARKVVLATNIAETSLTIDGIVYVIDPGYVKENVYNP   750
gi|85099496|ref|XP_960795.1| LNAEKFSTYFDDAPIFNVPGRVHPVDVYYTSAPESNYLEASLVTVFQIHATQPE-GGILVFLTGQEEIDKACERVEEIKKKLG-GRVPEIIPLPIYANMPSELQAKIFEPTPPGARKVVFSTNIAETSLTIDGIVYVIDCGYVKENTFSP   750
gi|6324338|ref|NP_014408.1| MNAKKFSEFFDNCPIFNVPGRRYPVDIHYTLQPEANYIHAAITTIFQIHTTQSLPGDILVFLTGQEEIERTKTKLEEIMSKLG-SRTKQMIITPIYANLPQEQQLKIFQPTPENCRKVVLATNIAETSLTIDGIRYVIDPGFVKENSYVP   750
gi|45188160|ref|NP_984383.1| MNASRFSEFFYNAPIFNVPGRRYPVDIHYTLQPEANYVHAAISTIFQVHTSQPLPGDILVFLTGQDEIETVREKVEEIAFKLG-KNIKPMIINPIYANLPQEQQSRIFEPTPKNARKVVLATNIAETSLTIEGIKYVIDPGFVKENSYMP   750
gi|50310679|ref|XP_455361.1| MNATKFSKFFFDCPIFNVPGRRFPVDIHYTLQPEGNYINAAITTIFQIHTTQKLPGDILVFLTGQEEIESMQTKLLEILSKLDNTKFPDLLVVPIYANLPQEQQSKIFEPTPKNCRKVVLATNIAETSLTIDGIKFVVDPGFVKEQSYS-   750
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gi|19921526|ref|NP_609946.1| R--TGMESLMVVPISKASANQRAGRAGRTAPGKCFRLYTAWAYKHELEDNTVPEIQRINLGNAVLMLKALGINDLIHFDFLDPPPHETLVLALEQLYALGALNHHGELTKLGRRMAEFPVDPMMGKMLLAS--EKYKCS---EEMVTIAA   900
gi|158299819|ref|XP_319843.4| R--TGMETLLVVPISKASANQRAGRAGRVAPGKCFRLYTAWAYNNELEDNTVPEIQRINLGNAVLMLKTLGIHDLLHFDFLDPPPHQTLILALEQLYALGALNHHGELTKLGRRMAEFPVDPMMAKMLLAS--EKYKCS---EEIVSIAA   900
gi|17531507|ref|NP_497027.1| R--SGVEHLHVVTISKAAANQRAGRAGRTGPGKCFRLYTAWAYKHELEEQPIPEIQRTNLGNVVLMLKSLGIHDLVHFDFLDPPPQETLVIALEQLYALGALNHRGELTKLGRRMAEFPCDPCMSKMIIAS--EKYECS---EEIVTIAA   900
gi|30794426|ref|NP_081263.1| R--TGMESLTVTPCSKASANQRAGRAGRVAAGKCFRLYTAWAYQHELEETTVPEIQRTSLGNVVLLLKSLGIHDLMHFDFLDPPPYETLLLALEQLYALGALNHLGELTTSGRKMAELPVDPMLSKMILAS--EKYSCS---EEILTVAA   900
gi|47059171|ref|NP_997661.1| R--TGMESLTVTPCSKASANQRAGRAGRVAAGKCFRLYTAWAYQHELEETTVPEIQRTSLGNVVLLLKSLGIHDLMHFDFLDPPPYETLLLALEQLYALGALNHLGELTTSGRKMAELPVDPMLSKMILAS--EKYSCS---EEILTVAA   900
gi|255982614|ref|NP_003578.2| R--TGMESLTVTPCSKASANQRAGRAGRVAAGKCFRLYTAWAYQHELEETTVPEIQRTSLGNVVLLLKSLGIHDLMHFDFLDPPPYETLLLALEQLYALGALNHLGELTTSGRKMAELPVDPMLSKMILAS--EKYSCS---EEILTVAA   900
gi|108860675|ref|NP_001035839.1| R--TGMESLTVTPCSKASANQRAGRAGRVAAGKCFRLYTAWAYQHELEETTVPEIQRTSLGNVVLLLKSLGIHDLMHFDFLDPPPYETLLLALEQLYALGALNHLGELTTSGRKMAELPVDPMLSKMILAS--EKYSCS---EEILTVAA   900
gi|76650576|ref|XP_872459.1| R--TGMESLTVTPCSKASANQRAGRAGRVAAGKCFRLYTAWAYQHELEETTVPEIQRTSLGNVVLLLKSLGIHDLMHFDFLDPPPYETLLLALEQLYALGALNHLGELTTSGRKMAELPVDPMLSKMILAS--EKYSCS---EEILTVAA   900
gi|73972115|ref|XP_856794.1| R--TGMESLTVTPCSKASANQRAGRAGRVAAGKCFRLYTAWAYQHELEETTVPEIQRTSLGNVVLLLKSLGIHDLMHFDFLDPPPYETLLLALEQLYALGALNHLGELTTSGRKMAELPVDPMLSKLVLWSSCPRYSCS---EEILTVAA   900
gi|41053341|ref|NP_956318.1| K--TGMESLIVTPCSRASANQRAGRAGRVAAGKCFRLYTAWAFKHEMEETTVPEIQRTNLGNVVLLLKSLGINDLIHFDFMDPPPHETLVLALEQLYALGALNHLGELTKLGRRMAELPVDPMLSKMILAS--EQYKCS---EEVLTIAA   900
gi|22329903|ref|NP_174527.2| R--TGMESLLITPISKASATQRAGRAGRTSPGKCYRLYTAFNYNNDLEENTVPEVQRTNLASVVLALKSLGIHDLINFDFMDPPPAEALVKSLELLFALGALNKLGELTKAGRRMAEFPLDPMLSKMIVVS--DKYKCS---DEIISIAA   900
gi|145360634|ref|NP_181077.3| R--TGMESLLVTPISKASATQRTGRAGRTSPGKCYRLYTAFNYYNDLEDNTVPEIQRTNLASVVLSLKSLGIHNLLNFDFMDPPPSEALIKSLELLFALGALNQLGELTKAGRRMAEFPLDPMLSKMIVVS--DKYKCS---DEIISIAA   900
gi|115475958|ref|NP_001061575.1| R--TGMESLLINPISKASANQRAGRSGRTGPGKCFRLYTSYNYMHDLEDNTVPEIQRTNLANVVLTLKSLGIHDLVNFDFMDPPPSEALLKALEQLFALSALNSRGELTKTGRRMAEFPLDPMLSKMIVAS--EKYKCS---DEVISIAS   900
gi|39972399|ref|XP_367590.1| A--TGMSNLVVVPCSRASANQRSGRAGRVGPGKCFRLYTKYAYMNEMEESTTPEIQRTNLNGVVLQLKSLGINELLDFEFMDPPPTEALIGALNQLFALQGLNHKGELTKLGRQMAEFPTDPMLAKAVLAA--DKEGCV---EEVLSIVA   900
gi|85099496|ref|XP_960795.1| VGTTGQSTLAVVPCSRAAANQRMGRAGRVRPGKCFRLYTKFAYLSEMDESPTPEIQRTSLSSVVLQLKALGIEDLLGFDFLDPPPTELLIKSLNMLYALGALNSAGQLTRVGRQMGEFPAEPMLAKALIAA--TAEGCV---DEMLTIVS   900
gi|6324338|ref|NP_014408.1| S--TGMTQLLTVPCSRASVDQRAGRAGRVGPGKCFRIFTKWSYLHELELMPKPEITRTNLSNTVLLLLSLGVTDLIKFPLMDKPSIPTLRKSLENLYILGALNSKGTITRLGKMMCEFPCEPEFAKVLYTA-ATHEQCQGVLEECLTIVS   900
gi|45188160|ref|NP_984383.1| Q--TGMTQLLTVPCSKASVDQRAGRAGRVGPGKCYRLFTKWSYHNELESLPKPEILRTSLSQVVLLLLSLGVTDLLKFPMLDKPSIANLSRSLEQLYVLGALNSKGTITKLGRMMCEFPCAPEFGKVLHSS-AADDRCAGVLEDVVTIVA   900
gi|50310679|ref|XP_455361.1| ---GGVSKLVTVPCSRASVDQRAGRAGRLGPGKCFRLFTKWSYYNELEKVPKPEILRTKLNQVVLLLLSLGINDLLHFPMLDKPKTIQLSEALENLYAIGALNSRGAITKVGQVMCDFPCDPEYAKVIYSS-VFEESCNGVLPEIVTIVS   900
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gi|19921526|ref|NP_609946.1| MLSVNSAIFYRPKDKIIHADTARKNFNHM-HGDHLSLLQVYNQWAETDYSTQWCYENFIQYRSMKRARDVREQLVGLMQR-----------VEIDMVSCLPETVN-VRKAATAGYFYHVARLSKGGH-YKTIK---HNQTVMIHPNSSLF  1050
gi|158299819|ref|XP_319843.4| MLSVNGAIFYRPKDKIIHADTARKNFNHR-HGDHLSLMQVYNQWVESDYSTQWCYENFIQYRSMKRARDVREQLVGLMQR-----------VEIEMVSGESDTTN-VRKAITAGYFYHVARLSKSGN-YKTVK---HNQDVMIHPNSALF  1050
gi|17531507|ref|NP_497027.1| MLSCNAAVFYRPKAQVIHADSARKGFWSP-AGDHITLMNVYNKWQESSFSQRWCVENYVQHRTMKRARDVRDQLVGLLER-----------VEIETKSS-TDTIK-IRKAITAGYFYNVSKLDNTGH-YKTVK---HKHTTHPHPNSCLF  1050
gi|30794426|ref|NP_081263.1| MLSVNNSIFYRPKDKVVHADNARVNFFLP-GGDHLVLLNVYTQWAESGYSSQWCYENFVQFRSMRRARDVREQLEGLLER-----------VEVGLTSCQGDYVR-VRKAITSGYFYHTARLTRSG--YRTVK---QQQTVFIHPNSSLF  1050
gi|47059171|ref|NP_997661.1| MLSVNNSIFYRPKDKVVHADNARVNFFLP-GGDHLVLLNVYTQWAESGYSSQWCYENFVQFRSMRRARDVREQLEGLLER-----------VEVGLTSCQGDYVR-VRKAITSGYFYHTARLTRSG--YRTVK---QQQTVFIHPNSSLF  1050
gi|255982614|ref|NP_003578.2| MLSVNNSIFYRPKDKVVHADNARVNFFLP-GGDHLVLLNVYTQWAESGYSSQWCYENFVQFRSMRRARDVREQLEGLLER-----------VEVGLSSCQGDYIR-VRKAITAGYFYHTARLTRSG--YRTVK---QQQTVFIHPNSSLF  1050
gi|108860675|ref|NP_001035839.1| MLSVNNSIFYRPKDKVVHADNARVNFFLP-GGDHLVLLNVYTQWAESGYSSQWCYENFVQFRSMRRARDVREQLEGLLER-----------VEVGLSSCQGDYIR-VRKAITAGYFYHTARLTRSG--YRTVK---QQQTVFIHPNSSLF  1050
gi|76650576|ref|XP_872459.1| MLSVNNSIFYRPKDKVVHADNARVNFFLP-GGDHLVLLNVYTQWAESGYSSQWCYENFVQFRSMRRARDVREQLEGLLER-----------VEVGLSSCQGDYIR-VRKAITAGYFYHTARLTRSG--YRTVK---QQQTVFIHPNSSLF  1050
gi|73972115|ref|XP_856794.1| MLSVNNSIFYRPKDKVVHADNARVNFFLP-GGDHLVLLNVYTQWAESGYSSQWCYENFVQFRSMRRARDVREQLEGLLER-----------VEVGLSSCQGDYIR-VRKAITAGYFYHTARLTRSG--YRTVK---QQQTVFIHPNSSLF  1050
gi|41053341|ref|NP_956318.1| MLSVNNSIFYRPKDKVVHADNARMNFVVP-GGDHLVLLNVYTQWVESGYSTQWCFENFIQFRSMKRARDVRDQLEGLMDR-----------IEVELCSSNGDSMP-IRKAVTAGYFYHTARLSKGG--YKTVK---HQQTVYVHPNSSLF  1050
gi|22329903|ref|NP_174527.2| MLSIGGSIFYRPKDKQVHADNARMNFHTGNVGDHIALLKVYSSWKETNFSTQWCYENYIQVRSMKRARDIRDQLEGLLER-----------VEIDISSNLNELDS-VRKSIVAGFFPHTAKLQKNGS-YRTVK---HPQTVHIHPNSGLS  1050
gi|145360634|ref|NP_181077.3| MLSIGPSIFYRPKDKQVHADNAMKNFHVGNVGDHIAFLKIYNSWKETNYSTQWCYENYIQVRSMKRARDIRDQLEGLLER-----------VEIDVSSNANELDS-IRKSIVAGFFPHTAKLQKNGS-YRTVK---HPQTVHIHPASGLS  1050
gi|115475958|ref|NP_001061575.1| MLSVGNSIFYRPKDKQVHADNARLNFHTGNVGDHIALLNVYNSWKETDYSTQWCYENYIQVRSMKRARDIRDQLEGLLER-----------VEIEISSNASDLDA-IKKAITSGFFHHSSRLQKNGS-YRTVK---NPQ-----------  1050
gi|39972399|ref|XP_367590.1| MLSEASALFFRPKDKQVHADAARGRFTVKEGGDHVTLLNIWNQWLDSDYSPIWSKENFLQQRSLTRARDVREQLSKLCER---------VEVTLSTCGGISNMPP-IKRAITAGFFPNAARMQRSGDSYRTVK---NNTTVYIHPSSVMM  1050
gi|85099496|ref|XP_960795.1| MLGEVATLFFRPKDKKVHADSARARFTVKDGGDHLTLLNVYNQWVDADYSPIWAKENFLTQRSLTRARDVRDQLAKLCDRV--------LEGSTSTCGGVSNMQP-ILRALTAAFFLNAARLNRGGDGYRTLK---NNMTVYVHPSSVVK  1050
gi|6324338|ref|NP_014408.1| MLHETPSLFIGQKRD---AAASVLS---EVESDHILYLEIFNQWRNSKFSRSWCQDHKIQFKTMLRVRNIRNQLFRCSEKVGLVEKNDQ--ARMKIGNIAGYINARITRCFISGFPMNIVQLGPTG--YQTMGRSSGGLNVSVHPTSILF  1050
gi|45188160|ref|NP_984383.1| MLHETASIFAPGK-----ERKKVLG---PQSSDHMLYLEIYNAWAAEDFRKGWCHDHHVQFRTLSRVRSIREQLWRCCDKLGLVALNAL--FRKDHPHLAAQRDQRVAKAFLSGFPFNVAQLTPNG--YRTMG-KHGGMTIHIHPTSLLY  1050
gi|50310679|ref|XP_455361.1| MLQESNSIFVPGLNS---EEKTKLFGSLMQSSDHMLYLWIYEQWEENGYSRRWCQDFKLQHKTMKRVLRIRQQLWKYCRKQDFLLKHDQNLTQLKENMPRSVIEAKIIKCFISGFPTNIAKLSKQG--YTNIK---QDLSVSVHPSSVIF  1050
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gi|19921526|ref|NP_609946.1| -------EELPRWVLYHELVFTSKEYMRQVIEIES-KWLLEVAPHYYKAKELEDSTNKKMPKVAGRAEMAQ-------------------------------------------------------------------------------  1200
gi|158299819|ref|XP_319843.4| -------EDLPRWLLYHELVFTTKEFMRSVIEIES-KWLLEVAPHYYKPKELEDPTNKKMPKTVGRAEMTANS-----------------------------------------------------------------------------  1200
gi|17531507|ref|NP_497027.1| -------EETPRWVVYFELVFTSKEFMREMSEIES-GWLLEVAPHYYKGRELEDATNKKMPKNKGKSGKDLER-----------------------------------------------------------------------------  1200
gi|30794426|ref|NP_081263.1| -------EQQPRWLLYHELVLTTKEFMRQVLEIES-SWLLEVAPHYYKAKELEDPHAKKMPKKVGKTREELG------------------------------------------------------------------------------  1200
gi|47059171|ref|NP_997661.1| -------EQQPRWLLYHELVLTTKEFMRQVLEIES-SWLLEVAPHYYKAKELEDPHAKKMPKKVGKTREELG------------------------------------------------------------------------------  1200
gi|255982614|ref|NP_003578.2| -------EQQPRWLLYHELVLTTKEFMRQVLEIES-SWLLEVAPHYYKAKELEDPHAKKMPKKIGKTREELG------------------------------------------------------------------------------  1200
gi|108860675|ref|NP_001035839.1| -------EQQPRWLLYHELVLTTKEFMRQVLEIES-SWLLEVAPHYYKAKELEDPHAKKMPKKIGKTREELG------------------------------------------------------------------------------  1200
gi|76650576|ref|XP_872459.1| -------EEQPRWLLYHELVLTTKEFMRQVLEIES-SWLLEVAPHYYKAKELEDPHAKKMPKKIGKTREELG------------------------------------------------------------------------------  1200
gi|73972115|ref|XP_856794.1| -------EEQPRWLLYHELVLTTKEFMRQVLEIES-SWLLEVAPHYYKAKELEDPHSKKMPKKIGKTREELG------------------------------------------------------------------------------  1200
gi|41053341|ref|NP_956318.1| -------EEQPRWMIYHELVFTTKEFMRQVIEIES-GWLLEVAPHYYKNKELEDSSSKKMPRKQGKAREELG------------------------------------------------------------------------------  1200
gi|22329903|ref|NP_174527.2| -------QVLPRWVVYHELVLTSKEYMRQVTELKP-EWLIELAPHYYQLKDVEDAASKKMPKGAGKAAM---------------------------------------------------------------------------------  1200
gi|145360634|ref|NP_181077.3| -------QVLPRWVVYHQLVLTSKEYMRQVTELKP-EWLIEIAPHYYQLKDVEDATSKKMPKTSGRAVV---------------------------------------------------------------------------------  1200
gi|115475958|ref|NP_001061575.1| -------TVLPRWVIYHELVLTTKEYMRQVTELKP-DWLVEIAPHYYQLKDVDDKNSTGAESGEQRAVCRLAWSSGPPAVRRRRPSIRWANGAAWGRVAVGSPAGERIAACGRTAVGTMALQREDHGCAGWCVHSNVQTDGGRWCDTVWT  1200
gi|39972399|ref|XP_367590.1| QE-----DPPPRMVIYYELVQTTKEYMRSCMPIEP-KWLAELAPHFHKAKDIAALEEKKLPKDRKR------------------------------------------------------------------------------------  1200
gi|85099496|ref|XP_960795.1| GM-----DPPPKVIIYHELVVTTKEFVRSVIPIDP-KWLTEFGGHYYDAKDVESMTVKKLPKERKY------------------------------------------------------------------------------------  1200
gi|6324338|ref|NP_014408.1| VNHKEKAQRPSKYVLYQQLMLTSKEFIRDCLVIPKEEWLIDMVPQIFKDLIDDKTNRGRR------------------------------------------------------------------------------------------  1200
gi|45188160|ref|NP_984383.1| THNRESG-KPPKHLLYQQLMLTSKEFMRDCLPIPRETWLKEMVPQLFGALP---------------------------------------------------------------------------------------------------  1200
gi|50310679|ref|XP_455361.1| NRMKQEG-KPMKYILYQSLMLTSKEFIRDCITFDKYEWLTETMPHIYK------------------------------------------------------------------------------------------------------  1200
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gi|19921526|ref|NP_609946.1| ---  1203
gi|158299819|ref|XP_319843.4| ---  1203
gi|17531507|ref|NP_497027.1| ---  1203
gi|30794426|ref|NP_081263.1| ---  1203
gi|47059171|ref|NP_997661.1| ---  1203
gi|255982614|ref|NP_003578.2| ---  1203
gi|108860675|ref|NP_001035839.1| ---  1203
gi|76650576|ref|XP_872459.1| ---  1203
gi|73972115|ref|XP_856794.1| ---  1203
gi|41053341|ref|NP_956318.1| ---  1203
gi|22329903|ref|NP_174527.2| ---  1203
gi|145360634|ref|NP_181077.3| ---  1203
gi|115475958|ref|NP_001061575.1| ADS  1203
gi|39972399|ref|XP_367590.1| ---  1203
gi|85099496|ref|XP_960795.1| ---  1203
gi|6324338|ref|NP_014408.1| ---  1203
gi|45188160|ref|NP_984383.1| ---  1203
gi|50310679|ref|XP_455361.1| ---  1203
                         ...


