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   gi|134104092|pdb|2CFS|A ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
gi|39644873|gb|AAH09756.2| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
78045487|ref|NP_001030207.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
gi|183986577|gb|AAI66563.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
85541051|sp|Q8VD52|PLPP_RAT ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|47059486|ref|NP_064667.2| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
gi|47682239|gb|AAH69982.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
126339864|ref|XP_001376550. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
114686325|ref|XP_001161839. ----------------------------------------------------------------------------------------------MMKRQLHRMRQLAQTGSLGR------------------------------------------------------------------------------------------TPETAEFLGEDLLQVEQRLEPAKRAAHNVHKRLQACLQGQSGADMDKRVKKLPLMALSTTMAESFKELDPDSSMGKALEMSCAIQNQLARILAEFE   116
109094184|ref|XP_001088993. ----------------------------------------------------------------------------------------------MMKRQLHRMRQLAQTGSLGRLRWKHPQVSQLPPPASEPDTALGGGGKTHVSYSHPHGMCSDWDEATGPPRAGRTWEGQWRHWGPGALLRGGGVGGVLTQAGSAEALSPRSTPETAEFLGEDLLQVEQRLEPAKRAAHNVHKRLQACLQGQSGADMDKRVKKLPLMALSTTMAESFKELDPDSSMGKALEMSCAIQNQLARILAEFE   206
i|73969720|ref|XP_538386.2| ----------------------------------------------------------------------------------------------MMKRQLHRMRQLAQTGSLGRGRR---GAGRLGTAGQTPSDRPEPCRRSPASESHPHAR---------------------------------------------PEREGTPETETAEFLGEDLQQVEQRLEPAKRAAHNVHKRLQACLQGQSGADMDKRVKKLPLMALSTTMAESFKELDPDSSMGKALEMSCAIQNQLARILAEFE   158
149591759|ref|XP_001516666. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|68365744|ref|XP_689525.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
gi|47227617|emb|CAG09614.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|40254507|ref|NP_080230.2| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
109127253|ref|XP_001084229. -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MTAQGTRFRKGMRRVRRPAGEGAPGWLAGLAGKRPTWWPGVPSASTAEARARPAEHFRS    59
149751060|ref|XP_001498171. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
71894743|ref|NP_001025809.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
157123469|ref|XP_001660159. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
170040775|ref|XP_001848163. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
158287205|ref|XP_309300.4| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|91080661|ref|XP_974660.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
125979845|ref|XP_001353955. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
156552073|ref|XP_001604657. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
156550923|ref|XP_001603048. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|48141571|ref|XP_393558.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
115764708|ref|XP_001193132. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
115478226|ref|NP_001062708. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
gi|118488422|gb|ABK96026.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
145349451|ref|XP_001419146. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|116059261|emb|CAL54968.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
159491082|ref|XP_001703502. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
gi|8885622|dbj|BAA97552.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|157330634|emb|CAO48346.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
gi|116787644|gb|ABK24589.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
168000499|ref|XP_001752953. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
159464681|ref|XP_001690570. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
167516818|ref|XP_001742750. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
159476236|ref|XP_001696217. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
126132058|ref|XP_001382554. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|50419267|ref|XP_458157.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
146412307|ref|XP_001482125. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
149247275|ref|XP_001528050. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|50554239|ref|XP_504528.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|45185046|ref|NP_982763.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|50307857|ref|XP_453922.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
171686686|ref|XP_001908284. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
116192161|ref|XP_001221893. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|85083924|ref|XP_957212.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
154290287|ref|XP_001545741. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
119177328|ref|XP_001240453. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
154279300|ref|XP_001540463. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
119492483|ref|XP_001263607. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
169767790|ref|XP_001818366. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|19113047|ref|NP_596255.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
121712056|ref|XP_001273643. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|70981582|ref|XP_746320.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|71021791|ref|XP_761126.1| MSRFLGRLSRTPSVHSISSQASAAEPLPPKTSDILIKPAPGCTPKPTEPLSAEQQRKLADLEKYVRQIAKEQPPKDDYKTWEDKWLNEPNLYQRYLRAAKGDLDNAKKRIKSTLDWRRDFRPEIIAPGSVAKEAETGKQIVSGFDNDGRPLIYLRPARENTTPSDAQVRYLVWTLERAIDLMPPGVENYAIIIDYHKATTQSNPSLSTARAVANILQNHYVERLGRAFIVNVPWFINAFFSAIVPFLDPVTKDKIRFNANLVDFVPADQLDAEFTGGRYNYEWDFEKYWNTLIKVGDIAE   300
164662311|ref|XP_001732277. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
169862848|ref|XP_001838048. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
170107989|ref|XP_001885204. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|58263062|ref|XP_568941.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|66809307|ref|XP_638376.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|34498699|ref|NP_902914.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
152968106|ref|YP_001363890. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
168701360|ref|ZP_02733637.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|32475765|ref|NP_868759.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|14591692|ref|NP_143780.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|18976804|ref|NP_578161.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|14521805|ref|NP_127281.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
159898116|ref|YP_001544363. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|183581417|dbj|BAG29888.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
169178554|ref|ZP_02839909.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
163848354|ref|YP_001636398. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
118047808|ref|ZP_01516436.1 ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|51891924|ref|YP_074615.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|15789896|ref|NP_279720.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
123376662|ref|XP_001297981. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
157763784|ref|XP_001674235. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|17562458|ref|NP_504509.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
170580651|ref|XP_001895356. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|68482888|ref|XP_714670.1| ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
170065169|ref|XP_001867828. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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   gi|134104092|pdb|2CFS|A --------------------------------------------------------------------------------GAMARCERLRGAALRDVLGRAQG--------------------------------------VLFDCDGVLWNGERAVPGAPELLERLARAG----------------KAALFVSNNSRRAR-PELALRFARLG---------------FGGLRAEQLFSSALCAARLLRQRLPGPPDAPG--------------------------AVFVLGGEGLR-AE   123
gi|39644873|gb|AAH09756.2| -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------E     1
78045487|ref|NP_001030207.1 ----------------------------------------------------------------------------------MARCERLRGAALRDVVGRAQG--------------------------------------VLFDCNGVLWNGERAVPGAPELLERLAQAG----------------KATLFVSNNSRRAR-PELALRFARLG---------------FGGLRSEQLFSSALCAARLLRQRLLGPPDTQG--------------------------AVFVLGGEGLR-AE   121
gi|183986577|gb|AAI66563.1| ----------------------------------------------------------------------------------MARCERLRGAALRDVLGQAQG--------------------------------------VLFDCDGVLWNGERIVPGAPELLQRLAQAG----------------KATLFVSNNSRRAR-PELALRFARLG---------------FTGLRAEELFSSAVCAARLLRQRLPGPPDAPG--------------------------AVFVLGGEGLR-AE   121
85541051|sp|Q8VD52|PLPP_RAT ----------------------------------------------------------------------------------MARCERLRGAALRDVLGQAQG--------------------------------------VLFDCDGVLWNGERIVPGAPELLQRLAQAG----------------KATLFVSNNSRRAR-PELALRFARLG---------------FTGLRAEELFSSAVCAARLLRQRLPGPPDAPG--------------------------AVFVLGGEGLR-AE   121
i|47059486|ref|NP_064667.2| ----------------------------------------------------------------------------------MARCERLRGAALRDVLGQAQG--------------------------------------VLFDCDGVLWNGERIVPGAPELLQRLARAG----------------KNTLFVSNNSRRAR-PELALRFARLG---------------FAGLRAEQLFSSALCAARLLRQRLSGPPDASG--------------------------AVFVLGGEGLR-AE   121
gi|47682239|gb|AAH69982.1| ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------NSRRAR-PELALRFARLG---------------FAGLRAEQLFSSALCAARLLRQRLSGPPDASG--------------------------AVFVLGGEGLR-AE    62
126339864|ref|XP_001376550. ----------------------------------------------------------------------------------MAVCERLGGNALRELLARTQG--------------------------------------VLFDCDGVLWNGELAVTGAPELLERLGRGG----------------KAALFVSNNSRRSV-EELAARFARLG---------------FRGVAAEQLFSSALCAARLLRQRLPR-PCPPG--------------------------AVFVLGGEGLR-GE   120
114686325|ref|XP_001161839. MTLERDVLQPLSRLSEEELPAILKHKKSLQKLVSDWNTLKSRLSQATKNSGSSQGLGGGPGSHSHTTMANKVETLKEEEEELKRKVEQCRDEYLADLYHFVTKEDSYANYF---------------------------IHLLEIQADYHRRSLSSLDTALAELRENHGQAD----------------HSPSMTATHFPRVYGVSLATHLQELGREIALPIEACVMMLLSEGMKEEGLFRLAAGASVLKRLKQTMASDPHSLEEFCSDPHAMAGALKSYLRELPEPLMTFDLYDDWMRAAS   373
109094184|ref|XP_001088993. MTLERDVLQPLSRLSEEELPAILKHKKSLQKLVSDWNTLKSRLSQATKNSGSSQGLGGGPGSHSHTTMANKVETLKEEEEELKRKVEQCRDEYLADLYHFVTKEDSYANYF---------------------------IHLLEIQADYHRRSLSSLDTALAELRENHGQAD----------------HSPSMAATHFSRVYGVSLATHLHELGREIALPIEACVMMLLSEGMKEEGLFRLAAGASVLKRLKQTMASDPHSLEEFCSDPHAVAGALKSYLRELPEPLMTFDLYDDWMRAAS   463
i|73969720|ref|XP_538386.2| MTLERDVLQPLSRLSEEELPAILKHKKSLQKLVSDWNTLKSRLTQAAKNSGSSQGLGSGPGSYSHTATATKVETLKEEEEELKRKVEQCKDEYLADLYHFATKEDTYANYF---------------------------IHLMEIQADYHRKSLSSLDTALAELRENHSQAD----------------PSPSMMAAPFFRVYGVSLGTHLQELGRDIALPIEACVRMLLSEGMKEEGLFRLAAGASVLKRLKQTMASDPGSLQEFCSDPHAVAGALKSYLRELPEPLMTFDLYDDWMRAAS   415
149591759|ref|XP_001516666. ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
i|68365744|ref|XP_689525.1| ----------------------------------------------------------------------------MAG--GGRGCVALRGAQIRDLLDAKHN--------------------------------------VLFDCDGVIWNGETAVAGAPEVVSLLKQRG----------------KRVFFVTNNCTRPR-ENYVQKFSRLG---------------FADVAEEEIFSSAYCSAAYLRD----VARLQG--------------------------KVYAIGGGGVL-KE   121
gi|47227617|emb|CAG09614.1| ----------------------------------------------------------------------------MAGAFGFKGCQKIGGAQIRSLLAAKDF--------------------------------------ILFDCDGVIWNGEKAIAGAVAVVSSLIRLG----------------KNVVFVTNNCTRPR-ENYVHKFCRLG---------------FTDVMLEQIFSSSYCSALYLRD----VVQVRG--------------------------QVFVIGCDGLR-RE   123
i|40254507|ref|NP_080230.2| -------------------------------------------------------------------------MAEAEAGGDEARCVRLSAERAKLLLAEVDT--------------------------------------LLFDCDGVLWRGETAVPGAPETLRALRARG----------------KRLGFITNNSSKTR-TAYAEKLRRLGFGGP-----------VGPEAGLEVFGTAYCSALYLRQRLAGVPD----------------------------PKAYVLGSPALA-AE   132
109127253|ref|XP_001084229. ERFTPNAGWRPASQSPGRPEPARGRRGRIGEGADQWVVGARRGANERPGGGEGAAAGGCEERPAGGSGRREAMAAAAEAGGDDARCVRLSAERAQALLADVDT--------------------------------------LLFDCDGVLWRGETAVPGAPEALRALRARG----------------KRLGFITNNSSKTR-AAYAEKLRRLGFGGP-----------AGPGAGLEVFGTAYCTALYLSQRLAGAPA----------------------------PKAYVLGSPALA-AE   264
149751060|ref|XP_001498171. -------------------------------------------------------------------------------------------------------------------------------------------------------------------MRRHRVR---------------------------SVSR-AEATAWRR--------------------PGKDLKRHRTP--------------------------------------------PKAYVLGGEALK-AE    44
71894743|ref|NP_001025809.1 ---------------------------------------------------------------------------MAATGG--RRCRRLEGETARAVLANVDT--------------------------------------LLFDCDGVLWRGEAALSGAPAALGRLAAAG----------------KRLCYVTNNSSRTR-VAYTEKLRRLGFP---------------PAEPRHVFGSAFCAARYLRQALP--PG----------------------------AAAYVLGGPALS-AE   122
157123469|ref|XP_001660159. ---------------------------------------------------------------MQHCARTTYRLLSTMYKNSGTNLASLSTTEIKEWINSFDT--------------------------------------VLTDCDGVIWVDNDTLPHATDVINKLIENG----------------KQLFFVTNNSTKTR-PEFVAKSVKLG----------------FNVGVDNIISTAYLAAQYLK-NIGFSKK------------------------------VYVVGSTGIT-RE   134
170040775|ref|XP_001848163. -----------------------------------------------------------------------------MYKNSGTNLASLSPAEIKDWVGSFDT--------------------------------------VLTDCDGVIWVDNNTLPQATDVINKFIENG----------------KQLFFVTNNSTKTR-PEFVTKAVKLG----------------FNVGVDNIISTAWLAARYLK-AKNFTKK------------------------------VYVVGSTGIT-RE   120
158287205|ref|XP_309300.4| -------------------------------------------------------------LFIHSSTPASFHRLSRMSKYSGQNLGSLSPAEIKQWLDSFDT--------------------------------------VLTDCDGVIWVDNNPLPGAPEVINRFIANG----------------KKLFFVTNNSTKTR-PEFVEKAVKLG----------------FNVTIDNIISTAYLAAQYLK-SVGFSKT------------------------------VYTIGSTGIT-KE   136
i|91080661|ref|XP_974660.1| --------------------------------------------------------------------------------MSVIFLSKQTKEEFKKFFSSFDT--------------------------------------VLFDCDGVLWLDNEPISGSVPVVNRLRELG----------------KRIFFVTNNSTKMR-NEFAVKAKRMN----------------FNIETDEIISTAYLAAAYLK-NMDFKQS------------------------------VYVVGSRGIT-QE   117
125979845|ref|XP_001353955. ----------------------------------------------------------------FYRFKTTPAPNMCAYKQSCTNLMDLPTAKVTEWLEGFDT--------------------------------------VITDCDGVLWVYGRAIDGAVSVINLFKSMR----------------KNIYFCTNNSTKTR-EELLKKAQNMG----------------FSITEGEIISTAHATAAYLK-KRNFEKR------------------------------VYVIGSDGIT-KE   133
156552073|ref|XP_001604657. --------------------------------------------------------------------------------MAAVNLKSLSSKEIIEFFNSFDT--------------------------------------VLTDCDGVLWMEMTPLYHSAEVMNTFQELG----------------KRVFYVTNNSTKTR-EEFAEKCKLLN----------------FKASEENILCTSHLAANYLK-NISFNRK------------------------------VYVIGKSGIS-QE   117
156550923|ref|XP_001603048. --------------------------------------------------------------------------------MAAKYLKSLAKAEFKAFLESFDF--------------------------------------VLSDCDGVLWREKEVIKGSPETVARFKESG----------------KKFFYITNNNCKTR-AELVDKCKSHT----------------YEAAVEEILCTSYLAAVYLK-EQNFKKK------------------------------AYVIGSEGIT-KE   117
i|48141571|ref|XP_393558.1| --------------------------------------------------------------------------------MKTKSILSLSNVEFKTLMDSIDV--------------------------------------VLSDCDGVLWRETEVIQNSPETVKKLKELG----------------KKFFYITNNNTKTR-AEFLKKCNDLN----------------YDATIDEIVCTSFLAAVYLK-EKEFNKK------------------------------VYVVGSVGIG-KE   117
115764708|ref|XP_001193132. ----------------------------------------------------------------------------------MATCRKLTKQLMKELLDSIDT--------------------------------------ILLDCDGVLWHSNMAFPGAAETINKLRSMG----------------KQPIFVTNNSTKSR-LQYQEKFTKMG----------------FIVSKDEIFGTAYCAALYLKHKLNFTGK------------------------------VYLMGMSGLE-EE   116
115478226|ref|NP_001062708. ----------------------------------------HSNLTKNQRRRSRKQQPRNHPS-----------------MANGLPNPLLTADAARSLVDSVDA--------------------------------------FLFDCDGVIWKGDQLIEGVPETLDLLRKM----------------GKKLVFVTNNSRKSR-RQYAKKFRALGLE----------------VTEEEIFTSSFAAAMFLKL-NNFSPE----------------------------KKVYVVGEDGIL-EE   142
gi|118488422|gb|ABK96026.1| ---------------------------------------------MNTAKRAAQ---------------------------------LLSTQNIRSLFESVEA--------------------------------------FLFDCDGVIWKGDKLIDGVSQTLDWLRSK----------------GKKLVFVTNNSLKSR-IQYAKKFHSLGIS----------------VAEDEIFSSSFAAAMYLKV-NNFPQE----------------------------KKVYVIGGEGIL-EE   121
145349451|ref|XP_001419146. ------------------------------------------------MSRSAV----VPRA---------------------KANRLQEKS-AQELVDATET--------------------------------------FIFDCDGVIWKGDSLIEGVPETLELLRSM----------------GKRLIFVTNNSTKSR-AGYTKKFESLGLK----------------VNAEEIFSSSFAAAAYLES-IDFK------------------------------KKAYVVGETGIL-EE   123
i|116059261|emb|CAL54968.1| ---------------------------------------MSYSVQRSGATRAAVSRAEVPRARTQSARAVRRTRRGESIAMNAKASRLGESE-AKALVDATET--------------------------------------FIFDCDGVIWKGDSLIEGVPETLDLLRSM----------------GKRLIFVTNNSTKSR-AGYTKKFESLGLK----------------VNAEEIFSSSFAAAAYLES-IDFK------------------------------KKAYVIGETGIL-EE   157
159491082|ref|XP_001703502. ----------------------------------------MLSLKQLPSARCAARPVRPVRR---------------MVAAQASARPIATNEQKLELLKKVEC--------------------------------------FIFDCDGVIWLGDKVIEGVPETLDMLRGM----------------GKKVFFVTNNSTKSR-AGYMSKFQSLGLN----------------VKAEEIYSSSYAAAAYLES-INFN------------------------------KKVYVIGETGIL-EE   142
gi|8885622|dbj|BAA97552.1| ----------------------------------------MTS-----SNITPRAMA---------------------------TQQLENAD---QLIDSVET--------------------------------------FIFDCDGVIWKGDKLIEGVPETLDMLRAK----------------GKRLVFVTNNSTKSR-KQYGKKFETLGLN----------------VNEEEIFASSFAAAAYLQS-INFPKD----------------------------KKVYVIGEEGIL-KE   124
i|157330634|emb|CAO48346.1| ---------------MLSCSSHSSRAT----LSAFSHFLPTTSPYFNFSSLSPKTFSPTPLNFGWRAATAPKPRMASTFPARASAQPLQNAD---ELIDSVET--------------------------------------FIFDCDGVIWKGDSLIDGVPETLDMLRSR----------------GKRLVFVTNNSTKSR-KQYGKKFETLGLS----------------VSEEEIFASSFAAAAYLKS-INFPKD----------------------------KKVYVIGEDGIL-KE   177
gi|116787644|gb|ABK24589.1| ---------MFSKGAMVAATATSALCIRQHNRPSLHNITLSPSSFNRLNTSQVASLKPGALRVSSSRPISAMANAAGNGSGKAAAPVLSDAE---ELINSVET--------------------------------------FIFDCDGVIWKGDSLIAGVPETLDMLRSK----------------GKRLVFVTNNSTKSR-KQYGKKFETLGLT----------------VGEEEIFASSFAAAAYLKS-IDFPQD----------------------------KKVYVIGEVGIL-KE   187
168000499|ref|XP_001752953. -----------------------------------------------MNCCAQVGAEAG-----------------------GSAPFLTDHT---TLIDSVET--------------------------------------FIFDCDGVIWKGDSLIDGVPETLDMLRSM----------------GKRLVFVTNNSTKSR-KQYGKKFESLGLS----------------VSAEEIFASSFAAAAYLKS-MKFPTD----------------------------KKVYIIGEAGIQ-LE   126
159464681|ref|XP_001690570. ------------------------------------------------------------------------------------MKKATDRD-KLEAFQQYDA--------------------------------------WVFDLDGTLWKGSTLIPGAKEFIELLRYY----------------NKKVFFVTNNATKSR-ATNAAKLTAMGIN----------------ATQAEMYTSSFAAAAYLKA-ISFN------------------------------KKAYVIGEEGLV-EE   112
167516818|ref|XP_001742750. ---------------------------------------------------------------------------------------MMNVAQCRALIESTKL--------------------------------------FVFDCDGVIWRGATLIDGVADALDGLRRH----------------GKRVAFITNNSTKTR-ANFVKKFHGLGLTW---------------VERDDVWSSASAAAAYLTQRAKLDKS----------------------------RKVYVVGQSGLC-EE   114
159476236|ref|XP_001696217. ----------------------------------------MALGATRQARGCHAVLAGGAPFTARAATAATAVDVPSTSATSVTPLTVLDERTAPERLRETST--------------------------------------LIFDCDGVLWRGSEIIHNAPEALKEFRRQ----------------GKRLLFVTNNSSKSR-AGYVAKFSSLGLE----------------VAAEEIVSSSYCAAAYLTS-QGFGPGGSRPC-----------------------SKVLLLGWSGVE-QE   164
126132058|ref|XP_001382554. ----------------------------------------------------------------------------MSV------KITN-KEQVQSLLGQYDY--------------------------------------FLFDCDGVLWLGDHLLPHVPETLNLLKEH----------------RKTVIFVTNNSTKSR-DDYLKKFQKLGISG---------------ITKDEVFGSSYASAVYIDKILKLPKEK----------------------------KVWVLGEEGIE-KE   118
i|50419267|ref|XP_458157.1| ----------------------------------------------------------------------------MSK------KITT-KEQAQAIIDDYDY--------------------------------------FIFDCDGVLWLGDHLLPHICETLDLLKKA----------------NKTVLFVTNNSTKSR-DAYLSKFDKLGVLG---------------ITKSEVFGSSYASAVYIDKILKLPKNK----------------------------KIWVLGEEGIE-RE   118
146412307|ref|XP_001482125. ----------------------------------------------------------------------------MSS------KITT-KEQVKKLLDSYDY--------------------------------------FLFDCDGVLWLGDHILPFVKETLDLLKSL----------------DKRVIFVTNNSTKSR-KDYRGKFEKLGIPG---------------IQENEIFGSSYALAVYVDKILKLPKDK----------------------------KVWVLGETGIE-RE   118
149247275|ref|XP_001528050. ----------------------------------------------------------------------------MSV------KITDRKQALDLIVDKYDY--------------------------------------FLFDCDGVIWLGDHLLPSVSETLEYLRSK----------------NKTIIFVTNNSTKSR-EDYLKKFEKMGIKN---------------VNKLELFGSAYATAIYIDKILKLPKDK----------------------------HVWVLGEEGIE-TE   119
i|50554239|ref|XP_504528.1| ----------------------------------------------------------------------------MSV------KITT-KEQAQKFLDQYDD--------------------------------------FLFDCDGVLWQGNHLLPHVPETLQLLRDN----------------GKRLIFVTNNSTKSR-QAYTKKFEKFGIK----------------VNKEEIFGSAYSAAVYLQKVVKFPKDK----------------------------KVLVVGETGLE-EE   117
i|45185046|ref|NP_982763.1| ----------------------------------------------------------------------MTG-QQAPV------KLDT-PAGVHSFLDQYDT--------------------------------------FLFDCDGVLWLGTHLLPLVKETLAMLTAK----------------GKQLYFVTNNSTKSR-AAYAKKFASFGIT----------------VGVEQIFTSSYAAALHVRDELRLAPGAD---------------------------KIWVFGEAGIQ-DE   123
i|50307857|ref|XP_453922.1| ----------------------------------------------------------------------MTNSTSIPI------KLQD-RSATEEFVQKFDT--------------------------------------FLFDCDGVLWLGSHLLPLVVETLEYLKSL----------------GKQLLFVTNNSTKSR-SQYVKKFAGFGIE----------------VTEDQIFTSGYASALYVRDFLKLTPGQD---------------------------RVWIFGENGIK-EE   124
171686686|ref|XP_001908284. --------------------------------------------------------------------------MTTPK------YLTGDAAAINEFIDRFDV--------------------------------------FLLDCDGVIWSGEHVFEGVVETLEHLRYR----------------GKKIVFVTNNSTKSR-QEYLKKFTGLGIP----------------SDVEEIFGSAYSASVYISRILKLAPPKN---------------------------KVFVIGEAGIE-HE   121
116192161|ref|XP_001221893. --------------------------------------------------------------------------MTKPK------YLTGDKAAI-----------------------------------------------------GVIWSGDHVFEGVPETLEYLRSR----------------GKKVVFVTNNSTKSR-EEYLKKFTGLGIP----------------SDVEEIFGSAYSSAIYISRILQLPAPKN---------------------------KVFVLGEAGIE-HE   106
i|85083924|ref|XP_957212.1| --------------------------------------------------------------------------MAQPK------YLSGDVAAINEFIDKFDV--------------------------------------FLFDCDGVLWSGEHVFEGVVETLELLRSR----------------GKKTVFVTNNSTKSR-PEYKKKFEGLGIP----------------ADEDEIFGSAYSSAIYISRILKLAPPKN---------------------------KVFVIGEAGIE-QE   121
154290287|ref|XP_001545741. --------------------------------------------------------------------------MASPK------YLTGDQSAINHFIDQFDV--------------------------------------FLFDCDGVLWSGDHIFPGTVETLELLRSKGALPKSRLIALLRNTNGKKVVFVTNNSTKSR-TEYQKKLTALGIP----------------SNVDEIFGSAYSSAIYISRILKLPAPKN---------------------------KVFVLGESGIE-TE   137
119177328|ref|XP_001240453. ---------------------------------------------------------------------------MAPK------YLTGDSQAIKDFIDKFDV--------------------------------------FLFDCDGVLWSGDIVFKGTVETLEMLRSK----------------GKQVVFVTNNSTKSR-LDYKKKLDKLGVP----------------ATHEEIFSSSYSAAVYISRILNLPPNKR---------------------------KVFAIGETGIE-QE   120
154279300|ref|XP_001540463. -------------------------------------------------------------------------MVDAPK------YLTGDPAGIQEFLNKFDV--------------------------------------FLFDCDGVLWSGDITFEGTVETLEMLRQK----------------GKQIIFVTNNSTKSR-ADYKKKLESLGIP----------------ADIEEIFTSSYSASIYISRILTLPQNKQ---------------------------KVFVLGETGIE-QE   122
119492483|ref|XP_001263607. -------------------------------------------------------------MAPPESPQPYPAMTTVPR------YLTGKKEEIKEFLDKFDV--------------------------------------FLFDCDGVLWSGDHLFPGTVETLEMLRSN----------------GKQVVFVTNNSTKSR-ADYKKKLEKLGIP----------------STTEEIFSSSYSASIYISRILKLPENKR---------------------------KVFVIGETGIE-QE   134
169767790|ref|XP_001818366. -------------------------------------------------------------------------MAESPR------YLTGDGEGIREFIDKFDV--------------------------------------FLFDCDGVLWSGDHIFPGTNETLELLRSR----------------GKQVVFVTNNSTKSR-ADYQKKLDSLGIP----------------STTEEIFSSSYSASIYISRILQLPENKR---------------------------KVFVLGETGIE-QE   122
i|19113047|ref|NP_596255.1| ----------------------------------------------------------------------------MAK------KLS-SPKEYKEFIDKFDV--------------------------------------FLFDCDGVLWSGSKPIPGVTDTMKLLRSL----------------GKQIIFVSNNSTKSR-ETYMNKINEHGIA----------------AKLEEIYPSAYSSATYVKKVLKLPADK----------------------------KVFVLGEAGIE-DE   117
121712056|ref|XP_001273643. -------------------------------------------------------------------------MASSRK--------LSSSDDYAEILNRYDT--------------------------------------WLFDCDGVIWSGDDKIAGAGEAVDLLRR----------------QGKRVLFVTNNASRSR-KMLKKKFDRLGIS----------------ASEDEIVSSAFAAAGYLKDVLKFPADR----------------------------KVYVMGMEGIE-AE   119
i|70981582|ref|XP_746320.1| -------------------------------------------------------------------------MASSRK--------LSTPSDYAELLCRYDT--------------------------------------WLFDCDGVIWSGDHATEGASKAIDFLRD----------------HGKRVVFVTNNAARSR-KMLKTKFDRLRIA----------------ASEDEIVSSSFAAAVYLKEVLKFPADR----------------------------KVFVMGMEGVE-AE   119
i|71021791|ref|XP_761126.1| DGTRKTNSAADAQSAQQPKPDETEADAVQKHADAIAASQLTEQGSAIGLGAAAGATTALAVVAGGAAAAATDAYASDTKTSSSAYKYLQSTSDYEELLSKYDT--------------------------------------FLFDCDGVLWSGDETIPHVVSVLQKLRQ----------------RGKSVIFVTNNASKSR-QTYLKKFASMNIQ----------------ASLDEVFSSSYASAVYLKKVLNFPADR----------------------------KVYVIGMHGIE-EE   500
164662311|ref|XP_001732277. -------------------------------------------------------------------------MVPRGAY-----EFLDTKETRAHLIEQYDN--------------------------------------FLFDCDGVLWSGPTVLPGVVSFFRKLRE----------------RGKRILFVSNNASKSR-RTLLERINAMGID----------------GREDEVFSSAYATAAYLKDVLRFPTDR----------------------------KAYVVGMNGLE-DE   122
169862848|ref|XP_001838048. --------------------------------------------------------------------------MTAV---------LSTASDYEALLRDYDT--------------------------------------WLFDCDGVLWRGDHLLDGAVEVLDLLRR----------------RNKKVVFVTNNATKSR-RSYKSKFDDLGVE----------------AHVDEIYGSAYAAAVYISSVIKLPKTK----------------------------KVYVIGMAGLE-EE   117
170107989|ref|XP_001885204. --------------------------------------------------------------------------MSVH---------LSTPEDYKTLLDKFDT--------------------------------------WLFDCDGVLWRGDELIDGVVEVLHMLRC----------------LKKQVVFVTNNATKSR-KSYKTKFDQLGVE----------------AHVDEIFGSAYASAVYLSSVIKLPKTK----------------------------KVYVIGMGGLE-EE   117
i|58263062|ref|XP_568941.1| -------------------------------------------------------------------------MAPPF---------LKSVEEYEKLVDSVDT--------------------------------------FLLDCDGVLYHGKQVVEGVRTVLNMLRKKGKA--------QRFELGKKIIFVTNNATKSR-RKLKETFDQLGLN----------------ASIDECFGSAYASAVYISEVLNFPKDK----------------------------KVYVFGEEGLE-EE   126
i|66809307|ref|XP_638376.1| -----------------------------------------------------------------------MNLVTYST--------KIDEENKKSFIDSIDT--------------------------------------FIFDCDGVLWIADTIVPGAIETLNYLRQT---------------LGKKILFVTNNSTKTR-QQFLEKIKSFNIE----------------AFIDEVYGSSYGAAIYLNQIN-FPKETK---------------------------KVFIIGEHGLE-KE   122
i|34498699|ref|NP_902914.1| ---------------------------------------------------------------------------------MRNFPPSCHPVALRHAGPGRRGEAEARPCYAVAVAAACRSPRPCPRSRHQVFWIHRMSKSIISDMDGVIYRGKQLIPGAREFIQRLIDTQ----------------TPFLFLTNNAEQTP-LDLRLKLEGLGISG---------------LTEDNFITSAMATAMFLKSQTRKAMP-----------------------------TAYVVGGAGLI-NE   157
152968106|ref|YP_001363890. ----------------------------------------------------------------------------------------------MSDGNG--------------------------------------IECWLTDMDGVLVHEEHALPGAAEFLQRLVDSS----------------RRFLVLTNNSIFTP-RDLAARLSRSGIE----------------VPEESIWTSALATADFLARQLPGGS-------------------------------AYVIGESGLT-TA   103
168701360|ref|ZP_02733637.1 ------------------------------------------------------------------------------------------MVQHSTPKFG-----------------------------------------FLIDMDGVLYRGTDLIPGADRFVRELRERD----------------IPFRFLTNNSQRTR-RDVVARLVRLGLD----------------VEEEHVFTSAMATARFLAQQKPGGT-------------------------------AYVIGEGGLL-TA   104
i|32475765|ref|NP_868759.1| -----------------------------------------------------------------------------------------------MMKTG-----------------------------------------FLIDMDGVIYRGSELIPGADQFIDVLIRQD----------------IPFLFLTNNSQRTR-RDVQTKLHRMGIF----------------VEESHIFTCAMATARFLAKLKPNGT-------------------------------AYIIGEGGLL-QA    99
i|14591692|ref|NP_143780.1| ------------------------------------------------------------------------------------------------------------------------------------------MVAIIFDMDGVLYRGNRAIPGVRELIEFLKERG----------------IPFAFLTNNSTKTP-EMYREKLLKMGID----------------VSSSIIITSGLATRLYMSKHLDPG-------------------------------KIFVIGGEGLV-KE    97
i|18976804|ref|NP_578161.1| -----------------------------------------------------------------------------------------------------------------------------------------MEMRIVFDMDGVLYRGNTPIEGAREVIEFLKEKG----------------IKFAFLTNNSTKTP-EMYRERLLKMGID----------------VPADSIITSGLATRIYMKKHFEPG-------------------------------KIFVIGGRGLV-EE    98
i|14521805|ref|NP_127281.1| ------------------------------------------------------------------------------------------------------------------------------------------MVCIIFDMDGVIYRGNKPIPGAKEVIEFLKGNN----------------VRFLFLTNNSTKTP-EMYREKLLNMGID----------------VPAEIIVTSGLATRIYMEKHYPPG-------------------------------KVFIIGGRGLI-VE    97
159898116|ref|YP_001544363. -----------------------------------------------------------------------------------------------MLNLK-------------------------------------QLKLVLLDMDGVLHRGGEILPGAAELTTVLDRLG----------------LGYACLTNNSSQLP-ATFARHLQDLGVA----------------IAPEHVITSSTATATLLRTRYPQGT------------------------------RLLAIGMDGIQ-SS   104
i|183581417|dbj|BAG29888.1| -------------------------------------------------------------------------------MRTDGQASADEQQASPPLIER--------------------------------------FDALLCDLDGVVYAGPHAIAGAPEALERVRASG----------------RSVVYVTNNASRPP-SAVAEHITSLGAP----------------TAVENVVSSAQAAAALLAERLQPGA------------------------------RVLVTGSSALA-EE   119
169178554|ref|ZP_02839909.1 -------------------------------------------------------------------------------------------MTAISLISR--------------------------------------FDALLSDLDGVVYAGPHAIPGAVESLQQLAGVG----------------VGLGYVTNNASRSP-AEVAAHLRELGAP----------------AEDEQVVSSSQAAADLLASRLAPGS------------------------------KVLITGSPALA-HE   107
163848354|ref|YP_001636398. ----------------------------------------------------------------------------------------------MQTIPR--------------------------------------YDGYIFDLDGTIYLGDILLPGAAELLHTLRREG----------------RRVTFLSNNPTKTR-RQYAERLQRLGIA----------------ADEHEIVNSSAVMVEWLLA-NAPGA------------------------------SLFVVGEAPLI-GE   103
118047808|ref|ZP_01516436.1 ----------------------------------------------------------------------------------------------MQFIPR--------------------------------------YDGYIFDLDGTIYLGDILLPGVAELLATLRREG----------------RRIVFLSNNPTKTR-RQYAERLRRLGID----------------ADEHEIVNSSAVMVEWLLA-NAPGA------------------------------PLFVVGEAPLI-GE   103
i|51891924|ref|YP_074615.1| -------------------------------------------------------------------------------------------------MKR--------------------------------------YAGYVFDLDGTLYLGDHAIPGAPETLAELRRRG----------------ARIAFLSNKPIEPA-ASYAAKLNRLGIQ----------------AAVEEVINSSIVMARYLSR-TAPGA------------------------------RVYLIGEEPLA-EE   100
i|15789896|ref|NP_279720.1| --------------------------------------------------------------------------------MPCPSHRSGAGAALFAPPPRAAGVSDE------------------------------AADGVLFDLDGTIYVGDALVPGAAAAVDGLRAAG----------------VGVGFLSNKAIERR-DAFVSKLDGLGVP----------------ADESAILNAASIAASYLAR-AHPGE------------------------------SVFVVGEPPLF-EE   125
123376662|ref|XP_001297981. ----------------------------------------------------------------------------------------------------------------------------------------MTQKCVCFDGEGVLWHAGEPIPGASEVINEITKLG----------------YRPIVITNNASKSV-EQYYQRFQKSGYNS---------------FEMSDVITSAAAVGTYLQKIGLDKPNR----------------------------KIFVIGTAGFV-SQ   103
157763784|ref|XP_001674235. -------------------------------------------------------MKYPTLIDTQQLFREHDHPVKAGLDPKCRSTKPLCPDSFAKVIKN--------------------------------------IDTFIFDADGVLWLGESVMPGSPRLIDYLVKHN----------------KQIIVLTNNATKSR-AVYAKKLAKLGYNSS-------------KMNKNNLVNPAAVVADTLHRSGLDG--K----------------------------RVYLIGEQGLR-DE   146
i|17562458|ref|NP_504509.1| ------------------------------------------------------------------------MCIEAGLDPKCRSTKPLCPDTFAKVMKT--------------------------------------IDTFIFDADGVLWLGESVMPGSPRLIDYLVKHN----------------KQIIVLTNNATKSR-AVYAKKLAKLGYNSS-------------KMNKNNLVNPAAVVADTLHRAGLDG--K----------------------------RVYLIGEQGLR-DE   129
170580651|ref|XP_001895356. -------------------------------------------------------------------------------------MSRVQQADGHQLISS--------------------------------------FDSFLFDADGVLWLDDTXLPGAADFLRHLVSAG----------------KNVFILTNNSTKTL-DDYVNKCKRIGFD---------------MLSDDHILSPAKVLAHILAKEKSD---L----------------------------PVYIVGSSGLQ-RE   113
i|68482888|ref|XP_714670.1| ------------------------------------------------------------------------------MTTLFPTYIDDKALAQDLILSQFDN--------------------------------------FLIDCDGVIWLSEQLLPKINQFLQFLTKNN----------------KKFTFVTNNSSKSR-QSYVTKFKNLGKDG---------------VTIDQIYTTGYSAVLQLKKMGILPGE-----------------------------KIWVLGDEGIE-DE   122
170065169|ref|XP_001867828. -----------------------------------------------------------------------------MSSRRIRHILELSQQERKQFLDSFDC--------------------------------------VLTDCDGVLWTVFEPIPGVGAGLTGLLAAG----------------KTIRYITNNSVRSL-ASYSAQLRTLGVTL---------------DPADLIHP-AKSIVGHLKSINFRG-------------------------------LIYCLGTDSFK-DV   120
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   gi|134104092|pdb|2CFS|A LRAAGLRLAGDPSAGD-------------------------------------------------GAAPRVRAVLVG--------------------YDEHFSFAKLREACAHLRD-------------PECLLVATDR---------------------------------------DPWHPLSD-GSRTP-------------GTGSLAAAVETASG-RQALVVGKPSPYMFECITENFS---IDPARTLMVGDRLETDILFG------HRCGMT-TVLTLTGVSRLEEAQAYLAA--   275
gi|39644873|gb|AAH09756.2| LRAAGLRLAGDPSAGD-------------------------------------------------GAAPRVRAVLVG--------------------YDEHFSFAKLREACAHLRD-------------PECLLVATDR---------------------------------------DPWHPLSD-GSRTP-------------GTGSLAAAVETASG-RQALVVGKPSPYMFECITENFS---IDPARTLMVGDRLETDILFG------HRCGMT-TVLTLTGVSRLEEAQAYLAA--   153
78045487|ref|NP_001030207.1 LRAAGLRLAGDPSEDP-------------------------------------------------GAAPRVRAVLVG--------------------YDEHFSFAKLSEACAHLRD-------------PDCLLVATDR---------------------------------------DPWHPLSD-GSRTP-------------GTGSLAAAVETASG-RQALVVGKPSPYMFECITEHFS---VDPGRTLMVGDRLETDILFG------HRCGMT-TVLTLTGVSSLEEAQAYLAA--   273
gi|183986577|gb|AAI66563.1| LRAAGLRLAGDP-----------------------------------------------------GDDPRVRAVLVG--------------------YDEHFSFAKLTEACAHLRD-------------PDCLLVATDR---------------------------------------DPWHPLTD-GSRTP-------------GTGSLAAAVETASG-RQALVVGKPSPYMFQCITEDFS---VDPARMLMVGDRLETDILFG------HRCGMT-TVLTLTGVSSLEEAQAYLAA--   269
85541051|sp|Q8VD52|PLPP_RAT LRAAGLRLAGDP-----------------------------------------------------GDDPRVRAVLVG--------------------YDEHFSFAKLTEACAHLRD-------------PDCLLVATDR---------------------------------------DPWHPLTD-GSRTP-------------GTGSLAAAVETASG-RQALVVGKPSPYMFQCITEDFS---VDPARMLMVGDRLETDILFG------HRCGMT-TVLTLTGVSSLEEAQAYLAA--   269
i|47059486|ref|NP_064667.2| LRAAGLRLAGDP-----------------------------------------------------GEDPRVRAVLVG--------------------YDEQFSFSRLTEACAHLRD-------------PDCLLVATDR---------------------------------------DPWHPLSD-GSRTP-------------GTGSLAAAVETASG-RQALVVGKPSPYMFQCITEDFS---VDPARTLMVGDRLETDILFG------HRCGMT-TVLTLTGVSSLEEAQAYLTA--   269
gi|47682239|gb|AAH69982.1| LRAAGLRLAGDP-----------------------------------------------------GEDPRVRAVLVG--------------------YDEQFSFSRLTEACAHLRD-------------PDCLLVATDR---------------------------------------DPWHPLSD-GSRTP-------------GTGSLAAAVETASG-RQALVVGKPSPYMFQCITEDFS---VDPARTLMVGDRLETDILFG------HRCGMT-TVLTLTGVSSLEEAQAYLTA--   210
126339864|ref|XP_001376550. LRAAGLRLAGDE------------------------------------------------------PGP-VRAVLVG--------------------YDEHFTFAKLSEACAHLRD-------------PDCLLVATDV---------------------------------------DPWHPLSD-GRTTP-------------GTGSLTAAVETASG-RQALVVGKPSTYMFECITERFG---VDPARTLMVGDRLETDILFG------HRCGLT-TVLTLTGVSRLEQAQAYLAA--   266
114686325|ref|XP_001161839. LKEPGARLQALQEVCSRLPPKNLSNLRYLMKFLARLAEEQEVNKMTPSNIAIVLGPNLLWPPEKEGDQAQLDAASVSSIQVVGVVEALIQSADTLFPGDINFNVSGLFSAVTLQDT-------------VSDRLASEELPSTAVPTPATTPALAPAPAPAPAPALASAATKERTESEVPPRPASPK-VTRSPPETAAPVEDMARRSTGSLAAAVETASG-RQALVVGKPSPYMFECITENFS---IDPARTLMVGDRLETDILFG------HRCGMT-TVLTLTGVSRLEEAQAYLAA--   646
109094184|ref|XP_001088993. LKEPGARLQALQEVCSRLPPENLSNLRYLMKFLARLAEEQEVNKMTPSNIAIVLGPNLLWPPEKEGDQAQLDAASVSSIQVVGVVEALIQSADTLFPGDINFNVSGLFSAVTLQDT-------------VSDRLASEELPPTAVPTPTTTP--APAPAPVPAPALASAATKERTESEVPPRPASPK-VTRSPPETAAPVEDMARRSTGSLAAAVETASG-RQALVVGKPSPYMFECITENFS---IDPARTLMVGDRLETDILFG------HRCGMT-TVLTLTGVSRLEEAQAYLAA--   734
i|73969720|ref|XP_538386.2| LKEPGARLEALQEVCSRLPPESLNNLRYLMKFLARLAEEQEVNKMTPSNIAIVLGPNLLWPPEKEGNQAQLDAASVSSIQVVGVVEALIQNADTLFPGDINFNVSSLFSAPGPQDK-------------VSNRPAAEELPTMVAA--------APAPVPAPAPTPASLAPKERTESEAPPRPASPK-VSRTPSEAATPAEDMARRSTGSLAAAVEIASG-RQALVVGKPSPYMFECITEHFS---VDPARTLMVGDRLETDILFG------HRCGMT-TLLTLTGVSRLEEAQAYLAS--   680
149591759|ref|XP_001516666. --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ARTP-------------GTGSLVAAVETASG-RQALVVGKPSTYMFECITERFD---VDPARTLMVGDRLETDILFG------HRCGLT-TVLTLTGVSQLEEAQAYMAS--    86
i|68365744|ref|XP_689525.1| LRDAGVPVVEEPAEQEEG-----------------------------------------TSIYNCPLDPDVRAVLVG--------------------YDESFTFMKLAKACCYLRD-------------AECLFLATDP---------------------------------------DPWHPLRG-GRITP-------------GSGSLTAALETASS-RKATVIGKPSRFMFDCISSQFD---LDPSRSLMIGDRLETDILFG------SNCGLS-TVLTLTGVSTLDEAQRYRDSQ-   282
gi|47227617|emb|CAG09614.1| LQEAGVPCLEDADEPN-------------------------------------------ATIFDCALAPDVKAVLVG--------------------HDDKMTFLKLAKASCYLRD-------------PDCLFLATDN---------------------------------------DPWHPLSS-GRILP-------------GSGSLTAALEVASG-RKATVIGKPSRFMFECISSQFSG--VDPAQCLMIGDRLQTDMLFG------SNCGLD-TVLTLTGVSQMEEAQEYSNSQ-   283
i|40254507|ref|NP_080230.2| LEAVGVTSVGVGPDVLHGDGP--------------------------------------SDWLAVPLEPDVRAVVVG--------------------FDPHFSYMKLTKAVRYLQQ-------------PDCLLVGTNM---------------------------------------DNRLPLEN-GRFIA-------------GTGCLVRAVEMAAQ-RQADIIGKPSRFIFDCVSQEYG---INPERTVMVGDRLDTDILLG------STCSLK-TILTLTGVSSLEDVKSNQESD-   296
109127253|ref|XP_001084229. LEAVGVTSVGVGPEPLQGEGP--------------------------------------GDWLHAPLEPDVRAVVVG--------------------FDPHFSYMKLTKALRYLQQ-------------PDCLLVGTNM---------------------------------------DNRLPLEN-GRFIA-------------GTGCLVRAVEMAAQ-RQADIIGKPSRFIFDCVSQEYG---INPERTVMVGDRLDTDILLG------VTCGLK-TILTLTGVSTLGDVKNNQESD-   428
149751060|ref|XP_001498171. LEAVGVACVGVGPEPLQGEGP--------------------------------------RAWLDAPLEPDVRAVVVG--------------------FDPHFSYMKLTKAVRYLQQ-------------PGCLLVGTNM---------------------------------------DNRLPLEN-GRFIA-------------GTGCLVRAVEMASQ-RQADIIGKPSRFIFDCVSQEYG---INPERTVMVGDRLDTDILLG------VTCGLK-TILTLTGVSTLGDVKSNQESD-   208
71894743|ref|NP_001025809.1 LEAAGIPHLGPGPAALPGPAP--------------------------------------ADWAQAPLEPAVRAVLVG--------------------FDEHFSYAKLCQALRYLLRG------------PDCLLVGTNR---------------------------------------DNRLPLEG-GSAIP-------------GTGCLVKAVETAAE-REALIVGKPSRYIFDCVASEFD---IDPARTIMVGDRLDTDILMG------NTCGLT-TLLTLTGVSTLEEVRGHQESD-   287
157123469|ref|XP_001660159. LDAVGIQHTGIGPDVLGGSLAD--------------------------------------AVHNFTPDPEVGAVIVG--------------------FDEHFNFIKMMKAASYLDK-------------PDVIFIGTNT---------------------------------------DERFPMP--DCVIP-------------GTGSIVNAVTTCAE-RKPTVMGKPNKHICDILQKEYK---VDPSRTLMIGDRLNTDILLG------KNCGFQ-TLLVETGIHKAADFS---QTE-   294
170040775|ref|XP_001848163. LDAVGIRHIGIGPDVLQGTLAE--------------------------------------AVHAFTPDPEVGAVIVG--------------------FDEHFSFVKMMKAASYLNN-------------QEVIFIGTNT---------------------------------------DERFPMP--DCVIP-------------GTGSIVNAVTTCAE-RPPTVMGKPNKHICDILQQEYK---VDPERTLMIGDRCNTDILLG------KNCGFK-TLLVETGIHKAEDIEKWAQSE-   283
158287205|ref|XP_309300.4| LDAVGIRHIGIGPDTIQGSLAD--------------------------------------TVASFVPDPDVSAVIVG--------------------FDEHFSFVKMMKAASYLNN-------------PDVIFIGTNT---------------------------------------DERFPMP--DRVIP-------------GTGSIVQAMVTCSE-REPIVMGKPNPHICEIIRREYD---VDPARTLMIGDRCNTDILLG------KNCDFQ-TLLVETGIHKAEDIAKYGQSE-   299
i|91080661|ref|XP_974660.1| LDAVGIKHYGVGPDVLQNALVH--------------------------------------VIENFQMESDVGAVIVG--------------------YDEHFSYVKMMKAASYLNN-------------PNCLFIATNT---------------------------------------DERFPMST-DLVIP-------------GTGAIVSAVETCAQ-RSPIVVGKPNPYIVDDLIKKYG---IVPKRTLMIGDRVNTDILLG------TRCGFQ-TLLVLSGVTTLKEAVALKNSH-   281
125979845|ref|XP_001353955. LDAVGIGHTGCGPDPMKGTMAE--------------------------------------TTK-IQLETDIGAVVVG--------------------FDEHFSFPKMVKASSYLND-------------PNCLFIATNT---------------------------------------DERFPMD--NMVVP-------------GSGCFVRAIETCAE-RTAKVIGKPNPAICEVLLQKEIGR-IDPARTLMIGDRANTDILLG------FNCGFQ-TLLVGTGVHQLSDVERWKKSK-   297
156552073|ref|XP_001604657. LDAQGIEHVGLGPDVTEGDELD--------------------------------------ILFKFKPDSEVGAVVVG--------------------FDRHFSYQKIVKAATYAYD-------------KNIHFICTNP---------------------------------------DVERPSPN-TIRYP-------------GAGCFLSAIEKIAK-RSAIIVGKPEPFVSEVIKKKYG---VDPARTLMIGDNLNTDILLG------QRCGFT-TLLVMSGITTPEELASIKKNP-   281
156550923|ref|XP_001603048. LDAQAIKHCGLGPDPIEGDELD--------------------------------------MLMNFKKDPEVGAVVVG--------------------FDKHFSYPKLVKAATYAHD-------------RGNHFIGTNP---------------------------------------DFERPSPN-ENLFP-------------GAGCYLLAIEAAAG-RKAVVLGKPEPFVSELIRKKYG---VNPARTLMIGDNLSTDILLG------KRCGFT-TLLVMSGITTKEELEKQRRDS-   281
i|48141571|ref|XP_393558.1| LEAVGIQHYGSGPDIIEGDEVE--------------------------------------LVKNFKPDPEVGAVVIG--------------------FDKDFSFPKIVKAVTYLND-------------PNVHFIGTNN---------------------------------------DIERPSPS-ANKFP-------------GTGCFIKNIEAACN-RSAVILGKPESFVSEYITKKYG---LNPERTLMIGDNCNTDILLG------KRCGFK-TLVVLTGITTQNDIENMNASD-   281
115764708|ref|XP_001193132. MKLHSIDYIGTGPDNVEGQILDH-------------------------------------RADHVVLDPDVNGVVVG--------------------FDQYFSFMKLLKAASYLKR-------------PNSVFIGTNI---------------------------------------DQQFPMRNSELIMP-------------GTGSLVRPVEVASN-RTATTLGKPSKFMFECIQEKFD---VNPQRTIMIGDRLNTDILLG------KNCGLK-TLAVLTGVTSEEEILGFQGSE-   282
115478226|ref|NP_001062708. LRLAGFECLGGPEDGKKNILLEANF-YFEHD-------------------------------------KSVGAVIVG--------------------LDQYFNYYKMQYASLCIRE------------NPGCLFIATNR---------------------------------------DPTGHMTSVQEWPG--------------AGTMVAAVSCSVQ-KEPIVVGKPSSFLMDFLLKSFN-LETS--RMCMVGDRLDTDILFG------QNTGCK-TLLVLSGVTTLP-ELQDASN--   305
gi|118488422|gb|ABK96026.1| LQLAGYTGLGGPEDGEKRVELKPNS-PFEHD-------------------------------------KSVGAVVVG--------------------IDPRINYYKLQYGTLCIRE------------NPGCLFIATNR---------------------------------------DAVGHMTDLQEWPG--------------AGSMVAAMCGSTE-REPIVVGKPSTFMMDFLLQKFH-INTS--KMCMVGDRLDTDILFG------QNAGCK-TLLVLSGVTTQT-TLRDPSN--   284
145349451|ref|XP_001419146. LDGVGIKHIGGESDAGKQVTLASGE-LMHHD-------------------------------------EDVGAVIVG--------------------FDRNINYYKIQYATLCIRE------------NPGCMFIATNT---------------------------------------DAVTHLTDAQEWAG--------------NGSMVGAIKGSTK-REPIVVGKPAAFMLDYIANKFQ-IRKD--QITMVGDRLDTDILFG------NDGGLN-TMLVLSGVTTKD-MLCSDDN--   286
i|116059261|emb|CAL54968.1| LDNVGVKHIGGESDADKQVTLKSGE-LMHHD-------------------------------------EDVGAVIVG--------------------FDRNINYYKIQYATLCIRE------------NPGCMFIATNT---------------------------------------DAVTHLTDAQEWAG--------------NGSMVGAIKGSTK-REPIVVGKPAAFMLDYIANKFN-IRKD--QITMVGDRLDTDILFG------NDGGLN-TLLVLSGVTTKE-MLCSDDN--   320
159491082|ref|XP_001703502. LDLKGIRHVGGPGDADKKVTLKSGE-FMEHD-------------------------------------HDVGAVVVG--------------------FDRYVNYYKIQYATLCIRE------------NPGCMFIATNR---------------------------------------DAVTHLTDAQEWAG--------------NGSMVGAIVGSTK-REPIVVGKPSDFMLKNISASLG-LRPD--QIAMVGDRLDTDIMFG------KNGGLA-TALVLSGVTTPE-VLNSPDN--   305
gi|8885622|dbj|BAA97552.1| LELAGFQYLGGP----------------------------------------------------------VGAVVVG--------------------FDRYFNYYKIQYGTLCIRE------------NPGCLFIATNR---------------------------------------DAVTHLTDAQEWAG--------------GGSMVGALVGSTQ-REPLVVGKPSTFMMDYLADKFG-IQKS--QICMVGDRLDTDILFG------QNGGCK-TLLVLSGVTSIS-MLESPEN--   267
i|157330634|emb|CAO48346.1| LELAGFEYLGGPEDGGKKIELKPGF-LMEHD-------------------------------------ENVGAVVVG--------------------FDRYFNYYKIQYGTLCIRE------------NPGCLFIATNR---------------------------------------DAVTHLTDAQEWAG--------------GGSMVGALAGSTQ-REPLVVGKPSTFMMDYLANKFG-ILKS--QICMVGDRLDTDILFG------QNGGCK-TLLVLSGVTSLS-MLQSPNN--   340
gi|116787644|gb|ABK24589.1| LELAGFKYLGGPDDGDRRIELKPGF-LLEQD-------------------------------------KEVGAVVVG--------------------FDRYVNYYKIQYGTLCIRE------------NPGCLFIATNC---------------------------------------DAVTHLTDAQEWAG--------------GGSMVGALRGSTQ-KDPIVVGKPSTFMMDYVSKKFQ-ISKS--QICMVGDRLDTDILFG------QNGGCK-TLLVLSGVTTLP-MLQNPSN--   350
168000499|ref|XP_001752953. LKQAGINYIGGPEDGDKRIDLTPGQ-LMEHD-------------------------------------HDVGAVVVG--------------------FDRYLNYYKLQYATLCIRE------------NPGCMFIATNC---------------------------------------DAVIHLTDAQEWAG--------------GGSMVGAIKGSTK-KEPLVVGKPSTFMMDCLASEFN-IKTS--QICMVGDRLDTDILFG------QNGGCA-TLLVLSGVTTLE-TLQSSEN--   289
159464681|ref|XP_001690570. LTAVGVQCVGGPAHRGVEVDWSQAEPHVEVD-------------------------------------PEVGAVVVG--------------------LDRYISYYKLQYATLCLAN------------NDSCMFLACNT---------------------------------------DARGHFSQAQEWAG--------------AGTMVAALIGSSE-REPMLLGKPASFILDHLCATHQ-VARD--KTIVVGDRLDTDILWG------IQNGAG-TCCVLSGVTSEA-QLLAESN--   276
167516818|ref|XP_001742750. LCEAGYTVLGGPDDEGSSVFPVPER--FEVD-------------------------------------PAVGAVVVG--------------------FDRAINYYKLAYATMCARE------------NKDCLFLATNR---------------------------------------DAITHLNDEQEFPG--------------GGTMVAALETAIG-RAPEVAGKPSPFLVDALYAFHG-LDRDSAHAVMVGDRLDTDIIFG------NTNNMA-TLLVMSGVTRQS-HVDATQP--   278
159476236|ref|XP_001696217. LEQAGIPYVGGRALKVPPMDDLDAMKALKVD-------------------------------------PDVGAVVVG--------------------WDPNFSYSRLVYASIHLRE------------LPGCLLVATNM---------------------------------------DCADHIGGGRMMPG--------------TGGLVKAVETASG-VSAVNVAKGGEWLLPYLCRTYG-LEPA--HTAIVGDRMDTDIHLG------RQGGLF-TCLPLTGVTTLK-RLEGLPA--   328
126132058|ref|XP_001382554. LKELGYTTVGGSDPVLVQDGVAFDPEHPHLV----------------------------------ELDEDVGAVLAG--------------------LTLNLNYLKLSITMQYLLKDNK-----------SLPFIATNI---------------------------------------DSTFPSKG-KLLIG--------------AGSIIETVAFASGRQPDAVCGKPNQSMMNSIKADNPGLRETPKRGLMIGDRLNTDMKFG------RDGGLD-TLLVLTGIETEE-NVLKQPK--   289
i|50419267|ref|XP_458157.1| LHELGYTTIGGTDPTLVEHGVHFDHDHPLLT----------------------------------ELDDDVGAVVTG--------------------LTFNLNYLKLSITMQYLLKDNK-----------SIPFIATNI---------------------------------------DSTFPMKG-KLLIG--------------AGSIIETVAFASGRQPDAICGKPNQSMMNSIKADYPGLSSNPSRGLMIGDRLNTDMKFG------RDGGLD-TLLVLTGIESEQ-AVLSQST--   289
146412307|ref|XP_001482125. LQELGYATVGGSDPKLDETGILP-ADSEAVN----------------------------------NLDPEVGAVVAG--------------------LTLLVNYIKLSATMQYLLKDNK-----------SIPFIATNI---------------------------------------DSTFPMKG-KLMIG--------------AGSLIESVAYASGRQPDAVCGKPNQAMMNSIKAANPDLQAKPGRGLMVGDRLNTDMKFG------RDGGLD-TLLVLTGIETEE-SLKQLDP--   288
149247275|ref|XP_001528050. LKEVGYKTLGGTDAKLEEDGINFNPNNPILD----------------------------------NLDSQVGAVVCG--------------------LTFKINYLKLSMTMQYLLKDNK-----------TLPFIATNI---------------------------------------DSTFPMKG-KLLIG--------------AGSVIESVAYASGRQPDAICGKPNQSMMDAVKAQLPGLKENPKRGLMVGDRLNTDMKFG------RDGGLD-TLLVLTGIETED-NVKSLKA--   290
i|50554239|ref|XP_504528.1| LTEAGIPWLGATDAAYNR---VADDEALSSI----------------------------------VRDKSIGAVLCG--------------------LDFHINYYKIANALIQLQ-DPE-----------TL-FLATNI---------------------------------------DSTYPSHG-KLLPG--------------AGTIVGTLETSSGRKP-VALGKPSQAMMDCIKAQ---FEFDPSKACMVGDRLNTDMRFG------EEGGLG-TLFVLSGVDTEE-SIKKEDA--   279
i|45185046|ref|NP_982763.1| LQLMGYETMGGADERLDAP-FAADASPFLEG----------------------------------GLDPAVRAVVAG--------------------LDTHLNYHRLSVTLQYLQ--QP-----------EVAFVATNL---------------------------------------DNTLPQKG-LKLPG--------------AGTMIQCLVTASGREP-QACGKPNQNMLKSIVAATG---LDRTRTCMVGDRLNTDMRFG------ADGGLG-TLLVLTGIETEAGALAPSAE--   288
i|50307857|ref|XP_453922.1| LNIMGFDTSGGNDPRLDEP-FDVATSPFLKD----------------------------------GLDDQVKCVIAG--------------------LDTKINYHRLAITLQYLR--KP-----------EVHFVATNI---------------------------------------DSTFPQKG-LILPG--------------AGSAINSLSYASDRTP-EACGKPNLNMLNAIVKAKG---LDRSKCCMVGDRLNTDIKFG------ETGGLGGTLLVLTGIETEERALDNTHG--   290
171686686|ref|XP_001908284. LRSENVPFIGGTDPAFRRDVTPEDFKGLADG---------------------------------SLLDPEVGCVLVG--------------------LDFHINYLKLSHALQYLRR--------------GAIFLATNV---------------------------------------DSTFPMSH-GFFPG--------------AGSMSMPLVYSTG-QKPVALGKPSQAMMDAVEGKFQ---FDRERTCMVGDRLDTDIKFG------IEGKLGGTLAVLTGVSQKE-HWEAADA--   287
116192161|ref|XP_001221893. LRSENVPFIGGTDPAFRRDITPEDWKGIADG---------------------------------SHLDSDVGVVLAG--------------------LDLHINYLKLSHALQYLRR--------------GAVFLATNT---------------------------------------DSTFPMNH-NFFPG--------------AGSISMPLAYMTG-QQPLALGKPSQAMMDAVEGKFR---LDRARTCMVGDRLNTDIKFG------VEGRLGGTLAVLTGVSKVA-DWEAEDP--   272
i|85083924|ref|XP_957212.1| LTTENIPFIGGTDPSFRRDVTVEDFNGLADG---------------------------------SLLNPEVGCVLVG--------------------LDWHINYLKLSHAYQYLRR--------------GAVFLATNV---------------------------------------DSTFPMNN-NFFPG--------------AGSISVPLVHMTG-QEPVALGKPSQAMMDAIEGKFH---LDRARTCMVGDRLNTDIKFG------IEGRLGGTLAVLTGVNKKE-DWEAADA--   287
154290287|ref|XP_001545741. LKTEGVEFIGGTDPAYRRDITPEDYKGIADG---------------------------------SLLDDDVGVVLAG--------------------LDFHINYLKLCHAYHYLRR--------------GAVFLATNT---------------------------------------DSTLPSNH-TFFPG--------------AGSISIPLINMIG-KEPTALGKPNQAMMDSIEGKFQ---FDRKKTCMVGDRLNTDIKFG------IEGKLGGTLAVLTGVSKKE-EWEAENA--   303
119177328|ref|XP_001240453. LQAENIQYIGATDPAYRRDITPEDYSKIAAGD-------------------------------SSLLDPEVGVVLVG--------------------LDFHINYLKISLAYHYIRR--------------GAIFLATNI---------------------------------------DSTLPNAG-SLFPG--------------AGTISAPLIRMLGGIEPTSLGKPSPEMMMAVEGKFK---FDRRRACMVGDRLDTDIRFG------IEGGLGGTLGVLTGVCSKA-DFETA----   287
154279300|ref|XP_001540463. LNAENVPFIGGTDPTYRRDISPHDFGQIATGD-------------------------------PSIIDPEVGVVLAG--------------------LDFHINYLKLALAYHYLRR--------------GAVFLATNT---------------------------------------DVTLPNAG-SFFPG--------------AGTISAPLIRMLGGKEPVALGKPSQAMMDAIEGKFK---LQRHRACMVGDRLDTDIRFG------IEGGLGGTLAVLTGVNTKV-DFTTG----   289
119492483|ref|XP_001263607. LQTENVPFIGGTDPAYRREVRPDDYKLIAAGD-------------------------------PSLLDPEVGVVLVG--------------------LDFHLNYLKLALAYHYIKR--------------GAVFLATNI---------------------------------------DSTLPNSG-TLFPG--------------AGSMSAPLIMMLG-EEPVSLGKPNQAMMDAIEGKFK---FDRSRTCMVGDRANTDIRFG------LEGKLGGTLGVLTGVSSKE-DFLTG----   300
169767790|ref|XP_001818366. LRSENVPFIGGTDPAYRRDITPEDYKRIAAGD-------------------------------PELLDPEVGVVLVG--------------------LDFHINYLKLSLAFHYVRR--------------GAVFLATNI---------------------------------------DSTLPNSG-TFFPG--------------AGSVSAPLIMALG-KEPVSLGKPNQAMMDAIEGKFR---FDRNRACMVGDRANTDIRFG------LEGKLGGTLGVLTGVSSKE-DFETG----   288
i|19113047|ref|NP_596255.1| LDRVGVAHIGGTDPSLRRALASEDVEKIGPD-------------------------------------PSVGAVLCG--------------------MDMHVTYLKYCMAFQYLQD---P----------NCAFLLTNQ---------------------------------------DSTFPTNG-KFLPG--------------SGAISYPLIFSTG-RQPKILGKPYDEMMEAIIANVN---FDRKKACFVGDRLNTDIQFA------KNSNLGGSLLVLTGVSKEE-EILEKDA--   280
121712056|ref|XP_001273643. LDAVGILHCGGTSPEDNQFLPANDYSPLQSE---------------------------------GAIDPSVGAVLCG--------------------FDMHMNYAKLCKAFKHLTREGAQGPVLAGEQGGGCHFLLTND---------------------------------------DKVVPALG-EPWPG--------------SGSLATPLIAATK-REPIIVGKPHAPMLDMVKSLYQ---IDEKRSIFVGDNLHTDILFA------KDGNID-SLLVLTGVTTERDCQ---EE--   296
i|70981582|ref|XP_746320.1| LDAVHIKRCGGTGPEDNKFLAANDYSSLAGE---------------------------------EAIDPSVGAVVCG--------------------FDMHMNYGKLCKAFKYLTRDGAQGPVLAGETGGGCHFILTND---------------------------------------DKVVPALG-ELWPG--------------AGSLVTPLIASTK-RNPIVIGKPHAPMLDTVKSLYN---IDPTRTIFVGDNLYTDILFA------REGRVD-SLLVLTGVTKEEDCQ---TE--   296
i|71021791|ref|XP_761126.1| LDAENILHCGGTDAQDNKFLPALDFGSLQTD---------------------------------EAIDPKVGAVVCG--------------------FDMHMSYLKLAKAFKHLTRPGFDGPVEAEGMGGGCHFILTND---------------------------------------DSTFPAKG-GPWPG--------------AGSLSAPLIFSTK-RTPTIVGKPHKPMLDCIIATKQ---FDPKRAIMVGDRLNTDIEFA------KAGGIA-SMLVLTGISKRDEIEGP-HA--   679
164662311|ref|XP_001732277. LDANGIQYIGGTDEQDCQGLDGLDFSPLASK---------------------------------DALDPSVAAVVCG--------------------IDTKFSYRKLAKAFRYITRPGAEGEVRAGEQNGGCHFVCTNE---------------------------------------DVTFPSSE-GLFPG--------------AGAVWKGIQVSSG-RDPIVVGKPHQPMIDTIFARFA---FDKSRTLMVGDRLDTDIAFG------QRGGID-TLLVLTGISTLEHVHAS-DA--   301
169862848|ref|XP_001838048. LQNEGITILGGTDPADNTLES-FNLADFVR-------------------------------------DPDVGAVVCG--------------------LDTKINYTKLSKAFQYLLH------------NQDCLFIATNE---------------------------------------DSTYPSSH-GLLPG--------------AGSISAPLRCALG-KNPICTGKPASTMLDCIKAKVN---FDPKRTIMVGDRLNTDILFG------QNGGLA-TLLVLTGITKVTDIQGPNAS--   280
170107989|ref|XP_001885204. LRDEGISYLGGTDPADNTLET-FSLANFTL-------------------------------------DPDVAAVVCG--------------------LDTQINYTKLSKAFQYLTR------------NPGCHFIATNE---------------------------------------DSTYPGAD-GLLPG--------------AGSISAPLRYAAG-RAPICTGKPSNTMLDCVKAKIN---FDTERTIMIGDRLNTDILFG------QNGGLS-TLLVLTGITEEADITGPYAS--   280
i|58263062|ref|XP_568941.1| LDQCGIAHCGGSDPVDREFKAPIDFTVFKA-------------------------------------DDSIGAVLCG--------------------FDSWINYQKLAKAMTYLR-------------NPECKLILTNT---------------------------------------DPTFPTHG-DVFPG--------------SGSLSIPIVNASK-RKPLVIGKPNKMMMDAILAHHM---FDPSRALMVGDNLATDIAFG------RNSKIR-TLLVMGGVTKYEQVFGENPN--   289
i|66809307|ref|XP_638376.1| LNDQNFKTIKEIN------KLKDGLDSVQNT----------------------------------AIDKDVGAVIVG--------------------MDTQLTFQKATYAHMCIKEIEG------------CLFIATNP---------------------------------------DTSYPVKNEKTLPG--------------AGSIVAMIQTSTG-VKPITIGKPETLLLDVILKKDN---LNPERTLFVGDRLDTDIAFA------VNGGIR-SLLVLTGISKLN-EINNIDS--   283
i|34498699|ref|NP_902914.1| LYNVGFSISESHP----------------------------------------------------------DYVVVA--------------------KSQTFSFEQIKKAVRFIDQG--------------AKFIGTNP---------------------------------------DMIDPI-EGGGYEPAA-------------GTLLAAIEAATG-RKPYIVGKPNSLMMMLATRKLGV---HPEEAVMIGDRMDTDIVGG------LEAGMS-TALVLSGVSSRASMEQF-----   296
152968106|ref|YP_001363890. LHEAGYILTDTDP----------------------------------------------------------DYVVLG--------------------ETRTYSFEAITKAIRLVEAG--------------ARFIATNP---------------------------------------DATGPS-KEG-SLPAT-------------GSVAALITRATG-AEPYFVGKPNPMMFRSAMNRIQA---HSETTAMIGDRMDTDVVAG------IEAGLR-TFLVLTGSTKREQVRRF-----   241
168701360|ref|ZP_02733637.1 LHQHGYAVVDHDP----------------------------------------------------------DYVVVG--------------------EGRTFNLELVESAVRMILGG--------------AKLIATNM---------------------------------------DPNCPT-QNG-IRPGC-------------GAFVALLETATG-VKAFSVGKPSPVMMRAARKELGL---TTDQTTMIGDTMETDILGG------VQLGFH-TVLVLSGGTKAEDLPRY-----   242
i|32475765|ref|NP_868759.1| MHQNGFSIVDHSP----------------------------------------------------------DFVVVG--------------------EGRTITLNALESAVDMILGG--------------AKLIATNL---------------------------------------DPSCPT-KNG-TRPGC-------------GATVAYLEAVTG-RKAFSVGKPSPIMMRAARKELKL---ATSQTVMVGDTMETDILGG------VQMGYR-TVLTLSGGTNKEDLGQF-----   237
i|14591692|ref|NP_143780.1| MQALGWGIVTLDEAR--------------QGS-----------------------------------WKEVKHVVVG--------------------LDPDLTYEKLKYATLAIRNG--------------ATFIGTNP---------------------------------------DATLPG-EEG-IYPGA-------------GSIIAALKVATN-VEPIIIGKPNEPMYEVVREMFPG---E--ELWMVGDRLDTDIAFA------KKFGMK-AIMVLTGVSSLEDIKKS-----   242
i|18976804|ref|NP_578161.1| MEKLGWGIVSVEEAR--------------EGI-----------------------------------WKEVKYVVVG--------------------LDPELTYEKLKYGTLAIRNG--------------AEFIGTNP---------------------------------------DRTYPG-EEG-IYPGA-------------GSIIAALEAATD-KKPLIIGKPNEPMYEVLREKLGE---G--EVWMVGDRLDTDILFA------KKFGMK-AIMVLTGVHSLSDIEKS-----   243
i|14521805|ref|NP_127281.1| MKKLGWEIISLEEAK--------------RGK-----------------------------------WREIDYVVVG--------------------LDPELTYEKLKYATLAIRNG--------------ALFIGTNP---------------------------------------DTTFPG-EEG-IYPGA-------------GSIIAALKASTE-KEPIIIGKPNRPMYEVIKERCPG------EMWMVGDRLDTDIIFA------KRFGMK-AIMVLTGVHSLEDIKRL-----   241
159898116|ref|YP_001544363. LFADRY-FVSAET--------------------------------------------------------DVAAVVVG--------------------VDFNLTYARLKTATLALRAG--------------AAFIATNS---------------------------------------DRTFPA-PEG-LIPGA-------------GSIVAALAAASD-CTPEVIGKPEPAMFEAALQLFGV---TAEQTLMVGDRLDTDIAGA------QRVGIA-TAFVGSGVHSMQQAQAW-----   243
i|183581417|dbj|BAG29888.1| VRGVGLVPVTSQE-------------------------------------------------------DRPVAVVQG--------------------FDPHLGWEQLAEAAFTLADDS-------------VLWCATNT---------------------------------------DRTIPK-ERG-IAPGN-------------GTLVAAVAEATG-REPLVAGKPEAPIFREGAERVG-----ARRPAVVGDRLDTDILGA------HHAGMD-SIQVLTGVDRPASVLAARA---   261
169178554|ref|ZP_02839909.1 IELVGLTPVFGQD-------------------------------------------------------EEPVAVVQG--------------------FNPGIGWKDLAEAAYVVSAG--------------ALWVATNT---------------------------------------DMSIPQ-ARG-IAPGN-------------GTLVAAVTAATG-RTPLVAGKPEAPLFHSAAKRLG-----AERPLVVGDRLDTDILGG------NNAGFA-TAAVLTGVDTLESILATRS---   248
163848354|ref|YP_001636398. LEAAGFPLSEKPG-------------------------------------------------------EIAFVVAS---------------------FDRTFTYRKLQIAFDAIRAG--------------ARLVATNP---------------------------------------DRFCPV-PGG-GEPDA-------------AAIIAAIEACTDTRCEVIVGKPSPIMARTVTNLIGL---PPERCIIVGDRLMTDIAMG------VTAGMD-TALVLTGDSQRADLERS-----   244
118047808|ref|ZP_01516436.1 LEAAGFPLSERPG-------------------------------------------------------EIAFVVAS---------------------FDRTFTYRKLQIAFDAIRAG--------------ARLVATNP---------------------------------------DRFCPV-PGG-GEPDA-------------AAIIAAIEACTDTRCEVIVGKPSPIMARTVSRLINL---PPERCIIVGDRLMTDIAMG------ITAGMD-TALVLTGDSRRADLEHS-----   244
i|51891924|ref|YP_074615.1| LRKRGIRIVADPL-------------------------------------------------------DCEYVVVS---------------------WDRQFTYQKLNDALQAIRNG--------------ARFIATHP---------------------------------------DRTCPV-PGG-EVADV-------------GGMIGAVEGVTGKKVELITGKPSPITVQEAMNLLGL---PPDQCIMVGDRLETDMRMG------REAGMA-TALVLTGVTRREQVESS-----   241
i|15789896|ref|NP_279720.1| LAAHGVATTTDPG-------------------------------------------------------RADVLLVS---------------------MDHDFDYDTLTDAFNAVDEG--------------TPFLATNP---------------------------------------DRTCPV-AGG-EVPDC-------------ASMVGAIEGATGRSLDRVLGKPSPVAVEAATDLLGV---PLARCVMVGDRIETDIEMG------NRAGMT-TVLVLSGVTDDAALAAS-----   266
123376662|ref|XP_001297981. LRLQHLQVITTADFDGI--------EFHTMEL-----------------------------------DPSVCAVVVG--------------------SSEEFTYRHLAIATRFVIEND-------------AILISANP---------------------------------------DNSYPY-NPKVLVPGA-------------HALSVSISVASG-RQPKIVGKPDPKVFEAIPGYKDI---DIKNSWMIGDRLNTDIAFA------KNVGLK-SILVLTGVSKRDECEALSF---   260
157763784|ref|XP_001674235. MDELGIEYFGHGPEKKQNEEAGSGAFMYDIKL-----------------------------------EENVGAVVVG--------------------YEKHFDYTKMMKAANYLREEG-------------VLFVATNE---------------------------------------DETCPGPNPEVVIPDA-------------GPIVAAIRCASG-RDPLTVGKPCTPAFNYIKRKWNI---NPSRTMMIGDRTNTDVKFG------RDHGMK-TLLVLSGCHQIEDIIENQM---   312
i|17562458|ref|NP_504509.1| MDELGIEYFGHGPEKKQDEADGSGAFMYDIKL-----------------------------------EENVGAVVVG--------------------YEKHFDYVKMMKASNYLREEG-------------VLFVATNE---------------------------------------DETCPGPNPEVVIPDA-------------GPIVAAIKCASG-RDPLTVGKPCTPAFNYIKRKWNI---NPSRTMMIGDRTNTDVKFG------RDHGMK-TLLVLSGCHQIEDIIENQM---   295
170580651|ref|XP_001895356. LKKEGIESFGTGPDLVESYTN--VESIQQMDI-----------------------------------SRKVRAVVVS--------------------FDIHLSYPKIMRAANYINQAG-------------VRFYATNP---------------------------------------DPRLPGPVPGVVIPGS-------------GVSMRAVQTAAG-KEPVVIGKPSKTMFEYIKERFNL---KAEKSVIFGDSCETDIKFG------HVNGLT-SVLVGTGVHDLNKVEEFEK---   277
i|68482888|ref|XP_714670.1| LLSEGYIPLGGSNELLNQSWSDKNP--------------------------------------LLIIDPEVRAVIAG--------------------STLNFNYMRIATTLQYLMHN-----------DKTLPFIGTNG---------------------------------------DRNYPGSNGLTLPA--------------GGSMVEYMAYSSQ-RDYVNVGKPDTTLAETILANTGY---DKSKTIMIGDTLYSDIKFGNEAQLGGDNGSG-TLLVLSGVTDKEELTNTVNIAR   295
170065169|ref|XP_001867828. LREGGFEVVDGPNEPLQENFREIIG--------------------------------------TVDDRAPVRAVVVD--------------------VDFNVNYPKLLRAEFYLKTD-----------PTCLLVAGAT----------------------------------------DRVLNTGRGFNLIG--------------PGRFLDILERSTG-RKAIVLGKPGEVLARQVLKEYGIR--DPGRVLMVGDMMEQDVAFG------SRCGFQ-RLLVLSGGASREDMMKEADGA-   286
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   gi|134104092|pdb|2CFS|A ---GQHDLVPHYYVESIADLTEGLED-----------------------------------------------------------------------   298
gi|39644873|gb|AAH09756.2| ---GQHDLVPHYYVESIADLTEGLED-----------------------------------------------------------------------   176
78045487|ref|NP_001030207.1 ---GQHDLVPHYYVESIADLMEGLED-----------------------------------------------------------------------   296
gi|183986577|gb|AAI66563.1| ---GQHDLVPHYYVESIADLMEGLED-----------------------------------------------------------------------   292
85541051|sp|Q8VD52|PLPP_RAT ---GQHDLVPHYYVESIADLMEGLGGLSPPPQFPDPVDGGYRP------------------------------------------------------   309
i|47059486|ref|NP_064667.2| ---GQRDLVPHYYVESIADLMEGLED-----------------------------------------------------------------------   292
gi|47682239|gb|AAH69982.1| ---GQRDLVPHYYVESIADLMEGLED-----------------------------------------------------------------------   233
126339864|ref|XP_001376550. ---GKPELVPHYYVDSVADLMAGLEA-----------------------------------------------------------------------   289
114686325|ref|XP_001161839. ---GQHDLVPHYYVESIADLTEGLED-----------------------------------------------------------------------   669
109094184|ref|XP_001088993. ---GQHDLVPHYYVESVADLTEGLED-----------------------------------------------------------------------   757
i|73969720|ref|XP_538386.2| ---GQHDLVPHYYVESIADLMEGLED-----------------------------------------------------------------------   703
149591759|ref|XP_001516666. ---GRPDLVPDYYVDSIADLIAGLED-----------------------------------------------------------------------   109
i|68365744|ref|XP_689525.1| -SPEQKDCAPDFVVESVADFLQVLEEE----------------------------------------------------------------------   308
gi|47227617|emb|CAG09614.1| -LTSHRSLVPDYVVDTIADF-----------------------------------------------------------------------------   302
i|40254507|ref|NP_080230.2| -CMFKKKMVPDFYVDSIADLLPALQG-----------------------------------------------------------------------   321
109127253|ref|XP_001084229. -CVSKKKMVPDFYVDSIADLLPALQG-----------------------------------------------------------------------   453
149751060|ref|XP_001498171. -CMSKKTVVPDFYVDSIADFLPALQG-----------------------------------------------------------------------   233
71894743|ref|NP_001025809.1 -CPARQGLVPDYYVDSIADLLPALED-----------------------------------------------------------------------   312
157123469|ref|XP_001660159. -DAEIKQCVPDVYTSKLGDLLPYL-------------------------------------------------------------------------   317
170040775|ref|XP_001848163. -DEETRRLVPDVYAGKLGDLLPYL-------------------------------------------------------------------------   306
158287205|ref|XP_309300.4| -DPAVRALVPDVYLPKLGDLLPYL-------------------------------------------------------------------------   322
i|91080661|ref|XP_974660.1| -KKEDKEMVADFYLEKLGDILPLLD------------------------------------------------------------------------   305
125979845|ref|XP_001353955. -DLEDKKLIPDMYLPKLGDLLPAL-------------------------------------------------------------------------   320
156552073|ref|XP_001604657. -KGSP--ILPNFYADQLSDILNCLPSRP---------------------------------------------------------------------   306
156550923|ref|XP_001603048. -PNS---ILPDFYADQLSDVLDCLQTS----------------------------------------------------------------------   304
i|48141571|ref|XP_393558.1| -INTKNLIIPDYYANELGDILEMIKIS----------------------------------------------------------------------   307
115764708|ref|XP_001193132. -KEKERELVPDLYIESIGHLGKLLD------------------------------------------------------------------------   306
115478226|ref|NP_001062708. ------TIHPDLYTNSVYDLVGLLQQ-----------------------------------------------------------------------   325
gi|118488422|gb|ABK96026.1| ------SVQPDYYTSQVSDLLHLLGP-----------------------------------------------------------------------   304
145349451|ref|XP_001419146. ------TIAPTYYTDKLADLLCVGKVAA---------------------------------------------------------------------   308
i|116059261|emb|CAL54968.1| ------TIAPTNYTDKLADLLCVGKVPA---------------------------------------------------------------------   342
159491082|ref|XP_001703502. ------KVHPDFVLNSLPDLLSVKEKAMVAA------------------------------------------------------------------   330
gi|8885622|dbj|BAA97552.1| ------KIQPDFYTSKISDFLSPKAATV---------------------------------------------------------------------   289
i|157330634|emb|CAO48346.1| ------SIQPDFYTSKISDFLSLKAATV---------------------------------------------------------------------   362
gi|116787644|gb|ABK24589.1| ------SIQPDFYTNKVSDLLIKKAANV---------------------------------------------------------------------   372
168000499|ref|XP_001752953. ------KIQPDFYTNKISDLLAAKKVTTNA-------------------------------------------------------------------   313
159464681|ref|XP_001690570. ------KVHPKLYMSDIGDFLTIKNQIPSNCAIM---------------------------------------------------------------   304
167516818|ref|XP_001742750. --------GEDDYPTYIAPSLKLLADTLAEM------------------------------------------------------------------   301
159476236|ref|XP_001696217. ------SEHPDVVVRSVAQLAGLPA------------------------------------------------------------------------   347
126132058|ref|XP_001382554. ------DVAPTYYASKLGDLYDFCN------------------------------------------------------------------------   308
i|50419267|ref|XP_458157.1| ------STAPTHYADKLGDLYELLK------------------------------------------------------------------------   308
146412307|ref|XP_001482125. ------NEAPTYYASKIGDIYELAGPNN---------------------------------------------------------------------   310
149247275|ref|XP_001528050. ------GEAPTYYADKLGDLYEFTH------------------------------------------------------------------------   309
i|50554239|ref|XP_504528.1| ------VAKPKYYADKLGDLYELLKN-----------------------------------------------------------------------   299
i|45185046|ref|NP_982763.1| ------HPQPAYYADKLGSLYEFSEIV----------------------------------------------------------------------   309
i|50307857|ref|XP_453922.1| ------NPSPKYYTSKLGNLYEFTH------------------------------------------------------------------------   309
171686686|ref|XP_001908284. ------VAVPAFYVDKLSDIGLVARKQ----------------------------------------------------------------------   308
116192161|ref|XP_001221893. ------VAVPAFYADKLSDLRAGATAAP---------------------------------------------------------------------   294
i|85083924|ref|XP_957212.1| ------VAVPSFYVDKLSDLRAAAQ------------------------------------------------------------------------   306
154290287|ref|XP_001545741. ------PVVPAYYVDKLSDLRG---------------------------------------------------------------------------   319
119177328|ref|XP_001240453. ------TLPPMAYVDTLGDLLNGTA------------------------------------------------------------------------   306
154279300|ref|XP_001540463. ------PLRPTAYVDGLKDLLEAA-------------------------------------------------------------------------   307
119492483|ref|XP_001263607. ------PIRPSVYLDKLSDFLEAK-------------------------------------------------------------------------   318
169767790|ref|XP_001818366. ------PTRPLAYLDKLSDLLGSN-------------------------------------------------------------------------   306
i|19113047|ref|NP_596255.1| ------PVVPDYYVESLAKLAETA-------------------------------------------------------------------------   298
121712056|ref|XP_001273643. ------GIWPSYIIQGISALTSVERGHEAASGSGDQAARLASL------------------------------------------------------   333
i|70981582|ref|XP_746320.1| ------GIWPTFIAPSISNIVAAESGPSIIADG--TSTIHASL------------------------------------------------------   331
i|71021791|ref|XP_761126.1| ------KTIPDYLIDSLGDLDAVP-------------------------------------------------------------------------   697
164662311|ref|XP_001732277. ------AAVPTYVVNGLCDLDTALS------------------------------------------------------------------------   320
169862848|ref|XP_001838048. ------PIVPDFVTEALGDFRVVEKAA----------------------------------------------------------------------   301
170107989|ref|XP_001885204. ------PIVPDFVTQALGDFRAVDKLKAP--------------------------------------------------------------------   303
i|58263062|ref|XP_568941.1| ------EVVPDLVMNSFGDLAVLADASEQ--------------------------------------------------------------------   312
i|66809307|ref|XP_638376.1| ------KINPNYYTNTIADLLPSNNN-----------------------------------------------------------------------   303
i|34498699|ref|NP_902914.1| ------PYQPDYVFDSVADIDPQAL------------------------------------------------------------------------   315
152968106|ref|YP_001363890. ------PFQPHRVVDGIGDLVDLI-------------------------------------------------------------------------   259
168701360|ref|ZP_02733637.1 ------AYSPETVVPSLAELADL--FDENDWLPPWKVTAPRPRVPALV-------------------------------------------------   282
i|32475765|ref|NP_868759.1| ------AYGPDVIVDSIAELCDVSEFVESSLPVGNREDDTVTNFAAWAAANA---------------------------------------------   283
i|14591692|ref|NP_143780.1| ------EYKPDLVLPSVYELIDYLKTL----------------------------------------------------------------------   263
i|18976804|ref|NP_578161.1| ------DIKPDLVLPSIKELLEYLKILHDEDKEGTK-------------------------------------------------------------   273
i|14521805|ref|NP_127281.1| ------NIQPDLVLQDISHLVKYISTS----------------------------------------------------------------------   262
159898116|ref|YP_001544363. ------QPAIDLVADDLAGILALLRAGRE--------------------------------------------------------------------   266
i|183581417|dbj|BAG29888.1| ------AERPTYLLGSLTQLFEPYPEIVVSHDGDWVSATCGAARADVAGDVVTVTGAPEHLDGWRAACAAWWRARPEAEHPTEPVLEWGARES----   348
169178554|ref|ZP_02839909.1 ------AERPDYIIGALSDLYLPYPDVTH-DDGTYV---CGDATARVANGAVGVIGSKDNLDAWRAACAAWWAATPDAPTAQAPQTGLARSLDWTDD   335
163848354|ref|YP_001636398. ------PYQPTYVLERIDELIGGSGV-----------------------------------------------------------------------   264
118047808|ref|ZP_01516436.1 ------SYRPTYVLERIDELIRETS------------------------------------------------------------------------   263
i|51891924|ref|YP_074615.1| ------PWKPDYVLESVRGLIG---------------------------------------------------------------------------   257
i|15789896|ref|NP_279720.1| ------DVEPDHVIDSVSDLDTVLPALP---------------------------------------------------------------------   288
123376662|ref|XP_001297981. ------EEKPDFVCEDLAACLETIKANQ---------------------------------------------------------------------   282
157763784|ref|XP_001674235. ------NERDDMVPDYVAPCLGALVPERM--------------------------------------------------------------------   335
i|17562458|ref|NP_504509.1| ------NERDDMVPDYVAPCLGALVPESNQIYY----------------------------------------------------------------   322
170580651|ref|XP_001895356. ------XGYKDFIPNFYTPSLKVLFDILQK-------------------------------------------------------------------   301
i|68482888|ref|XP_714670.1| ETKQGQSLVPRYYIDSLTKLIELLEE-----------------------------------------------------------------------   321
170065169|ref|XP_001867828. -------CVPDYYADSLADFKNLFE------------------------------------------------------------------------   304
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