
                                                                                                                                                                                        
gi|12963625|ref|NP_075783.1| -----------MKRSSVSTCGAGRLSMQELRTLDLNKPGLYTPQTK------------------------------------------ERSTFGKLSTHKP---TSERKVSIFGKRTSGHG-SRNSQL----------------------   150
gi|109486461|ref|XP_217489.4| -----------MKRSSVSSCGAGRLSMQELRSLDLNKPGLHTPQTR------------------------------------------ERSTFGKLSTHKP---TSERKVSIFGKRTSEHG-SRNSQL----------------------   150
gi|5174457|ref|NP_006092.1| -----------MKRSSVSSGGAGRLSMQELRSQDVNKQGLYTPQTK------------------------------------------EKPTFGKLSINKP---TSERKVSLFGKRTSGHG-SRNSQL----------------------   150
gi|114672431|ref|XP_001146732.1| -----------MKRSSVSSGGAGRLSMQELRSQDVNKQGLYTPQTK------------------------------------------EKPTFGKLSINKP---TSERKVSLFGKRTSGHG-SRNSQL----------------------   150
gi|73962052|ref|XP_537313.2| -----------MKRSSVSTGGAGRLSMQDLRSQDFNKQGLHTPQTK------------------------------------------EKPAFGKLSINKP---TSERKISVFGKRTSGHG-SRNSQF----------------------   150
gi|119924753|ref|XP_582722.3| -----------MKRSSVSTGGAGRLSMQELRSQDLNKPGLHTPQTK------------------------------------------EKSTFGKLNINRP---TSERKTSVFGKRTSGPG-SRNSQF----------------------   150
gi|54020712|ref|NP_989808.2| -----------MRRSSTTSGSSGRQSTMVLRVQDSNKMGLQTPQTK------------------------------------------DRGTFGKLSMSKTTSATSERKVSFFGKRASGAGGSRNSQY----------------------   150
gi|51467972|ref|NP_001003863.1| -----------MSRRPSS-----RYSEMPMRVTDSRMSLINATPQN------------------------------------------KDNAFGKLNIPKPQSTTSERRTSFFGKGIGAGG-QRNSMF----------------------   150
gi|15232555|ref|NP_191024.1| -----------------------------------MRGGAAGKRRT------------------------------------------TVGFGGAPPPPPP---SIEQQRHLFNSRDSDASFASSRPS----------------------   150
gi|115476824|ref|NP_001062008.1| ----------------------------------MRRGGGGGGRRL------------------------------------------PKSSLAPSAASDR---TPLLDPHVLHPRNLDLAFSRRDSD----------------------   150
gi|39973653|ref|XP_368217.1| MSQDQ--GLWSVRRARETLGNLNLNSAIPQPPSAMKRSSSITGQGAPYTAGHSRSLSGSRQSLAMSRPSQPVFQRTSTGASAGEFGLSSVKRPSSYQNHTSTFS-NSKGLTPGGRASVDNRDRRSSVYQPRA-----GGAAPSGGHQSFF   150
gi|164426599|ref|XP_957538.2| MSQDSNAGLWSVRRPRETLHGVNLTSGIPAPPSTLKRQSTIGTIGT----GHGRSLSG-RQSLALPRPSQPLFQRSS------DIGLGSVKRASVHNMNTSQFKPYGTPGSSGIPRSSQELDRRSSVYRPSARPSAVGGGPLAGGHMSFF   150
gi|50309061|ref|XP_454536.1| MDELRDIRTTGPEDVLNSVDPYRYTSQIPNGKSNNGLNAKMNGNNT----------------------------------------LTNMINRSIAKNMGQNASS--GSMRRSMRQSLRNSLPRSSIG-------------PQQQQQMNS   150
gi|45198799|ref|NP_985828.1| MAERR--GSSGANGVLNSLNPQRFTSQIPSIGGNTNKKGVPGTNAA----------------------------------------LTDMINKSLARNGRSSLSRPVPEVRKSLRRSLRSSQ-RPSIV-------------PGGGPSAYG   150
gi|19113184|ref|NP_596392.1| ----------MQDSSSYARRYSQAPSSSNLRTTTFGFNGLGTSRTS----------------------------------------LAPQRTLVNARQSIDPDGLSSRVLTPTMRPSLAPNTRRSSVR----------------VSNASF   150
gi|17542728|ref|NP_501830.1| ---------------------------------------MFGDRRK-------------------------------------------TGGLNLNGRASIAITPTKRFTDYTGSTSVRKTDARPSLS---------------------Q   150
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                                                .                :                        . .                          :   ::    *:    .     .      :   :  : *:    .                    
gi|12963625|ref|NP_075783.1| -GIFSSSEKIKDPRPLNDKAFIQQCIRQLYEFLTEN----GYVYSVSMKSLQAPSTKEFLKIFAFLYGFLCPSYELPGTK-CEEEVPRIFKALGYPFTLSKS--SMYTVGAPHTWPHIVAALVWLIDCIKIDTAMKESSPLFDDGQLWGE   300
gi|109486461|ref|XP_217489.4| -GIFSSSEKIKDPRPLNDKAFIQQCIRQLYEFLTEN----GYVYSVSMKSLQAPSTKDFLKIFAFLYGFLCPSYELPDTK-CEEEVPRIFKELGYPFALSKS--SMYTVGAPHTWPHIVAALVWLTDCIKIHDAMKQSSPLFDDGQAWGE   300
gi|5174457|ref|NP_006092.1| -GIFSSSEKIKDPRPLNDKAFIQQCIRQLCEFLTEN----GYAHNVSMKSLQAPSVKDFLKIFTFLYGFLCPSYELPDTK-FEEEVPRIFKDLGYPFALSKS--SMYTVGAPHTWPHIVAALVWLIDCIKIHTAMKESSPLFDDGQPWGE   300
gi|114672431|ref|XP_001146732.1| -GIFSSSEKIKDPRPLNDKAFIQQCIRQLCEFLTEN----GYAHNVSMKSLQAPSVKDFLKIFTFLYGFLCPSYELPDTK-FEEEVPRIFKDLGYPFALSKS--SMYTVGAPHTWPHIVAALVWLIDCIKIHTAMKESSPLFDDGQPWGE   300
gi|73962052|ref|XP_537313.2| -GIFSSSEKIKDPRPLNDKAFIQQCIRQLCEFLTEN----GYAYSVSMKSLQAPSVKDFLKIFTFLYGFLCPSYELPDTK-FEEEVPRIFRDLGYPFALSKS--SMYTVGAPHTWPHIVAALVWLIDCIKLHNAMKESSPLFDDGQPWGE   300
gi|119924753|ref|XP_582722.3| -GIFSTSEKIKDPRPLNDKAFIQQCIRQLCEFLSEN----GYAYSVSMKSLQAPSVKDFLKIFTFLYGFLCPSYELPDTK-FEEEVPRIFRDLGYPFALSKS--SMYTVGAPHTWPHIVAALVWLIDCIKLHNAMKESSPLFDDGQPWGX   300
gi|54020712|ref|NP_989808.2| -GMFG-TEKIKDPRPLHDKTFIQQCIKQLCEFLVEN----GYAHNVTIKSLQSPSVKDFIKIFTFIYGFLCPSYELPDSK-FEEEIPRVFKELGYPFPLSKS--SMYTVGAPHTWPQIVAALIWLTDCFKLYAAMRENPSSFDDGQNWGG   300
gi|51467972|ref|NP_001003863.1| -GSYGGSEKMKDPRALHDKAFVQQCIKQLYEFLVDR----GFPGSITVKALQSPSTKEFLKIYEFIYNFLEPSFQMPTAK-VEEEIPRMLKDLGYPFALSKS--SMYSIGAPHTWPLALGALIWLMDAVKLFGGQREQDLLFSDFSDELC   300
gi|15232555|ref|NP_191024.1| -SIGLGGRGASDDRSSM--------IRFINAFLST------HNFPISIRGNPVPSVKDISETLKFLLSALD--YPCDSIK-WDEDLVFFLKSQKCPFKITKS--SLKAPNTPHNWPTVLAVVHWLAELARFHQHLVSNS-----------   300
gi|115476824|ref|NP_001062008.1| -AASLCS-----SRPSS--------IGTGPSFAAP------VTN-FSDRASQAAALRVVNAYLAPAVSLR------PPLP-SAKDIVAAFR---CPFKLTRS--ALKAPGTPHSWPPLLSVLYWLTLLVNSSESGAGGD-----------   300
gi|39973653|ref|XP_368217.1| QQAPQPAGVPKDPRPLKDRSYQNRIGQELLDYLTQHNFELDMNHNLSQNVIKSPTQKDFNYIFQWLYNRIDPSYKFMKN--IDQEVPPLLKQLRYPYEKGITK-SQIAAVGGQNWSTFLGMLHWMMQLAQMIEGFALNRYADACLEAGVD   300
gi|164426599|ref|XP_957538.2| QQAPQPAGVPRDPRPLKDRQFQNRIGQELLEYLAKNNFEMEMNHKLSDNFTKSPTQKDFNYLFQWLYHRIDPSYRFQKN--IDQEVPPLLKQLRYPYEKSITK-SQIAAVGGQNWSTFLGLLHWMMQLAQMLEGYARHQYDDACMEAGVD   300
gi|50309061|ref|XP_454536.1| TQNSTYHNTARDPRPLRDKNFQNLLQQEIFSYLTDQKFDVETNHPISLKSLKQPTQKDFIYMFKWLYLRLDPGYVFTKS--LEHEVYSILRTIHYPYLATINK-SQISAVGGSNWPKFVGMLHWLVIINKKLDECLEHLDVSINNQVTQD   300
gi|45198799|ref|NP_985828.1| ALQST-----RDPRPLRDKNYQAVLQQEIFDYLQSRKFDIETGHAISLKSLKQPTQKDFICIFRWLYRRLDPGYSFKRS--MKCVVYSILKAFQYPFLDTINK-SQISAVGGSNWHKFLGMLHWLMNTSQRLDSCLHKLDESKTMQLTQD   300
gi|19113184|ref|NP_596392.1| ISQTPNITSIKDPRPLSDRRYQQECATQVVNYLLES----GFSQPLGLNNRFMPSTREFAAIFKHLYNKLDPNFRFGAR--YEEDVTTCLKALNYPFLDSISRSRLVAIGSPHVWPAILGMLHWVVSLIQCTEKAVAMVYTVE-------   300
gi|17542728|ref|NP_501830.1| PRVSLFNTKNSSVAPRDVKSLVSLNGSKIYNFLVEYE---SSDAPSEQLIMKPRGKNDFIACFELIYQHLSKDYEFPRHERIEEEVSQIFKGLGYPYPLKNS--YYQPMGSSHGYPHLLDALSWLIDIIRINSAVSEDTQNILFGDFMEQ   300
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gi|12963625|ref|NP_075783.1| ETE---------DGIKHNKLFLEYTKKCYEKFMTGAD-SFEEEDAELQAKLKDLYKVDASKLESLEAENKELNEQIARLEEEREREPNRLMSLKKLKAS---LQADVQNYKAYMSNLESHLAVLKQKSNSLDEEIGRVEQECETVKQENT   450
gi|109486461|ref|XP_217489.4| ETE---------DGIKHNKLFLDYTKKCYEKFMTGAD-TFEDVDAELQAKLKDLYKVDASKLESLVEENKALNEQIARLEQEREKEPNRLISLRKLKAS---LQADVQNYKAYMSNLESHSSILEQKLSSLDEEIGRLELECETVKQENT   450
gi|5174457|ref|NP_006092.1| ETE---------DGIMHNKLFLDYTIKCYESFMSGAD-SFDEMNAELQSKLKDLFNVDAFKLESLEAKNRALNEQIARLEQEREKEPNRLESLRKLKAS---LQGDVQKYQAYMSNLESHSAILDQKLNGLNEEIARVELECETIKQENT   450
gi|114672431|ref|XP_001146732.1| ETE---------DGIMHNKLFLDYTIKCYESFMSGAD-SFDEMNAELQSKLKDLFNVDAFKLESLEAKNRALNEQIARLEQEREKEPNRLESLRKLKAS---LQGDVQKYQAYMSNLESHSAILDQKLNGLNEEIARVELEYETIKQENT   450
gi|73962052|ref|XP_537313.2| ETE---------DGIMHNKLFLDYTIKCYESFMTGAD-SFEEMNAELQSKLKDLFNVDASKLESLAAKNKALNEQIARLEQEREKEPNRLESLRKLKTS---LQADVQKYQAYMNNLESHSAILDQKLNGLDEEISRVELEYETMKQENT   450
gi|119924753|ref|XP_582722.3| XXX---------KSASPNQLFLDYTVKCYESFMTGAD-SFEEMNAELQSKLKDLFNVDASKLESLAAKNRALNEQIARLEQEREKEPNRLESLRKLKTS---LQADVQKYQAYMSNLESHSAILDQKLNGLDEEISRVELECETMKQENS   450
gi|54020712|ref|NP_989808.2| ETD---------DGIVHNKLFMDYVVKCYEHFMKGGD-TYEELDAEVQSKLKDLFNVDEFKIEGLAAENKRLHEEIARLEKERESEPDRLVSLRKLRSS---FQADVQKYQAYLANLESHTTILDQKMKSVNEEVETTEMEVEAMKQENA   450
gi|51467972|ref|NP_001003863.1| DLE---------DRTEYNKLIMEYCSDTYNKFMQGAD-TFDDEDDDFLYKLKKLYNVDEALLHSQQEKHSMLMEHVERLE--RESQTDRLVGKRTEKLR---LQTDLQKLQNYRCTLEAHKTGLENKSAGLTEELEAVEMQLEGLKQERT   450
gi|15232555|ref|NP_191024.1| ------------TSVPEDNSMNFFAIQSFGHFIRGEDDKVNDLDSQFLGKLEAEKTSVAETISGCEKISGELEAKLESLR----KGPSKKESLEKVKAD---LENDVNKFRTIVVEYTDRNPAMEKVVEEKAKELKAKEEERERISVENK   450
gi|115476824|ref|NP_001062008.1| ------------DSPAASNDLMLYITNSYSLFISGDDDSVASLDEEYSSKARAHAQAAVEASQALEKEALDLESKRTKLT----SGPSRLEALQAEKEA---LTADVEKFEAVVKSWTVKIQEKEESSVHLEKELEAKLMDQQRIAAENE   450
gi|39973653|ref|XP_368217.1| TVG-------------DHITFDFLSAAYAEWLGMDDSVSEEEADRLLKPHIEEMEAAFEQANAKHFEELRMLEAENARLLKEVDDLQKSTPDPAILDQHFKIMEEDKVKFEEYNQLAIQRSEKYENRIQVLQEELEKVMVELAEAEEERR   450
gi|164426599|ref|XP_957538.2| IAG-------------DQIIFDFLTSAYQDWLNMDDEAGDEDVERALQPHVQGMAEAFERSNAKYIQELEILEGENARLLKEIQELEKSTPDPAILDNHFKIMEEDKIKFEEYNTLAMQRTEKYENRIQVLREELGKLHVELKEAEEERR   450
gi|50309061|ref|XP_454536.1| ITVLNQPLKTAEEQEKKQEKYELMVERLFIDYITESYKSFLRLEDDYEPYLHDLELSFQRFVHIIETDIAQLTSTTEHLSVECESIVAKNYELKNIKEKNTGLEQEYKRLSHGVQITQAKSKEWPDKLKEIEDEIDKKKRDIRQVSLQID   450
gi|45198799|ref|NP_985828.1| ITILNQPVTTLDEQDEKHEQYELMVERLFIEYISKCYKSFINMEDDFSPFKEELEIGFDRFVHIIETDINNLGRQEEMLQQDCEMFAARCEGLKLARSKHQALKGDLVKFQNYINAMKNKAEDWPRKLNQMVEEINEKKGLIKDIHAEID   450
gi|19113184|ref|NP_596392.1| ----------------QNSLDDHLVDKVLFDYLVRTYHLYLDESPEESEPEKELKATFNQQNQDLYNQTEALKSTNEELINQIKSAEELDSAIQVLEERYRTMQRDEVKFQSAMSGMKSKMESRTNLMKQLQVNIEEKESQLQLLKEKRD   450
gi|17542728|ref|NP_501830.1| GKA------------QEKTLNYAWMTSTFRDYTNDRK-AAENPSSSYWDDTKHRLRKYFEQSNEFEDMTKTAASALEMLNYECDEIEADKGNEASLKEEISRIRDDIRKAKDYLEQNLHVKQHMEKELAMVKSEQEEKISENEKVQKMVD   450
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                                   :   .. :         :. :   : :  ..                 .                           :                 :                                                      
gi|12963625|ref|NP_075783.1| RLQSIVDNQ----KYSVADIERINHEKNELQQTINKLTKDLEAEQQQMWNE--ELKYARGKEAIEAQLAEYHKLARKLKLIP-KGAENSKGYDFEIKFNPEAG--------------------------------------ANCL---VK   600
gi|109486461|ref|XP_217489.4| RLQSVVDNQ----KYSIADIERINHEKNELQQTINKLTKDLEAEQQQMWNE--ELKYARGKEAIEAQLAEYHKLARKLKLIP-KGAENSKGYDFEIKFNPEAG--------------------------------------ANCL---VK   600
gi|5174457|ref|NP_006092.1| RLQNIIDNQ----KYSVADIERINHERNELQQTINKLTKDLEAEQQKLWNE--ELKYARGKEAIETQLAEYHKLARKLKLIP-KGAENSKGYDFEIKFNPEAG--------------------------------------ANCL---VK   600
gi|114672431|ref|XP_001146732.1| RLQNIIDNQ----KYSVADIERINHERNELQQTINKLTKDLEAEQQKLWNE--ELKYARGKEAIETQLAEYHKLARKLKLIP-KGAENSKGYDFEIKFNPEAG--------------------------------------ANCL---VK   600
gi|73962052|ref|XP_537313.2| RLQNIVDNQ----KYSVADIERINHERNELQQTINKLTKDLEAEQQQLWNE--ELKYARGKEAIETQLSEYHKLARKLKLIP-KGAENSKGYDFEIKFNPEAG--------------------------------------ANCL---VK   600
gi|119924753|ref|XP_582722.3| RLQNIVDNQ----KYSVADVERINHERNELQQTINKLTKDLEAEQQQLWNE--ELKYARGKEAIETQLTEYHKLARKLKLIP-KGAENSKGYDFEIKFNPDAG--------------------------------------ANCL---VK   600
gi|54020712|ref|NP_989808.2| RLQHIFDNQ----KYSVADIERINHERNELQQTINKLTKELEAEEHQLWNE--ELKYARNKEAIETQLAEYHKLARKLKLIP-ISAENSKGHDFEIHFNPEAG--------------------------------------PNCL---VK   600
gi|51467972|ref|NP_001003863.1| RLQHILENQ----KFTPADIERINRERNELQQTIHGLSQSLEEGEQLVWNE--EVNLSKTKEKAELKVAEYNKLGRKLKLIP-LSAENACGHDFEIR--ADYS--------------------------------------ATTI---TQ   600
gi|15232555|ref|NP_191024.1| ELKKSVELQ----NFSAADVNRMRRELQAVERDVADAEVARDGWDQKAWEL--NSQIRNQFHQIQTLAIDCNQALRRLK----------LDIQFAVNERGETP--------------------------------------AAVMG--VD   600
gi|115476824|ref|NP_001062008.1| ELMKKVDAQ----VVNVRDVDRMQREIQSVERDNVKLENGNATLEEKGWEL--EAAVVGKLEEIEGLVEQCNQALRKLKPG--------IDFQYMLNTKASSP--------------------------------------VELLG--TS   600
gi|39973653|ref|XP_368217.1| SLQKAVDDQ----GISMQDIDRMASERERLQKTIESAGQRLEDVKRKVSEK--ELEASQKLEELERMVDRYNTVAYQIGLIP-ATAVNAKGQDLELHVTVNSG-PSFSGSSASASQLKGSYTGGSMENERLLVDPVTGYQPAHVLS--LD   600
gi|164426599|ref|XP_957538.2| QMQKAVDDQ----GISMQDIDRMTSERERLQRSIESASQRLEDVKKKVAER--EMEASQRLDELERLVEKYNTVAYQIGLIP-ATAVNAKGKNLELQVTVNEGTPNFASSMQGVLGPNGQPLGG-VENERLLADSTTGYQPAHILN--LD   600
gi|50309061|ref|XP_454536.1| ELTSVLKRK----NISGEEIEHKNKESDSISKSLDTVSSRLDQFTGLVRQQ--RLETESVYKNLQDTLKQYKSATEGL-VIA-RKNLGDHIDESSIELVLPSD---------------------------LMSEEMIGLTVEELIGDKKS   600
gi|45198799|ref|NP_985828.1| KLRQALSQE----DIQ--EIDQMNQQRDTFSKMLDTVSSKLDNLTGSVKSQ--KLNLESSSKVFLDTLEKFNASINGF-VLA-RNNLQHPINPAELLIPVKAN---------------------------ITLTDSTAITPSTILEGCTD   600
gi|19113184|ref|NP_596392.1| SLKYQVENQ----DISISEFEKMVSEREQLDRNLNMIGSKISELRKEVFDT--DLLIQASIDSLEKKVQKFNSLAYRIGIVP-IAAIRSANNDFELEINPEGP---------------------------------------NYIN--LD   600
gi|17542728|ref|NP_501830.1| DLKNKIELQKQIHGLTGKEVRQMNLDNNKDKEVVLEIQSELDRLSKETWKLKDEDFFKEQKSKFIHLAEQIMKILSGLNIQMNLEPLRAPTNERDLKDYWETLN--------------------------------------------KI   600
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                                      :   :                     .                               .                                                  .                     ::             
gi|12963625|ref|NP_075783.1| YRTQVYAPLKELLNESEEEINKALNKKRHLEDTLEQLNTMKTESKNTVRMLKEEIQKLDDLHQQAVKEAEEKD---KKSASELESLEKHKHLLESGVNDGLSEAMDELDAVQREYQLTVKTTTEERRKVENNLQRLLEMVATHVGSLEKH   750
gi|109486461|ref|XP_217489.4| YRTQVYAPLKELLNEIEEEINKALNKKMGLEDTLEQLNTVKTESKRAVRMLKEEVQKLDDLYQQKVKEAEEED---KKCASELDSLEKHKHLLESAVNEGLSEAMGELDAVQREYQLAVQTTTEERRKVGNNLQRLLEMVATHVGSLEKH   750
gi|5174457|ref|NP_006092.1| YRAQVYVPLKELLNETEEEINKALNKKMGLEDTLEQLNAMITESKRSVRTLKEEVQKLDDLYQQKIKEAEEED---EKCASELESLEKHKHLLESTVNQGLSEAMNELDAVQREYQLVVQTTTEERRKVGNNLQRLLEMVATHVGSVEKH   750
gi|114672431|ref|XP_001146732.1| YRAQVYVPLKELLNETEEEINKALNKKMGLEDTLEQLNAMITESKRSVRTLKEEVQKLDDLYQQKIKEAEEED---EKCASELESLEKHKHLLESTVNQGLSEAMNELDAVQREYQLVVQTTTEERRKVGNNLQRLLEMVATHVGSVEKH   750
gi|73962052|ref|XP_537313.2| YRAQVYVPLKELLNQTEEEINKALNKKMGLEDTLEQLNTMITESRRGVRTLKEEVQKLDDLYQQKVKEAEEED---KKCASELESLDKHKHLLESAVNEGLSEAINELDAIQREYQLVVQTTTEERRKVGNNLQRLLEMVATHVGSVEKH   750
gi|119924753|ref|XP_582722.3| YRAQVYAPLKELLNQTEEEINKALNKKMGLEDTLEQLSTMITESRRSVRTLKEEVQKLDDLYQQKVKEAEEED---KKCADELESLEKHKHLLESAVNEGLSEAVNELDAIQREYQLVVQTTTEERRKVGNNLQRLLEMVAIHVGSVEKH   750
gi|54020712|ref|NP_989808.2| YRTQIKAPLMEIVNQTEEEIRKATQRKMSLENTLEQVNAMVAEKKSSVKTLKEEAEKLDDLYHQKLKEAEEEE---QKCANELELLEKHKQLLESGVNEGLSEATNELHDIQRQYQIVMQTTTEESRKAGDNLNRLLEVITTHVVSIEKY   750
gi|51467972|ref|NP_001003863.1| YKTQIQNPLKNMMVEVEEEFSRLSNVNLSLEETVEQVKSNIFDKENDIKQLKEQIRKVDQQLENAMQEMALED---DKWAAELDSAETHKKLFEKNVMQGIEEAEEEVKAAQQQYHVVVQETNEKNRMVVKNMTDLFSSTVNHLFAVEKH   750
gi|15232555|ref|NP_191024.1| YKSVVKPALCSLCDGIKGSSAEKVEELVTLQHHKSEMASKIESKRSLLGSIQLQINDLEEKMKLVKKETQELS---TKCDLEAKTLVESVKAEALNLEVVEKEAAEFVKASELRLQEAVKESEEEVQACAAQLFALIDSISKQK----EY   750
gi|115476824|ref|NP_001062008.1| YKTIMKPALNSLADEARRISILKHDESVELEKQSQRNAKILSEKKNHISVCQTKTDEMVARLDSLDVEIGNHV---SRCKADARLMKDELEKKDHHLSTVEKESEEFLKISEKKLEDAKRETDEEIQMCARELLKLIDSVTEYK----EF   750
gi|39973653|ref|XP_368217.1| LRGQVRSMLTSLRKEISERRGQAMDTMMKDHDLLDSIKEAMEDKRNEVEALEHRVRAAEEEFEKTKEVTTAQR---MASDAQVEKMEKELAKMRASLSESVQLLEQREMTTNIEYEQLTLKANSLREELHTEIMRMLNDVIKFKMHVQKS   750
gi|164426599|ref|XP_957538.2| LRGQVKNTFLALRKEVSERRKVAMDVMMEDHDLLDRAKEAIEDKRNEVEALGHRVRAAEEEYEKTKEVINGRVSYVLGITHANNEMEKELAKMRAQLSESVQLMEQREMNTNIEYEQLTLRANALREELHTETMRMLNDVIKFKMHVQRS   750
gi|50309061|ref|XP_454536.1| FTDPIKKNLNKIAEDIKMRITNIQTENSKLQIKLEDLRNEITTKNEDLDQLEQQLSSIKSEYEEYRQESQSQL---LSQNIKIEKLERKIQNARVESQQKISSIEREAEETRLKLEELKLLQNRERLELHNKVIQLIEYVSNFKINTQSS   750
gi|45198799|ref|NP_985828.1| ILSSIKPNLLKVNKEIDERISALQTENNQLEKELRGYEILELVR-HMLESMENELSNIKSEYDEYQQVSHSKL---LSQRIEIEKLERKIQNDRHKTQQRVAQAEQEIEDAAFKLKELTLKIQQERVVLHRKLIKVIEYVVSFKMDVQGS   750
gi|19113184|ref|NP_596392.1| LKNKVRPFINEVRRSITLEFHEEQNKSLKLQEHVDTVNDLIAELQDELRGIESRLTSVLSECNMLRETASEEK---NAFDAESDKLERELQQLKLSSHNSMLQLDQRIQSINIEADQIAHACMEYKNNIYKEVAFVLGEIIHFKLHVQDS   750
gi|17542728|ref|NP_501830.1| WVPEISRQLHQRKLELETEQSRFSNKAVTAEERIQIQSETLCEAKKNEAREERIRRNERDSWKDARKHIEQRY--------EQLLNEKEVLLKQMKLDG---SLEKEIEDETARMSATGEEHIQKRSQLEAGIRQILDLMVVEIAEIENK   750
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gi|12963625|ref|NP_075783.1| LEEENAKADREYEEFMSEDLLEN--IREMAEKYKRNAAQLKAPDK   795
gi|109486461|ref|XP_217489.4| LEEQIVKADREYEECTSEDLLEN--IRRIAEKYKSNAAQLKAPDK   795
gi|5174457|ref|NP_006092.1| LEEQIAKVDREYEECMSEDLSEN--IKEIRDKYEKKATLIKSSEE   795
gi|114672431|ref|XP_001146732.1| LEEQIAKVDREYEECMSEDLLEN--IKEIRDKYEKKATLIKSSEE   795
gi|73962052|ref|XP_537313.2| LEVQIAKVDREYEEYVSEDLLEN--IREIGDKYKKKAALIKPSEE   795
gi|119924753|ref|XP_582722.3| LEEQIAKNDRECKEYASEDLLEN--IREIGDKYKKKAALIQALDE   795
gi|54020712|ref|NP_989808.2| LDEQNSKIDRDYEEFMSEDLLST--LTGILDSYKKKAESI-----   795
gi|51467972|ref|NP_001003863.1| CDEQLKRFDK-LKDIVREDEADINQLTDLVENFIKKANSL-----   795
gi|15232555|ref|NP_191024.1| MDSKISEIKTGVADTASA-------VSEIYKANFKKNLGI-----   795
gi|115476824|ref|NP_001062008.1| METSISGMRKDLYETVDD-------ISSLASKAASTRQTSAQFVM   795
gi|39973653|ref|XP_368217.1| LEEYEAFVADELEHELGSEDIMRDDDGNDVDGDS-----------   795
gi|164426599|ref|XP_957538.2| LEEYETFVADELEQELGIDDQEMEDEDTPMADV------------   795
gi|50309061|ref|XP_454536.1| IEELQNATQKELQRLQTEV--------------------------   795
gi|45198799|ref|NP_985828.1| IEALHDFSVEQLESL------------------------------   795
gi|19113184|ref|NP_596392.1| LEDLKMDYQKELDDLSRSEL-------------------------   795
gi|17542728|ref|NP_501830.1| KIGFHVQCAGIEKAVL-----------------------------   795
                         .......760.......770.......780.......790.....


