
                                                                                .    .  .: . .         *            * .*        :             . *           :           :               
gi|19922446|ref|NP_611218.1| ------------MQSR-WLCG--IFVIVLAHWTRANPILSHPKVATEFIILHNNDMHARFDQTSVNSGTCPPEDVHTNKCYGGFARVAHEVRKYRKEAQEGGTSVLYLNAGDTYTGTSWFTIFKDKIASAFLNKLKPDAI----------   150
gi|19922444|ref|NP_611217.1| -----------MLPARGLLIGSCCLLALLIHPVQPNPIAPRAEVAAEFIILHNNDMHARFEQTSVTSGTCSKEEANTDQCYGGFARVAYEVRKYRKEAEEGGTPVFYLNAGDTYTGTAWFTVYKDKIASAFLNKLSPDAI----------   150
gi|118784010|ref|XP_313394.3| ----------GTMARRTTHIP---LVAIVLASVCSSLAAPKAG-GLELIILHNNDMHARFEQTGAYSNDCQPSDVASNRCYGGFARVAHKVREYRATEASGGLPVLYLNAGDTYTGTPWFSVFKDNITAAFLNILKPDAI----------   150
gi|28573524|ref|NP_725682.2| ---------MHSLTPQWWFFLS--LILFFLDWIS----------GFKFTLLHTNDMHSRFDPISDTGGRCKTVDDAMGICFGGFGRVAEAVSAARNTATD---PVIYLNGGDSFQGTSWFSVYRGKMVARMLNFLAPDAM----------   150
gi|41055552|ref|NP_957226.1| ------------------MMMMNVLSALLLLFIHCQL---CWSADFQLTLLHTNDVHARVEETNKDSGKCSKPPC-----FAGVSRRSTKIKEIRSKEKN----VLLLDAGDQFQGTVWFNYYKGAEAAYFMNQLKYDAM----------   150
gi|292624509|ref|XP_002665677.1| -----------------MMMMMNVLSALLLLFIHCQL---CWSADFQLTLLHTNDVHARVEETNKDSGKCSKPPC-----FAGVSRRSTKIKEIRSKEKN----VLLLDAGDQFQGTVWFNYYKGAEAAYFMNQLKYDAM----------   150
gi|4505467|ref|NP_002517.1| -----------------MCPRAARAPATLLLALGAVL--WPAAGAWELTILHTNDVHSRLEQTSEDSSKCVNASR----CMGGVARLFTKVQQIRRAEPN----VLLLDAGDQYQGTIWFTVYKGAEVAHFMNALRYDAM----------   150
gi|114608462|ref|XP_518619.2| -----------------MCPRAARAPATLLLALGAVL--WPAAGAWELTILHTNDVHSRLEQTSEDSSKCVNASR----CMGGVARLFTKVQQIRRAEPN----VLLLDAGDQYQGTIWFTVYKGAEVAHFMNALRYDAMLFPCGEIAYV   150
gi|99028963|ref|NP_776554.2| -----------------MNPGAARTPALRILALGALL--WPAARPWELTILHTNDVHSRLEQTSEDSSKCVNASR----CVGGVARLATKVHQIRRAEPH----VLLLDAGDQYQGTIWFTVYKGTEVAHFMNALGYDAM----------   150
gi|6754900|ref|NP_035981.1| -----------------MRPAAAKVPKWLLLALSALLPQWPAASAWELTILHTNDVHSRLEQTSDDSTKCLNASL----CVGGVARLFTKVQQIRKEEPN----VLFLDAGDQYQGTIWFTVYKGLEVAHFMNILGYDAM----------   150
gi|11024643|ref|NP_067587.1| -----------------MRPAAATAPKWLLLALSALLPLWPTAKSWELTIMHTNDVHSRLEQTSDDSTKCLNASL----CVGGVARLFTKVQQIRKEEPN----VLLLDAGDQYQGTIWFTVYKGLEVAHFMNLLGYDAM----------   150
gi|73973882|ref|XP_532221.2| -------------------MGYARR---------------PKEEGAEGLSGEVAGMACFVRVPLGEAARCQSGGF----EPNGTSRSSEEWERAKKVG----------GAG----------VFNQLPIAS--PVLGQ-------------   150
gi|118088842|ref|XP_419855.2| -----------------MAYGLSALCLWLWLN---------AAAGLRLTLLHTNDVHAHVEARG-----CAEGPRG---CFGGVARRAARVAAERAAQRN----VLLLDAGDQYQGSVWFSRFKGQEAVHFMNLLRYDAM----------   150
gi|145612976|ref|XP_001412525.1| ---MSRLLQVA-LCALPFVGSVVSAEDVLHS-RRLNKRFIDDEGHYNISFYHINDVHAHLDQFSSSGTDCTNPAGG---CYGGYARVKHVVDQTRPDHPD----SLFLNAGDEFQGTLFYSYYGGEKIAETLNQLGFDGM----------   150
gi|85091076|ref|XP_958725.1| MASLGKLLSTAGLLLLGSHGMLASAEDHLISERKLSKRFIDEKGNYNISFYHINDVHAHLDQFSSSGTDCTNPAKG---CYGGYSRVKTIINETRPSHKD----SLVLNCGDEFQGTMFFSYYGGEKIAETLNQIGFDGM----------   150
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gi|19922446|ref|NP_611218.1| ------------------------------------SLGNHEFDERVEGLIP-FLNEVTFPVLACNLDLSKVPQLKATWHLANSAILETNGTKVGVIGYLTPDTKKLTLN-MDVEFNEEVESINVEAKKLKAQ-GIKIIIALGHSGYLKD   300
gi|19922444|ref|NP_611217.1| ------------------------------------SLGNHEFDQNVEGLVP-FLNAVEFPVLACNLNLTDVPEMAAAKQLANSTILERNGVKVGVIGYLTPDTKVLAFR-NKVEYEEEIVSINAEAAKLKAQ-GINIIIALGHSGYQKD   300
gi|118784010|ref|XP_313394.3| ------------------------------------SLGNHEFDLGVEGLVP-FLNEVDFPVLVTNLDLSKTPEMQTSRSLQRSIIFTKAGVRIGVIGYLTPETKQLAPI-NTVEFLDEIEEINKEATSLKNQ-GVNILIALGHSGLERD   300
gi|28573524|ref|NP_725682.2| ------------------------------------ALGVHELDDGTDALAE-FLNTITFPMVSSNINLINEPKLAENANLVTSLVITKGNRKIGIVGYIRPDTKERTQP-SNVIFKREVPAINKETKKLKGQ-GIDIIIALGHSGYEKD   300
gi|41055552|ref|NP_957226.1| ------------------------------------ALGNHEFDNGVDGLLKPFLQEVNCTVLSANIKADETLAPRISGYYFPYKIFTLGSEKVGVVGYTSAETPALSLPGPHLKFEDEITALQPQVDKLLTL-GVNKIIALGHSGFLMD   300
gi|292624509|ref|XP_002665677.1| ------------------------------------ALGNHEFDNGVDGLLKPFLQEVNCTVLSANIKADETLAPRISGYYFPYKIFTLGSEKVGVVGYTSAETPALSLPGPHLKFEDEITALQPQVDKLLTL-GVNKIIALGHSGFLMD   300
gi|4505467|ref|NP_002517.1| ------------------------------------ALGNHEFDNGVEGLIEPLLKEAKFPILSANIKAKGPLASQISGLYLPYKVLPVGDEVVGIVGYTSKETPFLSNPGTNLVFEDEITALQPEVDKLKTL-NVNKIIALGHSGFEMD   300
gi|114608462|ref|XP_518619.2| FQVLPFGHCLQVKRFPGCSRDVTLVVTEMMAWGMGRALGNHEFDNGVEGLIEPLLKEAKFPILSANIKAKGPLASQISGLYLPYKVLPVGDEVVGIVGYTSKETPFLSNPGTNLVFEDEITALQPEVDKLKTL-NVNKIIALGHSGFEMD   300
gi|99028963|ref|NP_776554.2| ------------------------------------ALGNHEFDNGVEGLIDPLLKEVNFPILSANIKAKGPLASKISGLYSPYKILTVGDEVVGIVGYTSKETPFLSNPGTNLVFEDEITALQPEVDKLKTL-NVNKIIALGHSGFEVD   300
gi|6754900|ref|NP_035981.1| ------------------------------------ALGNHEFDNGVEGLIDPLLRNVKFPILSANIKARGPLAHQISGLFLPSKVLSVGGEVVGIVGYTSKETPFLSNPGTNLVFEDEISALQPEVDKLKTL-NVNKIIALGHSGFEMD   300
gi|11024643|ref|NP_067587.1| ------------------------------------ALGNHEFDNGVEGLIDPLLRNVKFPILSANIKARGPLAPQISGLYLPYKVLSVGGEVVGIVGYTSKETPFLSNPGTNLVFEDEVTALQPEVDKLKTL-NVNKIIALGHSGFEMD   300
gi|73973882|ref|XP_532221.2| ------------------------------------ALGNHEFDNGVEGLIDPLLKEARFPILSANIKAKGPLASQISGLYLPYKIIPVGDEVVGIVGYTSKETPFLSNPGRNLVFEDEITALQPEVDKLKTL-NVNKIIALGHSGFEMD   300
gi|118088842|ref|XP_419855.2| ------------------------------------ALGNHEFDEGVRGLLNPLLRNASFAILSANIKGKTPLGNQMMKYVHPYKILHIDSEKIGIVGYTTQETSFLSQPGNDVIFEDEIEALQVQVNKLTAM-GVNKIIALGHSGFTVD   300
gi|145612976|ref|XP_001412525.1| ------------------------------------TLGNHEFDGGDD-KLGAFLENLTFPIISANIQSSHPALNKTIKPFHIYEQYD-----LAVIGVTTETTPGISRPSNLTTFSDSVKAVQDTIDHIRATTDIKRIAALTHIGYDED   300
gi|85091076|ref|XP_958725.1| ------------------------------------TLGNHEWDKGDE-VLGQFLENLTFPIISANVFSDNARLNRTIKPYHIYEEYD-----LAIIGVTTETVPSISSPGPGTKFTDAIQAVQDTIDHIRSTTSIKRIAAITHIGYDED   300
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gi|19922446|ref|NP_611218.1| LEIAKNCPEVDIVIGGHTNTFLYTG------AQPDAEHIDGPYPTMVKQNSGKEVPVVQAYAYTKYLGKLHVQFDADGNLIQWDGSPILLNASVAQEQDLLDLLEVFRPNVTRLEKSVVGHTKVHLEGNKAVCRAEECNLGNLIAD--AM   450
gi|19922444|ref|NP_611217.1| QEIAMNCPEVDIVIGGHSHTFLDANQPVADPTDSDPEAVRGPYPTTVVQASGKKVPVVQAYAYTKYLGKIHVQFDAEGNLIEFDGAPILLNASVAQEQDLLDLLDEYRPKLDELENTVLGYTKVFLEGG-NICRMRECNLGNLVTD--AM   450
gi|118784010|ref|XP_313394.3| KEIAAQCPDVDLVIGGHSHTFLYSG------TAPDVEDPAGPYPVMVKNAAGKEVPVVQAYAYTKYLGYLHLQFDTEGNLIELDGTPLLLNGTVERDSDVLQLLELYRPGILALD-AQIGHSNVFLDSS--RCRFEECNIGNMIADSLVI   450
gi|28573524|ref|NP_725682.2| MEIAKRCPDVDIVVGGQSHTFLYSG------KAPSKEVSEGPYPTIVVKPDGRKVPVVQAYAYTKYLGNLSLEFDNGGNLLSFKGSPILLNNRFHPRKDVQDFLQLYRQVIDDMERHVVGTTSVYLNGDRKSCGYSECNFGNFIAD--SF   450
gi|41055552|ref|NP_957226.1| QMIAKKVQGVDVVIGGHTNTFLYTG------DPPSTEVPAGPYPLMVKSDDGRQVPVVQAYAFGKYLGFLKVTFDANGNVLESTGNPILLNSSVEPDPDIQAKVDSWRMNLANYSSQQVGQTLVFLNGTFEECRFRECNLGNLICD--AM   450
gi|292624509|ref|XP_002665677.1| QMIAKKVQGVDVVIGGHTNTFLYTG------DPPSTEVPAGPYPLMVKSDDGRQVPVVQAYAFGKYLGFLKVTFDANGNVLESTGNPILLNSSVEPDPDIQAKVDSWRMNLANYSSQQVGQTLVFLNGTFEECRFRECNLGNLICD--AM   450
gi|4505467|ref|NP_002517.1| KLIAQKVRGVDVVVGGHSNTFLYTG------NPPSKEVPAGKYPFIVTSDDGRKVPVVQAYAFGKYLGYLKIEFDERGNVISSHGNPILLNSSIPEDPSIKADINKWRIKLDNYSTQELGKTIVYLDGSSQSCRFRECNMGNLICD--AM   450
gi|114608462|ref|XP_518619.2| KLIAQKVRGVDVVVGGHSNTFLYTG------NPPSKEVPAGKYPFIVTSDDGRKVPVVQAYAFGKYLGYLKIEFDERGNVISSHGNPILLNSSIPEDPSIKADINKWRIKLDNYSTQELGKTIVYLDGSSQSCRFRECNMGNLICD--AM   450
gi|99028963|ref|NP_776554.2| KLIAQKVKGVDVVVGGHSNTFLYTG------NPPSKEVPAGQYPFIVTSDDGRKVPVVQAYAFGKYLGYLKVEFDEKGNVVTSHGNPILLNSSIPEDPNIKADINKWRVKLDNYSTQELGKTIVYLDGTAQSCRFRECNMGNLICD--AM   450
gi|6754900|ref|NP_035981.1| KLIAQKVRGVDIVVGGHSNTFLYTG------NPPSKEVPAGKYPFIVTADDGRQVPVVQAYAFGKYLGYLKVEFDDKGNVITSYGNPILLNSSIPEDATIKADINQWRIKLDNYSTQELGRTIVYLDGSTQTCRFRECNMGNLICD--AM   450
gi|11024643|ref|NP_067587.1| KLIAQKVRGVDVVVGGHTNTFLYTG------NPPSKEVPAGKYPFIVTSDDGRKVPVVQAYAFGKYLGYLKVEFDDKGNVVTSYGNPILLNSTIREDAAIKADINQWRIKLDNYSTQELGRTIVYLNGSAQECRFRECNMGNLICD--AM   450
gi|73973882|ref|XP_532221.2| KLIAQKVKGVDIVVGGHSNTFLYTG------TPPSKEVPAGKYPFIVTSDDGRKVPVVQAYAFGKYLGYLKVEFDEKGNVIASHGNPILLNSSILEDPSIKADINKWRIKLDNYSTQELGKTVVYLDGSTQSCRFKECNMGNLICD--AM   450
gi|118088842|ref|XP_419855.2| INIAQKVKGVDVVIGGHTNTFLYTG------TPPSTEQPAGPYPFMVDSDDGRKVPVVQAYAYGKYLGYLNVTFDEKGNVVEAVGNPILLDSSVPEDEQIKEEVEKWRKNLGNYS-KEIGTTSVYLNGTSEACRFQECNMGNLLCD--AM   450
gi|145612976|ref|XP_001412525.1| KRLAEQTSGLHLIMGGHSHTLVGDMP-----------GAEGPYPTIATNRDGEEVFVVTAYRWGEYLGYIDVTYDSEGKILAYHGAPIHLTNQTEQEPELQAQIDAWRAPFAEFAAEVVGFSNVELDQT--TCRTRECLLGDLMAD--AM   450
gi|85091076|ref|XP_958725.1| QRLAKETTGLYLIMGGHSHTPLGDFP-----------GAVGPYPTIVKNKDGDEVFIVTAYRWGEYLGYIDVTYDADGKILEYHGGPIHLTNTTKQDEGLQKQIDAWRVPFEEYSKQVVGTSNVVLEQS--TCQSKECTFGDFICD--AM   450
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                                                       : :.*                                                                                                                            
gi|19922446|ref|NP_611218.1| VFSRLMEEQGG-DFWTDAAISIMQGGGIRSSIEKRS-DGAITDNDILSVLPWGNKLYMVPMTGS---TIRRALEHGAALRGKDSDGGFLQVS-GIRVVFNSNKPEGQRVVSVQVRCAACRVPTYSDLNDTAIYNVVLGEFLLDGGDGHVM   600
gi|19922444|ref|NP_611217.1| IYSRVLENKGG-EFWTDTAIAFMQGGGIRGSVDKKD-DGVINGATLLAVLPFENNLYVTRILGS---TLLAALEHSASVRLQDSNGGFLQMS-GLRVVYNYNNEQGKRVVSAQALCASCAVPTYKSINETALYQVIVPQFLLEGGDGYTL   600
gi|118784010|ref|XP_313394.3| TYATTREQSND-GFWTDAAIGFIQGG----------------------------------------------------------------------------------------------------------------------------   600
gi|28573524|ref|NP_725682.2| VYARVVQTMADRSSWTDASIGLINAGAIRASIDPGE-TGAITEADVVTVLPFSQDLYYTRISGS---QLMKALEHSAQMRSKHMTSAHLQVS-GLRLKFNHSLPKGERITEIRALCSDCQIPHYEAVDTNGYYGVVVTSFLLNGGEGYSF   600
gi|41055552|ref|NP_957226.1| VHHNIKYADEL--QWNHVSSCILNGGGIRGPIDERNRNGSITMEDLIAVLPFGGTFDLVQLNGS---TLLEAFEHSVRRHG-GNTGEFLQVS-GFQVVYDLSKAPGSRVKSVKVLCTQCRVPHYEPLVPNKVYKVVLPSYLVDGGDGFTM   600
gi|292624509|ref|XP_002665677.1| VHHNIKYADEL--QWNHVSSCILNGGGIRAPIDERNRNGSITMEDLIAVLPFGGTFDLVQLNGS---TLLEAFEHSVRRHG-GNTGEFLQVS-GFQVVYDLSKAPGSRVKSVKVLCTQCRVPHYEPLVPNKVYKVVLPSYLVDGGDGFAM   600
gi|4505467|ref|NP_002517.1| INNNLRHTDEM--FWNHVSMCILNGGGIRSPIDERN-NGTITWENLAAVLPFGGTFDLVQLKGS---TLKKAFEHSVHRYG-QSTGEFLQVG-GIHVVYDLSRKPGDRVVKLDVLCTKCRVPSYDPLKMDEVYKVILPNFLANGGDGFQM   600
gi|114608462|ref|XP_518619.2| INNNLRHADEM--FWNHVSMCILNGGGIRSPIDERN-NGTITWENLAAVLPFGGTFDLVQLKGS---TLKKAFEHSVHRYG-QSTGEFLQVG-GIHVVYDLSRKPGDRVVKLDVLCTKCRVPSYDPLKMDEVYKVILPNFLANGGDGFQM   600
gi|99028963|ref|NP_776554.2| INNNLRHPDEM--SWNHVSMCILNGGGIRSPIDERN-NGTITWENLAAVLPFGGTFDLVQLKGS---TLKKAFEHSVHRYG-QATGEFLQVG-GIHVVYDISRNPGDRVVKLEVLCTQCRVPSYEPLRMDKVYKVILPSFLVSGGDGFQM   600
gi|6754900|ref|NP_035981.1| INNNLRHPDEM--FWNHVSMCIVNGGGIRSPIDEKN-NGTITWENLAAVLPFGGTFDLVQLKGS---TLKKAFEHSVHRYG-QSTGEFLQVG-GIHVVYDINRKPWNRVVQLEVLCTKCRVPIYEPLEMDKVYKVTLPSYLANGGDGFQM   600
gi|11024643|ref|NP_067587.1| INNNLRHPDEM--FWNHVSMCIVNGGGIRSPIDERN-NGTITWENLAAVLPFGGTFDLVQLKGS---TLKKAFEHSVHRYG-QSTGEFLQVG-GIHVVYDISRKPWDRVVQLKVLCTKCRVPIYEPLEMDKVYKVVLPSYLVNGGDGFQM   600
gi|73973882|ref|XP_532221.2| INNNIRHSDEV--SWNHVSMCILNGGAIRSPIDERN-NGTITWENLAAVLPFGETFDLIQLKGS---TLKKAFEHSVHRYG-QSTGEFLQVG-GIHVVYDLSRKPGNRVVKIDVLCTQCRVPSYEPLRMDKIYKVVLPSFLANGGDGFQM   600
gi|118088842|ref|XP_419855.2| LYENVRRPDRK--SWNHVSLCILNGGGIRASIDERNANGTITMEDLLSVLPFGGRFDLVTLKGS---TLKEAFEHSVRRYG-RGTGELLQVG-GIHVVYDLSRAPGHRAVSIEVLCTACRVPAYVPLEMDEVYNVTLPSYMLFGGDGYYM   600
gi|145612976|ref|XP_001412525.1| VAYRKAVTTE-------IDFALINGGGVRATIPAGN----ITRGGVLTSFPFGNTIVDLTITASDLWLVLEGLVSGVNQFNQKPVTSYPQVSKEINIVYDPSGPVGN---RLRKVTINGEPLTKGDTSG-KVYHVVTLDFLAGGGDNFFV   600
gi|85091076|ref|XP_958725.1| LDYRLNASTDG----LAPSFALTNSGGIRASIDVGP----ITRGEVLTAFPFGNAVVEITLSGQQLWDVLAGIVARVNKANGKAVTSFLQVSRGIKIEYQPTNSPDNGVGTLAAVTIGGE---KLDMT--KQYKVVTIDFVAGGGDNFFA   600
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gi|19922446|ref|NP_611218.1| R-DSAHQPQRLQNNDLEAVSQYLNQRDYVYPEIEGRIIFINASST-----LMGSAALLLISSLLIKIIA-   670
gi|19922444|ref|NP_611217.1| IEESDPFTESMQRNDLNATMEYLKQRHFVYPEIEERIVIHEKADTGSASGIVASISLLLLSSLLTRFI--   670
gi|118784010|ref|XP_313394.3| ----------------------------------------------------------------------   670
gi|28573524|ref|NP_725682.2| VDPKRPEVENMTILDRMAVIQYLQEHKVIYPEREDRQYVQHKHIANSGYMSLEPNLILSFLYFCHRFLVV   670
gi|41055552|ref|NP_957226.1| IKEKKLKHDSGD-LDISVVAGYISERKRVHPAVEGRFQFSSSCAGLRGYTSTVLLLWAVWLMLV------   670
gi|292624509|ref|XP_002665677.1| IKEKKLKHDSGD-LDISVVAGYISERKRVHPAVEGRIQFSSSCAGLRGYTSTVLLLWAVWLMLV------   670
gi|4505467|ref|NP_002517.1| IKDELLRHDSGD-QDINVVSTYISKMKVIYPAVEGRIKFSTGSHCHGSFSLIFLSLWAVIFVLYQ-----   670
gi|114608462|ref|XP_518619.2| IKDELLRHDSGD-QDINVVSTYISKMK--------------GDECIGHD---------------------   670
gi|99028963|ref|NP_776554.2| IKDEKIKHDSGD-QDINVVSGYISKMKVLYPAVEGRIQFSAGSHCCGSFSLIFLSVLAVIIILYQ-----   670
gi|6754900|ref|NP_035981.1| IKDELLKHDSGD-QDISVVSEYISKMKVVYPAVEGRIKFSAASHYQGSFPLVILSFWAMILILYQ-----   670
gi|11024643|ref|NP_067587.1| IKDELLKHDSGD-QDISVVSEYISKMKVIYPAVEGRIKFSAASHYQGSFPLIILSFWAVILVLYQ-----   670
gi|73973882|ref|XP_532221.2| IKDEALRHDSGD-QDINVVSGYILKLKVIYPAVEGRIKFSAGSRCHGSFSLIFLLFLAVIIVLYQ-----   670
gi|118088842|ref|XP_419855.2| LRDNHITYSKGE-PDIEVVSRYLDRMKRVYPAVEGRIKFSSGSLIQGSLTLISALLTVTFWHC-------   670
gi|145612976|ref|XP_001412525.1| ASSG-FATLDAQ---DVVLLEYLRDNNPIDIKLDGRIRTAS-CAAKRRTKRAAAL---------------   670
gi|85091076|ref|XP_958725.1| EAISNLVVLDTL---DEVLVNYIKEKTPVDVELDGRIAPYSKCGGRKKSKKVRRERE-------------   670
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