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gi|17567243|ref|NP_509658.1| --MEPNLQAKLKGIDAFCGE-----------------------------------------------RYWDPAVWNASTVPILSQCYQHTTLVWFPTAIVFLLAPILTAQIFYRRPNPIPWTRRIQLKIGLACILIADSLSLFTVAIYET   150
gi|193209740|ref|NP_510616.2| --MEIDQLLN-------------------------------------------------------------------STGPPISIILP-SNYVIVPSIFFWILTPVIIHDCKTSRQTPLPWSTLMSLKWFVASLLIIDRLFVFLLAVWES   150
gi|90403595|ref|NP_083876.3| --MDRLCGSGELGSKF-----------------------------------------------------WDSNLSIYTNTPDLTPCFQNSLLAWVPCIYLWAALPCYLFYLRHHQLGYIVLSWLSRLKTALGVLLWCVSWVDLFYSFHG-   150
gi|18034783|ref|NP_542148.1| --MDRLCGSGELGSKF-----------------------------------------------------WDSNLTVYTNTPDLTPCFQNSLLAWVPCIYLWAALPCYLFYLRHHRLGYIVLSCLSRLKTALGVLLWCISWVDLFYSFHG-   150
gi|9955970|ref|NP_003777.2| --MDALCGSGELGSKF-----------------------------------------------------WDSNLSVHTENPDLTPCFQNSLLAWVPCIYLWVALPCYLLYLRHHCRGYIILSHLSKLKMVLGVLLWCVSWADLFYSFHG-   150
gi|114669484|ref|XP_001158914.1| --MDALCGSGELGSKFWVRRGAPGSLRGGQGRPASPGPRRLPSRGAGSTGEPGKVRKSARLGRKGTVRGWDSNLSVHTENPDLTPCFQNSLLAWVPCIYLWVALPCYLLYLRHHCRGYIILSHLSKLKTVLGVLLWCVSWADLFYSFHG-   150
gi|73966411|ref|XP_548204.2| --MDALCG-----SKF-----------------------------------------------------WDSNLSVHTDNPDLTPCFQNSLLAWVPCIYLWAALPCYLFYLQRHNRGYIVLSHLSRLKTALGVLLWCVSWAELFYSFHG-   150
gi|194676033|ref|XP_612461.4| --MDALCGSGELGSKF-----------------------------------------------------WDSNLSLHTDNPDLTPCFQNSLLAWLPCIYLWAALPCYLFYLRGHRQGYIVLSHLSRLKTALGVLLWCVSWADLFYSFHG-   150
gi|118099911|ref|XP_420102.2| --MEGCCKG------------------------------------------------------------CDANLSIHTDSPDLTPCFQNTILAWIPSIYLWTALPFYLLYLKRSKRGYIVLTMLSRFKTLFGVLLWCVSWADLFYSFHE-   150
gi|145336268|ref|NP_174331.2| MGFEALNWYCKPIAEG------------------------------------------------------FWEKTPDGAFGAYTPCAIDSLVMIVSNSVLLGLCFYRIWITLYNAKAQIYVLRKMYYHCVLWILACCCVVEPVLRLVMGI   150
gi|186479062|ref|NP_174330.2| MGFEALNWYCKPVADG------------------------------------------------------FWEKAVDGAFGAYTPCAIDSLVMLVSHFVLLG------------------------------LLACYCVVEPVLRLVMGI   150
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gi|17567243|ref|NP_509658.1| ----LFQGFPYAVD-FVYPLTLCLAMVVLTALIVSCRNYGIVTSGGLFISWLVFTISAIPELLYWIQQIVNPAEAWNWIDYPRCIAFFIWFFCCAFETYLHCYADASPEGYKYL----------SAARNPSPETTSSFLNRITMWWFNSL   300
gi|193209740|ref|NP_510616.2| ----LFEHKNVTADLFIIPFFHSFTLLALLIATNEVRRAGIHSSGPLFCIWMLFAVAAVPEFYQWMTTGSQP-ELVARIDFFRYVAYLTYFPLVVAEFVLHFVSDPFPMPRGYQ----------NLK---CPEENANFISRQLLLWFTQI   300
gi|90403595|ref|NP_083876.3| ----LIHGSSPAPVFFVTPLVVGITMLLATLLIQYERLRGVQSSGVLIIFWLLCVICAIIPFR---SKILSALAEGKILDPFRFTTFYIYFALVFCALILSCFKEKPP-LFSPE----------NLDTNPCPEASAGFFSRLSFWWFTRL   300
gi|18034783|ref|NP_542148.1| ----LVHGSSPAPVFFITPLLVGITMLLATLLIQYERLRGVRSSGVLIIFWLLCVICAIIPFR---SKILLALAEGKILDPFRFTTFYIYFALVLCAFILSCFQEKPP-LFSPE----------NLDTNPCPEASAGFFSRLSFWWFTKL   300
gi|9955970|ref|NP_003777.2| ----LVHGRAPAPVFFVTPLVVGVTMLLATLLIQYERLQGVQSSGVLIIFWFLCVVCAIVPFR---SKILLAKAEGEISDPFRFTTFYIHFALVLSALILACFREKPP-FFSAK----------NVDPNPYPETSAGFLSRLFFWWFTKM   300
gi|114669484|ref|XP_001158914.1| ----LVHGRAPAPVFFVTPLVVGVTMLLATLLIQYERLQGVQSSGVLIIFWFLCVVCAIVPFR---SKILLAKAEGEISDPFRFTTFYIHFALVLSALILACFREKPP-FFSAK----------NVDPNPYPETSAGFLSRLFFWWFTKM   300
gi|73966411|ref|XP_548204.2| ----LVHGWAPAPISFVTPLLVGVTMLLATLLIQYERLRGVQSSGVLIIFWFLCVVCAIVPFR---SKILAATAKGEVSDPFHFTTFYIYFALVLFALILSCFREKPP-FFSPQ----------NVDPNPCPEVSAGFLSRLSFWWFTKM   300
gi|194676033|ref|XP_612461.4| ----LVHGWPPAPVFFVTPLVVGVTMLLATLLIQYERLQGVRSSGVLIIFWFLCVVCGIIPFR---SKILSALTQGKISDPFRFTTFYIYFALVLSALILSCFREKPP-FFSPK----------NMDPNPCPEAGAGFLSRLSFWWFTKL   300
gi|118099911|ref|XP_420102.2| ----LLQSRTPPPVYFVTPLVIGITVLLATLLIQYERLRGVQSSGVLIIFWFLSVLCAVAPFR---SKIMTTTAQNHVNERFRSATFYIYFVLLIVELILSCFKEKPP-FFSPA----------NTDPNPSPELTSGFLSRLTFWWFTSF   300
gi|145336268|ref|NP_174331.2| SLFDMGDETDLPPFEVASLMVEAFAWFAMLVLIGLETKQYVKEFRWYVRFGVVYVLVADAVLLDLVLPLKNSINRTALYLCISSRCCQALFGILLLVYIPELDLYPDYHILNNESLDNVEYDALPGGVNICPERYASIFSGIYFSWMTPL   300
gi|186479062|ref|NP_174330.2| SLFDMDEETDFPPFEVASLMVEAFAWFSMLVLIGLETKQYVKEFRWYVRFGVLYVLVADAVLLDLVLPLKNSINRTALYLFISSRCSQALFGILLLIYIPELDPYPGYHIVNNEPLDNVEYDALRGGEHICPERHASIFSRIYFGWITPL   300
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gi|17567243|ref|NP_509658.1| CSLGVKKPLEVSDLYSLNEADTSNLLVPKWYNLWDKQSKKFEETAARRRIGSNASRTNRRRTSSNDTTPLLNDQSTDDYGSVPAG--QSTQKMPSIIWTLFLMFKWDVITAMFVKLLSDVLLFCNPLLLKSLIRFTEELERPMWQGVVLA   450
gi|193209740|ref|NP_510616.2| ISLGYERTLVADDVFEMDSQMDQEYLKARWKTEWLKQTEKAREKQVK-----LDDKRERARTGS-EKAPLLG--TFNNYGAVNLDDKDRVIVQPSVIVTLWQIMKWEILGGSFIKFLSDLLQFANPTFLNYLILFIETPNAPLINGIGLA   450
gi|90403595|ref|NP_083876.3| AILGYRRPLEDRDLWSLSEEDCSHKVVQRLLEAWQKQQNQASRSQTA-------TAEPKIP---GEDAVLLKP--------------RPKSKQPSFLRALVRTFTSSLLMSACFNLIQNLLGFVNPQLLSILIRFISDPTAPTWWGFLLA   450
gi|18034783|ref|NP_542148.1| AILGYRRPLEDSDLWSLSEEDCSHKVVQRLLEAWQKQQTQASGPQTA-------ALEPKIA---GEDEVLLKA--------------RPKTKKPSFLRALVRTFTSSLLMGACFKLIQDLLSFINPQLLSILIRFISDPTAPTWWGFLLA   450
gi|9955970|ref|NP_003777.2| AIYGYRHPLEEKDLWSLKEEDRSQMVVQQLLEAWRKQEKQTARHKAS-------AAPGKNAS--GEDEVLLGA--------------RPRPRKPSFLKALLATFGSSFLISACFKLIQDLLSFINPQLLSILIRFISNPMAPSWWGFLVA   450
gi|114669484|ref|XP_001158914.1| AIYGYRHPLEEKDLWSLKEEDRSQMVVQQLLEAWRKQEKQTARHKAS-------AAPGKNSS--GEDEVLLGA--------------QPRPRKPSFLKALLATFGSSFLLSACFKLIQDLLSFINPQLLSILIRFISNPMAPSWWGFLVA   450
gi|73966411|ref|XP_548204.2| AILGYRRPLEEQDLWSLKEDDCSQKVVNRLLEAWKKLQKQAVGHEAA-------AASGKKAS--GEDEVLLGG--------------QPRSQQPSFLWALLATFGPSILISMCFKVVQDLLSFINPQLLSILIRFISNPTAPTWWGFLVA   450
gi|194676033|ref|XP_612461.4| AILGYRRPLEERDLWSLNKEDRSQMVMQRLLEEWKKQQDQAARRQAA-------EASGKKLS--SEGEVLLEG--------------RPRAPEASFLRALMATFSSSFLLSMGFKLIQDLLSFINPQLLSILIRFISNPTAPTWWGFLVA   450
gi|118099911|ref|XP_420102.2| AILGYKKPLEEKDLWSLNEDDISKNIVQKLSREWDKEKAECKQKKSN-------HALNHVGDGPEEAEVLIRD--------------KRHNRKPSFLKALMRTFGPYFLIGSFFKLIQDLLSFVNPQLLSVLISFVKDKDAPTWWGFLIA   450
gi|145336268|ref|NP_174331.2| MQLGYRKPITERDVWQLDQWDQTETLIKRFQRCWTEESRRP---------------------------------------------------KPWLLRALNNSLGRRFWLGGIFKVGHDLSQFVGPVILSHILQSMIE-GDPAWVGYVYA   450
gi|186479062|ref|NP_174330.2| MQLGYRKPITEKDVWQLDKWDQTETLIKRFQRCWTEESRRP---------------------------------------------------KPWLLRALNNSLGGRFWLAGIFKIGNDLSQFVGPVILSHLLRSMQE-GDPAWVGYVYA   450
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gi|17567243|ref|NP_509658.1| FTMFFSAELSSILLSHYFYLMYRVGTRVQTCLTAAVYRKTLRLSNAARREKTVGEIVNLMAIDVDRFQQITPQTMQYWSNPFQIGLALFLLFQQLGVSVFSGVAVMVLLFPINFVITMIIRKWQIAQMYYKDERTKMVNEVLNGIKVIKL   600
gi|193209740|ref|NP_510616.2| VGLFLAGQIKSLFMNTYFIAMTRVGAKIQTMLSCAVYEKSLLLSNTARRERTVGEMVNILSIDVDRFRMITPQIQQYWSSPFQIIICMVLLSQTIGVAVWAGIVVMISIVPINICVSMITKRWQLRLMKYKDERIRLINEVLNGIKVVKL   600
gi|90403595|ref|NP_083876.3| GLMFLSSTMQTLILHQYYHCIFVMALRLRTAIIGVIYRKALVITNSVKRESTVGEMVNLMSVDAQRFMDVSPFINLLWSAPLQVILAIYFLWQILGPSALAGVAVIVLLIPLNGAVSMKMKTYQVKQMKFKDSRIKLMSEILNGIKVLKL   600
gi|18034783|ref|NP_542148.1| GLMFVSSTMQTLILHQHYHCIFVMALRIRTAIIGVIYRKALTITNSVKREYTVGEMVNLMSVDAQRFMDVSPFINLLWSAPLQVILAIYFLWQILGPSALAGVAVIVLLIPLNGAVSMKMKTYQVQQMKFKDSRIKLMSEILNGIKVLKL   600
gi|9955970|ref|NP_003777.2| GLMFLCSMMQSLILQHYYHYIFVTGVKFRTGIMGVIYRKALVITNSVKRASTVGEIVNLMSVDAQRFMDLAPFLNLLWSAPLQIILAIYFLWQNLGPSVLAGVAFMVLLIPLNGAVAVKMRAFQVKQMKLKDSRIKLMSEILNGIKVLKL   600
gi|114669484|ref|XP_001158914.1| GLMFLCSMMQSLILQHYYHYIFVTGLKFRTGIMGVIYRKALVITNSVKRASTVGEIVNLMSVDAQRFMDLAPFLNLLWSAPLQIILAIYFLWQNLGPSVLAGVAFMVLLIPLNGAVAVKMRAFQVKQMKLKDSRIKLMSEILNGIKVLKL   600
gi|73966411|ref|XP_548204.2| GLMFLCSMAQTLVLHQYFHCIFEMALRLRTAITGVIYRKALVITNSAKRESTVGEIVNLMSVDAQRFMDLAPFLNLVWSAPLQIILAIYFLWQNLGPSILAGVAFMVLLIPLNGAVAVKMRAFQVEQMKFKDSRIKLMSEILGGIKVLKL   600
gi|194676033|ref|XP_612461.4| GLMFVCSVMQTLILHQYFHCIFVMGLRFRTGIIGVIYRKALVITNSVKRESTVGEIVNLMSVDAQRFMDVVPFINLLWSAPLQIILAVYFLWQNLGPSVLAGVALMVLLIPLNGAVAVKMRALQVEQMKFKDSRIKLMSEILGGIKVLKL   600
gi|118099911|ref|XP_420102.2| ALMFACAVLQTLILHQHFQYCFVTGMRLRTGIIGVIYRKSLVITNSAKRSSTVGEIVNLMSVDAQRFMDLVTFLNMLWSAPLQTCLALYFLWQALGPSVLAGVAVMVLLIPFNSAVAIKTRAFQVEQMRYKDSRIKLMNEILGGIKVLKL   600
gi|145336268|ref|NP_174331.2| FLIFFGVTFGVLCQSQYFQHVGRVGFRLRSTLVAAIFHKSLRLTNKARKNFASGKVTNMITTDANALQLIAEQLHGLWSAPFRIIVSMVLLYQQLGVASIFGSLILFLLIPFQTLIVRKMRKLTKEGLQWTDKRVGIIYEILASMDIVKC   600
gi|186479062|ref|NP_174330.2| FIIFVGVTLGVLCEAQYFQNVWRVGFRLRSTLVAAIFHKSLRLTHEARKNFASGKVTNMITTDANALQQISQQLHGLWSAPFRIIVSMILLYQQLGVASLFGSLILFLLIPLQTLIISKMRKLTKEGLQWTDKRVGITNEILSSMDTVKC   600
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gi|17567243|ref|NP_509658.1| YAWEPPMEQVIEDLREQELGLIKKAAFLRTFSDMLNTASPFLVALSTFATFIYIDPKNVLTPEIAFVSLTLFNQLRSPMSQVAELITQTVQVVVSNRRLKEFLVSEELNVEAIDHRAR--DNNDVICLKEACLSWESAEHQPVPTLTNIS   750
gi|193209740|ref|NP_510616.2| SAWETAMEETIERVRDKELKMIKQSALLKTFADCLNVGAPVFVALSSFTVFVLIDPKNVLTPNIAFVSLSLFNLLRGPLMMAAELVAQTVQLVVSNKRVRTFLCEKEVDTAAIDKEIRGELYTNTVEIHSGSFAWDSAEAR---ILSDIE   750
gi|90403595|ref|NP_083876.3| YAWEPSFLEQVKGIRQSELQLLRKGAYLQAISTFIWICTPFLVTLITLGVYVYVDESNVLDAEKAFVSLSLFNILKIPLNMLPQLISGLTQASVSLKRIQDFLNQNELDPQCVERKTI--SPGYAITIHNGTFTWAQDLPP---TLHSLN   750
gi|18034783|ref|NP_542148.1| YAWEPTFLEQVEGIRQGELQLLRKGAYLQAISTFIWVCTPFMVTLITLGVYVCVDKNNVLDAEKAFVSLSLFNILKIPLNLLPQLISGMTQTSVSLKRIQDFLNQDELDPQCVERKTI--SPGRAITIHNGTFSWSKDLPP---TLHSLN   750
gi|9955970|ref|NP_003777.2| YAWEPSFLKQVEGIRQGELQLLRTAAYLHTTTTFTWMCSPFLVTLITLWVYVYVDPNNVLDAEKAFVSVSLFNILRLPLNMLPQLISNLTQASVSLKRIQQFLSQEELDPQSVERKTI--SPGYAITIHSGTFTWAQDLPP---TLHSLD   750
gi|114669484|ref|XP_001158914.1| YAWEPSFLKQVEGIRQGELQLLRTAAYLHTTTTFTWMCSPFLVTLITLWVYVYVDPNNVLDAEKAFVSVSLFNILRLPLNMLPQLISNLTQVTL----------------------------GYAITIHSGTFTWAQDLPP---TLHSLD   750
gi|73966411|ref|XP_548204.2| YAWEPSFLEKVEGIREDELRLLRKSAYLQAISTFTWVCTPFLVTLTTLGVYVSVDQNNVLDAEKAFVSVSLFNLLKIPLNMLPQLISNLIQTSVSLKRIQHFLSQDELDLQCVERKTI--TPGYAVTIDNGTFTWAPDLPP---TLHSLD   750
gi|194676033|ref|XP_612461.4| YAWEPSFLKQVEGIRQDELRLMRKVACLHAISTFIWVCTPFLVTLTTLGVYVSVDKNNVLDAEKAFVSVSLFNILKIPLNMLPQLISNLAQTSVSLKRIQHFLSQDELDPQCVERKTI--TPGYAVIIHNGTFTWAQDLPP---ALHSLD   750
gi|118099911|ref|XP_420102.2| YAWEPSFSEKVLEMRKNELRVLKKSAYLNSLSNFAWISSPFLVALTTFAVYVLVDEKNTLDAEKAFVSLSLFNILKFPLTMLPQVISNIAQTSVSLKRIQQFLSHDELDPNCVERKVI--APGYAISVKNATFSWGKELKP---SLKDIN   750
gi|145336268|ref|NP_174331.2| YAWEKSFESRIQGIRNEELSWFRKAQLLSAFNSFILNSTPVVVTLVSFGVYVLLG--GDLTPARAFTSLSLFAVLRSPLSTLPNLISQAVNANVSLQRIEELLLSEERILAQNPPLQP---GAPAISIKNGYFSWDSKTSKP--TLSDIN   750
gi|186479062|ref|NP_174330.2| YAWEKSFESRIQGIRNEELSWFRKAQLLSAFNSFILNSIPVVVTVVSFGVFVLLG--GDLTPARAFTSLSLFAVLRFPLNMLPNLLSQVVNANVSLQRIEELLLSEERILAQNPPLQP---GTPAISIKNGYFSWDSKTTKP--TLSDIN   750
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gi|17567243|ref|NP_509658.1| FSVNRGQLVTIVGRVGAGKSSMLQALMGEMEKLSG-SISMHGRLCYVPQQPWMQNNTLRQNITFGKQFDEYFYSRVLDACALYRDLQILPLGDNTEIGEKGINLSGGQKARISLARAVYQNHDIYLLDDPMSAVDAHVGSQLFGSVIGPE   900
gi|193209740|ref|NP_510616.2| FLAGSKELVTVVGSVGSGKSSLLLAALGEMEKVCG-YVGVRGSVAYLSQQPWILNQSLKKNVLMQADLNDVLYKKVIESCALKEDLKQLPDGDDTEIGEKGINLSGGQKARIALARAVYQSKDVYFLDDPLSAVDAHVGKHIFDNVIGPN   900
gi|90403595|ref|NP_083876.3| IQIPKGALVAVVGPVGCGKSSLVSALLGEMEKLEG-VVSVKGSVAYVPQQAWIQNCTLQENVLFGQPMNPKRYQQALETCALLADLDVLPGGDQTEIGEKGINLSGGQRQRVSLARAVYSDANIFLLDDPLSAVDSHVAKHIFDQVIGPE   900
gi|18034783|ref|NP_542148.1| IQIPKGALVAVVGPVGCGKSSLVSALLGEMEKLEG-AVSVKGSVAYVPQQAWIQNCTLQENVLFGQPMNPKRYQQALETCALLADLDVLPGGDQTEIGEKGINLSGGQRQRVSLARAVYSDANIFLLDDPLSAVDSHVAKHIFDQVIGPE   900
gi|9955970|ref|NP_003777.2| IQVPKGALVAVVGPVGCGKSSLVSALLGEMEKLEG-KVHMKGSVAYVPQQAWIQNCTLQENVLFGKALNPKRYQQTLEACALLADLEMLPGGDQTEIGEKGINLSGGQRQRVSLARAVYSDADIFLLDDPLSAVDSHVAKHIFDHVIGPE   900
gi|114669484|ref|XP_001158914.1| IQVPKGALVAVVGPVGCGKSSLVSALLGEMEKLEG-KVHMKGSVAYVPQQAWIQNCTLQENVLFGQALNPKRYQQTLEACALLADLEMLPGGDQTEIGEKGINLSGGQRQRVSLARAVYSDADIFLLDDPLSAVDSHVAKHIFDHVIGPE   900
gi|73966411|ref|XP_548204.2| IQVPKGALVAVVGPVGCGKSSLVSALLGEMEKLEG-TVCVKGSVAYVPQGAWIQNCTLQENILFGQALDPKRYQQALKTCALLADLEMLPGGDQTEIGEKGINLSGGQRQRVSLARAVYSEADLFLLDDPLSAVDSHVAKHIFDQVIGPE   900
gi|194676033|ref|XP_612461.4| IQVPKGALVAVVGPVGCGKSSLLSALLGDMEKLEG-KVYMKGSVAYVPQQAWIQNCTLQENVLFGQALDPKRYHKALEACALLADLEVLPGGDQTEIGEKGINLSGGQRQRVSVARAVYSDADIFLLDDPLSAVDSHVAKHIFDQVIGPE   900
gi|118099911|ref|XP_420102.2| LLVPSGALVAVVGHVGCGKSSLVSALLGEMEKLEG-EVAVKGSVAYVPQQAWIQNATLKDNILFGQAPNEQKYQNVLEACALKTDLEVLPGGDHTEIGEKGINLSGGQRQRVSLARAVFSSSDIYLLDDPLSAVDSHVAKHIFDQVIGPD   900
gi|145336268|ref|NP_174331.2| LEIPVGSLVAIVGGTGEGKTSLISAMLGELSHAETSSVDIRGSVAYVPQVSWIFNATLRENILFGSDFESERYWRAIDVTALQHDLDLFPGRDRTEIGERGVNISGGQKQRVSMARAVYSNSDIYIFDDPFSALDAHVAHQVFDSCVK--   900
gi|186479062|ref|NP_174330.2| LEIPVGTLVAIVGGTGEGKTSLISAMLGELSHAETTSVVIRGSVAYVPQVSWIFNATVRENILFGSDFESERYWRAIDATALQHDLDLLPGRDLTEIGERGVNISGGQKQRVSMARAVYSNSDVYIFDDPLSALDAHVAHQVFDSCMK--   900
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gi|17567243|ref|NP_509658.1| GMLRNKTRILVTNELSFLEKSDLIIVMNEGKIEYSGKYDDLMQ-QGAFEQLLIECEKEERERREAEASADEDDENSEPGGIMIGGDSDFEYDDDVMASPIIDHVLGTSHMSTVSGIINRRRISTSTHKQRRRLSTTKSHTHSITSASTQT  1050
gi|193209740|ref|NP_510616.2| GMLSHTTRILVTNCTSFLQESGKIIVMKDGRIKHCGTYNELLT-DVEAREYLQEVDNEYAQAQESSGEESGGEENSD---ILPG------------------SIASGSRMSRLS------RLSKISRKK----------SKSSIVEKKKP  1050
gi|90403595|ref|NP_083876.3| GVLAGKTRVLVTHGISFLPQTDFIIVLAGGQVSEMGHYSALLQHDGSFANFLRNYAPDEDQEDHE-ALQNAN-----EEVLLLEDTLS--THTDLTDNEPAIYEVRKQFMREMSSLS---SEGEVQNRTMPKKHTNSLEKEALVTKTKET  1050
gi|18034783|ref|NP_542148.1| GVLAGKTRVLVTHGISFLPQTDFIIVLADGQITEMGHYSELLQHDGSFANFLRNYAPDENQEANEGVLQHAN-----EEVLLLEDTLS--THTDLTDTEPAIYEVRKQFMREMSSLS---SEGEGQNRPVLKRYTSSLEKEVPATQTKET  1050
gi|9955970|ref|NP_003777.2| GVLAGKTRVLVTHGISFLPQTDFIIVLADGQVSEMGPYPALLQRNGSFANFLCNYAPDEDQGHLEDS-WTALEGAEDKEALLIEDTLS--NHTDLTDNDPVTYVVQKQFMRQLSALS---SDGEGQGRPVPRRHLGPSEK-VQVTEAKAD  1050
gi|114669484|ref|XP_001158914.1| GVLAGKTRVLVTHGISFLPQTDFIIVLADGQVSEMGPYPALLQRNGSFANFLCNYAPDEDQGHLEDS-WTALEGAEDKEALLIEDTLS--NHTDLTDNDPVTYVVQKQFMRQLSALS---SDGEGQGRPVPRRHLGPSEK-VQVTEAKAD  1050
gi|73966411|ref|XP_548204.2| GVLAGKTRVLVTHSISFLPQMDFIIVLADGQVSEVGSYPALLQRNGSFANFLSNYAPDENEENMKDN-RTALEDVEDQEVMLIEDTLS--NHTDLTDNEPVMYEVQKQFMRQLSVMS---SEGEGQGWPVPRRCLGSAGKEVHTAEAKAS  1050
gi|194676033|ref|XP_612461.4| GVLAGKTRVLVTHGISFLPQTDFVIVLSDGHVSEMGTYSALLQRDGSFANFLRNYAPDEDKEHQEANNRLALEDKEDEEVLMIEDTLS--NHTDLTDNEPVTYEVQKQFMRQLSAMS---SEGEGQGRSVPRRRLGAAEKVVPATEAKAS  1050
gi|118099911|ref|XP_420102.2| GVLKGKTRILVTHGIGFLPQVDHIVVLADGKISEMGSYQELLKQNKAFAEFLRNYALDENTEEDE------LTMMEEEEVLLAEDTLS--IHTDLADNEPVTNEVRKQFLRQLSVIS---SEGGESEPPLPRR--NPNEK----------  1050
gi|145336268|ref|NP_174331.2| HELKGKTRVLVTNQLHFLPLMDRIILVSEGMIKEEGNFAELSKSGTLFKKLMENAGKMDATQEVNTNDENISKLGPTVTIDVSERSLG-----------------------------------------------------SIQQGKWGR  1050
gi|186479062|ref|NP_174330.2| DELRGKTRVLVTNQLHFLPLMDKIILVSEGMIKEEGTFVELSKSGILFKKLMENAGKMDATQEVNTNDENILKLGPTVTVDVSERNLG-----------------------------------------------------STKQGKRRR  1050
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                                    *   *    * :.  .   *  ::.    :              :  . **: *::     .            : *** :*: :  . :   . :  ..: *:: ** .:: . :: *  ::. .* **::* :.**:  :*  :. 
gi|17567243|ref|NP_509658.1| RQLTGTERVETGRVKMDTYYKYFGAMGMSIAVL-FVLGMTTSTIFSMGRNLWLTDWSNDNAARSGSNTTGQPIAIRLGVYAGLGFSEIILLFIGMLSLLYGGVSASRNLHAPLMRNLFRVPMAFYDTTPFGRILNRIGKDIETVDVLLPF  1200
gi|193209740|ref|NP_510616.2| DALITKEEAAIGRVNPGVYLLYFKAMGIVTYVLPYAIAVVLNVSFALGRSLWLTAWSDANIDINHPDT--MSVGARLGVYAGFGITEVIFLFFSLVLLLIGGVAASKNLHKPLLHNVLRNPLSYFDITPIGRIINRLAKDMEVVDLRLSS  1200
gi|90403595|ref|NP_083876.3| GALIKEEIAETGNVKLSVYWDYAKSMGLCTTLSICLLYGGQ-SAAAIGANVWLSAWSNDAEEHGQQNK----TSVRLGVYAALGILQGLLVMLSAFTMVVGAIQAARLLHEALLHNKIRSPQSFFDTTPSGRILNRFSKDIYVIDEVLAP  1200
gi|18034783|ref|NP_542148.1| GALIKEEIAETGNVKLSVYWDYAKSVGLCTTLFICLLYAGQ-NAVAIGANVWLSAWTNDVEEHGQQNN----TSVRLGVYATLGILQGLLVMLSAFTMVVGAIQAARLLHTALLHNQIRAPQSFFDTTPSGRILNRFSKDIYVIDEVLAP  1200
gi|9955970|ref|NP_003777.2| GALTQEEKAAIGTVELSVFWDYAKAVGLCTTLAICLLYVGQ-SAAAIGANVWLSAWTNDAMADSRQNN----TSLRLGVYAALGILQGFLVMLAAMAMAAGGIQAARVLHQALLHNKIRSPQSFFDTTPSGRILNCFSKDIYVVDEVLAP  1200
gi|114669484|ref|XP_001158914.1| GALTQEEKAAIGTVELSVFWDYAKAVGLCTTLAICLLYVGQ-SAAAIGANVWLSAWTNDAMADSRQNN----TSLRLGVYAALGILQGLLVMLAAMAMAAGGIQAARVLHQALLHNKIRSPQSFFDTTPSGRILNRFSKDIYVIDEVLAP  1200
gi|73966411|ref|XP_548204.2| GALIQEEKAEMGTVKLSVFWDYAKAMGLYSTVAICLLYPGQ-SAASIGANVWLSAWTNEAMTESQQNN----TSMRLGVYAALGILQGLLVMLSAITLTVGSVQAARFLHQALLHNKMRSPQSFFDTTPSGRILNRFSKDIYVIDEVLAP  1200
gi|194676033|ref|XP_612461.4| HVLTQEEKTELGTVKLSVYLDYAKAVGLWTALVICLLYGGQ-SAAAIGANVWLSAWTDEAAVDSQQNS----TSYRLGVYAALGILQGLLVMLSAITMAVGGVQAARLLHQALLHNKMRSPQSFFDTTPSGRILNRFSKDIYVIDELLAP  1200
gi|118099911|ref|XP_420102.2| --LIQAETTEVGTVKLTVFWQYMKAVSPVISLIICFLYCCQ-NAASIGANVWLSDWTNEPVINGTQHN----TSMRIGVYAALGLLQGFIVFVSSFTLAMGGINAARKLHTALLENKFHTPQSFYDTTPTGRIINRFSKDIFVIDEVIPP  1200
gi|145336268|ref|NP_174331.2| SMLVKQEERETGIISWDVVMRYNKAVGGLWVVMILLVCYLTTEVLRVLSSTWLSIWTDQSTPKSYSPG------FYIVVYALLGFGQVAVTFTNSFWLISSSLHAAKRLHDAMLNSILRAPMLFFETNPTGRVINRFSKDIGDIDRNVAN  1200
gi|186479062|ref|NP_174330.2| SVLIKQEERETGIISWNVLMRYKEAVGGLWVVMILLACYLATEVLRVSSSTWLSIWTDQSTSKNYSPG------FYIVVYALLGFGQVAVTFTNSFWLITSSLHAARRLHDAMLSSILRAPMLFFHTNPTGRVINRFSKDIGDIDRNVAN  1200
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                                   . ::   :     *. ::   :.:     :*: :::  .  :   ::*:::*: *::****:: :.*:: * : :**:     :   .   :: : :       :**** :  * :*. ::  :* :*             .. :** :
gi|17567243|ref|NP_509658.1| NVQFFAQCLLQVVSTLIIIMISTPVFGIVIIPLSVMYLMVMRYYIATSRQLKRLESITRSPIYSHLSESIQGSATIRAYHLVDRFCKLSETKVDSHVQCRYLNYVANRWLSVRLEFIGNCIVLFSALFAALTR-----TTTTSGVIGLSV  1350
gi|193209740|ref|NP_510616.2| SFRFLVMALIN--MTVLIVSYTTPLFIAIIIPVFIIYFFVLKYSIKSTRQLQRIASLTRSPIFSNFSETLQGISTVRAFQWSDEFVRRNDEHLNTHVKCSYYSQMANRWLSIRLELLGNIVIFSAAILAIIGKE----SGITAGMLGLSV  1350
gi|90403595|ref|NP_083876.3| TILMLLNSFFTSISTIMVIVASTPLFMVVVLPLAVLYGFVQRFYVATSRQLKRLESISRSPIFSHFSETVTGTSVIRAYGRIQDFKVLSDTKVDNNQKSSYPYIASNRWLGVHVEFVGNCVVLFAALFAVIGR-----NSLNPGLVGLSV  1350
gi|18034783|ref|NP_542148.1| TILMLFNSFYTSISTIVVIVASTPLFCVVVLPLAVFYGFVQRFYVATSRQLKRLESVSRSPIFSHFSETVTGTSVIRAYGRVQDFKVLSDAKVDSNQKTTYPYIASNRWLGVHVEFVGNCVVLFSALFAVIGR-----NSLNPGLVGLSV  1350
gi|9955970|ref|NP_003777.2| VILMLLNSFFNAISTLVVIMASTPLFTVVILPLAVLYTLVQRFYAATSRQLKRLESVSRSPIYSHFSETVTGASVIRAYNRSRDFEIISDTKVDANQRSCYPYIISNRWLSIGVEFVGNCVVLFAALFAVIGR-----SSLNPGLVGLSV  1350
gi|114669484|ref|XP_001158914.1| VILMLLNSFFNAISTLVVIVASTPLFTVVILPLAVLYTLVQRFYAATSRQLKRLESVSRSPIYSHFSETVTGASVIRAYNRSRDFEIISDTKVDANQRSCYPYIISNRWLSIGVEFVGNCVVLFAALFAVIGR-----SSLNPGLVGLSV  1350
gi|73966411|ref|XP_548204.2| TILMLLNSFYNSVATLVVIVASTPLFTVVALPLAVFYVLVQRFYVATSRQLKRLESISRSPIYSHFSETVTGSSVIRAYGRSQDFKAISDAKVDANQRSCYPYIASNRWLGIRVEFVGNCVVLFAALFAVIGR-----NSLSPGLVGLSV  1350
gi|194676033|ref|XP_612461.4| TILMLLNSFYNSISTLVVIVASTPLFAVVILPLAVLYLFVQRFYVATSRQLKRLESVSRSPIYSHFSETVTGSSVIRAYGRSQDFETINDAKVDTNQKSCYPYIASNRWLGIRVEFVGNCVVLFAALFAVTGR-----SSLSPGLVGLSV  1350
gi|118099911|ref|XP_420102.2| TILMFLGTFFASLSTMIVIVASTPLFAVVVVPLAVLYYFVQRFYVATSRQLKRLESVSRSPIYSHFSETISGTSVIRAYQRERSFIDISDLKVDENQKSYYPGIISNRWLGIRVEFVGNCIVLFAALFAVIGK-----SSLNAGLVGLSV  1350
gi|145336268|ref|NP_174331.2| LMNMFMNQLWQLLSTFALIGIVSTISLWAIMPLLILFYATYIYYQSTSREVRRLDSVTRSPIYALFGEALNGLSSIRAYKAYDRMAKINGKSMDNNIRFTLASTSSNRWLTIRSESLGGVMIWLTATFAVLRYGNAENQAVFASTMGLLL  1350
gi|186479062|ref|NP_174330.2| LMNMFMNQLWQLLSTFALIGTVSTISLWAIMPLLILFYAAYLYYQSTSREVRRLDSVTRSPIYAQFGEALNGLSSIRAYKAYDRMAKINGKSMDNNIRFTLANTSSNRWLTIRLETLGGVMIWLTATFAVLQNGNTNNQAGFASTMGLLL  1350
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gi|17567243|ref|NP_509658.1| SYALNITTVLNFAVRQITKLETNIVSVERVKEYAETETEAEWKSEPGKEPPQNWPSEGRIVMNNYSARYRPGLNLVVKQLNVEIKPHEKVGIVGRTGAGKSSVTLSLFRIIEAAEGQIVVDGINLAEIGLHDLRSNLTIIPQDPVLFSGT  1500
gi|193209740|ref|NP_510616.2| SYSLNITFMLNMFVRQINEVETNVVSVERIDEYSKTKSEAEWRLD-NNNLPSNWPTGGAVNIEDYSCRYRDELDLVLKQISLNILPGQKVGVCGRTGAGKSSLALALFRIVEAADGNISIDQTITSHIGLHDLREKLTIIPQENVLFANT  1500
gi|90403595|ref|NP_083876.3| SYALQVTMALNWMIRMISDLESNIIAVERVKEYSKTKTEAPWVVE-SNRAPEGWPTRGMVEFRNYSVRYRPGLELVLKNVTVHVQGGEKVGIVGRTGAGKSSMTLCLFRILEAAEGEIVIDGLNVAHIGLHDLRSQLTIIPQDPILFSGT  1500
gi|18034783|ref|NP_542148.1| SYALQVTLSLNWMIRTLSDLESNIIAVERVKEYSKTETEAPWVLE-SNRAPEGWPRSGVVEFRNYSVRYRPGLELVLKNLTLHVQGGEKVGIVGRTGAGKSSMTLCLFRILEAAEGEIFIDGLNVAHIGLHDLRSQLTIIPQDPILFSGT  1500
gi|9955970|ref|NP_003777.2| SYSLQVTFALNWMIRMMSDLESNIVAVERVKEYSKTETEAPWVVE-GSRPPEGWPPRGEVEFRNYSVRYRPGLDLVLRDLSLHVHGGEKVGIVGRTGAGKSSMTLCLFRILEAAKGEIRIDGLNVADIGLHDLRSQLTIIPQDPILFSGT  1500
gi|114669484|ref|XP_001158914.1| SYSLQVTFALNWMIRMMSDLESNIVAVERVKEYSKTETEA-------------------------------------------------------------------------AKGEIRIDGLNVADIGLHDLRYQLTIIPQDPILFSGT  1500
gi|73966411|ref|XP_548204.2| SYALQITLTLNWMIRMMSDLESNIVAVERVKEYSKTETEAPWVVE-GSRPPAGWPLQGEVEFRNYSVRYRPGLELVLKKLSLHVHGGEKVGIVGRTGAGKSSMTLCLFRILEAAEGEIRIDGLNVADIGLHDLRSQLTIIPQDPILFSAS  1500
gi|194676033|ref|XP_612461.4| SYALQVTLALNWMIRTISDLESNIVAVERVKEYSKTEMEAPWVVE-GSRPPAAWPLKGEVEFRNYSVRYRPGLELVLKDLSLRVHGGEKVGIVGRTGAGKSSMTLCLFRILEAAEGEIYIDGLNVADIGLHDLRSKLTIIPQDPILFSGT  1500
gi|118099911|ref|XP_420102.2| SYALQVTMALNWMVRTTSDLETNIVAVERIKEYSETETEAPWIIE-DKRPPADWPSRGELEFVGYSVRYRKGLDLVLKDLNLRVHGGEKIGIVGRTGAGKSSMTLCLFRILEAAKGEIRIDGVRISEIGLHDLRSRLTIIPQDPVLFSGT  1500
gi|145336268|ref|NP_174331.2| SYTLNITTLLSGVLRQASKAENSLNSVERVGNYIDLPSEATAIIE-NNRPVSGWPSRGSIQFEDVHLRYRPGLPPVLHGLSFFVYPSEKVGVVGRTGAGKSSMLNALYRIVELEKGRILIDDYDVAKFGLTDLRRVLSIIPQSPVLFSGT  1500
gi|186479062|ref|NP_174330.2| SYTLNITSLLSGVLRQASRAENSLNSVERVGNYIDLPSEATDIIE-NNRPVCGWPSGGSIKFEDVHLRYRPGLPPVLHGLTFFVSPSEKVGVVGRTGAGKSSMLNALFRIVEVEKGRIMIDDCDVAKFGLTDVRRVLSIIPQSPVLFSGT  1500
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gi|17567243|ref|NP_509658.1| LRFNLDPFNHYSDGDIWKTLEMANLKEFATAHNEQLNYIITEGGDNIS----------------VGQRQLVCLARALLRKTRVLILDEATAAVDVSTDALIQKTIREEFANATVLTIAHRLNTIMDYD----------------------  1650
gi|193209740|ref|NP_510616.2| LRFNIDPKGQFTDQQLWLALENSNLKAHVELLPHKLESPVAEGGENFS----------------VGQRQLLCLTRALLRKSKVLVLDEATAGIDNRTDTMVQATIREKFADSTIITIAHRLHTIIDYD----------------------  1650
gi|90403595|ref|NP_083876.3| LRMNLDPFGRYSEEDIWRALELSHLNTFVSSQPAGLDFQCAEGGDNLS----------------VGQRQLVCLARALLRKSRVLVLDEATAAIDLETDDLIQGTIRTQFEDCTVLTIAHRLNTIMDYN----------------------  1650
gi|18034783|ref|NP_542148.1| LRMNLDPFGRYSDEDIWRTLELSHLSAFVSSQPTGLDFQCSEGGDNLS----------------VGQRQLVCLARALLRKSRVLVLDEATAAIDLETDDLIQGTIRTQFEDCTVLTIAHRLNTIMDYN----------------------  1650
gi|9955970|ref|NP_003777.2| LRMNLDPFGSYSEEDIWWALELSHLHTFVSSQPAGLDFQCSEGGENLS----------------VGQRQLVCLARALLRKSRILVLDEATAAIDLETDNLIQATIRTQFDTCTVLTIAHRLNTIMDYT----------------------  1650
gi|114669484|ref|XP_001158914.1| LRMNLDPFGSYSEEDIWRALELSHLHTFVSSQPAGLEFQCSEGGENLRNEPPQFEMISSQQFSCVGQRQLVCLARALLRKSRILVLDEATAAIDLETDNLIQATIRTQFDTCTVLTIAHRLNTIMDYTSWRPTEQQQQQQQQQPPPDLQP  1650
gi|73966411|ref|XP_548204.2| LRMNLDPFGYYSEEDLWRALELSHLHTFVSSQPAGLDFQCSEGGENLS----------------VGQRQLVCLARALLRKSRILVLDEATAAIDLETDDFIQATIRTQFESCTVLTIAHRLNTIMDYT----------------------  1650
gi|194676033|ref|XP_612461.4| LRMNLDPFGCYSEEDMWQALELSHLHTFVSSQPAGLDFQCSEGGENLS----------------VGQRQLVCLARALLRKSRILVLDEATAAIDLETDDLIQATIRTQFETCTVLTIAHRLNTIMDYT----------------------  1650
gi|118099911|ref|XP_420102.2| LRMNLDPFNKYSDEEVWKALELSHLKRFVSSQPSMLEFECSEGGENLS----------------VGQRQLVCLARALLRKTRVLILDEATAAIDLETDDLIQMTIRTQFEDCTVLTIAHRLNTIMDYT----------------------  1650
gi|145336268|ref|NP_174331.2| VRFNIDPFSEHNDADLWEALERAHIKDVIDRNPFGLDAEVSEGGENFS----------------VGQRQLLSLARALLRRSKILFLDEATASVDVRTDSLIQRTIREEFKSCTMLIIAHRLNTIIDCD----------------------  1650
gi|186479062|ref|NP_174330.2| VRFNIDPFSEHNDAGLWEALHRAHIKDVISRNPFGLDAEVCEGGENFS----------------VGQRQLLSLARALLRRSKILVLDEATASVDVRTDSLIQRTIREEFKSCTMLVIAHRLNTIIDCD----------------------  1650
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gi|17567243|ref|NP_509658.1| ------------------RIIVLNDGKVGEFDSPANLLSNRNSEFYSMAKRAGLI---------------------  1726
gi|193209740|ref|NP_510616.2| ------------------RIIVMDAGRIVEDGIPGELLKNRNSQFYGLAKSAKIVN--------------------  1726
gi|90403595|ref|NP_083876.3| ------------------RVLVLDKGVVAEFDSPVNLIAAGG-IFYGMAKDAGLA---------------------  1726
gi|18034783|ref|NP_542148.1| ------------------RVLVLDKGVVAEFDSPVNLIAAGG-IFYGMAKDAGLA---------------------  1726
gi|9955970|ref|NP_003777.2| ------------------RVLVLDKGVVAEFDSPANLIAARG-IFYGMARDAGLA---------------------  1726
gi|114669484|ref|XP_001158914.1| KPQIPVSASLQLVSCRVLLVLVLDKGVVAEFDSPANLIAARG-IFYGMARDAGLA---------------------  1726
gi|73966411|ref|XP_548204.2| ------------------RVLVLDKGMIAEFDSPANLIAARG-IFYGMARDAGLA---------------------  1726
gi|194676033|ref|XP_612461.4| ------------------RVLVLDKGTIAEFDSPTNLIAARG-IFYGMARDAGLA---------------------  1726
gi|118099911|ref|XP_420102.2| ------------------RILVLDNGTIAEFDTPANLIASKG-IFYGMAKDAGLV---------------------  1726
gi|145336268|ref|NP_174331.2| ------------------KILVLSSGQVLEYDSPQELLSRDTSAFFKMVHSTGPENGQYLSNLVFERRGNGMSQGG  1726
gi|186479062|ref|NP_174330.2| ------------------KILVLSSGQVLEYDSPQELLSRDTSAFFRMVHSTGPANAQYLSNLVFERRENGMSVGG  1726
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