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T492;S2551;52553;S3137;S3462;S3
465;T3484;T3657;T3659;T4934;S62
92;56294;T6298;T6868;S7362

5236;5237;51382;52229;52919;S39
68;54749;S7432;S7510;S7513;S752
5;51565;5S135;S184

34725712;38665916;34019948;286
57654;33214551;39302247;303791
71;40596516;40136647;29351928;3
8253038

MAGYLSPAAYLYVEEQEYLQAYEDV
LERYKDERDKVQKKTFTKWINQHL
MKVRKHVNDLYEDLRDGHNLISLLE
VLSGDTLPREKGRMRFHRLQNVQIA
LDYLKRRQVKLVNIRNDDITDGNPK
LTLGLIWTIILHFQISDIHVTGESEDM
SAKERLLLWTQQATEGYAGIRCENF
TTCWRDGKLFNAIIHKYRPDLIDMN
TVAVQSNLANLEHAFYVAEKIGVIRL
LDPEDVDVSSPDEKSVITYVSSLYDA
FPKVPEGGEGIGANDVEVKWIEYQN
MVNYLIQWIRHHVTTMSERTFPNN
PVELKALYNQYLQFKETEIPPKETEK
SKIKRLYKLLEIWIEFGRIKLLQGYHP
NDIEKEWGKLIIAMLEREKALRPEVE
RLEMLQQIANRVQRDSVICEDKLILA
GNALQSDSKRLESGVQFQNEAEIAG
YILECENLLRQHVIDVQILIDGKYYQA
DQLVQRVAKLRDEIMALRNECSSVY
SKGRILTTEQTKLMISGITQSLNSGF
IAQTLHPSLTSGLTQSLTPSLTSSSMT
SGLSSGMTSRLTPSVTPAYTPGFPSG
LVPNFSSGVEPNSLQTLKLMQIRKP
LLKSSLLDQNLTEEEINMKFVQDLL
NWVDEMQVQLDRTEWGSDLPSVES
HLENHKNVHRAIEEFESSLKEAKIS
EIQMTAPLKLTYAEKLHRLESQYAKL
LNTSRNQERHLDTLHNFVSRATNEL
IWLNEKEEEEVAYDWSERNTNIARK
KDYHAELMRELDQKEENIKSVQEIA
EQLLLENHPARLTIEAYRAAMQTQW
SWILQLCQCVEQHIKENTAYFEFFN
DAKEATDYLRNLKDAIQRKYSCDRS
SSIHKLEDLVQESMEEKEELLQYKS
TIANLMGKAKTIIQLKPRNSDCPLKT
SIPIKAICDYRQIEITIYKDDECVLAN
NSHRAKWKVISPTGNEAMVPSVCFT
VPPPNKEAVDLANRIEQQYQNVLTL
'WHESHINMKSVVSWHYLINEIDRIR
IASNVASIKTMLPGEHQQVLSNLQSR
FEDFLEDSQESQVFSGSDITQLEKEV
NVCKQYYQELLKSAEREEQEESVYN
LYISEVRNIRLRLENCEDRLIRQIRTP
LERDDLHESVFRITEQEKLKKELERL
KDDLGTITNKCEEFFSQAAASSSVPT
LRSELNVVLQNMNQVYSMSSTYIDK
LKTVNLVLKNTQAAEALVKLYETKL
CEEEAVIADKNNIENLISTLKQWRSE
VDEKRQVFHALEDELQKAKAISDEM
FKTYKERDLDFDWHKEKADQLVER
'WQNVHVQIDNRLRDLEGIGKSLKYY
RDTYHPLDDWIQQVETTQRKIQENQ
PENSKTLATQLNQQKMLVSEIEMKQ
SKMDECQKYAEQYSATVKDYELQT
MTYRAMVDSQQKSPVKRRRMQSSA
DLIIQEFMDLRTRYTALVTLMTQYIK
FAGDSLKRLEEEEKSLEEEKKEHVE
KAKELQKWVSNISKTLKDAEKAGKP
PFSKQKISSEEISTKKEQLSEALQTIQ
LFLAKHGDKMTDEERNELEKQVKT
LQESYNLLFSESLKQLQESQTSGDV
KVEEKLDKVIAGTIDQTTGEVLSVFQ
AVLRGLIDYDTGIRLLETQLMISGLIS
PELRKCFDLKDAKSHGLIDEQILCQL
KELSKAKEIISAASPTTIPVLDALAQS
MITESMAIKVLEILLSTGSLVIPATGE
QLTLQKAFQQNLVSSALFSKVLERQ
NMCKDLIDPCTSEKVSLIDMVQRST
LQENTGMWLLPVRPQEGGRITLKCG
RNISILRAAHEGLIDRETMFRLLSAQ
LLSGGLINSNSGQRMTVEEAVREGV
IDRDTASSILTYQVQTGGIIQSNPAKR
LTVDEAVQCDLITSSSALLVLEAQRG
YVGLIWPHSGEIFPTSSSLQQELITN
ELAYKILNGRQKIAALYIPESSQVIGL
DAAKQLGIIDNNTASILKNITLPDKM
PDLGDLEACKNARRWLSFCKFQPST
VHDYRQEEDVFDGEEPVITQTSEET
KKLFLSYLMINSYMDANTGQRLLLY
DGDLDEAVGMLLEGCHAEFDGNTA

True

True

4.311

4.037

0.75



IKECLDVLSSSGVFLNNASGREKDE
CTATPSSFNKCHCGEPEHEETPENR
KCAIDEEFNEMRNTVINSEFSQSGK
LASTISIDPKVNSSPSVCVPSLISYLT
QTELADISMLRSDSENILTNYENQS
RVETNERANECSHSKNIQNFPSDLI
ENPIMKSKMSKFCGVNETENEDNT
NRDSPIFDYSPRLSALLSHDKLMHS
QGSFNDTHTPESNGNKCEAPALSFS
DKTMLSGQRIGEKFQDQFLGIAAINI
SLPGEQYGQKSLNMISSNPQVQYHN
DKYISNTSGEDEKTHPGFQQMPEDK
EDESEIEEYSCAVTPGGDTDNAIVSL
TCATPLLDETISASDYETSLLNDQQN
NTGTDTDSDDDFYDTPLFEDDDHDS
LLLDGDDRDCLHPEDYDTLQEENDE
TASPADVFYDVSKENENSMVPQGAP
VGSLSVKNKAHCLQDFLMDVEKDE
LDSGEKIHLNPVGSDKVNGQSLETG
SERECTNILEGDESDSLTDYDIVGGK
ESFTASLKFDDSGSWRGRKEEYVTG
QEFHSDTDHLDSMQSEESYGDYIYD
SNDQDDDDDDGIDEEGGGIRDENG
KPRCQNVAEDMDIQLCASILNENSD
ENENINTMILLDKMHSCSSLEKQQR
VNVVQLASPSENNLVTEKSNLPEYT
TEIAGKSKENLLNHEMVLKDVLPPIT
KDTESEKTFGPASISHDNNNISSTSE
LGTDLANTKVKLIQGSELPELTDSVK
GKDEYFKNMTPKVDSSLDHIICTEP
DLIGKPAEESHLSLIASVTDKDPQGN
GSDLIKGRDGKSDILIEDETSIQKMY
LGEGEVLVEGLVEEENRHLKLLPGK
NTRDSFKLINSQFPFPQITNNEELN
QKGSLKKATVTLKDEPNNLQITVSKS
PVQFENLEEIFDTSVSKEISDDITSDI
TSWEGNTHFEESFTDGPEKELDLFT
[YLKHCAKNIKAKDVAKPNEDVPSHV
LITAPPMKEHLQLGVNNTKEKSTST
QKDSPLNDMIQSNDLCSKESISGGG
TEISQFTPESIEATLSILSRKHVEDVG
KNDFLQSERCANGLGNDNSSNTLN
TDYSFLEINNKKERIEQQLPKEQALS
PRSQEKEVQIPELSQVFVEDVKDILK
SRLKEGHMNPQEVEEPSACADTKIL
IQNLIKRITTSQLVNEASTVPSDSQM
SDSSGVSPMTNSSELKPESRDDPFC
IGNLKSELLLNILKQDQHSQKITGVF
ELMRELTHMEYDLEKRGITSKVLPL
QLENIFYKLLADGYSEKIEHVGDFN
QKACSTSEMMEEKPHILGDIKSKEG
NYYSPNLETVKEIGLESSTVWASTLP
RDEKLKDLCNDFPSHLECTSGSKE
MASGDSSTEQFSSELQQCLQHTEK
MHEYLTLLQDMKPPLDNQESLDNN
LEALKNQLRQLETFELGLAPIAVILR
KDMKLAEEFLKSLPSDFPRGHVEEL
SISHQSLKTAFSSLSNVSSERTKQIM
LAIDSEMSKLAVSHEEFLHKLKSFS
DWVSEKSKSVKDIEIVNVQDSEYVK
KRLEFLKNVLKDLGHTKMQLETTAF
DVQFFISEYAQDLSPNQSKQLLRLL
NTTQKCFLDVQESVTTQVERLETQL
HLEQDLDDQKIVAERQQEYKEKLQG
ICDLLTQTENRLIGHQEAFMIGDGTV
ELKKYQSKQEELQKDMQGSAQALA
EVVKNTENFLKENGEKLSQEDKALI
EQKLNEAKIKCEQLNLKAEQSKKEL
DKVVTTAIKEETEKVAAVKQLEESKT
KIENLLDWLSNVDKDSERAGTKHKQ
VIEQNGTHFQEGDGKSAIGEEDEVN
GNLLETDVDGQVGTTQENLNQQYQ
KVKAQHEKIISQHQAVIIATQSAQVL
LEKQGQYLSPEEKEKLQKNMKELKV
HYETALAESEKKMKLTHSLQEELEK
FDADYTEFEHWLQQSEQELENLEA
GADDINGLMTKLKRQKSFSEDVISH
KGDLRYITISGNRVLEAAKSCSKRDG
GKVDTSATHREVQRKLDHATDRFRS
LYSKCNVLGNNLKDLVDKYQHYEDA
SCGLLAGLQACEATASKHLSEPIAVD
PKNLQRQLEETKALQGQISSQQVAV
EKLKKTAEVLLDARGSLLPAKNDIQK




TLDDIVGRYEDLSKSVNERNEKLQIT
LTRSLSVQDGLDEMLDWMGNVESS
LKEQGQVPLNSTALQDIISKNIMLEQ
DIAGRQSSINAMNEKVKKFMETTDP
STASSLQAKMKDLSARFSEASHKHK
ETLAKMEELKTKVELFENLSEKLQT
FLETKTQALTEVDVPGKDVTELSQY
MQESTSEFLEHKKHLEVLHSLLKEI
SSHGLPSDKALVLEKTNNLSKKFKE
MEDTIKEKKEAVTSCQEQLDAFQVL
VKSLKSWIKETTKKVPIVQPSFGAED
LGKSLEDTKKLQEKWSLKTPEIQKV
NNSGISLCNLISAVTTPAKAIAAVKS
GGAVLNGEGTATNTEEFWANKGLT
SIKKDMTDISHGYEDLGLLLKDKIAE
LNTKLSKLQKAQEESSAMMQWLQK
MNKTATKWQQTPAPTDTEAVKTQV
EQNKSFEAELKQNVNKVQELKDKLT
ELLEENPDTPEAPRWKQMLTEIDSK
'WQELNQLTIDRQQKLEESSNNLTQF
QTVEAQLKQWLVEKELMVSVLGPLS
IDPNMLNTQRQQVQILLQEFATRKP
QYEQLTAAGQGILSRPGEDPSLRGIV
KEQLAAVTQKWDSLTGQLSDRCDWI
DQAIVKSTQYQSLLRSLSDKLSDLDN
KLSSSLAVSTHPDAMNQQLETAQK
MKQEIQQEKKQIKVAQALCEDLSAL
IVKEEYLKAELSRQLEGILKSFKDVEQ
KAENHVQHLQSACASSHQFQQMSR
DFQAWLDTKKEEQNKSHPISAKLDV
LESLIKDHKDFSKTLTAQSHMYEKTI
IAEGENLLLKTQGSEKAALQLQLNTI
KTNWDTFNKQVKERENKLKESLEK
IALKYKEQVETLWPWIDKCQNNLEEI
KFCLDPAEGENSIAKLKSLQKEMDQ
HFGMVELLNNTANSLLSVCEIDKEV
VTDENKSLIQKVDMVTEQLHSKKFC
LENMTQKFKEFQEVSKESKRQLQC
AKEQLDIHDSLGSQAYSNKYLTMLQ
TQQKSLQALKHQVDLAKRLAQDLVV
EASDSKGTSDVLLQVETIAQEHSTLS
QQVDEKCSFLETKLQGIGHFQNTIR
EMFSQFAEFDDELDSMAPVGRDAE
TLQKQKETIKAFLKKLEALMASNDN
ANKTCKMMLATEETSPDLVGIKRDL
EALSKQCNKLLDRAQAREEQVEGTI
KRLEEFYSKLKEFSILLQKAEEHEES
QGPVGMETETINQQLNMFKVFQKE
EIEPLQGKQQDVNWLGQGLIQSAAK
STSTQGLEHDLDDVNARWKTLNKK
IVAQRAAQLQEALLHCGRFQDALESL
LSWMVDTEELVANQKPPSAEFKVVK
AQIQEQKLLQRLLDDRKSTVEVIKRE
GEKIATTAEPADKVKILKQLSLLDSR
'WEALLNKAETRNRQLEGISVVAQQF
HETLEPLNEWLTTIEKRLVNCEPIGT
QASKLEEQIAQHKALEDDIINHNKH
LHQAVSIGQSLKVLSSREDKDMVQS
KLDFSQVWYIEIQEKSHSRSELLQQA
LCNAKIFGEDEVELMNWLNEVHDK
LSKLSVQDYSTEGLWKQQSELRVLQ
EDILLRKQNVDQALLNGLELLKQTT
GDEVLIIQDKLEAIKARYKDITKLSTD
IVAKTLEQALQLARRLHSTHEELCTW
LDKVEVELLSYETQVLKGEEASQAQ
MRPKELKKEAKNNKALLDSLNEVSS
IALLELVPWRAREGLEKMVAEDNER
[YRLVSDTITQKVEEIDAAILRSQQFD
QAADAELSWITETEKKLMSLGDIRL
EQDQTSAQLQVQKTFTMEILRHKDIT
DDLVKSGHKIMTACSEEEKQSMKK
KLDKVLKNYDTICQINSERYLQLERA
QSLVNQFWETYEELWPWLTETQSII
SQLPAPALEYETLRQQQEEHRQLRE
LIAEHKPHIDKMNKTGPQLLELSPG
EGFSIQEKYVAADTLYSQIKEDVKKR
IAVALDEAISQSTQFHDKIDQILESLE
RIVERLRQPPSISAEVEKIKEQISENK
NVSVDMEKLQPLYETLKQRGEEMIA
RSGGTDKDISAKAVQDKLDQMVFIW
ENIHTLVEEREAKLLDVMELAEKFW
CDHMSLIVTIKDTQDFIRDLEDPGID
PSVVKQQQEAAETIREEIDGLQEELD




IVINLGSELIAACGEPDKPIVKKSIDE
LNSAWDSLNKAWKDRIDKLEEAMQ
IAAVQYQDGLQAVFDWVDIAGGKLAS
MSPIGTDLETVKQQIEELKQFKSEAY
QQQIEMERLNHQAELLLKKVTEESD
KHTVQDPLMELKLIWDSLEERIINR
QHKLEGALLALGQFQHALDELLAWL
THTEGLLSEQKPVGGDPKAIEIELAK
HHVLQNDVLAHQSTVEAVNKAGND
LIESSAGEEASNLQNKLEVLNQRWQ
NVLEKTEQRKQQLDGALRQAKGFH
GEIEDLQQWLTDTERHLLASKPLGG
LPETAKEQLNVHMEVCAAFEAKEET
[YKSLMQKGQQMLARCPKSAETNID
QDINNLKEKWESVETKLNERKTKLE
EALNLAMEFHNSLQDFINWLTQAE
QTLNVASRPSLILDTVLFQIDEHKVF
IANEVNSHREQIIELDKTGTHLKYFS
QKQDVVLIKNLLISVQSRWEKVVQR
LVERGRSLDDARKRAKQFHEAWSK
LMEWLEESEKSLDSELEIANDPDKI
KTQLAQHKEFQKSLGAKHSVYDTTN
RTGRSLKEKTSLADDNLKLDDMLSE
LRDKWDTICGKSVERQNKLEEALLF
SGQFTDALQALIDWLYRVEPQLAED
QPVHGDIDLVMNLIDNHKAFQKELG
KRTSSVQALKRSARELIEGSRDDSS
'WVKVQMQELSTRWETVCALSISKQT
RLEAALRQAEEFHSVVHALLEWLAE
IAEQTLRFHGVLPDDEDALRTLIDQH
KEFMKKLEEKRAELNKATTMGDTV
LAICHPDSITTIKHWITIIRARFEEVLA
'WAKQHQQRLASALAGLIAKQELLEA
LLAWLQWAETTLTDKDKEVIPQEIEE
VKALIAEHQTFMEEMTRKQPDVDKV
TKTYKRRAADPSSLQSHIPVLDKGRA
GRKRFPASSLYPSGSQTQIETKNPRV
NLLVSKWQQVWLLALERRRKLNDA
LDRLEELREFANFDFDIWRKKYMR
'WMNHKKSRVMDFFRRIDKDQDGKI
TRQEFIDGILSSKFPTSRLEMSAVAD
IFDRDGDGYIDYYEFVAALHPNKDAY
KPITDADKIEDEVTRQVAKCKCAKRF
QVEQIGDNKYRFFLGNQFGDSQQLR
LVRILRSTVMVRVGGGWMALDEFLV
KNDPCRVHHHGSKMLRSESNSSITT
TQPTIAKGRTNMELREKFILADGASQ
GMAAFRPRGRRSRPSSRGASPNRST
SVSSQAAQAASPQVPATTTPKGTPIQ
GSKLRLPGYLSGKGFHSGEDSGLITT
IAAARVRTQFADSKKTPSRPGSRAGS
KAGSRASSRRGSDASDFDISEIQSVC
SDVETVPQTHRPTPRAGSRPSTAKPS
KIPTPQRKSPASKLDKSSKR




