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P11530 DMD_RAT Rattus
norvegicus

Dystrophin 25.563465 NaN S3475;S3482;S3492;S3604;S3605;S
3609;S3615;S3616;S3658

34502162 MLWWEEVEDCYEREDVQKKTFTKW
INAQFSKFGKQHIDNLFSDLQDGKR
LLDLLEGLTGQKLPKEKGSTRVHAL
NNVNKALQVLQKNNVDLVNIGSTDI
VDGNHKLTLGLIWNIILHWQVKNV
MKTIMAGLQQTNSEKILLSWVREST
RNYPQVNVLNFTSSWSDGLALNALI
HSHRPDLFDWNSVVSQQSATQRLE
HAFNIAKCQLGIEKLLDPEDVATTYP
DKKSILMYITSLFQVLPQQVSIEAIRE
VEMLPRPSKVTREEHFQLHHQMHY
SQQITVSLAQGYEQTSSSPKPRFKSY
AFTQAAYVATSDSSQSPYPSQHLEAP
GSKSFGSSLIETEVNLDSYQTALEEV
LSWLLSAEDTLRAQGEISKDVEEVK
EQFHAHEGFMMDLTSHQGLVGNVL
QLGSRLVGKGKLTEDEETEVQEQM
NLLNSRWECLRVASMEKQSNLHKV
LMDLQNQKLKELDDWLTKTEERTK
KMEEEPLGPDLEDLKCQVQQHKVL
QEDLEQEQVRVNSLTHMVVVVDES
SGDHATAALEEQLKVLGDRWANICK
WTEDRWILLQDILLKWQRFTEEQCL
FSKWLSEKEDAMKNIQTSGFEDQN
EMVSSLQNISALKIDLEKKKQSMEK
LSSLNQDLLSALKNKSVTQKMEMW
MENFAQRWDNLTQKLEKSSAQISQ
AVTTTQPSLTQTTVMETVTMVTTRE
QIMVKHAQEELPPPPPQKKRQITVD
SEIRKRLDVDITELHSWITRSEAVLQ
SSEFAVYRKEGNISDLKEKVNAIARE
KAEKFRKLQDASRSAQALVEQMVN
EGVNAESIRQASEQLNSRWTEFCQL
LSERVNWLEYQNNIITFYNQLQQLE
QMTTTAENLLKTQPTTLSEPTAIKSQ
LKICKDEVNRLSALQPQIERLKIQSL
TLKEKGQGPMFLDADFVAFTNHFN
YVFDGVRAREKELQTIFDTLPPMRY
QETMSSIRTWIQQSENKLSIPHLSVT
EYEIMEERLGKLQALQSSLKEQQNG
FNYLNATVKEIAKKAPSEISQKYQSE
FEEVEGRWKKLSTQLVEHCQKLEE
HMNKLRKFQNHKKTLQKWMAEVD
VFLKEEWPALGDAEILKKQLKQCRL
LVGDIQTIQPSLNSVNEGGQKIKSEA
EFEFASRLEKELKELNTQWDHICRQ
VYTRKEALKAGLDKTVSLQKDLSEM
HEWMTQAEEEYLERDFEYKTPDEL
QTAVEEMKRAKEEALQKEAKVKLLT
ETVNSVISQAPPAAQEALKKELETLT
TNYQWLCTRLNGKCKTLEEVWACW
HELLSYLEKANKWLNEVELKLKATE
NVPAGAEEITEVLESLENLMHHSEE
NPNQIRLLAQTLTDGGVMDELINEE
LETFNSRWRELHEEAVRKQKLLEQS
IQSAQEIEKSLHLIQESLEFIDKQLAA
YIADKVDAAQMPQEAQKIQSDLTSH
EISLEEMKKHNQGKDANQRVLSQID
VAQKKLQDVSIKFRLFQKPANFEQR
LEESKMILDEVKMHLPALETKSVEQ
EVVQSQLSHCVNLYKSLSEVKSEVE
MVIKTGRQIVQKKQTENPKELDERV
TALKLHYNELGAKVTERKQQLEKCL
KLSRKMRKEMNVLTEWLAATDTEL
TKRSAVEGMPSNLDSEVAWGKATQ
KEIEKQKAHLKSVTELGDSLKTVLGK
KETLVEDKLTLLNSNWIAVTSRVEE
WLNLLLEYQKHMESFDQNVEHITK
WIIHTDELLDESEKRKPQQKEDILKR
LKAEMNDIRPKVDATRDQAAKLMA
NRGDYCRKIVEPQISELNRRFAAISH
RIKTGKASIPLKELEQFNSDIQKLLEP
LEAEIQQGVNLKEEDFNKDMSEDN
EGTVNELLQRGDNLQQRITDERKRE
EIKLKQQLLQTKHNALKDLRSQRRK
KALEISHQWYQYKSQADDLLKCLDE
IEKKLASLPEPRDERKIKEIDRELQKK
KEELNAVRRQAESLSENGAAMAVEP
TQIQLSKRWREIESNFAQFRRLNFA
QIHTLHEETMVVTTEDMPLDVSYVP

True True 3.593 4.629 5.0 2.096 1.395 5.0 2.254



STYLTEISHILQALSEVEQLLNAPEL
NAKDFEDLFKQEESLKNIKENLQQI
SGRIDVIHKKKTAALQSATPMERVKL
QEAVSQMDFHWEKLNRMYKERQG
RFDRSVEKWRHFHYDMKVFNQWL
NDVEQFFKKTQNPENWEHAKYKWY
LKELQDGIGQRQAVVRTLNATGEEII
QQSSKTDANILQEKLGSLSLRWHEV
CKELAERRKRVEEQKNVFSEFQRDL
NEFVSWLEEADNIATTPPGDEEQLK
EKLEQVKLLTEELPLRQGILKQLNET
GGAVLVSAPIRPEEQDKLEKKLKQT
NLQWIKVSRALPEKQGELEVHIKDF
RQFEEQLDHLLLWLSPIRNQLEIYN
QPSQPGPFDLKETEVTVQAKQPDVE
RLLSKGQHLYKEKPSTQPVKRKLED
LRSEWEAVNHLLWELRTKQPDRAP
GLSTTGASASQTVTVVTQPVDTKETV
ISKLEMPSSLLLEVPALADFNRAWT
ELTDWLSLLDRVIKSQRVMVGDLED
INEMIIKQKATLQDLEQRRPQLEELI
TAAQNLKNKTSNQEARTIITDRIERI
QIQWDEVQEQLQNRRQQLNEMLKD
STQWLEAKEEAEQVIGQARGKLDSW
KEGPHTMDAIQKKITETKQLAKDLR
QRQINVDVANDLALKLLRDYSADDT
RKVHMITENINTSWGNILKRVSERE
AALEETQRLLQQFPLDLEKFLAWITE
AETTANVLQDASRKEKLLEDSRGVR
ELMKPWQDLQGEIEAHTDIYHNLDE
NGQKILRSLEGSDEAPLLQRRLDNM
NFKWSELRKKSLNIRSHLEVSSDQW
KRLHLSLQELLVWLQLKDDELSRQA
PIGGDFPAVQKQNDVHRAFKRELKT
KEPVIMSTLETVRIFLTEQPLEGLEK
LYQEPRELPPEERAQNVTRLLRKQA
EEVNTEWDKLNLHSADWQRKIDEA
LERLQELQEAADELDLKLRQAEVIK
GSWQPVGDLLIDSLQDHLEKVKALR
GEIAPLKENVNHVNDLAHHLTTLGI
QLSPYNLSILEDLNTRWRLLQVAVE
DRVRQLHEAHRDFGPASQHFLSTSV
QGPWERAISPNKVPYYINHETQTTC
WDHPKMTELYQSLADLNNVRFSAY
RTAMKLRRLQKALCLDLLSLSAACD
ALDQHNLKQNDQPMDILQIINCLTTI
YDRLEQEHNNLVNVPLCVDMCLNW
LLNVYDTGRTGRIRVLSFKTGIISLCK
AHLEDKYRYLFKQVASSTGFCDQRR
LGLLLHDSIQIPRQLGEVASFGGSNI
EPSVRSCFQFANNKPEIEAALFLDW
MRLEPQSMVWLPVLHRVAAAETAK
HQAKCNICKECPIIGFRYRSLKHFNY
DICQSCFFSGRVAKGHKMHYPMVE
YCTPTTSGEDVRDFAKVLKNKFRTK
RYFAKHPRMGYLPVQTVLEGDNME
TPVTLINFWPVDSAPASSPQLSHDDT
HSRIEHYASRLAEMENSNGSYLNDS
ISPNESIDDEHLLIQHYCQSLNQDSP
LSQPRSPAQILISLESEERGELERILA
DLEEENRNLQAEYDRLKQQHEHKG
LSPLPSPPEMMPTSPQSPRDAELIAE
AKLLRQHKGRLEARMQILEDHNKQ
LESQLHRLRQLLEQPQAEAKVNGTT
VSSPSTSLQRSDSSQPMLLRVVGSQ
TSESMGEEDLLSPPQDTSTGLEEVM
EQLNNSFPSSRGRNAPGKPMREDT
M


