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0

Q6UB99 ANR11_HUMAN Homo
sapiens

Ankyrin
repeat
domain-
containing
protein	11

23.652402 T75;T829;T880;S885;S892;T1425 S276;S408;T410;S411;S834;S1079;
T1120;S1123;T1419;S1509;S1692;S
1792;S1847;T1850;T1851;S1852;S1
859;S1990

30379171;30620550;38253038;293
51928

MPKGGCPKAPQQEELPLSSDMVEK
QTGKKDKDKVSLTKTPKLERGDGGK
EVRERASKRKLPFTAGANGEQKDSD
TEKQGPERKRIKKEPVTRKAGLLFG
MGLSGIRAGYPLSERQQVALLMQMT
AEESANSPVDTTPKHPSQSTVCQKG
TPNSASKTKDKVNKRNERGETRLHR
AAIRGDARRIKELISEGADVNVKDFA
GWTALHEACNRGYYDVAKQLLAAG
AEVNTKGLDDDTPLHDAANNGHYK
VVKLLLRYGGNPQQSNRKGETPLKV
ANSPTMVNLLLGKGTYTSSEESSTE
SSEEEDAPSFAPSSSVDGNNTDSEF
EKGLKHKAKNPEPQKATAPVKDEYE
FDEDDEQDRVPPVDDKHLLKKDYRK
ETKSNSFISIPKMEVKSYTKNNTIAP
KKASHRILSDTSDEEDASVTVGTGEK
LRLSAHTILPGSKTREPSNAKQQKEK
NKVKKKRKKETKGREVRFGKRSDKF
CSSESESESSESGEDDRDSLGSSGC
LKGSPLVLKDPSLFSSLSASSTSSHG
SSAAQKQNPSHTDQHTKHWRTDN
WKTISSPAWSEVSSLSDSTRTRLTSE
SDYSSEGSSVESLKPVRKRQEHRKR
ASLSEKKSPFLSSAEGAVPKLDKEGK
VVKKHKTKHKHKNKEKGQCSISQEL
KLKSFTYEYEDSKQKSDKAILLENDL
STENKLKVLKHDRDHFKKEEKLSK
MKLEEKEWLFKDEKSLKRIKDTNKD
ISRSFREEKDRSNKAEKERSLKEKSP
KEEKLRLYKEERKKKSKDRPSKLEK
KNDLKEDKISKEKEKIFKEDKEKLKK
EKVYREDSAFDEYCNKNQFLENEDT
KFSLSDDQRDRWFSDLSDSSFDFKG
EDSWDSPVTDYRDMKSDSVAKLILE
TVKEDSKERRRDSRAREKRDYREPF
FRKKDRDYLDKNSEKRKEQTEKHKS
VPGYLSEKDKKRRESAEAGRDRKDA
LESCKERRDGRAKPEEAHREELKEC
GCESGFKDKSDGDFGKGLEPWERH
HPAREKEKKDGPDKERKEKTKPERY
KEKSSDKDKSEKSILEKCQKDKEFD
KCFKEKKDTKEKHKDTHGKDKERK
ASLDQGKEKKEKAFPGIISEDFSEKK
DDKKGKEKSWYIADIFTDESEDDRD
SCMGSGFKMGEASDLPRTDGLQEK
EEGREAYASDRHRKSSDKQHPERQ
KDKEPRDRRKDRGAADAGRDKKEK
VFEKHKEKKDKESTEKYKDRKDRAS
VDSTQDKKNKQKLPEKAEKKHAAE
DKAKSKHKEKSDKEHSKERKSSRSA
DAEKSLLEKLEEEALHEYREDSNDK
ISEVSSDSFTDRGQEPGLTAFLEVSF
TEPPGDDKPRESACLPEKLKEKERH
RHSSSSSKKSHDRERAKKEKAEKKE
KGEDYKEGGSRKDSGQYEKDFLEAD
AYGVSYNMKADIEDELDKTIELFSTE
KKDKNDSEREPSKKIEKELKPYGSSA
INILKEKKKREKHREKWRDEKERHR
DRHADGLLRHHRDELLRHHRDEQK
PATRDKDSPPRVLKDKSRDEGPRLG
DAKLKEKFKDGAEKEKGDPVKMSN
GNDKVAPSKDPGKKDARPREKLLGD
GDLMMTSFERMLSQKDLEIEERHK
RHKERMKQMEKLRHRSGDPKLKEK
AKPADDGRKKGLDIPAKKPPGLDPPF
KDKKLKESTPIPPAAENKLHPASGAD
SKDWLAGPHMKEVLPASPRPDQSR
PTGVPTPTSVLSCPSYEEVMHTPRTP
SCSADDYADLVFDCADSQHSTPVPT
APTSACSPSFFDRFSVASSGLSENAS
QAPARPLSTNLYRSVSVDIRRTPEEE
FSVGDKLFRQQSVPAASSYDSPMPP
SMEDRAPLPPVPAEKFACLSPGYYSP
DYGLPSPKVDALHCPPAAVVTVTPSP
EGVFSSLQAKPSPSPRAELLVPSLEG
ALPPDLDTSEDQQATAAIIPPEPSYLE
PLDEGPFSAVITEEPVEWAHPSEQAL
ASSLIGGTSENPVSWPVGSDLLLKSP
QRFPESPKRFCPADPLHSAAPGPFS

None None None None None



ASEAPYPAPPASPAPYALPVAEPGLE
DVKDGVDAVPAAISTSEAAPYAPPSG
LESFFSNCKSLPEAPLDVAPEPACVA
AVAQVEALGPLENSFLDGSRGLSHL
GQVEPVPWADAFAGPEDDLDLGPFS
LPELPLQTKDAADGEAEPVEESLAPP
EEMPPGAPGVINGGDVSTVVAEEPP
ALPPDQASTRLPAELEPEPSGEPKLD
VALEAAVEAETVPEERARGDPDSSV
EPAPVPPEQRPLGSGDQGAEAEGPP
AASLCAPDGPAPNTVAQAQAADGAG
PEDDTEASRAAAPAEGPPGGIQPEAA
EPKPTAEAPKAPRVEEIPQRMTRNR
AQMLANQSKQGPPPSEKECAPTPAP
VTRAKARGSEDDDAQAQHPRKRRF
QRSTQQLQQQLNTSTQQTREVIQQT
LAAIVDAIKLDAIEPYHSDRANPYFEY
LQIRKKIEEKRKILCCITPQAPQCYAE
YVTYTGSYLLDGKPLSKLHIPVIAPPP
SLAEPLKELFRQQEAVRGKLRLQHSI
EREKLIVSCEQEILRVHCRAARTIAN
QAVPFSACTMLLDSEVYNMPLESQG
DENKSVRDRFNARQFISWLQDVDD
KYDRMKTCLLMRQQHEAAALNAVQ
RMEWQLKVQELDPAGHKSLCVNEV
PSFYVPMVDVNDDFVLLPA


