}Jl;l iprotKB Entry name organism |full name |oglcnacscore [oglcnac sites phosphorylation sites PMIDS |[sequence intracellular extracellular cytosol nucleus mitochndrion ::ggll:ll:fnmlc
Q9UPS8 IANR26_HUMAN [Homo Ankyrin  |29.396116 T982;S1507;T1576(S11;S15;5241;S261;S489;S530;S63 |39894887;37340703;38253038;233 |MKKIFSKKGESPLGSFARRQRSSAG |False False 1.83 2.906 |False False
sapiens |repeat 1 01498 GGGEPGEGAYSQPGYHVRDRDLGKI
domain- HKAASAGNVAKVQQILLLRKNGLND
containing RDKMNRTALHLACANGHPEVVTLL
protein 26 IVDRKCQLNVCDNENRTALMKAVQC

QEEKCATILLEHGADPNLADVHGNT
IALHYAVYNEDISVATKLLLYDANIEA
KNKDDLTPLLLAVSGKKQQMVEFLI
KKKANVNAVDKLESSHQLISEYKEE
RIPKHSSQNSNSVDESSEDSLSRLS
GKPGVDDSWPTSDDEDLNFDTKNV
PKPSLAKLMTASQQSRKNLEATYGT
IVRTGNRTLFEDRDSDSQDEVVVESL
PTTSIKVQCFSHPTYQSPDLLPKPSH
KSLANPGLMKEEPTKPGIAKKENGI
DIIESAPLEQTNNDNLTYVDEVHKN
NRSDMMSALGLGQEEDIESPWDSE
SISENFPQKYVDPLAGAADGKEKNIG
NEQAEDVFYIPSCMSGSRNFKMAKL
EDTRNVGMPVAHMESPERYLHLKP
TIEMKDSVPNKAGGMKDVQTSKAA
EHDLEVASEEEQEREGSENNQPQV
EEERKKHRNNEMEVSANIHDGATD
DAEDDDDDDGLIQKRKSGETDHQQ
FPRKENKEYASSGPALQMKEVKSTE
KEKRTSKESVNSPVFGKASLLTGGLL
QVDDDSSLSEIDEDEGRPTKKTSNE
KNKVKNQIQSMDDVDDLTQSSETAS
EDCELPHSSYKNFMLLIEQLGMECK
DSVSLLKIQDAALSCERLLELKKNHC
ELLTVKIKKMEDKVNVLQRELSETK
EIKSQLEHQKVEWERELCSLRFSLN
QEEEKRRNADTLYEKIREQLRRKEE
QYRKEVEVKQQLELSLQTLEMELRT
IVKSNLNQVVQERNDAQRQLSREQN
ARMLQDGILTNHLSKQKEIEMAQKK
MNSENSHSHEEEKDLSHKNSMLQ
EEIAMLRLEIDTIKNQNQEKEKKCFE
DLKIVKEKNEDLQKTIKQNEETLTQT
ISQYNGRLSVLTAENAMLNSKLENE
KQSKERLEAEVESYHSRLAAATHDR
DQSETSKRELELAFQRARDECSRLQ
DKMNFDVSNLKDNNEILSQQLFKT
ESKLNSLEIEFHHTRDALREKTLGLE
RVQKDLSQTQCQMKEMEQKYQNE
QVKVNKYIGKQESVEERLSQLQSEN
MLLRQQLDDAHNKADNKEKTVINIQ
DQFHAIVQKLQAESEKQSLLLEERN
KELISECNHLKERQYQYENEKAERE
VVVRQLQQELADTLKKQSMSEASLE
IVTSRYRINLEDETQDLKKKLGQIRN
QLQEAQDRHTEAVRCAEKMQDHKQ
KLEKDNAKLKVTVKKQMDKIEELQK
NLLNANLSEDEKEQLKKLMELKQSL
ECNLDQEMKKNVELEREITGFKNLL
KMTRKKLNEYENGEFSFHGDLKTS
QFEMDIQINKLKHKIDDLTAELETAG
SKCLHLDTKNQILQEELLSMKTVQK
KCEKLQKNKKKLEQEVINLRSHIER
NMVELGQVKQYKQEIEERARQEIAE
KLKEVNLFLQAQAASQENLEQFREN
NFASMKSQMELRIKDLESELSKIKT
SQEDFNKTELEKYKQLYLEELKVRK
SLSSKLTKTNERLAEVNTKLLVEKQ
QSRSLFTTLTTRPVMEPPCVGNLNN
SLDLNRKLIPRENLVISTSNPRASNN
SMENYLSKMQQELEKNITRELKEAA
IAELESGSIASPLGSTDESNLNQDLV

WKASREYVQVLKKNYMI




