UniprotKB Entry name organism [full name [oglcnacscore oglcnac p.h osphorylation PMIDS |[sequence intracellular [extracellular cytosol \nucleus mitochndrion em!oplasmlc golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
A6QL64 IAN36A_ HUMAN Homo Ankyrin  23.995357 NaN NaN 30620550;37217939 MEDGKRERWPTLMERLCSDGFAFP |None None None [None None None None None None
sapiens repeat QYPIKPYHLKRIHRAVLHGNLEKLKY

domain- LLLTYYDANKRDRKERTALHLACAT

containing GQPEMVHLLVSRRCELNLCDREDR

protein TPLIKAVQLRQEACATLLLQNGANP

36A NITDFFGRTALHYAVYNEDTSMIEKL

LSHGTNIEECSKCEYQPLLFAVSRRK
IVKMVEFLLKKKANVNAIDYLGRSALI
HAVTLGEKDIVILLLQHNIDVLSRDA
FRKIAGDYAIEAKNRVIFDLIYEYERK
RYEDLPINSNPVSSQKQPALKATSGK
EDSISNIATEIKDGQKSGTVSSQKQP
IALKDTSDKDDSVSNTATEIKDEQKS
GTVLPAVEQCLNRSLYRPDAVAQPV
TENEFSLESEIISKLYIPKRKIISPRSI
KDVLPPVEEAVDRCLYLLDRFAQPVT
KDKFALESENISEPYFTNRRTISQQS
IAENLDAACGIDKTENGNMFEDQNV
DKEGKALPATGQKANVSPEQPPLFT
HTVKDRDHISTRFLGGMDSLTSSEE
SSERPPLSTLTLKEADPSSKAAMRRK
DSPPPGKVSSQKQPAEKATSDDKDS
IVSNIATEIKEGPISGTVSSQKQPAEK
IATSDEKDSVSNIATEIKKGQQSGTVS
PQKQSAWKVIFKKKVSLLNIATRIMG
GGKSGTVSSQKQPASKATSDKTDSA
LNIATEIKDGLQCGTVSSQKQPALKA
TTDEEDSVSNIATEIKDGEKSGTVSS
QKQPALKATTDEEDSVSNIATEIKDG
EKSGTVSSQKQPALKATTDEKDSVS
NIATEIKDGEKSGTVSSQKPPALTAT
SDEEGSVLSIARENKDGEKSRTVSSR
KKPALKATSDEKDSFSNITRGKKDG
EISRKVSSQKPPTLKGTSDEEDSVLG
IARENKDGEKSRTVSSEKPPGLKASS
IAEKDSVLNIARGKKDGEKTKRVSSR
KKPSLEATSDEKDSFSNITREKKDGE
ISRKVSSQKPPALKGTSDEEDSVLGI
IARENKDGEKSRTVSSEKPPGLKATS
DEKDSVLNIARGKKDGEKTRTVSSQ
KPPTLKATSDEEDSVLSIARENKDGE
KSRTVSSEKPSGLKATSAEKDSVLNI
IARGKKYGEKTKRVSSRKKPALKATS
DEKDSVLYIAREKKDGEKSRTVSSPK
QPALKAICDKEDSVPNMATEKKDEQ
ISGTVSCQKQPALKATSDKKDSVSNI
PTEIKDGQQSGTVSSQKQPAWKATS
IVKKDSVSNIATEIKDGQIRGTVSPQK
QSAQKVIFKKKVSLLNIATRITGGWK
SGTEYPENLPTLKATIENKNSVLNTA
TKMKDVQTSTPAEQDLEMASEGEQ
KRLEEYENNQPQVKNQIHSRDDLD
DIIQSSQTVSEDGDSLCCNCKNVILL
IDQHEMKCKDCVHLLKIKNTFCLWK
RLIKLKDNHCEQLRVKIRKLKNKAS
IVLQKRISEKEEIKSQLKHEILELEKEL
CSLRFAIQQEKKKRRNVEEVHQKVR
EKLRITEEQYRIEADVTKPIKPALKSA
EVELKTGGNNSNQVSETDEKEDLL
HENRLMQDEIARLRLEKDTIKNQNL
EKKYLKDFEIVKRKHEDLQKALKRN
GETLAKTIACYSGQLAALTDENTTLR
SKLEKQRESRQRLETEMQSYHCRL
NAARCDHDQSHSSKRDQELAFQGT
VDKCRHLQENLNSHVLILSLQLSKA
ESKSRVLKTELHYTGEALKEKALVFE
HVQSELKQKQSQMKDIEKMYKSGY
NTMEKCIEKQERFCQLKKQNMLLQ
QQLDDARNKADNQEKAILNIQARCD
IARVQNLQAECRKHRLLLEEDNKML
IVNELNHSKEKECQYEKEKAEREVAV
RQLQQKRDDVLNKGSATKALLDASS
RHCTYLENGMQDSRKKLDQMRSQF
QEIQDQLTATIRCTKEMEGDTQKLE
VEHVMMRKIIKKQDDQIERLEKILQ
HSSLMLQVFES




