UniprotKB Entry name (organism full name |oglcnacscore o_glcnac p.h osphorylation PMIDS |sequence intracellular |extracellular|cytosol nucleus mitochndrion enc_loplasmlc golgi plasma extl:acellular
ID sites sites reticulum apparatus membrane [region
P13586 IATC1_YEAST |Saccharomyces [Calcium- 26.164835 NaN S227 38179648 MSDNPFNASLLDEDSNREREILDAT |None None None [None None None None None None
cerevisiae transporting AEALSKPSPSLEYCTLSVDEALEKLD
ATPase 1 TDKNGGLRSSNEANNRRSLYGPNEI

TVEDDESLFKKFLSNFIEDRMILLLI
GSAVVSLFMGNIDDAVSITLAIFIVVT
VGFVQEYRSEKSLEALNKLVPAECH
LMRCGQESHVLASTLVPGDLVHFRI
GDRIPADIRIIEAIDLSIDESNLTGEN
EPVHKTSQTIEKSSFNDQPNSIVPIS
ERSCIAYMGTLVKEGHGKGIVVGTG
TNTSFGAVFEMMNNIEKPKTPLQLT
MDKLGKDLSLVSFIVIGMICLVGIIQ
GRSWLEMFQISVSLAVAAIPEGLPIIV
TVTLALGVLRMAKRKAIVRRLPSVET
LGSVNVICSDKTGTLTSNHMTVSKL
'WCLDSMSNKLNVLSLDKNKKTKNS
NGNLKNYLTEDVRETLTIGNLCNNA
SFSQEHAIFLGNPTDVALLEQLANF
EMPDIRNTVQKVQELPFNSKRKLMA
TKILNPVDNKCTVYVKGAFERILEYS
TSYLKSKGKKTEKLTEAQKATINECA
NSMASEGLRVFGFAKLTLSDSSTPL
TEDLIKDLTFTGLIGMNDPPRPNVKF
AIEQLLQGGVHIIMITGDSENTAVNI
AKQIGIPVIDPKLSVLSGDKLDEMSD
DQLANVIDHVNIFARATPEHKLNIVR
ALRKRGDVVAMTGDGVNDAPALKL
SDIGVSMGRIGTDVAKEASDMVLTD
DDFSTILTAIEEGKGIFNNIQNFLTF
QLSTSVAALSLVALSTAFKLPNPLNA
MQILWINILMDGPPAQSLGVEPVDH
EVMKKPPRKRTDKILTHDVMKRLLT
TAACIIVGTVYIFVKEMAEDGKVTAR
DTTMTFTCFVFFDMFNALACRHNT
KSIFEIGFFTNKMFNYAVGLSLLGQ
MCAIYIPFFQSIFKTEKLGISDILLLLL
ISSSVFIVDELRKLWTRKKNEEDSTY
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