end ic |golgi

}Jl;l iprotkB Entry name organism [full name loglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion N
sites reticulum |appai
QIY6A5 TACC3_HUMAN |Homo Transforming [28.004703 T17;S424|S25;S39;S71;S175;S177;S250;S317; |23301498;40307207;34019948;313 |MSLQVLNDKNVSNEKNTENCDFLF (True False 4.718 |1.641  |False False 4.0
sapiens |acidic coiled- S402;S434;S558 73491 SPPEVTGRSSVLRVSQKENVPPKNL
coil- AKAMKVTFQTPLRDPQTHRILSPSM
containing IASKLEAPFTQDDTLGLENSHPVWTQ
protein 3 KENQQLIKEVDAKTTHGILQKPVEA

DTDLLGDASPAFGSGSSSESGPGAL
ADLDCSSSSQSPGSSENQMVSPGKV
SGSPEQAVEENLSSYSLDRRVTPASE
TLEDPCRTESQHKAETPHGAEEECK
AETPHGAEEECRHGGVCAPAAVATS
PPGAIPKEACGGAPLQGLPGEALGCP
AGVGTPVPADGTQTLTCAHTSAPES
TAPTNHLVAGRAMTLSPQEEVAAGQ
MASSSRSGPVKLEFDVSDGATSKRA
PPPRRLGERSGLKPPLRKAAVRQQK
APQEVEEDDGRSGAGEDPPMPASR
GSYHLDWDKMDDPNFIPFGGDTKS
GCSEAQPPESPETRLGQPAAEQLHA
GPATEEPGPCLSQQLHSASAEDTPV
'VQLAAETPTAESKERALNSASTSLPT
SCPGSEPVPTHQQGQPALELKEESF
RDPAEVLGTGAEVDYLEQFGTSSFK
ESALRKQSLYLKFDPLLRDSPGRPVP
VATETSSMHGANETPSGRPREAKLV
EFDFLGALDIPVPGPPPGVPAPGGPP
LSTGPIVDLLQYSQKDLDAVVKATQE
ENRELRSRCEELHGKNLELGKIMDR
FEEVVYQAMEEVQKQKELSKAEIQK
VLKEKDQLTTDLNSMEKSFSDLFKR
FEKQKEVIEGYRKNEESLKKCVEDY
LARITQEGQRYQALKAHAEEKLQLA
NEEIAQVRSKAQAEALALQASLRKE
QMRIQSLEKTVEQKTKENEELTRIC
DDLISKMEKI




