UniprotKB Entry name organism [full name |oglcnacscore [oglcnac sites  [PROSPhotylation g sequence intracellular [extracellular |cytosol nucleus mitochndrion endoplasmic golgi plasma lextracell

ID sites reticulum apparatus membrane [region

Q14703 MBTP1_HUMAN [Homo Membrane- (24.902576 S574;S589;T875(S168 40596516;38253038 MKLVNIWLLLLVVLLCGKKHLGDRL |False False False |[False False 4.131 4.0 1.969 1.172
sapiens |[bound EKKSFEKAPCPGCSHLTLKVEFSSTV

transcription
factor site-1
protease

VEYEYIVAFNGYFTAKARNSFISSAL
KSSEVDNWRIIPRNNPSSDYPSDFE
VIQIKEKQKAGLLTLEDHPNIKRVTP
QRKVFRSLKYAESDPTVPCNETRWS
QKWQSSRPLRRASLSLGSGFWHAT
GRHSSRRLLRAIPRQVAQTLQADVL
WQMGYTGANVRVAVFDTGLSEKHP
HFKNVKERTNWTNERTLDDGLGHG
TFVAGVIASMRECQGFAPDAELHIFR
'VFTNNQVSYTSWFLDAFNYAILKKID
VLNLSIGGPDFMDHPFVDKVWELTA
NNVIMVSAIGNDGPLYGTLNNPADQ
MDVIGVGGIDFEDNIARFSSRGMTT
WELPGGYGRMKPDIVTYGAGVRGSG
'VKGGCRALSGTSVASPVVAGAVTLLV
STVQKRELVNPASMKQALIASARRL
PGVNMFEQGHGKLDLLRAYQILNSY
KPQASLSPSYIDLTECPYMWPYCSQP
[YYGGMPTVVNVTILNGMGVTGRIV
DKPDWQPYLPQNGDNIEVAFSYSSV
LWPWSGYLAISISVTKKAASWEGIAQ
GHVMITVASPAETESKNGAEQTSTV
KLPIKVKIIPTPPRSKRVLWDQYHNL
RYPPGYFPRDNLRMKNDPLDWNGD
HIHTNFRDMYQHLRSMGYFVEVLG
IAPFTCFDASQYGTLLMVDSEEEYFP
EEIAKLRRDVDNGLSLVIFSDWYNTS
VMRKVKFYDENTRQWWMPDTGGA
NIPALNELLSVWNMGFSDGLYEGEF
TLANHDMYYASGCSIAKFPEDGVVIT
QTFKDQGLEVLKQETAVVENVPILG
LYQIPAEGGGRIVLYGDSNCLDDSH
RQKDCFWLLDALLQYTSYGVTPPSL
SHSGNRQRPPSGAGSVTPERMEGN
HLHRYSKVLEAHLGDPKPRPLPACP
RLSWAKPQPLNETAPSNLWKHQKL
LSIDLDKVVLPNFRSNRPQVRPLSPG
ESGAWDIPGGIMPGRYNQEVGQTIP
VFAFLGAMVVLAFFVVQINKAKSRP
KRRKPRVKRPQLMQQVHPPKTPSV




