UniprotKB Entry name |organism ffull oglcnacscore o.glcnac p.h osphorylation PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion enqoplasmlc golgi plasma extn:ace

ID mame sites sites reticulum |apparatus| membrane [region

Q8TES7 FBF1_HUMAN Homo Fas- 23.500369 T26 S142 40596516;30379171;38253038;294 |MAPKTKKGCKVTLPEKPVKLASHTR [True False 4.275 |2.364 |False False 0.641 False False
sapiens  |binding (Q8TES7- 85866 DTTGVSQMFPSSKARTKSLLGDDVF

factor
1

6)

STMAGLEEADAEVSGISEADPQALL
QAMKDLDGMDADILGLKKSNSAPS
KKAAKDPGKGELPNHPKPAGGAIPT
KKSLPSPSSSGHQNRRFSSEDLEDP
LRGLLSYDEGGITKQPPVTQSKTASD
KSPSTVRDQGPSIPLTPGDTPIRKKE
ELLFDDGDDIMATLGFGDSPKAEKR
QIGDQEGPRPARSTLDELLGRGMAT
KLLARPGTGEHREFKLDKKYQRPQD
SEDMWGDEDFTFGAYQPTVVSSEG
RQSRRQSVSRFFADSGADPKGEPGS
KQSPPMASSPIQPRKGGADWLGLKD
EDLDLFPASPTREAHRESSVPVTPSV
PPPASQHSTPAGLPPSRAKPPTEGAG
SPAKASQASKLRASKEEKEDWLSHA
LSRKKSQGLAREQHAGTSEGLHLAG
TAGHPPSGSQPLTSTQGLEHAAAGG
SSGTTARERPCVRPGVSGSPVTQNH
IAASALPTGSPKRGTAPGDLSATEPAT
CFPSTQKPTEPSVPVQPLLPESLARS
LLPSTEYQKQLLAAQVQLQCSPAEL
QAELLHSQARLAELEAQVRKLELER
IAQHELLLGSLQQQHQADLELIESAH
RSRIKVLETSYQQREERLRRENEELS
IARYLSQCQEAEQARAELTAQHQRRL
IAATAQEKDQEMERLRELQRASILDM
RRDHEEQLQRLKLLKDREVDAATSA
TSHTRSLNSITHQMEKFSSSLHELSS
RVEASHLTTSQERELGIRQRDEQLR
IALQERLGQQQRDMEEERSRQQEVI
GKMEARLNEQSRLLEQERWRVTAE
QSKAESMQRALEEQRKVTAQQMAM
ERAELERAKSALLEEQKSVMLKCGE
ERRRLAAEWAEFSAQQKLSKERAER
EAERALQVDTQREGTLISLAKQAELK
IRASELRAEEKQLAAERAALEQERQE
LRLEKERINATALRVKLRAEEVESMS
KVASEKYEEGERALREAQQVQAEQQ
IARLQAVQQQQERLRKQEQHMHQE
HLSLAQQRLQLDRARQDLPSSLVGL
FPRAQGPAASSQSALMPPAPTTRWC
SQPPTGLDPSPLHLHARLALLRHMA
EQDRDFLENEQFFLETLKKGSYNLT
SHSA




