UniprotKB Entry name |organism [full name |oglcnacscore oglcnac  phosphorylation |,y /yyyg sequence intracellular |extracellular cytosol [nucleus [mitochndrion endoplasmic golgi plasma ext

D sites sites reticulum |apparatus [membrane reg

Q64514 TPP2_MOUSE [Mus Tripeptidyl- (38.487819 S937;S938|S915 22645316;28528544;34418053;251 |MATAATEEPFPFHGLLPKKETGASS |False False 3.811 |3.48 1.19 2.976 1.109 1.929 1.0
musculus [peptidase 2 53642;39627609;37507081 FLCRYPEYDGRGVLIAVLDTGVDPGA

PGMQVTTDGKPKIIDIIDTTGSGDVN
TATEVEPKDGEIIGLSGRVLKIPANW
TNPLGKYHIGIKNGYDFYPKALKERI
QKERKEKIWDPIHRVALAEACRKQE
EFDIANNGSSQANKLIKEELQSQVE
LLNSFEKKYSDPGPVYDCLVWHDGE
TWRACVDSNENGDLSKCAVLRNYK
EAQEYSSFGTAEMLNYSVNIYDDGN
LLSIVTISGGAHGTHVASIAAGHFPEE
PERNGVAPGAQILSIKIGDTRLSTME
TGTGLIRAMIEVINHKCDLVNYSYGE
ATHWPNSGRICEVINEAVWKHNTIY
'VSSAGNNGPCLSTVGCPGGTTSSVI
GVGAYVSPDMMVAEYSLREKLPAN
QYTWSSRGPSADGALGVSISAPGGAI
ASVPNWTLRGTQLMNGTSMSSPNA
CGGIALVLSGLKANNVDYTVHSVRR
ALENTAIKADNIEVFAQGHGIIQVDK
AYDYLIQNTSFANRLGFTVTVGNNR
GIYLRDPVQVAAPSDHGVGIEPVFPE
NTENSEKISFQLHLALTSNSSWVQC
PSHLELMNQCRHINIRVDPRGLREG
LHYTEVCGYDIASPNAGPLFRVPITA
VIAAKVNESSHYDLAFTDVHFKPGQI
RRHFVEVPEGATWAEVTVCSCSSEV
SAKFVLHAVQLVKQRAYRSHEFYKF
CSLPEKGTLIEAFPVLGGKAIEFCIAR
'WWASLSDVNIDYTISFHGIVCTAPQL
NIHASEGINRFDVQSSLKYEDLAPCI
TLKSWVQTLRPVNAKTRPLGSRDVL
PNNRQLYEMVLTYSFHQPKSGEVTP
SCPLLCELLYESEFDSQLWIIFDQNK
RQMGSGDAYPHQYSLKLEKGDYTIR
LQIRHEQISDLDRLKDLPFIVSHRLS
NTLSLDIHENHSLALLGKKKSSSLTL
PPKYNQPFFVTSLPDDKIPKGAGPGC
'YLAGSLTLSKTELGKKAGQSAAKRQ
GKFKKDVIPVHYYLIPPPTKIKNGSK
DKEKDSEKEKDLKEEFTEALRDLKI
QWMTKLDSTDIYNELKETYPAYLPLY
VARLHQLDAEKERMKRLNEIVDAAN
AVISHIDQTALAVYIAMKTDPRPDAA
TIKNDMDKQKSTLIDALCRKGCALA
DHLLHTQPHDGAAAGDAEAKEEEG
ESTMESLSETYWETTKWTDLFDTKV
LIFAYKHALVNKMYGRGLKFATKLV
EEKPTKENWKNCIQLMKLLGWTHC

ASFTENWLPIMYPPDYCVF




