UniprotKB Entry name organism |full name oglcnacscore o_glcnac p.h osphorylation PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion en(.ioplasmlc golgi plasmf
ID sites sites reticulum apparatus | memb:
P47857 PFKAM_MOUSE Mus ATP-dependent 6- 28.912519 NaN S133;S377;5667;S775(39927985;37507081;33300544 MTHEEHHAAKTLGIGKAIAVLTSGG (True False 5.0 2.666 |False False False 2.141

musculus

phosphofructokinase,
muscle type

DAQGMNAAVRAVVRVGIFTGARVFF
VHEGYQGLVDGGEHIREATWESVS
MMLQLGGTVIGSARCKDFREREGRL
RAAHNLVKRGITNLCVIGGDGSLTG
ADTFRSEWSDLLNDLQKDGKITAEE
ATKSSYLNIVGLVGSIDNDFCGTDM
TIGTDSALHRIVEIVDAITTTAQSHQR
TFVLEVMGRHCGYLALVTSLSCGAD
'WVFIPECPPDDDWEEHLCRRLSETR
TRGSRLNIIIVAEGAIDKNGKPITSED
IKNLVVKRLGYDTRVIVLGHVQRGG
TPSAFDRILGSRMGVEAVMALLEGT
PDTPACVVSLSGNQAVRLPLMECVQ
VTKDVTKAMDEKRFDEAIKLRGRSF
MNNWEVYKLLAHVRPPVSKGGLHT
VAVMNVGAPAAGMNAAVRSTVRIGL
IQGNRVLVVHDGFEGLAKGQIEEAG
'WSYVGGWTGQGGSKLGTKRTLPKK
NLEQISANITKFNIQGLVIIGGFEAYT
GGLELMEGRKQFDELCIPFVVIPATV
SNNVPGSDFSIGADTALNTICTTCDR
IKQSAAGTKRRVFIIETMGGYCGYLA
TMAGLAAGADAAYIFEEPFTIRDLQV
NVEHLVQKMKTTVKRGLVLRNEKC
NENYTTDFIFNLYSEEGKGIFDSRKN
VLGHMQQGGSPTPFDRNFATKMGA
KAMNWMSGKIKESYRNGRIFANTP
DSGCVLGMRKRALVFQPVTELKDQT
DFEHRIPKEQWWLKLRPILKILAKYE
IDLDTSDHAHLEHISRKRSGEAAV




