UniprotkB Entry name |organism full name loglcnacscore oglcnac p.h osphorylation PMIDS sequence intracellular [extracellular cytosol nucleus i mitochndrion en(.loplasmlc golgi o extl.'acellular
1D sites sites reticulum apparatus membrane [region
Q3V3R1 C1TM_MOUSE |Mus Monofunctional [29.398742 NaN S356 39627609;40684658 MSVRLPLLLRQLGRQQLPSGPACRL (True False False |False 4.084 False False 0.469 0.469

musculus

C1-
tetrahydrofolate
synthase,
mitochondrial

RELCRSGSRSSSSGGGDPEGLRGRR
LQDGQTFSSHGPGNPEAPGMDSIVR
DVIHNSKEVLSLLQEKNPAFKPVLVV
IQAGDDNLMKDMNQNLAKEAGLDI
THICLPPDSGEDEIIDEILKINEDPRV
HGLTLQISEDSLSNKVLNALKPEKD
VDGVTDINLGKLVRGDAPECFVSPL
AKAAVELVEKSGITLDGKKVLVVGA
HGPLEAALQWLFQRKGSMTMSCPW
ATPQLPDKLREADIVVLGSPKPEEIP
AVWIPSGTTILNCFHDFLSGKLSGGS
PGVPVDKLIAEESVSLLAAALRIQNM
'VSSGRRWLREQQHRRWRLHCLKLQ
PLSPVPSDIEISRGQTPKAVDVLAKEI
GLLADEIEIYGKSKAKVQLSLLERLK
DQTDGKYVLVAGITPTPLGEGKSTVT
IGLVQALTAHLKVNSFACLRQPSQG
PTFGVKGGAAGGGYAQVIPMEEFNL
HLTGDIHAITAANNLLAAAIDTRILH
ESTQTDKALYNRLVPLVNGVREFSEI
QLSRLKKLGIHKTDPSTLTEEEVRKF
ARLNIDPATITWQRVLDTNDRFLRKI
TIGQGSTEKGYSRQAQFDIAVASEIM
AVLALTDSLTDMKERLGRMVVASDK
DGQPVTAEDLGVTGALTVLMKDAIK
PNLMQTLEGTPVFVHAGPFANIAHG
NSSVLADKIALKLVGEEGFVVTEAGF
GADIGMEKFFNIKCRASGLVPNVVV
LVATVRALKMHGGGPSVTAGVPLKK
EYTEENIQLVADGCCNLQKQIQIAQL
FGVPVVVALNVFKTDTRAEIDLVCEL
AKRAGAFDAVPCYHWSAGGKGSVD
LARAVREAANKRSRFQFLYDVQLPIV
EKIRVIAQTVYGAKDIELSPEAQSKID
RYTQQGFGNLPICMAKTHLSLSHEP
DKKGVPRDFTLPISDVRASIGAGFIYP
LVGTMSTMPGLPTRPCFYDIDLDTE

TEQVKGLF




