UniprotKB Entry name |organism full oglcnacscore oglcnac p‘h osphorylation PMIDS |sequence intracellular |extracellular cytosol nucleus mitochndrion enc‘loplasmlc golgi plasma extr:acellular

ID name sites sites reticulum apparatus membrane region

Q06673 ECM30 YEAST [Saccharomyces |Protein [24.475439 NaN S635;S1065 33229814 MGNTDSKSSSILLNHCIALVRPEDA [None None None |[None None None None None None
cerevisiae ECM30 DASSPSRTSSPSPSLSVDADPLSLNL

SIFKLDSGPDVEALFSDKPNVPLDTV
FNDFYLDFISVDVQDFSINSSFKKIL
HIISSLNPPNFNNLIVFLSLYIILSAN
SLPASRTGLHSSRLINAIKTLSILIPIY
FDRVKSSTQDHYDVFWATQHEIEGL
PLQNIPLGERLLLAILKLAFQDNFTT
AVTAHPSELWEIGILTNSNKYRSLLN
MHHQWHLFANRLLLLRLLAALFSS
DLYTSGGKQDINMFLVYWCTQMPK
DKSIQFTSSLLNCTMRFILNNNKDF
QSLKANFFSSDATASNWQTLYFQFV
QSCLHVLNLSMSYKAQDNVITIFLT
QLQREYDLKLILSSFIKIFKYPIDLAIE
QESNIFNFTNNKHIDASRRRAVSTS
SHDNSSSSHASLPSSSSAAYHTKPQ
TKPQLPEIHPLLIPMTILMTNLIDCN
KCFQNYFADKFASRFIIFSIYYLKYYD
'YSSLSSSSSTTRSNSSTTSNGTSNDT
SNERSIVELNENSVSQILLPLLNHLL
LILTSKKLVLFKMLQTFNLNYYTNNL
PNFYKLSNINGDINNLTFRDFTVIQL
SNLILDNIKFNLQPNPIFYELIYNLLP
INDEILTSSHKNDDSHDDLILLSAKK
KSASPSAATSSHTSSSKLSYNAAMSL
LYVLSKSSNKVYLTTYATPVFKTKDIP
'YMISPGFKMDLLALLLRSITIFFTLYF
DDAENLLFAMVRHQSITHQINDSIN
SISKALDMNPNLNSHIMTLKQMGF
NRKVQWKDFYQFEEITDLPQVNLYS
SANQQHQNQQQGQNDNRGQNQN
EDPGQENESPTPYLLFNPASLENET
PGTVKHFSSTNHDKNYQVIAFIDFKS
DSNLNLQHQLEYWPHRPQWPTPLT
FTHKCKNPKYENFNEVWSGTVYLQI
LLRVIKQILSKVPEIPRIKSVQYFETLS
KLSALRSDILTTIHPRLPLDVRRLTTF
QPLSMHTNDKLLMWFHIATWANIF
TQTSFKYEETFSHELRQFESLLDISI
DECEGNTISKPTTDRLGYIRRSRGQS
SVSLERTISAGSGVSTPTMALNRTKS
NGSGNLMNYFFQNTAQNHFQHLR
SSSSSSSITLEKTTSNSSSIRTRPNSH
HVAPETNNNNSTNGNSNNSSNGG
FSFFKWKWGGNNSNGGSDDTKASQ
RDPNVSTSIITDNLNSYMFEEEISPG
'VVNNIIENNIWVGTDIRLFKIANFRK
ESFSFLEMTSSFFKKFKFINSDNDN
'YNNNEFDDNTQLRYTSRGLYR




