
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q7LHG5 YI31B_YEAST Saccharomyces
cerevisiae

Transposon
Ty3-I	Gag-
Pol
polyprotein

24.475439 NaN NaN 33229814 MSFMDQIPGGGNYPKLPVECLPNFP
IQPSLTFRGRNDSHKLKNFISEIMLN
MSMISWPNDASRIVYCRRHLLNPAA
QWANDFVQEQGILEITFDTFIQGLYQ
HFYKPPDINKIFNAITQLSEAKLGIER
LNQRFRKIWDRMPPDFMTEKAAIM
TYTRLLTKETYNIVRMHKPETLKDA
MEEAYQTTALTERFFPGFELDADGD
TIIGATTHLQEEYDSDYDSEDNLTQN
RYVHTVRTRRSYNKPMSNHRNRRN
NNASREECIKNRLCFYCKKEGHRLN
ECRARKAVLTDLELESKDQQTLFIKT
LPIVHYIAIPEMDNTAEKTIKIQNTKV
KTLFDSGSPTSFIRRDIVELLKYEIYE
TPPLRFRGFVATKSAVTSEAVTIDLKI
NDLQITLAAYILDNMDYQLLIGNPIL
RRYPKILHTVLNTRESPDSLKPKTYR
SETVNNVRTYSAGNRGNPRNIKLSF
APTILEATDPKSAGNRGNPRNTKLSL
APTILEATDPKSAGNRGDSRTKTLSL
ATTTPAAIDPLTTLDNPGSTQSTFAQ
FPIPEEASILEEDGKYSNVVSTIQSVE
PNATDHSNKDTFCTLPVWLQQKYR
EIIRNDLPPRPADINNIPVKHDIEIKP
GARLPRLQPYHVTEKNEQEINKIVQ
KLLDNKFIVPSKSPCSSPVVLVPKKD
GTFRLCVDYRTLNKATISDPFPLPRI
DNLLSRIGNAQIFTTLDLHSGYHQIP
MEPKDRYKTAFVTPSGKYEYTVMPF
GLVNAPSTFARYMADTFRDLRFVNV
YLDDILIFSESPEEHWKHLDTVLERL
KNENLIVKKKKCKFASEETEFLGYSI
GIQKIAPLQHKCAAIRDFPTPKTVKQ
AQRFLGMINYYRRFIPNCSKIAQPIQ
LFICDKSQWTEKQDKAIEKLKAALC
NSPVLVPFNNKANYRLTTDASKDGI
GAVLEEVDNKNKLVGVVGYFSKSLE
SAQKNYPAGELELLGIIKALHHFRYM
LHGKHFTLRTDHISLLSLQNKNEPA
RRVQRWLDDLATYDFTLEYLAGPKN
VVADAISRAIYTITPETSRPIDTESWK
SYYKSDPLCSAVLIHMKELTQHNVT
PEDMSAFRSYQKKLELSETFRKNYS
LEDEMIYYQDRLVVPIKQQNAVMRL
YHDHTLFGGHFGVTVTLAKISPIYYW
PKLQHSIIQYIRTCVQCQLIKSHRPRL
HGLLQPLPIAEGRWLDISMDFVTGL
PPTSNNLNMILVVVDRFSKRAHFIAT
RKTLDATQLIDLLFRYIFSYHGFPRTI
TSDRDVRMTADKYQELTKRLGIKST
MSSANHPQTDGQSERTIQTLNRLLR
AYVSTNIQNWHVYLPQIEFVYNSTPT
RTLGKSPFEIDLGYLPNTPAIKSDDE
VNARSFTAVELAKHLKALTIQTKEQL
EHAQIEMETNNNQRRKPLLLNIGD
HVLVHRDAYFKKGAYMKVQQIYVGP
FRVVKKINDNAYELDLNSHKKKHRV
INVQFLKSLYTVQTRTQRINQSAPLR
ELREHTKLLHS

None None None None None None None None None


