}JI;I iprotkB Entry name |organism full oglcnacscore o.glcnac phosphorylation sites PMIDS [sequence intracellular |extracellular cytosol nucleus mitochndrion enc_loplasmlc golgi plasma extr_acellular
name sites reticulum |apparatus membrane region
Q9WVL3  [S12A7_MOUSE |Mus Solute [22.380232 NaN S30;S33;T37;S50;S62;T973;T980 (37507081 MPTNFTVVPVEARADGAGDEAAERT |False False 1.396 [1.498 [1.225 1.164 0.818 4.399 1.662
musculus |carrier EEPESPESVDQTSPTPGDGNPRENS
family PFINNVEVERESYFEGKNMALFEEE
12 MDSNPMVSSLLNKLANYTNLSQGV
member VEHEEDEDSRRREVKAPRMGTFIGV
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IYLPCLQNILGVILFLRLTWIVGAAGV
MESFLIVAMCCTCTMLTAISMSAIAT
NGVVPAGGSYYMISRSLGPEFGGAV
GLCFYLGTTFAGAMYILGTIEIFLTYI
SPSAAIFQAETADGEAAALLNNMRV
YGSCALALMAVVVFVGVKYVNKLAL
VFLACVVLSILAIYAGVIKTAFAPPDIP
VCLLGNRTLANRNFDTCAKMQVVS
NGTVITALWRLFCNGSSLGATCDEY
FAQNNVTEIQGIPGVASGVFLDNLW
STYSDKGAFVEKKGVSSVPVSEESRP
GGLPYVLTDIMTYFTMLVGIYFPSVT
GIMAGSNRSGDLKDAQKSIPTGTILA
IVITSFIYLSCIVLFGACIEGVVLRDK
FGEALQGNLVIGMLAWPSPWVIVIG
SFFSTCGAGLQSLTGAPRLLQAIARD
GIIPFLQVFGHGKANGEPTWALLLTA
LICETGILIASLDSVAPILSMFFLMCY
MFVNLACAVQTLLRTPNWRPRFKFY
HWTLSFLGMSLCLALMFICSWYYAL
FAMLIAGCIYKYIEYRGAEKEWGDGI
RGLSLNAARYALLRVEHGPPHTKN
'WRPQVLVMLNLDSEQCVKHPRLLS
FTSQLKAGKGLTIVGSVLEGTYLDKH
VEAQRAEENIRSLMSAEKTKGFCQL
IVVSSNLRDGASHLIQSAGLGGMKH
NTVLMAWPEAWKEADNPFSWKNF
VDTVRDTTAAHQALLVAKNIDLFPQ
NQERFSDGNIDVWWIVHDGGMLM
LLPFLLRQHKVWRKCRMRIFTVAQV
DDNSIQMKKDLQMFLYHLRISAEVE
IVVEMVENDISAFTYEKTLMMEQRS
QMLKQMQLSKNEREREAQLIHDRN
TASHTTATARTQAPPTPDKVQMTWT
KEKLIAEKHRNKDTGPSGFKDLFSL
KPDQSNVRRMHTAVKLNGVVLNKS
QDAQLVLLNMPGPPKSRQGDENYM
EFLEVLTEGLNRVLLVRGGGREVITI
YS




