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Q68FL6 SYMC_MOUSE Mus Methionine- |35.374343 'T837 S827;T837 40885482;39627609;40021952 | MRLFVSEGSPGSLPVLAAAARARGR [True False 4.393 |4.412 4.581 1.355 0.656 1.349 1.529
imusculus [-tRNA AELLISTVGPEECVVPFLTRPKVPVL
ligase, QLDSGNYLFSASAICRYFFLLCGWE
cytoplasmic QDDLTNQWLEWEATELQPVLSAAL

HCLVVQGKKGEDILGPLRRVLTHID
HSLSRQNCPFLAGDTESLADIVLWG
ALYPLLQDPAYLPEELGALQSWFQTL
STQEPCQRAAETVLKQQGVLALRLY
LQKQPQPQPPPPEGRTVSNELEEEE
LATLSEEDIVTAVAAWEKGLESLPPL
KLQQHPVLPVPGERNVLITSALPYVN
NVPHLGNIIGCVLSADVFARYCRLRQ
WNTLYLCGTDEYGTATETKAMEEGL
TPREICDKYHAIHADIYRWFGISFDT
FGRTTTPQQTKITQDIFQRLLTRGFV
LRDTVEQLRCERCARFLADRFVEGV
CPFCGYEEARGDQCDRCGKLINAIE
LKKPQCKICRSCPVVRSSQHLFLDLP
KLEKRLEDWLGKTVPGSDWTPNAR
FIIRSWLRDGLKPRCITRDLKWGTPV
PLEGFEDKVFYVWFDATIGYVSITAN
YTDQWEKWWKNPEQVDLYQFMAK
DNVPFHGLVFPCSVLGAEDNYTLVK
HIIATEYLNYEDGKFSKSRGIGVFGD
MAKDTGIPADIWRFYLLYIRPEGQDS
AFSWTDLLIKNNSELLNNLGNFINR
AGMFVSKFFGGCVPEMALTPDDRR
LVAHVSWELQHYHQLLEKVRIRDAL
RSILTISRHGNQYIQVNEPWKRIKGG
EMDRQRAGTVTGMAVNMAALLSV
MLQPYMPTVSSTIQTQLQLPPAACRI
LATSFICTLPAGHRIGTVSPLFQKLE
NDQIENLRQRFGGGQAKGSPKPAAV
EAVTAAGSQHIQTLTDEVTKQGNVV
RELKAQKADKNQVAAEVAKLLDLKK
QLALAEGKPIETPKGKKKK




