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0

O43166 SI1L1_HUMAN Homo
sapiens

Signal-
induced
proliferation-
associated	1-
like	protein
1

13.195361 S59;S1114;T1135;S1178;T1408;S14
24

S162;S187;S193;S208;S255;S288;S
1078;S1087;S1116;S1127;S1149;S1
170;S1181;S1255;S1270;S1326;T13
30;S1349;S1366;S1390;S1391;S141
2;S1431;S1433;S1528;S1549;T1551
;S1554;S1565;S1568;S1585;S1588;
S1603;S1645;S1647;S1650;S1708;S
1711;S1728;S1729;S1734

30379171;31492838;35254053;286
57654;35132862

MTSLKRSQTERPLATDRASVVGTDG
TPKVHTDDFYMRRFRSQNGSLGSSV
MAPVGPPRSEGSHHITSTPGVPKMG
VRARIADWPPRKENIKESSRSSQEIE
TSSCLDSLSSKSSPVSQGSSVSLNSN
DSAMLKSIQNTLKNKTRPSENMDS
RFLMPEAYPSSPRKALRRIRQRSNS
DITISELDVDSFDECISPTYKTGPSLH
REYGSTSSIDKQGTSGESFFDLLKGY
KDDKSDRGPTPTKLSDFLITGGGKG
SGFSLDVIDGPISQRENLRLFKEREK
PLKRRSKSETGDSSIFRKLRNAKGEE
LGKSSDLEDNRSEDSVRPWTCPKCF
AHYDVQSILFDLNEAIMNRHNVIKR
RNTTTGASAAAVASLVSGPLSHSASF
SSPMGSTEDLNSKGSLSMDQGDDK
SNELVMSCPYFRNEIGGEGERKISLS
KSNSGSFSGCESASFESTLSSHCTN
AGVAVLEVPKENLVLHLDRVKRYIVE
HVDLGAYYYRKFFYQKEHWNYFGA
DENLGPVAVSIRREKPDEMKENGSP
YNYRIIFRTSELMTLRGSVLEDAIPST
AKHSTARGLPLKEVLEHVVPELNVQ
CLRLAFNTPKVTEQLMKLDEQGLNY
QQKVGIMYCKAGQSTEEEMYNNES
AGPAFEEFLQLLGERVRLKGFEKYR
AQLDTKTDSTGTHSLYTTYKDYEIMF
HVSTMLPYTPNNKQQLLRKRHIGN
DIVTIVFQEPGAQPFSPKNIRSHFQH
VFVIVRVHNPCSDSVCYSVAVTRSRD
VPSFGPPIPKGVTFPKSNVFRDFLLA
KVINAENAAHKSEKFRAMATRTRQE
YLKDLAEKNVTNTPIDPSGKFPFISL
ASKKKEKSKPYPGAELSSMGAIVWA
VRAEDYNKAMELDCLLGISNEFIVLI
EQETKSVVFNCSCRDVIGWTSTDTS
LKIFYERGECVSVGSFINIEEIKEIVK
RLQFVSKGCESVEMTLRRNGLGQL
GFHVNYEGIVADVEPYGYAWQAGLR
QGSRLVEICKVAVATLSHEQMIDLLR
TSVTVKVVIIPPHDDCTPRRSCSETY
RMPVMEYKMNEGVSYEFKFPFRNN
NKWQRNASKGPHSPQVPSQVQSPM
TSRLNAGKGDGKMPPPERAANIPRS
ISSDGRPLERRLSPGSDIYVTVSSMA
LARSQCRNSPSNLSSSSDTGSVGGT
YRQKSMPEGFGVSRRSPASIDRQNT
QSDIGGSGKSTPSWQRSEDSIADQM
AYSYRGPQDFNSFVLEQHEYTEPTC
HLPAVSKVLPAFRESPSGRLMRQDP
VVHLSPNKQGHSDSHYSSHSSSNTL
SSNASSAHSDEKWYDGDRTESELN
SYNYLQGTSADSGIDTTSYGPSHGST
ASLGAATSSPRSGPGKEKVAPLWHS
SSEVISMADRTLETESHGLDRKTESS
LSLDIHSKSQAGSTPLTRENSTFSIN
DAASHTSTMSSRHSASPVVFTSARS
SPKEELHPAAPSQLAPSFSSSSSSSS
GPRSFYPRQGATSKYLIGWKKPEGTI
NSVGFMDTRKRHQSDGNEIAHTRL
RASTRDLRASPKPTSKSTIEEDLKKLI
DLESPTPESQKSFKFHALSSPQSPFP
STPTSRRALHRTLSDESIYNSQREHF



FTSRASLLDQALPNDVLFSSTYPSLP
KSLPLRRPSYTLGMKSLHGEFSASD
SSLTDIQETRRQPMPDPGLMPLPDT
AADLDWSNLVDAAKAYEVQRASFFA
ASDENHRPLSAASNSDQLEDQALAQ
MKPYSSSKDSSPTLASKVDQLEGML
KMLREDLKKEKEDKAHLQAEVQHL
REDNLRLQEESQNASDKLKKFTEW
VFNTIDMS


