DISPHOS Results

> LiSIR2rpl
MTASPRAPHQEHVLGEPTLEGLAHYIREKNVRRILVLVGAGASVAAGIPDFRSPDTGIYANLGKYN
LEDPTDAFSLTLLREKPEIFYSIARELNLWPGHFQPTAVHHFIRLLODEGRLLRCCTQONIDGLEKA
AGVSPELLVEAHGSFAAAACIECHTPFSIEQNYLEAMSGTVSRCSTCGGIVKPNVVEFFGENLPDAF
FDALHHDAPIAELVIIIGTSMQVHPFALLPCVVPKSVPRVVMNRERVGGLLFRFPDDPLNTVHEDA
VAKEGRSSSSOSRSPSASPRREEGGTEDSPSSPNEEVEEASTSSSSDGYGQYGDYHAHPDVCRDVLE
RGDCQENVVTLAEYLGLSEALAKRMRLSDAAPATAQRAPNET
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Amino Acid Positiom
Statistics
Number of phosphorylated serines: 13 out of 31
(41.935%)
Number of phosphorylated threonines: 0 out of 17 (0.000%)
Number of phosphorylated tyrosines: 0 out of 9 (0.000%)
Position Residue Score Sequence Yes/No
2 T 0.095 ***MTASPR
4 S 0.180 *MTASPRAP
18 T 0.036 LGEPTLEGL
25 Y 0.041 GLAHYIREK
43 S 0.051 GAGASVAAG
53 S 0.091 PDFRSPDTG
56 T 0.023 RSPDTGIYA
59 Y 0.128 DTGIYANLG
65 Y 0.044 NLGKYNLED
71 T 0.017 LEDPTDAFS
75 S 0.059 TDAFSLTLL
77 T 0.005 AFSLTLLRE
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313 Y 0.483 SSDGYGQYG
316 Y 0.216 GYGQYGDYH
319 Y 0.165 QYGDYHAHP
341 T 0.004 ENVVTLAEY
345 Y 0.031 TLAEYLGLS
349 S 0.109 YLGLSEALA
359 S 0.389 RMRLSDAAP
365 T 0.279 AAPATAQRA

373 T 0.051 APNET****
*An asterisk indicates prediction by similarity to the training sequences



