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Mascot and Scaffold data combined
* highest mascot ion score for the peptide and its corresponding expect score

PSKR1 alone
Peptide Ion score* Expect score PhosphositePhosphoRS S Scaffold probability (%)
R.SGEVDPEIEESESMNRKELGEIGSK.L + Phospho (ST) 76 2.2e 06 S686 99.7
R.RRSGEVDPEIEESESMNR.K + Phospho (ST) 45 0.0045 S686
R.SGEVDPEIEESESMNRK.E + Phospho (ST) 36 0.034 S698 95.1
R.IAQGAAKGLLYLHEGCDPHILHR.D + Phospho (Y) 22 0.61 Y847
R.DIKSSNILLDENFNSHLADFGLAR.L + Phospho (ST) 86 0.00013 S863 99.7
R.DIKSSNILLDENFNSHLADFGLAR.L + Phospho (ST) 53 0.0006 S864
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Oxidation (M); Ph61 0.00016 S886 99.7
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Oxidation (M); Ph57 0.0004 S886
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (Y) 72 1.2e 05 Y888 99.7
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (ST); Pho63 0.00011 Y888, T890 99.7
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (ST) 73 3.9e 05 T890 99.7
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Oxidation (M); Ph73 1e 05 T890 99.7
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (ST) 29 0.23 S893 S(3): 0.4; Y(5): 1.2; T(7): 3.9; S(10): 47.2; T(11): 47.2; T(16): 0.0; Y(19): 0.0; Y(24): 0.0; S(28): 0
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (ST) 66 5.5e 05 T894 99.7
R.ASEVFDPLIYSKENDKEMFR.V + Phospho (ST) 39 0.019 S961 96.7

PSKR1 + Mg
Peptide Ion score* Expect score PhosphositePhosphoRS S Scaffold probability (%)
R.SGEVDPEIEESESMNR.K + Phospho (ST) 78 1.4e 06 S686 S(1): 100.0; S(11): 0.0; S(13): 0.0
R.SGEVDPEIEESESMNRK.E + Phospho (ST) 30 0.13 S696
K.LVVLFQSNDK.E + Phospho (ST) 41 0.008 S717 S(7): 100.0 99.6
R.DIKSSNILLDENFNSHLADFGLAR.L + Phospho (ST) 72 7.3e 06 S864 99.7
R.DIKSSNILLDENFNSHLADFGLAR.L + Phospho (ST) 64 4.4e 05 S863
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (Y) 45 0.0064 Y888 S(3): 12.8; Y(599.5
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (ST) 40 0.019 T890 S(3): 12.8; Y(599.7
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Oxidation (M); Ph 51 0.0016 T890 S(3): 1.4; Y(5): 48.4; T(7): 48.4; S(10): 0.3; T(11): 1.4; T(16): 0.0; Y(19): 0.0; Y(24): 0.0; S(28): 0
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (ST) 58 0.00031 T894 S(3): 0.6; Y(5)99.7
R.ASEVFDPLIYSKENDKEMFR.V + Phospho (ST) 29 0.21 S961 99.7
R.ASEVFDPLIYSKENDKEMFR.V + Phospho (Y) 29 0.22 Y969

dPSKR1
Peptide Phosphosite

rephospPSKR1 + Mg
Peptide Ion score* Expect score PhosphositePhosphoRS S Scaffold probability (%)
R.SGEVDPEIEESESMNR.K + Phospho (ST) 99 1.1e 08 S686 S(1): 100.0; S 99.7
K.LVVLFQSNDK.E + Phospho (ST) 41 0.0075 S717 S(7): 100.0 96.6
R.IAQGAAKGLLYLHEGCDPHILHR.D + Phospho (Y) 23 0.45 Y847
R.DIKSSNILLDENFNSHLADFGLAR.L + Phospho (ST) 71 9.2e 06 S863 99.7
R.DIKSSNILLDENFNSHLADFGLAR.L + Phospho (ST) 108 1.6e 09 S864 99.7
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Oxidation (M); Ph 72 1.2e 05 S886 S(3): 66.7; Y(599.7
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (Y) 45 0.0068 Y888 S(3): 33.0; Y(599.1
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Oxidation (M); Ph 47 0.0037 Y888 S(3): 1.4; Y(5): 48.4; T(7): 48.4; S(10): 0.3; T(11): 1.4; T(16): 0.0; Y(19): 0.0; Y(24): 0.0; S(28): 0
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (ST); Pho 39 0.028 Y888, T890
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (ST) 72 1.4e 05 T890 S(3): 12.8; Y(599.7
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Oxidation (M); Ph 73 9.1e 06 T890 S(3): 1.4; Y(5): 48.4; T(7): 48.4; S(10): 0.3; T(11): 1.4; T(16): 0.0; Y(19): 0.0; Y(24): 0.0; S(28): 0
R.LMSPYETHVSTDLVGTLGYIPPEYGQASVATYK.G + Phospho (ST) 48 0.0031 T894 S(3): 0.6; Y(5): 2.8; T(7): 13.8; S(10): 13.8; T(11): 69.0; T(16): 0.0; Y(19): 0.0; Y(24): 0.0; S(28): 0
R.ASEVFDPLIYSKENDKEMFR.V + Phospho (ST) 55 0.00053 S961 99.4
R.ASEVFDPLIYSKENDKEMFR.V + Phospho (Y) 20 1.7 S969
R.ASEVFDPLIYSKENDKEMFR.V + Phospho (ST) 20 1.7 S970
HEsRAsEVFDPLIYSK 33 S958, S961 93.4

dPSKR1 + Mn
Peptide Ion score* Expect score PhosphositePhosphoRS S Scaffold probability (%)
R.KELGEIGSK.L + Phospho (ST) 28 0.15 S709
K.LSGDCGQIER.E + Phospho (ST) 26 0.16 S765
R.DIKSSNILLDENFNSHLADFGLAR.L + Phospho (ST) 73 5.6e 06 S863 99.7
R.DIKSSNILLDENFNSHLADFGLAR.L + Phospho (ST) 54 0.00049 S864 99.6
R.ASEVFDPLIYSKENDKEMFR.V + Phospho (ST) 29 0.22 S961
R.ASEVFDPLIYSKENDKEMFR.V + Phospho (Y) 27 0.37 S969

rephospho PSKR1 + Ca
Peptide Ion score* Expect score PhosphositePhosphoRS S Scaffold probability (%)
R.DIKSSNILLDENFNSHLADFGLAR.L + Phospho (ST) 69 1.4e 05 S863 99.7
R.RRSGEVDPEIEESESMNR.K + Phospho (ST) 49 0.0018 S686
R.IAQGAAKGLLYLHEGCDPHILHR.D + Phospho (Y) 25 0.31 Y847
R.DIKSSNILLDENFNSHLADFGLAR.L + Phospho (ST) 52 0.00082 S864 99.7
K.HESRASEVFDPLIYSK.E + 2 Phospho (ST) 32 0.063 S958, S961
R.ASEVFDPLIYSKENDKEMFR.V + Phospho (ST) 24 0.63 S961
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