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phospho site

Ser258 GGDPGDEMGVLEVESPVSPDDSLPEK 1376.5820 +2 2.56 S15-Phospho (79.9663 Da)
M8-Oxidation (15.9949 Da) 100

Ser261 GGDPGDEMGVLEVESPVSPDDSLPEKADGTVNSPR 1211.8689 +3 6.5 S18-Phospho (79.9663 Da) 99.9

Ser276 ADGTVNSPR 498.7099 +2 3.1 S7-Phospho (79.9663 Da) 100

Ser324 CSSVTGVMQK 591.7481 +2 2.32 S3-heavyPhospho (85.9663 Da)
C1-Carbamidomethyl (57.02146 Da) 100

Ser348 HASAPSHVQPSDSEKNR 483.9694 +4 2.81 S3-heavyPhospho (85.9663 Da) 100

Ser377 FEINLISPDTK 678.8242 +2 2.55 S7-Phospho (79.9663 Da) 100

Ser492 HLSSLTDNEQADIFER 978.7336 +2 3.64 S3-Phospho (79.9663 Da) 100

Ser577 SLTSSLENIFSR 720.3439 +2 2.25 S5-heavyPhospho (85.9663 Da) 99.65

Ser595 GRLGSMDSFER 447.5273 +3 2.8 S5-heavyPhospho (85.9663 Da) 100

Ser598 LGSMDSFER 561.2192 +2 3.13 S6-Phospho (79.9663 Da) 100

Thr649 AHTFSHPPSSSR 466.2053 +3 3.51 T3-heavyPhospho (85.9663 Da) 100

Ser673 AHGLRSPLLR 400.5511 +3 3.63 S6-Phospho (79.9663 Da) 100

Ser680 QSSSEQCSIVPSAR 808.3406 +2 3.61 S3-Phospho (79.9663 Da)
C7-Carbamidomethyl (57.02146 Da) 100

Ser711 ESNSSCSLPSLHTSFsAPSFTAPSFLK 991.7851 +3 2.61 S16-heavyPhospho (85.9663 Da)
C6-Carbamidomethyl (57.02146 Da) 99.28

Ser761 RTSSTCsNESLNAGGTPVTPR 758.3388 +3 5.88 S7-Phospho (79.9663 Da)
C6-Carbamidomethyl (57.02146 Da) 100

Ser764 RTSSTCSNEsLNAGGTPVTPR 1179.4944 +2 2.06
S10-heavyPhospho (85.9663 Da)
S7-Phospho (79.9663 Da)
C6-Carbamidomethyl (57.02146 Da)

99.06

Ser789 VASPVNK 397.6930 +2 2.91 S3-Phospho (79.9663 Da) 100

Ser794 VASPVNKsPSAMQQQK 890.9289 +2 4.74 S8-Phospho (79.9663 Da) 100

Ser817 DGLDRTELLPLSPLsPTMEEEPLIIFLSGDEDTEKVEEK 1121.5419 +4 2.72 S15-Phospho (79.9663 Da)
M18-Oxidation (15.9949 Da) 97.26



Ser258
Sequence: GGDPGDEMGVLEVESPVSPDDSLPEK, S15-Phospho (79.96633 Da), M8-Oxidation (15.99492 Da)
Charge: +2,   Monoisotopic m/z: 1376.08144 Da (-1.72 mmu/-1.25 ppm),  MH+: 2751.15561 Da, 
RT: 84.3465 min, Identified with: Sequest HT (v1.17); XCorr:2.56, 
ptmRS: Best Site Probabilities:S15(Phospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser261
Sequence: GGDPGDEMGVLEVESPVSPDDSLPEKADGTVNSPR, S18-Phospho (79.96633 Da)
Charge: +3,   Monoisotopic m/z: 1211.53455 Da (-1.83 mmu/-1.51 ppm),   MH+: 3632.58908 Da,   
RT: 55.0002 min, Identified with: Sequest HT (v1.17); XCorr:6.50, 
ptmRS: Best Site Probabilities:S18(Phospho): 99.99, Fragment match tolerance used for search: 0.02 Da



Ser276
Sequence: ADGTVNSPR, S7-Phospho (79.96633 Da)
Charge: +2,   Monoisotopic m/z: 498.70993 Da (-1.02 mmu/-2.04 ppm),   MH+: 996.41258 Da,   
RT: 19.8079 min, Identified with: Sequest HT (v1.17); XCorr:3.10,
ptmRS: Best Site Probabilities:S7(Phospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser324
Sequence: CSSVTGVMQK, C1-Carbamidomethyl (57.02146 Da), S3-heavyPhospho (85.96631 Da)
Charge: +2, Monoisotopic m/z: 591.74811 Da (+5.05 mmu/+8.53 ppm),   MH+: 1182.48894 Da,   
RT: 41.5046 min,Identified with: Sequest HT (v1.17); XCorr:2.32, 
ptmRS: Best Site Probabilities:S3(heavyPhospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser348
Sequence: HASAPSHVQPSDSEKNR, S3-heavyPhospho (85.96631 Da)
Charge: +4,   Monoisotopic m/z: 483.96932 Da (+2.53 mmu/+5.22 ppm),   MH+: 1932.85546 Da,   
RT: 42.2567 min, Identified with: Sequest HT (v1.17); XCorr:2.81, 

ptmRS: Best Site Probabilities:S3(heavyPhospho): 100,Fragment match tolerance used for search: 0.02 Da



Ser377
Sequence: FEINLISPDTK, S7-Phospho (79.96633 Da)
Charge: +2,   Monoisotopic m/z: 678.82422 Da (-1.76 mmu/-2.59 ppm),   MH+: 1356.64116 Da,   
RT: 87.7573 min, Identified with: Sequest HT (v1.17); XCorr:2.55, 
ptmRS: Best Site Probabilities:S7(Phospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser492
Sequence: HLSSLTDNEQADIFER, S3-Phospho (79.96633 Da)
Charge: +2,   Monoisotopic m/z: 977.92963 Da (-1.13 mmu/-1.15 ppm),   MH+: 1954.85198 Da,   
RT: 74.2388 min, Identified with: Sequest HT (v1.17); XCorr:3.64, 
ptmRS: Best Site Probabilities:S3(Phospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser577
Sequence: SLTSSLENIFSR, S5-heavyPhospho (85.96631 Da)
Charge: +2,   Monoisotopic m/z: 720.34387 Da (+6.65 mmu/+9.23 ppm),   MH+: 1439.68047 Da,   
RT: 100.6558 min, Identified with: Sequest HT (v1.17); XCorr:2.25, 
ptmRS: Best Site Probabilities:S5(heavyPhospho): 99.65, Fragment match tolerance used for search: 0.02 Da



Ser595
Sequence: GRLGSMDSFER, S5-heavyPhospho (85.96631 Da)
Charge: +3,   Monoisotopic m/z: 447.52725 Da (+3.79 mmu/+8.46 ppm),   MH+: 1340.56720 Da,   
RT: 53.8501 min, Identified with: Sequest HT (v1.17); XCorr:2.80, 
ptmRS: Best Site Probabilities:S5(heavyPhospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser598
Sequence: LGSMDSFER, S6-Phospho (79.96633 Da)
Charge: +2,   Monoisotopic m/z: 561.21924 Da (-1.05 mmu/-1.87 ppm),   MH+: 1121.43120 Da,   
RT: 63.1517 min, Identified with: Sequest HT (v1.17); XCorr:3.13, 
ptmRS: Best Site Probabilities:S6(Phospho): 100, Fragment match tolerance used for search: 0.02 Da



Thr649
Sequence: AHTFSHPPSSSR, T3-heavyPhospho (85.96631 Da)
Charge: +3,   Monoisotopic m/z: 466.20529 Da (+3.8 mmu/+8.15 ppm),   MH+: 1396.60132 Da,   
RT: 20.2793 min, Identified with: Sequest HT (v1.17); XCorr:3.51, 
ptmRS: Best Site Probabilities:T3(heavyPhospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser673
Sequence: AHGLRSPLLR, S6-Phospho (79.96633 Da)
Charge: +3,   Monoisotopic m/z: 400.55106 Da (-0.75 mmu/-1.88 ppm),   MH+: 1199.63861 Da,   
RT: 36.4646 min, Identified with: Sequest HT (v1.17); XCorr:3.63,
ptmRS: Best Site Probabilities:S6(Phospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser680
Sequence: QSSSEQCSIVPSAR, C7-Carbamidomethyl (57.02146 Da), S3-Phospho (79.96633 Da)
Charge: +2,   Monoisotopic m/z: 808.34064 Da (-2.09 mmu/-2.59 ppm),   MH+: 1615.67400 Da,   
RT: 49.9933 min,Identified with: Sequest HT (v1.17); XCorr:3.61, 
ptmRS: Best Site Probabilities:S3(Phospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser711
Sequence: ESNSSCSLPSLHTSFSAPSFTAPSFLK, C6-Carbamidomethyl (57.02146 Da), S16-heavyPhospho 
(85.96631 Da)
Charge: +3,   Monoisotopic m/z: 991.45068 Da (+3.25 mmu/+3.28 ppm),   MH+: 2972.33750 Da,   
RT: 61.9515 min, Identified with: Sequest HT (v1.17); XCorr:2.61, 
ptmRS: Best Site Probabilities:S16(heavyPhospho): 99.28, Fragment match tolerance used for search: 0.02 Da



Ser761
Sequence: RTSSTCSNESLNAGGTPVTPR, C6-Carbamidomethyl (57.02146 Da), S7-Phospho (79.96633 Da)
Charge: +3,   Monoisotopic m/z: 758.00494 Da (-0.7 mmu/-0.92 ppm),   MH+: 2272.00028 Da,   
RT: 30.8200 min, Identified with: Sequest HT (v1.17); XCorr:5.88, 
ptmRS: Best Site Probabilities:S7(Phospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser764
Sequence: RTSSTCSNESLNAGGTPVTPR, C6-Carbamidomethyl (57.02146 Da), S7-Phospho (79.96633 Da), 
S10-heavyPhospho (85.96631 Da) 
Charge: +2,   Monoisotopic m/z: 1179.49472 Da (+6.75 mmu/+5.72 ppm),   MH+: 2357.98217 Da,   
RT: 53.4554 min, Identified with: Sequest HT (v1.17); XCorr:2.06, 
ptmRS: Best Site Probabilities:S7(Phospho): 96.6; S10(heavyPhospho): 99.06, Fragment match tolerance
used for search: 0.02 Da



Ser789
Sequence: VASPVNK, S3-Phospho (79.96633 Da)
Charge: +2,   Monoisotopic m/z: 397.69302 Da (-1.01 mmu/-2.55 ppm),   MH+: 794.37877 Da,   
RT: 20.4943 min, Identified with: Sequest HT (v1.17); XCorr:2.91, 
ptmRS: Best Site Probabilities:S3(Phospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser794
Sequence: VASPVNKSPSAMQQQK, S8-Phospho (79.96633 Da)
Charge: +2,   Monoisotopic m/z: 890.42554 Da (-1.06 mmu/-1.19 ppm),   MH+: 1779.84380 Da,   
RT: 33.6538 min, Identified with: Sequest HT (v1.17); XCorr:4.74, 
ptmRS: Best Site Probabilities:S8(Phospho): 100, Fragment match tolerance used for search: 0.02 Da



Ser817
Sequence: DGLDRTELLPLSPLSPTMEEEPLIIFLSGDEDTEKVEEK, S15-Phospho (79.96633 Da), M18-Oxidation 
(15.99492 Da) 
Charge: +4, Monoisotopic m/z: 1121.04089 Da (-0.97 mmu/-0.87 ppm),  MH+: 4481.14174 Da,   
RT: 72.5007 min, Identified with: Sequest HT (v1.17); XCorr:2.72, 
ptmRS: Best Site Probabilities:S15(Phospho): 97.26, Fragment match tolerance used for search: 0.02 Da


