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Figure S2

Scivers M ascot Sear ch Results

Database : BSA (7 sequences; 1961 residues)
Protein hits : BSA BSA

Probability Based M owse Score
lons score is-10*Log(P), where P is the probability that the observed match is arandom event.

Individual ions scores > 1 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Number of Hits
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Peptide Summary Report

Format As | [Peptide Summary = Help
Significance threshold p< |0-05 Max. number of hits|AUTO
Standard scoring © MudPIT scoring @ lons score or expect cut-off |25 Show sub—setle

Show pop-ups @ Suppresspop-ups C  Sort unassigned |Decreasing Score

~| Requireboldred ™

Select All | Select None | Search Selected | [~ Error tolerant Archive Report |
1. BSA Mass: 73508 Score: 5705 Queries matched: 157 emPAl: 13.22
BSA

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 141 407.7479 813.4812 813.4782 3.70 0 (40) 0.00011 1 K. _GACLLPK + Dimethyl (K); Dimethyl (N-term)
[V 147 411.7723 8215301 8215285 195 0 53 5e-006 1 K. _GACLLPKI + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 148 411.7728 821.5310 821.5285 3.15 0 (39) 0.00012 1 K. GACLLPKI + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 149 411.7730 821.5315 8215285 3.73 0 (39) 0.00012 1 K. GACLLPKI + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
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423.2715
423.2715
423.2717
423.2719
423.2720
427.2967
427.2968
427.2968
427.2973
427.2976
478.2671
478.2676
481.8016
489.7799
489.7799
489.7801
489.7802
489.7807
493.8046
493.8051
493.8052
493.8055
493.8062
515.7645
344.1788
519.7896
346.8622
539.8727
569.7532
582.2941
583.7686
583.7700
583.7701
585.7811
585.7829
585.7851
598.3503
610.3533
610.3538
409.6089
656.3776
445.2433
334.1849
449.2685
681.3948

844.5284
844.5284
844.5288
844.5293
844.5295
852.5789
852.5790
852.5790
852.5800
852.5807
954.5197
954.5207
961.5887
977.5453
977.5453
977.5457
977.5458
977.5469
985.5947
985.5957
985.5959
985.5965
985.5979

1029.5144
1029.5145
1037.5647
1037.5647
1077.7309
1137.4918
1162.5736
1165.5227
1165.5255
1165.5257
1169.5477
1169.5512
1169.5557
1194.6861
1218.6921
1218.6930
1225.8048
1310.7406
1332.7080
1332.7106
1344.7837
1360.7751

844.5270
844.5270
844.5270
844.5270
844.5270
852.5772
852.5772
852.5772
852.5772
852.5772
954.5174
954.5174
961.5870
977.5433
977.5433
977.5433
977.5433
977.5433
985.5936
985.5936
985.5936
985.5936
985.5936

1029.5131
1029.5131
1037.5633
1037.5633
1077.7249
1137.4907
1162.5692
1165.5220
1165.5220
1165.5220
1169.5471
1169.5471
1169.5471
1194.6798
1218.6860
1218.6860
1225.8009
1310.7347
1332.7078
1332.7078
1344.7831
1360.7714

1.72
1.72
2.16
2.81
3.02
1.99
2.13
2.13
3.28
4.07
2.41
3.45
1.74
2.03
2.03
241
2.47
3.66
1.15
2.14
2.39
2.95
4.37
1.25
1.35
1.30
1.34
5.60
0.98
3.74
0.64
3.01
3.22
0.54
3.55
7.38
5.32
5.05
5.75
3.19
4.52
0.20
2.16
0.47
2.72

O rPr PP ORFP OOOO O OO0 OO0 OO0 OO0 O0OO0DO0ODO0OO0ODO0OO0OO0OO0OO0OOOOOOLOOOOOoOOoOOo o o

(40) 0.00011
(32) 0.00059
(45) 3.4e-005
(47) 2.2-005
(47) 2.1e-005
(39) 0.00012
(47) 2.1e-005

(30) 0.0011
47 2.1e-005
(36) 0.00028
(35)  0.0003
35 0.0003
39 0.00012

(54) 4.1-006
(51) 7.3e-006
(54) 4.4e-006
(43) 5.1e-005
(29) 0.0012
(48) 1.7e-005
54 3.9e-006
(48) 1.56-005
(51) 7.26-006
(28)  0.0014
44 3.9e-00
(27)  0.0019
(44)  4e-005
(30) 0.0009
50 1.1e-00
(47)  2e-005
61 8.3e-00
63 5.1e-00
(54) 3.8-0

(46) 2.3e-0

(28)  0.0017
(38) 0.0001
(32) 0.0007
(26)  0.0026
(40) 0.0001
47  2e-005
44 4.1e-00
46 2.5e-00
62 5.8e-00
(33) 0.0004
(45) 3.1-0

(49) 1.36-0

B R, R, R R R R PP RR R R R R [ N = N

[y

[o2 N ¢ ) ) |
PR R R R R

_LVTDLTKYV + Dimethyl (K); Dimethyl (N-term)
_LVTDLTKYV + Dimethyl (K); Dimethyl (N-term)
_LVTDLTKYV + Dimethyl (K); Dimethyl (N-term)
_LVTDLTKYV + Dimethyl (K); Dimethyl (N-term)
_LVTDLTKYV + Dimethyl (K); Dimethyl (N-term)
_LVTDLTKYV + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
~ LVTDLTKYV + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
~ LVTDLTKYV + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_LVTDLTKYV + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_LVTDLTKYV + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_YLYEIAR.R + Dimethyl (N-term)

. _YLYEIAR.R + Dimethyl (N-term)
_LCVLHEKT + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_AEFVEVTKL + Dimethyl (K); Dimethyl (N-term)
~ AEFVEVTKL + Dimethyl (K); Dimethyl (N-term)
_AEFVEVTKL + Dimethyl (K); Dimethyl (N-term)
_AEFVEVTKL + Dimethyl (K); Dimethyl (N-term)
_AEFVEVTKL + Dimethyl (K); Dimethyl (N-term)
_AEFVEVTKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_AEFVEVTKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_AEFVEVTKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_AEFVEVTKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

. _AEFVEVTKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_DLGEEHFKG + Dimethyl (K); Dimethyl (N-term)
_DLGEEHFKG + Dimethyl (K); Dimethyl (N-term)
_DLGEEHFIG + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_ DLGEEHFIG + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_QTALVELLKH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

.CCTESLVNR.R

~ EACFAVEGPK + Dimethyl (K); Dimethyl (N-term)

~ CCTESLVNR.R + Dimethyl (N-term)

_CCTESLVNR.R + Dimethyl (N-term)

_ CCTESLVNR.R + Dimethyl (N-term)

_CCTESLVNR.R + Dimethyl:2H(4) (N-term)

_CCTESLVNR.R + Dimethyl:2H(4) (N-term)

_CCTESLVNR.R + Dimethyl:2H(4) (N-term)

_LVNELTEFAK.T + Dimethyl:2H(4) (N-term)

~ LVNELTEFAKT + Dimethyl (K); Dimethyl (N-term)

K. LVNELTEFAKT + Dimethyl (K); Dimethyl (N-term)

_KQTALVELLKH + 2 Dimethyl (K); Dimethyl (N-term)

_HPEYAVSVLLR.L + Dimethyl (N-term)

_FKDLGEEHFIG + 2 Dimethyl (K); Dimethyl (N-term)

_FKDLGEEHFIG + 2 Dimethyl (K); Dimethyl (N-term)

_ FKDLGEEHFIG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_HLVDEPQNLIKQ + Dimethyl (K); Dimethyl (N-term)
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681.3965
681.3966
681.3976
685.4216
685.4222
685.4228
463.2625
463.2626
722.3250
489.9536
489.9539
489.9539
489.9546
736.3835
491.2952
491.2955
738.3531
492.5912
492.5927
738.3861
738.3862
740.4084
495.2753
495.2760
742.4109
742.4119
750.3567
750.3571
750.3579
750.3588
750.3610
754.3813
754.3828
754.3835
754.3841
754.3863
754.4207
754.4216
754.4221
756.4345
756.4345
756.4359
507.2230
509.9051
767.7972

1360.7785
1360.7787
1360.7807
1368.8287
1368.8299
1368.8310
1386.7658
1386.7659
1442.6354
1466.8390
1466.8399
1466.8400
1466.8418
1470.7525
1470.8637
1470.8647
1474.6917
1474.7516
1474.7562
14747577
1474.7578
1478.8023
1482.8042
1482.8063
1482.8073
1482.8093
1498.6988
1498.6997
1498.7013
1498.7031
1498.7075
1506.7481
1506.7511
1506.7525
1506.7537
1506.7580
1506.8268
1506.8287
1506.8297
1510.8545
1510.8545
1510.8573
1518.6471
1526.6936
1533.5798

1360.7714
1360.7714
1360.7714
1368.8217
1368.8217
1368.8217
1386.7640
1386.7640
1442.6347
1466.8358
1466.8358
1466.8358
1466.8358
1470.7429
1470.8609
1470.8609
1474.6912
1474.7490
1474.7490
1474.7490
1474.7490
1478.7931
1482.7992
1482.7992
1482.7992
1482.7992
1498.6973
1498.6973
1498.6973
1498.6973
1498.6973
1506.7476
1506.7476
1506.7476
1506.7476
1506.7476
1506.8194
1506.8194
1506.8194
1510.8446
1510.8446
1510.8446
1518.6443
1526.6945
1533.5786

5.23
5.32
6.84
5.16
6.05
6.84
1.28
1.35
0.42
2.22
2.84
2.90
4.15
6.58
1.94
2.62
0.39
1.79
4.90
5.88
5.96
6.26
3.33
4.75
5.48
6.80
0.99
1.59
2.62
3.84
6.77
0.38
2.32
3.29
4.08
6.94
4.85
6.16
6.82
6.56
6.56
8.41
1.83
-0.58
0.82

0P 0O 0000000000000 O0OO0OO0O0O0O0O0O0O0O00O0OO0ORRORRRERROOOOOOOOO

(30)  0.001
(33) 0.0004
49 1.3e-00
(44) 4.26-0
(34)  0.0004
(44) 4.56-0
(34) 0.0004
47  2e-005
(68) 1.7e-0
(56) 2.6-0
(54)  4e-006
73 4.8e-00
(69) 1.4e-0
69 1.3e-00
(33) 0.0004
(41) 8.5-0
(65) 2.9e-0
(42) 6.56-0
(33) 0.0005
(59) 1.2e-0
(52) 6.36-0
(56) 2.36-0
(35) 0.0003
(32) 0.0006
(38) 0.0001
65 2.9e-00
(67) 1.96-0
(61) 8e-007
(67) 2.26-0
(60)  1e-006
(67) 2e-007
(70)  1e-007
(71) 7.3e-0
76 2.4e-00
(46) 2.4e-0
(72)  7e-008
(45) 3.1e-0
(74) 4.4e-0
110 1.1e-0
(73)  5e-008
(86) 2.5-0
(68) 1.56-0
(49) 1.26-0
67 2.1e-0
(31) 0.0008
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K. _HLVDEPQNLIKQ + Dimethyl (K); Dimethyl (N-term)
_HLVDEPQNLIKQ + Dimethyl (K); Dimethyl (N-term)
_HLVDEPQNLIKQ + Dimethyl (K); Dimethyl (N-term)
_HLVDEPQNLIKQ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HLVDEPQNLIKQ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HLVDEPQNLIKQ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
~ ECCDIRLLEK.S + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
K. ECCDIRLLEK.S + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
K.YICDNQDTISSK.L

_ RHPEYAVSVLLR.L + Dimethyl (N-term)

_RHPEYAVSVLLR.L + Dimethyl (N-term)

_RHPEYAVSVLLR.L + Dimethyl (N-term)

_RHPEYAVSVLLR.L + Dimethyl (N-term)

_TVMENFVAFVDIC + Dimethyl (K); Dimethyl (N-term); Oxidation (M)
_RHPEYAVSVLLR.L + Dimethyl:2H(4) (N-term)
_RHPEYAVSVLLR.L + Dimethyl:2H(4) (N-term)
_YICDNQDTISSK.L + Dimethyl:2H(4) (N-term)
_SLHTLFGDELCK/ + Dimethyl (K); Dimethyl (N-term)
_SLHTLFGDELCK/ + Dimethyl (K); Dimethyl (N-term)
_SLHTLFGDELCK/ + Dimethyl (K); Dimethyl (N-term)
_SLHTLFGDELCHK/ + Dimethyl (K); Dimethyl (N-term)
_TVMENFVAFVDIC + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O
~ SLHTLFGDELCK/ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_SLHTLFGDELCK/ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_SLHTLFGDELCK/ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_SLHTLFGDELCK/ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_YICDNQDTISSKL + Dimethyl (K); Dimethyl (N-term)
_YICDNQDTISSKL + Dimethyl (K); Dimethyl (N-term)
_YICDNQDTISSKL + Dimethyl (K); Dimethyl (N-term)

_ YICDNQDTISSKL + Dimethyl (K); Dimethyl (N-term)

_ YICDNQDTISSKL + Dimethyl (K); Dimethyl (N-term)
_YICDNQDTISSKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_YICDNQDTISSKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_YICDNQDTISSKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_YICDNQDTISSKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_YICDNQDTISSKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_LGEYGFQNALIVR.Y + Dimethyl (N-term)

_ LGEYGFQNALIVR.Y + Dimethyl (N-term)

_ LGEYGFQNALIVR.Y + Dimethyl (N-term)
_LGEYGFQNALIVR.Y + Dimethyl:2H(4) (N-term)
_LGEYGFQNALIVR.Y + Dimethyl:2H(4) (N-term)
_LGEYGFQNALIVR.Y + Dimethyl:2H(4) (N-term)

_ TCVADESHAGCEX + Dimethyl (K); Dimethyl (N-term)

_ TCVADESHAGCEX + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_ETYGDMADCCERK+ Dimethyl (K); Dimethyl (N-term)

K
K
K.
K
K
K

xidation (M)
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767.7979
512.2012
770.4440
771.8224
771.8226
771.8234
775.7966
779.8191
779.8215
779.8444
783.8691
798.3956
800.4080
537.5796
540.2629
411.9836
566.0049
566.0075
566.0080
568.6872
568.6914
433.2145
884.9406
593.2371
593.2372
594.5789
594.5792
902.3893
601.9293
601.9295
601.9297
601.9298
601.9299
902.3916
902.3916
902.3917
902.3921
902.3921
902.3921
604.6125
604.6128
604.6129
604.6133
906.4168
906.4171

1533.5812
1533.5819
1538.8735
1541.6303
1541.6307
1541.6322
1549.5786
1557.6237
1557.6285
1557.6743
1565.7236
1594.7767
1598.8014
1609.7169
1617.7670
1643.9053
1694.9927
1695.0007
1695.0022
1703.0397
1703.0524
1728.8288
1767.8667
1776.6895
1776.6897
1780.7149
1780.7157
1802.7640
1802.7660
1802.7667
1802.7672
1802.7677
1802.7680
1802.7687
1802.7687
1802.7688
1802.7696
1802.7697
1802.7697
1810.8157
1810.8166
1810.8169
1810.8180
1810.8191
1810.8196

1533.5786
1533.5786
1538.8668
1541.6288
1541.6288
1541.6288
1549.5735
1557.6237
1557.6237
1557.6691
1565.7193
1594.7667
1598.7919
1609.7083
1617.7585
1643.8990
1694.9931
1694.9931
1694.9931
1703.0433
1703.0433
1728.8253
1767.8535
1776.6866
1776.6866
1780.7117
1780.7117
1802.7604
1802.7604
1802.7604
1802.7604
1802.7604
1802.7604
1802.7604
1802.7604
1802.7604
1802.7604
1802.7604
1802.7604
1810.8106
1810.8106
1810.8106
1810.8106
1810.8106
1810.8106

1.70
2.16
4.34
1.01
1.26
2.20
3.30
0.01
3.09
3.36
2.76
6.26
5.95
5.39
5.25
3.86
-0.21
4.51
5.36
-2.10
5.34
2.01
7.47
1.68
1.78
1.83
2.27
2.03
3.10
3.53
3.81
4.08
4.22
4.60
4.64
4.67
5.10
5.19
5.19
2.83
3.29
3.49
4.10
4.68
4.95
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(59) 1.1e-0
(31) 0.0007
36 0.00024
(59) 1.36-0
(44) 4.1e-0
77 2.2e-00
(36) 0.0002
(56) 2.8e-0
(43) 5.4e-0
56 2.4e-00
(54) 4.1e-0
82 5.9e-00
(75) 3.16-0
(41)  8e-005
46 2.7e-00
27 0.0022
(28)  0.001
(36) 0.0002
54 4.2e-00
(50)  9e-00
(39) 0.0001
30 0.00096
92 5.9e-01
(57) 2.2e-0
76 2.7e-00
(42)  7e-005
(30) 0.0011
(53) 5.4e-0
(48) 1.56-0
(50) 1.1e-0
(55) 3.2e-0
(41) 8.5-0
(38) 0.0001
(51) 8.4e-0
(52) 5.66-0
(59) 1.1e-0
79 1.3e-00
(59) 1.2e-0
(72) 5.7e-0
(41) 8.1e-0
(47) 2.2e-0
(47) 2.26-0
(45)  3e-005
(63) 5.4e-0
(77) 1.8e-0
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_ETYGDMADCCEK+ Dimethyl (K); Dimethyl (N-term)
_ETYGDMADCCERK+ Dimethyl (K); Dimethyl (N-term)
_VPQVSTPTLVEVSR.S + Dimethyl (N-term)

_ETYGDMADCCEK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_ETYGDMADCCEK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_ETYGDMADCCEK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
~ ETYGDMDCCEKQ + Dimethyl (K); Dimethyl (N-term); Oxidation (M)
~ ETYGDMDCCEKQ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O
_ETYGDMDCCEK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O

_EYEATLEECCAID + Dimethyl (K); Dimethyl (N-term)

_EYEATLEECCAID + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_DAFLGSFLYEYSR.R + Dimethyl (N-term)
_ DAFLGSFLYEYSR.R + Dimethyl:2H(4) (N-term)
_DDPHACYSTVFDK + Dimethyl (K); Dimethyl (N-term)

~ DDPHACYSTVFDK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

K. _LKECCDIRLLEK.S + 3 Dimethyl (K); Dimethyl (N-term)

_KVPQVSTPTLVEVSR.S + Dimethyl (K); Dimethyl (N-term)
_KVPQVSTPTLVEVSR.S + Dimethyl (K); Dimethyl (N-term)
_KVPQVSTPTLVEVSR.S + Dimethyl (K); Dimethyl (N-term)
_KVPQVSTPTLVEVSR.S + Dimethyl:2H(4) (K); Dimethyl:2H(
_KVPQVSTPTLVEVSR.S + Dimethyl:2H(4) (K); Dimethyl:2H(

_QEPERNECFLSHRB + Dimethyl (K); Dimethyl (N-term)

~ MPCTEDYLSLILNR.L + Dimethyl (N-term); Oxidation (M)

_ECCHGDLLECADDR.A + Dimethyl (N-term)
_ECCHGDLLECADDR.A + Dimethyl (N-term)
_ECCHGDLLECADDR.A + Dimethyl:2H(4) (N-term)
_ECCHGDLLECADDR.A + Dimethyl:2H(4) (N-term)
_YNGVFQECCQAEIK+ Dimethyl (K); Dimethyl (N-term)
_YNGVFQECCQAEIK+ Dimethyl (K); Dimethyl (N-term)
~ YNGVFQECCQAEIK+ Dimethyl (K); Dimethyl (N-term)
~ YNGVFQECCQAEIK+ Dimethyl (K); Dimethyl (N-term)
_YNGVFQECCQAEIK+ Dimethyl (K); Dimethyl (N-term)
_YNGVFQECCQAEIK+ Dimethyl (K); Dimethyl (N-term)
_YNGVFQECCQAEIK+ Dimethyl (K); Dimethyl (N-term)
_YNGVFQECCQAEIK+ Dimethyl (K); Dimethyl (N-term)
_YNGVFQECCQAEIK+ Dimethyl (K); Dimethyl (N-term)
_YNGVFQECCQAEIK+ Dimethyl (K); Dimethyl (N-term)
_ YNGVFQECCQAEK+ Dimethyl (K)
_ YNGVFQECCQAE@K+ Dimethyl (K)
_ YNGVFQECCQAEMX+ Dimethyl:2H
_ YNGVFQECCQAEMX+ Dimethyl:2H
_YNGVFQECCQAEMX+ Dimethyl:2H
_YNGVFQECCQAEMX+ Dimethyl:2H
_YNGVFQECCQAEMX+ Dimethyl:2H
_YNGVFQECCQAEMX+ Dimethyl:2H

; Dimethyl (N-term)

K
K); Dimethyl (N-term)

~ A=A ===

4) (K); Dimethyl:2H(4) (N-term)
4) (K); Dimethyl:2H(4) (N-term)
4) (K); Dimethyl:2H(4) (N-term)
4) (K); Dimethyl:2H(4) (N-term)
4) (K); Dimethyl:2H(4) (N-term)
4) (K); Dimethyl:2H(4) (N-term)

xidation (M)
xidation (M)



1652
1653
1654
1655
1711
1714
1721
1737
1738
1739
1776
1843
1845
1878
1891
1898
1914
1921

906.4171 1810.8197 1810.8106
906.4171 1810.8197 1810.8106
906.4172 1810.8199 1810.8106
906.4176 1810.8207 1810.8106
646.3357 1935.9853 1935.9764
646.3372 1935.9898 1935.9764
649.0204 1944.0393 1944.0267
655.3337 1962.9792 1962.9761
655.3358 1962.9856 1962.9761
655.3359 1962.9858 1962.9761
658.0196 1971.0369 1971.0263
671.3062 2010.8968 2010.8849
675.3312 2022.9719 2022.9603
533.7814 2131.0966 2131.0871
543.2455 2168.9527 2168.9401
544.2455 2172.9527 2172.9653
730.6315 2188.8728 2188.8711
733.3138 2196.9195 2196.9213

A AAI AN AAF

5.01
5.04
5.15
5.59
4.56
6.92
6.51
1.58
4.84
4.94
5.38
5.92
5.75
4.48
5.80
-5.77
0.76
-0.83

P p P b p b p0O0O0OOCOOCOOOO

(65) 3.3e-0
(63) 5.56-0
(63) 4.66-0
(69) 1.4e-0
(37)  0.0002
(35) 0.0003
42 6.4e-00
49 1.2e-00
(30)  0.001
(35) 0.0002
(36) 0.0002
46 2.3e-00
(32) 0.0006
27 0.0019
41 8.5e-00
(32) 0.000
44 4e-005
(39) 0.000
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_YNGVFQECCQAEIK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_YNGVFQECCQAEIK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_YNGVFQECCQAEIXK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_YNGVFQECCQAEIXK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_RPCFSALTPDETYVPK + Dimethyl (K); Dimethyl (N-term)
_RPCFSALTPDETYVPK + Dimethyl (K); Dimethyl (N-term)

_ RPCFSALTPDETYVPK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_ LFTFHADICTLPDTEKQ + Dimethy! (K); Dimethyl (N-term)

. _LFTFHADICTLPDTEKQ + Dimethyl (K); Dimethy! (N-term)

_ LFTFHADICTLPDTEKQ + Dimethy! (K); Dimethy! (N-term)
_LFTFHADICTLPDTEKQ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_ CCAADDEACFAVEGPK + 2 Dimethyl (K); Dimethyl (N-term)
_CCAADDEACFAVEGPK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

. _LKPDPNTLCDEFEKDEKK + 3 Dimethyl (K); Dimethyl (N-term)

~ VHKECCHGDLLECADDR.A + Dimethyl (K); Dimethyl (N-term)
_VHKECCHGDLLECADDR.A + Dimethyl (N-term); Dimethyl:2H(4
_ETYGDMDCCEREPER.N + Dimethyl (K); Dimethyl (N-term); Oxidatio
_ETYGDMDCCEREPER.N + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-ter

) (K)
n (M)
m); Oxidation (M)

Search Parameters

Type of search : MS/MS lon Search
Enzyme : Trypsin

Fixed modifications : Carbamidomethyl (C)
Variable modifications : Dimethyl (K),Dimethyl (N
Mass values : Monoisotopic

Protein Mass : Unrestricted

Peptide Mass Tolerance : + 10 ppm

Fragment Mass Tolerance: + 0.9 Da

: Default
11992

Instrument type
Number of queries

-term),Dimethyl:2H(4) (K),Dimethyl:2H(4) (N-term),Oxidation (M)



Figure S3

rarer: M ascot Sear ch Results

Database : IPI_mouse mouse_v3.36 (51326 sequences; 23682061 residues)

Protein hits IPI00874482  Tax_l| d=10090 Gene_Synbol =Act gl Actin, cytoplasmic 2
IPI00405227  Tax_l d=10090 Gene_Synbol =Vcl Vi nculin
IP100131695  Tax_I| d=10090 Gene_Synbol =Al b Serum al bumi n precursor
IPI00131830 Tax_Il d=10090 Gene_Synbol =Ser pi na3k Serine protease inhibitor A3K precursor
IP100465786  Tax_| d=10090 Gene_Synbol =TI nl Talin-1
IPI00136929 Tax_Il d=10090 Gene_Synbol =Act g1 Ganmm actin-li ke protein
IP100114375  Tax_I d=10090 Gene_Synbol =Dpysl 2 D hydropyri m di nase-rel ated protein 2
IPI00405058  Tax_l d=10090 Gene_Synbol =Hnr npa2bl | sof orm 3 of Heterogeneous nucl ear ribonucl eoproteins A2/ Bl
IP100128642  Tax_| d=10090 Gene_Synbol =Cbr2 Lung carbonyl reductase
IPI00229080  Tax_I d=10090 Gene_Synbol =Hsp90abl Heat shock protein 84b
IP100554929  Tax_| d=10090 Gene_Synbol =Hsp90abl Heat shock protein HSP 90-beta
IPI00132722  Tax_l d=10090 Gene_Synbol =Anxa3 Annexin A3
IP100323357  Tax_| d=10090 Gene_Synbol =Hspa8 Heat shock cognate 71 kDa protein
IPI00135284  Tax_l d=10090 Gene_Synbol =L0OC100044454; LOC100039214 sim lar to d yceral dehyde- 3- phosphat e dehydrogenase (GAPDH) isoform1
IP100123313  Tax_I d=10090 Gene_Synbol =Ubelyl; Ubelx Ubi quitin-activating enzyme E1 X
IP100221402  Tax_Il d=10090 Gene_Synbol =Al doa Fruct ose- bi sphosphate al dol ase A
IP100330804  Tax_I| d=10090 Gene_Synbol =Hsp90aal Heat shock protein HSP 90-al pha
IPI00135635  Tax_l d=10090 Gene_Synbol =Ser pi na3m Seri ne protease inhibitor A3M precursor
IPI00317309  Tax_| d=10090 Gene_Synbol =Anxa5 Annexi n A5
IPI00387422  Tax_I| d=10090 Gene_Synbol =Zyx zyxin
IP100553333  Tax_| d=10090 Gene_Synbol =Hbb- b1l Henpgl obi n subunit beta-1
IPI00113223  Tax_l d=10090 Gene_Synbol =Fasn Fatty acid synthase
IP100221528  Tax_| d=10090 Gene_Synbol =4732495&21Ri k 10 days neonate skin cDNA, RIKEN full-length enriched library, clone:4732493Gl4 product:ACTIN, CYTOP
1P100123924  Tax_I| d=10090 Gene_Synbol =Ser pi nald Al pha-1-antitrypsin 1-4 precursor
IP100469114  Tax_| d=10090 Gene_Synbol =Hba- al; Hba- a2 Henogl obi n subunit al pha
1PI00169463  Tax_I| d=10090 Gene_Synbol =Tubb2c Tubul i n beta-2C chain
IP100169916  Tax_| d=10090 Gene_Synbol =Ctc d athrin heavy chain
IPI00131138  Tax_I d=10090 Gene_Synbol =Fl na Isoform 1 of Filam n-A
IP100380873  Tax_I| d=10090 Gene_Synbol =Sec14l 3 Novel protein, ortholog of human and rat SECl4-like 3 (S. cerevisiae) SEC14L3
IPI00110753  Tax_l d=10090 Gene_Synbol =Tubala Tubulin al pha- 1A chain
IP100117352  Tax_| d=10090 Gene_Synbol =Tubb5 Tubulin beta-5 chain
IPI00624663  Tax_I| d=10090 Gene_Synbol =Pzp Al pha- 2- macr ogl obul i n precursor
IP100622235  Tax_| d=10090 Gene_Synbol =Vcp Transitional endopl asmic reticul um ATPase
1PI00230395  Tax_I d=10090 Gene_Synbol =Anxal Annexin Al
IP100139788  Tax_I| d=10090 Gene_Synbol =Trf Serotransferrin precursor
IPI00109073  Tax_I d=10090 Gene_Synbol =Tubb4 Tubul in beta-4 chain
IP100316491  Tax_I| d=10090 Gene_Synbol =Hbb- b2 Henpgl obi n subunit beta-2
IPI00117857  Tax_l d=10090 Gene_Synbol =Spi 1-6 Al pha-1-antitrypsin 1-6 precursor
IP100318614  Tax_I d=10090 Gene_Synbol =1 dh2 Isocitrate dehydrogenase [ NADP], mitochondrial precursor
1P100323816  Tax_I| d=10090 Gene_Synbol =Sel enbp2 Sel eni um bi nding protein 2
IP100323592  Tax_I| d=10090 Gene_Synbol =Mdh2 Mal at e dehydr ogenase, nitochondrial precursor
IPI00127560  Tax_Il d=10090 Gene_Synbol =Ttr Transthyretin precursor



IP100555069
1P100132762
1P100128249
1P100126248
1P100830223
1P100648086
1P100121209
IP100555059
IP100336324
1P100323624
1P100355382
1P100318671
1P100380436
1P100136906
1P100123223
1P100319994
1P100118899
1P100123181
1P100223757
1P100137331
1P100223216
IP100117167
1P100113141
IP100466069
1P100128522
1P100129526
1P100269661
1P100467833
1P100462072
1P100115522
1P100137409
1P100468203
1P100120030
1P100874728
1P100114945
IP100377592
1P100123494
IP100653931
1P100230212
1P100459570
1P100129107
IP100309768
1P100457659
IP100111265
1P100133605
IP100776343
1P100408119
1P100421206
1P100459725
IP100467447

Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090

Gene_Synbol =Pgk1 Phosphogl ycerate

Gene_Synbol =Trapl Heat shock protein 75 kDa, mitochondri al

ki nase 1

Gene_Synbol =Ahsg Al pha- 2- HS- gl ycoprotei n precursor

Gene_Synbol =Acly Adult nmale testis cDNA, RIKEN full-length enriched library,

Gene_Synbol =TpmlL 28 kDa protein

Gene_Synbol =Laspl LIM and SH3 pro
Gene_Synbol =Apoal Apol i poprotein
Gene_Synbol =Pr dx6 Per oxi r edoxi n-6
Gene_Synbol =Mihl Mal at e dehydroge

tein 1
A-| precursor

nase,

cytoplasnic
Gene_Synbol =C3 | sof orm Long of Conpl ement C3 precursor
Gene_Synbol =\ars | soform 2 of Tryptophanyl -t RNA synt het ase,

Gene_Synbol =Ehd4 EH- domai n contai ning 4- KJR (Fragnent)

Gene_Synbol =Act nl1 Al pha-actinin-1
Gene_Synbol =Capg Macr ophage- cappi
Gene_Synbol =Mugl Muri nogl obul i n-1

ng protein
pr ecur sor

Gene_Synbol =Ldha L-I| actate dehydrogenase A chain

Gene_Synbol =Act n4 Al pha-actinin-4
Gene_Synbol =Myh9 Myosi n-9

Gene_Synbol =Akr 1b3 Al dose reducta
Gene_Synbol =Capl Adenyl yl
Gene_Synbol =Tst Thi osul fate sul fu

Gene_Synbol =Gsn I soform 1 of Gelsolin precursor

Gene_Synbol =Cs Citrate synthase,
Gene_Synbol =Eef 2 El ongati on facto

Gene_Synbol =Hspbl | soform A of Heat shock protein beta-1

Gene_Synbol =Hsp90b1 Endopl asmin p

se

rtransferase

m t ochondri al
r 2

recursor

cycl ase-associ ated protein 1

precursor

precursor

(Fragnent)

cytoplasmc

cl one: 4922505F07 product: ATP citrate |yase, full

Gene_Synbol =Hnr pa3 Isoform 1 of Heterogeneous nucl ear ribonucl eoprotein A3

Gene_Synbol =Tpi 1 Tri osephosphat e

i soner ase

Gene_Synbol =EG433182; Enol; LOC100044223 Al pha-enol ase

Gene_Synbol =Fga fi bri nogen, al pha
Gene_Synbol =Tkt Transket ol ase
Gene_Synbol =Anxa2 Annexin A2
Gene_Synbol =Crym Mu-crystallin ho

pol ypepti de

nol og

Gene_Synbol =Tpn2 I soform 2 of Troponyosin beta chain

Gene_Synbol =Sept 2 Septin-2
Gene_Synbol =Sec31la SEC31-like 1

Gene_Synbol =Psnd2 26S prot easome non- ATPase regul atory subunit 2

Gene_Synbol =Fah Vi sual

Gene_Synbol =Gst mL d ut at hi one S-transferase Mi 1

Gene_Synbol =TpnB8 2 days neonate thynmus thymic cells cDNA, RIKEN full-length enriched library,

Gene_Synbol =@ pcl PDZ domai n-contai ni ng protein G PCl

Gene_Synbol =Pdl i mL PDZ and LI M domain protein 1

Gene_Synbol =Ser pi nbla Leukocyte el astase inhibitor A

Gene_Synbol =Capza2 F-actin-capping protein subunit al pha-2

Gene_Synbol =Pkl r
Gene_Synbol =Ager

Pyruvat e ki nase
RAGE

isozymes R/ L

cortex cDNA, RIKEN full-length enriched library,

Gene_Synbol =M ap4 Isoform 1 of M crotubul e-associ ated protein 4

Gene_Synbol =Kct d12 BTB/ POZ donmi n-cont ai ni ng protei n KCTD12
Isocitrate dehydrogenase [ NAD]

Gene_Synbol =l dh3a | soform 1 of

Gene_Synbol =l gqgapl Ras GTPase-activating-li ke protein | QGAP1

subunit al pha, m tochondrial

cl one: K430330E02 product: funmaryl acet oacet ate hydrol ase

cl one: C920030J24 product:tropony

precursor



1P100187462
1P100420806
1P100118875
1P100229510
1P100138342
1P100119111
IP100377351
IP100336362
1P100317710
1P100116074
1P100114017
1P100125143
1P100133903
1P100230682
1P100115528
1P100124264
1P100226430
1P100313222
1P100228253
1P100283862
1P100310240
1P100116645
1P100221817
1P100312058
1P100114894
1P100124287
IP100119667
1P100420882
1P100129225
1P100119114
1P100115833
1P100622946
1P100271262
1P100124692
1P100117730
1P100230706
IP100127596
1P100322312
IP100353727
1P100230108
1P100462934
1P100224626
1P100116498
1P100308885
1P100314191
IP100378438
1P100118678
1P100223253
IP100115679
IP100751017

Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
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Tax_| d=10090
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Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090

Gene_Synbol =G map4 GTPase, |MAP fanily nmenber 4 isoforma
Gene_Synbol =Dynclli 2 Cytoplasmic dynein 1 light intermediate chain 2
Gene_Synbol =Eef 1d eukaryotic translation elongation factor 1 delta isoforma
Gene_Synbol =Ldhb L-1 actate dehydrogenase B chain

Gene_Synbol =Es1 Liver carboxyl esterase N precursor

Gene_Synbol =Cnn3 Cal poni n-3

Gene_Synbol =Apoa4; ENSMJUSG0000074373 Apol i poprotein A-1V precursor
Gene_Synbol =Al dhla7 Al dehyde dehydrogenase, cytosolic 1

Gene_Synbol =Hspa4l Isoform 1 of Heat shock 70 kDa protein 4L
Gene_Synbol =Aco2 Aconitate hydratase, mnitochondrial precursor
Gene_Synbol =Anxa7 Annexi n A7

Gene_Synbol =Arpclb Arpclb protein

Gene_Synbol =Hspa9 Stress-70 protein, nitochondrial precursor
Gene_Synbol =Ywhab | sof orm Long of 14-3-3 protein beta/al pha
Gene_Synbol =Pl s3 Plastin 3

Gene_Synbol =Anxall Annexin All

Gene_Synbol =Acaa2 3-ketoacyl - CoA thiol ase, m tochondrial

Gene_Synbol =Rpl 6 60S ri bosormal protein L6

Gene_Synbol =Acat 2 Acetyl - CoA acetyltransferase, cytosolic
Gene_Synbol =Psmal Proteasonme subunit al pha type-1

Gene_Synbol =Anxa6 13 days enbryo forelinmb cDNA, RIKEN full-length enriched library, clone:5930413ML4 product:annexin A6,

Gene_Synbol =Cnnl | sof orm Al pha of Cal ponin-1

Gene_Synbol =Lohllcr2a Loss of heterozygosity 11 chronosonal region 2 gene A protein honol og
Gene_Synbol =Cat Cat al ase

Gene_Synbol =Myh11 Isoform 1 of Mosin-11

Gene_Synbol =Pabpcl Pol yadenyl at e-bi nding protein 1

Gene_Synbol =Eef 1a2 El ongati on factor 1-al pha 2

Gene_Synbol =Qgdh | sof orm 4 of 2-oxogl utarate dehydrogenase E1 conponent, nitochondrial precursor
Gene_Synbol =Kngl | sof orm LMW of Ki ni nogen-1 precursor

Gene_Synbol =Acadl Long-chai n specific acyl-CoA dehydrogenase, mnitochondrial precursor
Gene_Synbol =M ap6 mi crot ubul e-associ ated protein 6 isoform 1

Gene_Synbol =Pal | d | soform 4 of Palladin

Gene_Synbol =Mug2 Muri nogl obul i n-2 precursor

Gene_Synbol =Tal dol Transal dol ase

Gene_Synbol =Gbp3 Cuanyl at e- bi nding protein 4

Gene_Synbol =Pgan? Phosphogl ycerate nmutase 2

Gene_Synbol =Ckm Creati ne ki nase Mtype

Gene_Synbol =Ar hgdi a Rho GDP-di ssociation inhibitor 1

Gene_Synbol =Anxa4 Annexin A4

Gene_Synbol =Pdi a3 Protein disul fide-isomerase A3 precursor

Gene_Synbol =Khsrp Far upstream el enent - bi nding protein 2

Gene_Synbol =Sept 7 cell division cycle 10 honol og

Gene_Synbol =Ywhaz 14-3-3 protein zeta/delta

Gene_Synbol =Hspdl I soform 1 of 60 kDa heat shock protein, mitochondrial precursor
Gene_Synbol =Cbr 1 Car bonyl reductase [ NADPH] 1

Gene_Synbol =Tns1 tensin 1

Gene_Synbol =Tcpl T-conplex protein 1 subunit al pha A

Gene_Synbol =Hnr pk 1 soform 1 of Heterogeneous nuclear ribonucleoprotein K

Gene_Synbol =Ganab | soform 2 of Neutral al pha-glucosi dase AB precursor

Gene_Synbol =A230067G21Ri k 99 kDa protein

full



1P100109600
1P100136703
1P100154054
1P100172328
1P100229988
IP100553798
1P100348328
1P100469952
1P100119818
1P100125971
1P100110588
1P100116283
1P100116281
1P100408258
IP100330476
1P100315948
1P100458583
1P100223224
1P100762122
1P100121892
1P100762403
1P100126072
1P100402968
1P100461360
1P100131395
1P100120274
1P100132700

Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090
Tax_| d=10090

Probability Based M owse Score

Gene_Synbol =2410004A20Ri k ES cells cDNA, RIKEN full-length enriched library,
Gene_Synbol =Ckb Creatine ki nase B-type

Gene_Synbol =Acat 1 Acetyl - CoA acetyl transferase, mitochondri al
Gene_Synbol =Dnahc8 Isoform 1 of Ciliary dynein heavy chain 8
Gene_Synbol =Ei f 2c2 Eukaryotic translation initiation factor 2C 2

Gene_Synbol =Ahnak AHNAK nucl eoprotein isoform 1

Gene_Synbol =Krt 78 keratin Kb40

Gene_Synbol =Prx I soform 1 of Periaxin

Gene_Synbol =Itih4 Adult male liver cDNA, RIKEN full-length enriched library,
Gene_Synbol =Psnt6 26S protease regulatory subunit S10B

Gene_Synbol =Msn Moesi n

Gene_Synbol =Cct 3 T-conpl ex protein 1 subunit ganma

Gene_Synbol =Cct 6a T-conpl ex protein 1 subunit zeta

Gene_Synbol =Bt bd12 BTB (PQZ) donmi n containing 12

Gene_Synbol =Cyfi pl Isoform 1 of Cytoplasmic FMRL-interacting protein 1
Gene_Synbol =Tbcb Tubulin fol ding cofactor B

Gene_Synbol =Hnrnpu Osteocl ast-like cell cDNA, RIKEN full-length enriched library,
Gene_Synbol =D130079A08Ri k 12 days enbryo spinal ganglion cDNA, RIKEN full-length enriched library,
Gene_Synbol =- 462 kDa protein

Gene_Synbol =Spnb2 | soform 2 of Spectrin beta chain,
Gene_Synbol =Usp31 ubiquitin specific protease 31
Gene_Synbol =Vat 1 Synaptic vesicle nenbrane protein VAT-1 honol og

Gene_Synbol =Ehd2 13 days enbryo forelinmb cDNA, RIKEN full-length enriched library,
Gene_Synbol =Ccdc39 Coi |l ed-coil donmi n-contai ning protein 39
Gene_Synbol =Znf 512b MKI AA1196 protein

Gene_Synbol =Npcd; Cbx6 Chr onpbox protein honol og 6
Gene_Synbol =M pl 35 39S ri bosonal protein L35, mnitochondrial

cl one: 2410004A20 product: hypot hetical Al anine-ric

precursor

cl one: 1300004A21 product:inter al pha-trypsin inhi

cl one: 1 420039N16 product: het er ogeneous nucl e
cl one: D130079A08 product: hy

brain 1

cl one: 5930429A15 product: EH DOVAI N- CONTAI NI

precur sor

lons score is-10*Log(P), where P is the probability that the observed match is arandom event.
Individual ions scores > 34 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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Peptide Summary Report



Format As | |Peptide Summary j Help

Significance threshold p< |0.05 Max. number of hitslAUTO
Standard scoring © MudPIT scoring @ lons score or expect cut-off |25 Show sub-setle
Show pop-ups @ Suppresspop-ups ©  Sort unassigned |Decreasing Score  ~| Requirebold red I

Select All | Select None | Search Selected | [~ Error tolerant Archive Report |

1.

1 P 00874482 Mass: 42108 Score: 1889 Queries matched: 124 emPAl: 17.51
Tax_1d=10090 Gene_Synbol =Actgl Actin, cytoplasmic 2
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 435 350.7531 699.4916 699.4894 3.02 0 (33) 0.032 1 R. _GILTLK.Y + Dimethyl (K); Dimethyl (N-term)
[V 442 354.7782 707.5418 707.5397 3.07 0 (33) 0.029 1 R. _GILTLK.Y + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 443 354.7784 707.5423 707.5397 376 0 42 0.0033 1 R. _GILTLK.Y + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 642 4122567 822.4988 822.4963 3.05 0 36 0.031 1 K._IIAPPER.K + Dimethyl (N-term)
[ 1039 504.7576 1007.5006 1007.4974 3.20 0 (51) 0.0007 4 1 K. _AGFAGDDAPR.A + Dimethyl:2H(4) (N-term)
[ 1040 504.7577 1007.5009 1007.4974 3.45 0 57 0.00018 1 K. _AGFAGDDAPR.A + Dimethyl:2H(4) (N-term)
[V 1187 527.7816 1053.5486 1053.5416 659 0 46 0.003 1 R. DLTDYLMHK + Dimethyl (K); Dimethyl (N-term)
[ 1212 531.8063 1061.5981 1061.5918 591 0 (43) 0.0091 1 R. _DLTDYLMH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 1437 580.7851 1159.5557 1159.5509 4.12 0 38 0.01 1 R. _GYSFTTTAER.E + Dimethyl (N-term)
[ 1438 580.7855 1159.5564 1159.5509 4.68 0 (32) 0.036 1 R. _GYSFTTTAER.E + Dimethyl (N-term)
[v 1446 582.7978 1163.5810 1163.5761 4.26 0 (31) 0.068 1 R. _GYSFTTTAER.E + Dimethyl:2H(4) (N-term)
[V 1447 582.7985 1163.5824 1163.5761 542 0 (34)  0.036 1 R. GYSFTTTAER.E + Dimethyl:2H(4) (N-term)
[ 1653 609.3474 1216.6802 1216.6737 532 0 (42) 0.011 1 K. _EITALAPSTMKI + Dimethyl (K); Dimethyl (N-term)
[V 1654 609.3474 1216.6802 1216.6737 532 0 (40) 0.016 1 K. EITALAPSTMKI + Dimethyl (K); Dimethyl (N-term)
[ 1705 613.3725 1224.7304 1224.7239 534 0 44 0.0071 1 K. EITALAPSTMKI + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 1706 613.3725 1224.7304 1224.7239 534 0 (42) 0.0098 1 K. _EITALAPSTMKI + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 1712 409.5852 1225.7337 1225.7295 3.42 0 (35) 0.049 1 R. _AVFPSIVGRPR.H + Dimethyl (N-term)
[V 1713 409.5852 1225.7337 1225.7295 3.42 0 (44) 0.0071 1 R. _AVFPSIVGRPR.H + Dimethyl (N-term)
[V 1714 613.8741 1225.7337 1225.7295 3.43 0 67 3.3e-00 5 1 R. _AVFPSIVGRPR.H + Dimethyl (N-term)
[V 1717 409.5854 1225.7343 12257295 3.92 0 (34)  0.065 1 R. AVFPSIVGRPR.H + Dimethyl (N-term)
[V 1718 409.5855 1225.7347 1225.7295 4.24 0 (43) 0.0088 1 R. _AVFPSIVGRPR.H + Dimethyl (N-term)
[V 1719 613.8748 1225.7350 1225.7295 4.44 0 (52) 0.0009 2 1 R. _AVFPSIVGRPR.H + Dimethyl (N-term)
[V 1722 409.8839 1226.6297 1226.6264 2.72 0 (43) 0.0054 1 R. _HQGVMVGMGOQHK Dimethyl (K); Dimethyl (N-term)
[V 1723 409.8839 1226.6299 1226.6264 2.86 0 (31) 0.099 1 R. _HQGVMVGMGOQHK- Dimethyl (K); Dimethyl (N-term)
[V 1724 614.3229 1226.6313 1226.6264 4.02 0 48 0.0019 1 R. _HQGVMVGMGOQHK- Dimethyl (K); Dimethyl (N-term)
[v 1758 410.9269 1229.7587 1229.7546 3.32 0 (36) 0.037 1 R. _AVFPSIVGRPR.H + Dimethyl:2H(4) (N-term)
[V 1759 410.9271 1229.7594 1229.7546 3.84 0 (43) 0.0074 1 R. _AVFPSIVGRPR.H + Dimethyl:2H(4) (N-term)
[ 1760 410.9271 1229.7595 1229.7546 3.91 0 (35)  0.041 1 R. AVFPSIVGRPR.H + Dimethyl:2H(4) (N-term)
[ 1761 410.9272 1229.7597 1229.7546 413 0 (37)  0.027 1 R. AVFPSIVGRPR.H + Dimethyl:2H(4) (N-term)
[V 1762 615.8871 1229.7597 1229.7546 4.13 0 (54) 0.0006 1 R. _AVFPSIVGRPR.H + Dimethyl:2H(4) (N-term)
[ 1763 615.8876 1229.7607 1229.7546 495 0 (59) 0.0001 9 1 R. _AVFPSIVGRPR.H + Dimethyl:2H(4) (N-term)
[V 1777 617.3446 1232.6747 1232.6686 491 0 (32) 013 1 K. _EITALAPSTMK. + Dimethyl (K); Dimethyl (N-term); Oxidation (M)
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1778
1790
1791
1792
1817
1818
2305
2306
2624
2873
2874
2907
2908
2965
3301
3302
3303
3323
3324
3325
3440
3705
3706
3707
3708
3709
3742
3746
3747
3748
3749
4239
4240
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4244
4245
4257
4260
4270
4271
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4286
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617.3448
412.5673
412.5673
618.3480
621.3697
621.3698
473.5849
473.5851
505.6606
544.9758
544.9761
549.0010
549.0011
554.3323
606.9832
909.9726
909.9731
608.3251
911.9853
911.9858
934.4482
670.7178
670.7178
670.7179
670.7179
670.7180
673.3995
673.4012
673.4013
673.4015
673.4017
800.4190
800.4199
803.1025
803.1038
803.1039
805.7502
808.4335
609.5505
609.5505
609.5505
609.5508
612.5690
612.5695
612.5695

1232.6751
1234.6801
1234.6802
1234.6814
1240.7248
1240.7251
1417.7330
1417.7335
1513.9601
1631.9057
1631.9066
1643.9811
1643.9815
1659.9752
1817.9277
1817.9307
1817.9317
1821.9536
1821.9560
1821.9570
1866.8818
2009.1315
2009.1315
2009.1317
2009.1317
2009.1322
2017.1767
2017.1817
2017.1821
2017.1827
2017.1832
2398.2352
2398.2377
2406.2856
2406.2897
2406.2898
2414.2289
2422.2788
2434.1727
2434.1727
2434.1730
2434.1743
2446.2467
2446.2487
2446.2487

1232.6686
1234.6766
1234.6766
1234.6766
1240.7188
1240.7188
1417.7289
1417.7289
1513.9543
1631.8990
1631.8990
1643.9743
1643.9743
1659.9693
1817.9159
1817.9159
1817.9159
1821.9410
1821.9410
1821.9410
1866.9005
2009.1197
2009.1197
2009.1197
2009.1197
2009.1197
2017.1699
2017.1699
2017.1699
2017.1699
2017.1699
2398.2202
2398.2202
2406.2705
2406.2705
2406.2705
2414.2151
2422.2654
2434.1621
2434.1621
2434.1621
2434.1621
2446.2374
2446.2374
2446.2374

5.31
2.84
2.92
3.85
4.83
5.03
2.88
3.27
3.86
4.09
4.65
4.12
4.34
3.57
6.49
8.14
8.69
6.88
8.22
8.76
-10.00
5.87
5.87
5.99
5.99
6.24
3.37
5.85
6.03
6.35
6.57
6.24
7.29
6.29
8.00
8.04
5.70
5.52
4.37
4.37
4.50
5.00
3.80
4.62
4.62
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(33)  0.089
(38)  0.038
(36)  0.048
(39)  0.025
(30) 0.2
(30) 0.21
(25) 0.52
50  0.0019
42 0.004
(45)  0.007
(44)  0.0083
(41)  0.014
51 0.0011
(29) 0.2
(46)  0.0048
(90)  2e-007
(79) 2.5e-0

(30) 0.23
92 1.6e-00
(87) 5e-007
28 0.15
(40)  0.018
(37)  0.038
(41)  0.017
(44)  0.0084
(39)  0.023
(31)  0.095
(44)  0.0051
(42)  0.0083
46 0.0029
(45)  0.0039
(51)  0.002
(71) 1.7e-0

(55) 0.0008
(32) 0.18
(58) 0.0004
77 4e-006
(60) 0.0002
(35)  0.046
(42)  0.0092
(39)  0.017
(30) 0.14
@7 0.42
(37)  0.041
(38)  0.033
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1 R
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_EITALAPSTMK.I + Dimethyl (K); Dimethyl (N-term); Oxidation (M)
_HQGVMVGMGQHK Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HQGVMVGMGQHK Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HQGVMVGMGQHK Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_EITALAPSTMK.I + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O
_EITALAPSTMK.I + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O

~ DSYVGDEAQSXG + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

~ DSYVGDEAQSXG + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_EITALAPSTMKIK .| + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
_MQIEITALAPSTMKI + 2 Dimethyl (K); Dimethyl (N-term)
_MQIEITALAPSTMKI + 2 Dimethyl (K); Dimethyl (N-term)
_MQIEITALAPSTMKI + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_MQIEITALAPSTMKI + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
._MQIEITALAPSTMK.I + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
_ SYELPDGQVITIGNER.F + Dimethy!l (N-term)

_ SYELPDGQVITIGNER.F + Dimethy!l (N-term)

_ SYELPDGQVITIGNER.F + Dimethy!l (N-term)

_ SYELPDGQVITIGNER.F + Dimethyl:2H(4) (N-term)

_ SYELPDGQVITIGNER.F + Dimethyl:2H(4) (N-term)

_ SYELPDGQVITIGNER.F + Dimethyl:2H(4) (N-term)
EEEIAALVIDNGSGMCK .A + Dimethyl:2H(4) (K)

_VAPEEHPVLLTEAPLNPK + Dimethyl (K); Dimethyl (N-term)

_ VAPEEHPVLLTEAPLNPK + Dimethyl (K); Dimethyl (N-term)

_ VAPEEHPVLLTEAPLNPK + Dimethyl (K); Dimethyl (N-term)

_ VAPEEHPVLLTEAPLNPK + Dimethyl (K); Dimethyl (N-term)
_VAPEEHPVLLTEAPLNPK + Dimethyl (K); Dimethyl (N-term)
_VAPEEHPVLLTEAPLNPK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_VAPEEHPVLLTEAPLNPK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_VAPEEHPVLLTEAPLNPK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_ VAPEEHPVLLTEAPLNPK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_ VAPEEHPVLLTEAPLNPK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_ KDLYANTVLSGGTTMYPGIADR.M + Dimethyl (K); Dimethyl (N -term)
_ KDLYANTVLSGGTTMYPGIADR.M + Dimethyl (K); Dimethyl (N -term)

_KDLYANTVLSGGTTMYPGIADR.M + Dimethyl:2H(4) (K); Dimet
_KDLYANTVLSGGTTMYPGIADR.M + Dimethyl:2H(4) (K); Dimet
_KDLYANTVLSGGTTMYPGIADR.M + Dimethyl:2H(4) (K); Dimet
_KDLYANTVLSGGTTYPGIADR.M + Dimethyl (K); Dimethyl (N-term); Oxidat
_ KDLYANTVLSGGTTY¥PGIADR.M + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-t
~ HQGVMVGMGOKYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term)
_HQGVMVGMGEDKYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term)
_HQGVMVGMGEDKYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term)
_HQGVMVGMAOKYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term)

_HQGVMVGMADKYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HQGVMVGMADKYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HQGVMVGMADKYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

xidation (M)
xidation (M)

Oxidation (M)

Oxidation (M)

hyl:2H(4) (N-term)
hyl:2H(4) (N-term)
hyl:2H(4) (N-term)

ion (M)
erm); Oxidation (M)
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613.5488
613.5492
613.5492
613.5493
613.5493
613.5494
616.5677
616.5677
616.5679
616.5679
616.5680
616.5680
616.5680
617.5475
617.5480
617.5482
617.5482
620.5660
620.5660
620.5665
620.5665
648.5753
648.5760
648.5760
648.5762
649.5785
649.5792
651.5940
651.5942
651.5946
651.5947
652.5742
652.5743
652.5744
652.5747
652.5747
652.5748
655.5928
655.5930
655.5930
655.5932
655.5933
655.5933
656.5727
656.5734

2450.1662
2450.1677
2450.1677
2450.1682
2450.1682
2450.1686
2462.2416
2462.2417
2462.2424
2462.2424
2462.2427
2462.2427
2462.2429
2466.1608
2466.1627
2466.1637
2466.1638
2478.2347
2478.2351
2478.2367
2478.2368
2590.2719
2590.2747
2590.2751
2590.2757
2594.2847
2594.2877
2602.3467
2602.3477
2602.3493
2602.3498
2606.2677
2606.2683
2606.2685
2606.2697
2606.2697
2606.2700
2618.3422
2618.3427
2618.3427
2618.3437
2618.3439
2618.3439
2622.2617
2622.2646

2450.1570
2450.1570
2450.1570
2450.1570
2450.1570
2450.1570
2462.2323
2462.2323
2462.2323
2462.2323
2462.2323
2462.2323
2462.2323
2466.1519
2466.1519
2466.1519
2466.1519
2478.2273
2478.2273
2478.2273
2478.2273
2590.2632
2590.2632
2590.2632
2590.2632
2594.2883
2594.2883
2602.3385
2602.3385
2602.3385
2602.3385
2606.2581
2606.2581
2606.2581
2606.2581
2606.2581
2606.2581
2618.3335
2618.3335
2618.3335
2618.3335
2618.3335
2618.3335
2622.2530
2622.2530

3.76
4.38
4.38
456
456
4.75
3.77
3.81
4.07
4.07
4.21
4.21
4.27
3.61
4.38
4.79
4.80
3.01
3.14
3.82
3.83
3.37
4.45
4.60
4.84
-1.38
-0.22
3.15
3.53
4.14
4.33
3.69
3.89
3.99
4.46
4.46
455
3.35
3.54
3.54
3.92
4.01
4.01
3.29
4.41
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(54) 0.0004

(37)  0.022
(48) 0.0018
(38) 0.02
(30) 0.1
60 0.00012
(41)  0.019
(35)  0.076
(40)  0.024
(37)  0.047
(35)  0.067
(31) 0.18
@7 0.45
(35)  0.033
(53) 0.0004
(47)  0.002
(32) 0.06
(44)  0.0081
(50)  0.0019
(33) 0.1
(37)  0.035
(47)  0.003
(60) 0.0001
(58) 0.0002
(49)  0.002
(29) 0.24
(37)  0.036
(35)  0.074
(42)  0.014
(41)  0.018
(37)  0.048
(43)  0.0063
64 5.3e-00
(35)  0.042
(37)  0.026
(41)  0.013
(51) 0.0012
(49)  0.0029
(53) 0.0012
(60) 0.0002
(36)  0.058
(29) 0.28
(44)  0.0096
@7 0.25
(28) 0.19
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_HQGVMGMGBSYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term); Oxidation (
_HQGVMV@WMHKHSYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term); Oxidation (
_HQGVMGMGQBSYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term); Oxidation (
_HQGVMV@®QKHSYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term); Oxidation (
_HQGVMV@WQKHSYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term); Oxidation (
_HQGVMGMGQBSYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term); Oxidation (
 HQGVMGMGQBSYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
~ HQGVMGMGQBSYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
~ HQGVYMGMGQBSYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
~HQGVMV@OHSYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
_HQGVMGMGUBSYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
_HQGVMV@WKHSYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
_HQGVMGMGUBSYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
_HQGVMGNEQKHOSYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term); 2 Oxidation
~ HQGVMGNMEQKHOSYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term); 2 Oxidation
_HQGVMGNMNEQKHOSYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term); 2 Oxidation
_HQGVMGNMNEQKHOSYVGDEAQSK + 2 Dimethyl (K); Dimethyl (N-term); 2 Oxidation
_HQGVMGNEQKHOSYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
_HQGVMGNEQKHOSYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);

._HQGVMGNEQKHOSYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);

_HQGVMGNEQKHOSYVGDEAQSK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
_HQGVMVGMADKYVGDEAQSIKG + 2 Dimethyl (K); Dimethyl (N-term)

~ HQGVMVGMGADKYVGDEAQSIKG + 2 Dimethyl (K); Dimethyl (N-term)
_HQGVMVGMGADKYVGDEAQIKG + 2 Dimethyl (K); Dimethyl (N-term)
_HQGVMVGMGADKYVGDEAQIKG + 2 Dimethyl (K); Dimethyl (N-term)
_HQGVMVGMADKYVGDEAQSKG + 2 Dimethyl (K); Dimethyl:2H(4) (N-term)
_HQGVMVGMADKYVGDEAQSKG + 2 Dimethyl (K); Dimethyl:2H(4) (N-term)
_HQGVMVGMADKYVGDEAQS$KG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HQGVMVGMADKYVGDEAQS$KG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_ HQGVMVGMGIOHKYVGDEAQIKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_ HQGVMVGMGIOHKYVGDEAQIKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HQGVMGMGBSYVGDEAQS$KG + 2 Dimethyl (K); Dimethyl (N-term); Oxidation
_HQGVMGMGBSYVGDEAQS$KG + 2 Dimethyl (K); Dimethyl (N-term); Oxidation
_HQGVMV@QKHSYVGDEAQSKG + 2 Dimethyl (K); Dimethyl (N-term); Oxidation
_HQGVMGMGQBSYVGDEAQS$KG + 2 Dimethyl (K); Dimethyl (N-term); Oxidation
_HQGVMV@QKHSYVGDEAQSKG + 2 Dimethyl (K); Dimethyl (N-term); Oxidation
_HQGVMGMGQBSYVGDEAQS$KG + 2 Dimethyl (K); Dimethyl (N-term); Oxidation
_ HQGVYMGMGBSYVGDEAQIKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_ HQGVYMGMGBSYVGDEAQIKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_ HQGYMGMGQBSYVGDEAQFKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HQGVMV@ODKSYVGDEAQIKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HQGVMV@QKHSYVGDEAQSKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HQGVMV@QKSYVGDEAQSKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_HQGVMGNEQKHOSYVGDEAQSKG + 2 Dimethyl (K); Dimethyl (N-term); 2 Oxidatio
_HQGVMGNEQKHOSYVGDEAQSKG + 2 Dimethyl (K); Dimethyl (N-term); 2 Oxidatio

—_~ o s

—_~ o s

M)
M)
M)
M)
M)
M)
Oxidation (M
Oxidation (M
Oxidation (M
Oxidation (M
Oxidation (M)
Oxidation (M)
Oxidation (M)
(M)

(M)

(M)

(M)

2 Oxidation
2 Oxidation
2 Oxidation
2 Oxidation

)
)
)
)

M)
M)
M)
M)

_~ o N

(M)

(M)

(M)

(M)

(M)

(M)

; Oxidation (M)
; Oxidation (M)
; Oxidation (M)
; Oxidation (M)
; Oxidation (M)
; Oxidation (M)
n (M)

n (M)



[V 4421 656.5735 2622.2647 2622.2530  4.46 (33) 0.068 1 R. _HQGVMGNEQKHOSYVGDEAQSKG + 2 Dimethyl (K); Dimethyl (N-term); 2 Oxidatio n (M)

[V 4432 527.8740 2634.3337 2634.3284  2.04 (33) 011 1 R. _HQGVMGMEQHOSYVGDEAQSKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N- term); 2 Oxidation (M)
1 PI 00405227 Mass: 117215 Score: 1645 Queries matched: 81 emPAl: 3.11
Tax_| d=10090 Gene_Synbol =Vcl Vinculin

[~ Check to include this hit

QA AAAAAAIAAI I AR RAA

449

748

900

904

923
1201
1217
1241
1255
1382
1400
1408
1426
1431
1448
1473
1474
1489
1521
1528
1535
1592
1637
1650
1858
1866
1870
1891
1913
1947
1960
2039
2040
2062
2072
2106
2132

356.7715
292.9004
483.7501
485.7629
488.7572
529.3002
533.3255
362.2218
364.9050
569.3326
573.3455
574.8097
577.3708
578.8346
582.8063
586.8316
586.8317
587.8402
590.8011
591.8654
592.8136
602.3276
606.8536
608.8666
629.8101
420.8993
631.8226
635.4005
639.4256
647.4217
650.3882
442.5871
663.3779
444.5868
667.4029
448.6118
678.8844

Query Observed Mr(expt)

711.5285

875.6793

965.4857

969.5113

975.4999
1056.5859
1064.6364
1083.6436
1091.6932
1136.6506
1144.6765
1147.6048
1152.7270
1155.6546
1163.5980
1171.6487
1171.6488
1173.6659
1179.5876
1181.7162
1183.6127
1202.6407
1211.6927
1215.7187
1257.6057
1259.6761
1261.6306
1268.7864
1276.8366
1292.8288
1298.7618
1324.7396
1324.7412
1330.7385
1332.7912
1342.8136
1355.7542

Mr(calc) ppm

711.5258

875.6772

965.4818

969.5069

975.4964
1056.5815
1064.6317
1083.6400
1091.6902
1136.6463
1144.6703
1147.5981
1152.7205
1155.6483
1163.5930
1171.6432
1171.6432
1173.6605
1179.5814
1181.7107
1183.6065
1202.6329
1211.6874
1215.7125
1257.5990
1259.6721
1261.6241
1268.7777
1276.8280
1292.8229
1298.7542
1324.7350
1324.7350
1330.7343
1332.7853
1342.8097
1355.7458

3.82
2.39
4.07
4.49
3.59
4.19
4.44
3.30
2.69
3.74
5.40
5.88
5.63
5.47
4.29
4.63
4.73
4.58
5.31
4.60
5.28
6.54
4.42
5.14
5.37
3.20
5.15
6.79
6.79
4.60
5.88
3.40
4.63
3.15
4.47
2.93
6.23

O kP OFP OO0 OO0 0O O0OO0OkFr OO0 000000000000 O0OORr kP OOOoOOoOOoOTU R Oo

Miss Score

29 0.012
27  0.0071
40  0.0071
(39) 0.011
30 0.092
(38) 0.022
45  0.0053
(56) 0.0004
64 3.7e-00
67 3.5e-00
(65) 5.5e-0

47  0.0026
67 2.2e-00
(32) 0.14
(32) 0.075
(31) 0.15
(36) 0.044
(61) 0.0001
48  0.0016
66 3.7e-00
(41) 0.0099
44 0.007
64 7.1e-00
(38) 0.027
40  0.0062
29 0.25
(36) 0.025
45 0.004
(31) 0.041
(41) 0.0066
33 0.11
27) 0.38
(57) 0.0004
53 0.00089
70 1.8e-00
(51) 0.0012
44 0.0083

S

in error tolerant search or archive report

Expect Rank Peptide

R._ILLVAK.R + Dimethyl (K); Dimethyl (N-term)
R. ILLVAKR.E + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
R. DYLIDGSR.G + Dimethyl (N-term)
R._DYLIDGSR.G + Dimethyl:2H(4) (N-term)
K._SFLDSGYR.I + Dimethyl:2H(4) (N-term)
K. _NQGIEEALKN + Dimethyl (K); Dimethyl (N-term)
K. _NQGIEEALKN + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
K. _GNDIIAAAKR.M + Dimethyl (K); Dimethyl (N-term)
K. _GNDIIAAAKR.M + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
R. GQGASPVAM@K+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
R. _SLGEIAALTSKL + Dimethyl (K); Dimethyl (N-term)
K. _TISPMVMDAKA + Dimethyl (K); Dimethyl (N-term)
R. _SLGEIAALTSKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
K. _TISPMVMDAHA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
K. _TISPMVMDAKA + Dimethyl (K); Dimethyl (N-term); Oxidation (M)
K. _TISPMVMAKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O
K. TISPMVMDAKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O
1 K. STVEGIQASVKT + Dimethyl (K); Dimethyl (N-term)
R. _MALLMAEMSR.L + Dimethyl (N-term)

K. _STVEGIQASVKT + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

R. _MALLMAEMSR.L + Dimethyl:2H(4) (N-term)

K. _MSAEINEIIR.V + Dimethyl (N-term)

R. _ELTPQVISAAR.| + Dimethyl (N-term)

R. _ELTPQVISAAR.I + Dimethyl:2H(4) (N-term)

R. WIDNPTVDDR.G + Dimethyl (N-term)

K. DIAKASDEVTR.L + Dimethyl (K); Dimethyl (N-term)

R. WIDNPTVDDR.G + Dimethyl:2H(4) (N-term)

K. _ELLPVLISAMKI + Dimethyl (K); Dimethyl (N-term)

K. _ELLPVLISAMKI + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

K. _ELLPVLISAMK.I + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O
R. _VMLVNSMNTVK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
K. _AVAGNISDPGLQIS + Dimethyl (K); Dimethyl (N-term)
1 K. AVAGNISDPGLQI + Dimethyl (K); Dimethyl (N-term)
1 R. _EAVKAASDELSKT + 2 Dimethyl (K); Dimethyl (N-term)
1 K. _AVAGNISDPGLQIS + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
1 R. EAVKAASDELSKT + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
1 K. _MTGLVDEAIDTES + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

xidation (M)
xidation (M)

xidation (M)



ARAIAAAAAAIAAIAAAAIAIAIAAI AR A A

455.6034
685.9078
689.9326
463.2750
467.3000
469.2381
481.6259
485.6509
753.3811
755.3939
757.4380
761.4633
769.3754
771.3886
775.8984
519.6401
523.6655
531.9963
591.6741
628.6982
478.0375
478.0375
486.0515
396.3979
499.2447
672.3625
680.0118
681.3538
690.7162
692.0575
692.0577
718.7388
718.7389
721.4222
721.4222
751.0674
751.0679
753.7502
753.7502
803.7575
805.0995
669.8619
669.8621
675.9139

1363.7884
1369.8010
1377.8506
1386.8031
1398.8781
1404.6926
1441.8560
1453.9310
1504.7477
1508.7732
1512.8615
1520.9120
1536.7362
1540.7627
1549.7823
1555.8986
1567.9746
1592.9672
1772.0004
1883.0727
1908.1207
1908.1209
1940.1768
1976.9532
1992.9499
2014.0657
2037.0137
2041.0395
2069.1267
2073.1507
2073.1512
2153.1947
2153.1948
2161.2447
2161.2449
2250.1805
2250.1817
2258.2287
2258.2287
2408.2507
2412.2767
2675.4184
2675.4194
2699.6267

1363.7846
1369.7929
1377.8431
1386.7969
1398.8723
1404.6885
1441.8504
1453.9257
1504.7378
1508.7629
1512.8512
1520.9014
1536.7276
1540.7527
1549.7717
1555.8933
1567.9687
1592.9589
1771.9931
1883.0612
1908.1132
1908.1132
1940.1696
1976.9486
1992.9435
2014.0534
2037.0028
2041.0279
2069.1125
2073.1376
2073.1376
2153.1804
2153.1804
2161.2306
2161.2306
2250.1644
2250.1644
2258.2147
2258.2147
2408.2336
2412.2587
2675.4018
2675.4018
2699.6124

2.78
5.92
5.40
4.42
4.18
2.90
3.90
3.63
6.61
6.81
6.87
6.96
5.58
6.48
6.89
3.39
3.77
5.22
4.10
6.10
3.96
4.06
3.74
2.32
3.19
6.12
5.37
5.66
6.86
6.31
6.55
6.65
6.70
6.52
6.60
7.14
7.69
6.23
6.23
7.13
7.49
6.20
6.57
5.28

N NMNNRRPRPRPRPRPRPRPRERPRLPRRPLRELROOORRRRRLRNNNRPRPRPRPRE OOOOOOOHRIERRERIERIROORLR

38 0.031
64 6.9e-00
(59) 0.0001
(40)  0.017
44 0.0034
27 0.21
31 0.13
(26) 0.15
89 1.4e-00
(82) 9.2e-0
(103) 8.7e-
117 2.7e-0
(74)  3e-006
(53) 0.0005
52 0.00089
(35)  0.057
40  0.0085
36  0.034
38 0.035
28 0.29
(39)  0.015
49  0.0016
(41)  0.0065
30 0.13
(29) 0.12
25 0.73
62 0.00011
(56) 0.0004
(31) 0.2
(47)  0.0039
49  0.0028
(68) 3.66-0
78 3.9e-00
(61) 0.0001
(67) 2.96-0
58 0.00035
(48)  0.0036
(48)  0.0037
(29) 0.3
43 0.011
(42)  0.016
(38)  0.035
67 4.6e-00
29 0.031

07
009
10

05

05

5

P

e

[N
I P

N

1
1
1

R. _ARGQGASPVAM@K+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_QVATALQNLQTR + Dimethyl (K); Dimethyl (N-term)

_QVATALQNLQTK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_SLLDASEEAIKK.D + 2 Dimethyl (K); Dimethyl (N-term)

_SLLDASEEAIKK.D + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
._EVENSEDPRR.E + Dimethyl (K); Dimethyl (N-term)

. _ALASIDSKLNQAKG + 2 Dimethyl (K); Dimethyl (N-term)
. _ALASIDSKLNQAKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_MLGQMTDQVADLR.A + Dimethyl (N-term)

_MLGQMTDQVADLR.A + Dimethyl:2H(4) (N-term)

_AQQVSQGLDVLTAK+ Dimethyl (K); Dimethyl (N-term)

_AQQVSQGLDVLTAK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_M_.GQMDQVADLR.A + Dimethyl (N-term); 2 Oxidation (M)

_M_.GQMDQVADLR.A + Dimethyl:2H(4) (N-term); 2 Oxidation ( M)

_ AGEVINQPMMMAAR.Q + Dimethyl:2H(4) (N-term)

_LGATAEKAAAVGTANIS + 2 Dimethyl (K); Dimethyl (N-term)

_ LGATAEKAAVGTANIS + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_ALASQLQDSLKDLHI + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_VGKETVQTTEDQILKR + 2 Dimethyl (K); Dimethyl (N-term)
._LANVMMGPYRQDLLAK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_VGKETVQTTEDQILKR.D + Dimethyl:2H(4) (K); Dimethyl:2H(4

_VGKETVQTTEDQILKR.D + Dimethyl:2H(4) (K); Dimethyl:2H(4
R. VGKETVQTTEDQILKR.D + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

K. MIDERQQELTHQEHR.V + Dimethyl (N-term)
K. _MDERQQELTHQEHR.V + Dimethyl (N-term); Oxidation (M)
R._WIDNPTVDDRGVGQAAIR.G + Dimethyl:2H(4) (N-term)

K. _GWLRDPNASPGDAGEQAIR.Q + Dimethyl (N-term)

K. _GWLRDPNASPGDAGEQAIR.Q + Dimethyl:2H(4) (N-term)
K. _VAMANIQPQMLVAGATSIAR.R + Dimethyl (N-term)

K. _VAMANIQPQMLVAGATSIAR.R + Dimethyl:2H(4) (N-term)

K. VAMANIQPQMLVAGATSIAR.R + Dimethyl:2H(4) (N-term)
_AQQVSQGLDVLTMENAAR.K + Dimethyl (K); Dimethyl (N-term)
_AQQVSQGLDVLTMENAAR.K + Dimethyl (K); Dimethyl (N-term)
_AQQVSQGLDVLTMENAAR.K + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-te
_AQQVSQGLDVLTMENAAR.K + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-te
_ AVAGNISDPGLQ8FLDSGYR.I + Dimethyl (K); Dimethyl (N-term)
_AVAGNISDPGLQ8FLDSGYR.I + Dimethyl (K); Dimethyl (N-term)

_ AVAGNISDPGLOSFLDSGYR.| + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-
K. AVAGNISDPGLOSFLDSGYR.I + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-

K. _LLAVAATAPPDAPNREEVFDER.A + Dimethyl (N-term)

K. LLAVAATAPPDAPNREEVFDER.A + Dimethyl:2H(4) (N-term)

R. _VLQLTSWDEDAWASKEAMR.A + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
R. _VLQLTSWDEDAWASREAMR.A + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
R.

) (N-term)
) (N-term)

XXX ARXX = x
DOV pgDHDODIDDT T X g g XA

AARARARRA

rm)
rm)

term)
term)

_ LGATAEKRAAVGTANBTVEGIQASVKT + 3 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)



3.

[~ Check to include this hit

AR R A A

7

QAR AAAIAAAIAAIAARIII IR AAF

1083
1084
1085
1117
1118
1119
1120
1228
1240
1538
1539
1543
1567
1568
1578
1600
1644
1984
2018
2478
2479
2499
2500
2524
2532
2535
2559
2598
2599
2616
2617
3088
3135
3136
3137
3157
3158
3159
3590
3729

1 P 00131695
Tax_| d=10090 Gene_Synbol =Al b Serum al bum n precursor
in error tolerant search or archive report

514.8236
514.8237
514.8240
518.8486
518.8488
518.8491
518.8492
359.2197
361.9030
395.5932
592.8867
396.2527
399.6184
598.9248
400.2780
603.3456
607.3706
436.2204
438.9039
489.9455
734.4156
491.2872
736.4282
495.2865
744.3506
496.6284
748.3759
754.4219
754.4231
756.4342
756.4363
857.4602
579.9767
579.9770
869.4637
582.6603
582.6604
873.4886
647.0078
672.7122

Mass:

Query Observed Mr(expt)

1027.6327
1027.6328
1027.6335
1035.6827
1035.6831
1035.6836
1035.6838
1074.6372
1082.6873
1183.7577
1183.7589
1185.7364
1195.8333
1195.8351
1197.8122
1204.6767
1212.7267
1305.6393
1313.6898
1466.8147
1466.8167
1470.8399
1470.8419
1482.8377
1486.6866
1486.8635
1494.7372
1506.8292
1506.8317
1510.8539
1510.8580
1712.9059
1736.9084
1736.9093
1736.9128
1744.9592
1744.9594
1744.9626
1938.0017
2015.1146

70700

Mr(calc) ppm

1027.6277
1027.6277
1027.6277
1035.6779
1035.6779
1035.6779
1035.6779
1074.6338
1082.6840
1183.7540
1183.7540
1185.7332
1195.8293
1195.8293
1197.8086
1204.6703
1212.7206
1305.6353
1313.6856
1466.8093
1466.8093
1470.8344
1470.8344
1482.8307
1486.6796
1486.8558
1494.7298
1506.8194
1506.8194
1510.8446
1510.8446
1712.8923
1736.8985
1736.8985
1736.8985
1744.9487
1744.9487
1744.9487
1937.9921
2015.1051

Score:

4.81
4.93
5.64
4.60
4.96
5.42
5.66
3.12
3.02
3.14
4.15
2.67
3.33
4.80
3.02
5.31
5.08
3.02
3.21
3.71
5.07
3.72
5.10
4.75
4.75
5.19
4.92
6.47
8.15
6.15
8.90
7.91
5.71
6.24
8.25
6.00
6.11
7.97
4.97
4.73

1179

Queries matched:

Miss Score
(50) 0.0018
(30) 0.19
(50) 0.0018

50 0.0011
(49) 0.0015
(50) 0.0012
(36) 0.027
(29) 0.26

31 0.1

51 0.00081
(26) 0.27
(29) 0.15
(36) 0.0065
(25) 0.083

39  0.0054
(38) 0.033

56 0.00051
(38) 0.012

48  0.0023
(38) 0.035

47  0.0036
(26) 0.55
(35) 0.064

67 4.1e-00
(72) 3.1e-0
(64) 7.8e-0

78 1.9e-00
(82) 1.3e-0
104 8.6e-0
(77) 3.8e-0
(89) 2.5e-0
(81) 2e-006
(52) 0.0014
(56) 0.0005
(57) 0.0004
(59) 0.0003

82 1.6e-00
(55) 0.0007

31 0.16

57 0.00042
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N

P RrPRrPP R RPR
BRIV DIDDDANARAIAIAD DR RAADIDDNAARARDIRRD

[y

PR RPRPRRPRRREPRPPRPPRPERPEPRR

2.15

Expect Rank Peptide
1 K

_QTALAELVKH + Dimethyl (K); Dimethyl (N-term)
_QTALAELVKH + Dimethyl (K); Dimethyl (N-term)
_QTALAELVKH + Dimethyl (K); Dimethyl (N-term)
_QTALAELVKH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_QTALAELVKH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_QTALAELVKH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

K.
K.
K.
K. _QTALAELVKH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
K.
K.
R.

R.

_AFKAWAVAR.L + Dimethyl (K); Dimethyl (N-term)
R. AFKAWAVAR.L + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-te
_KQTALAELVKH + 2 Dimethyl (K); Dimethyl (N-term)
. _KQTALAELVKH + 2 Dimethyl (K); Dimethyl (N-term)
. _LATDLTKVNKE + 2 Dimethyl (K); Dimethyl (N-term)
_KQTALAELVKH + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
. _KQTALAELVKH + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
. _LATDLTKVNKE + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
. _LVQEVTDFAK + Dimethyl (K); Dimethyl (N-term)
_LVQEVTDFAK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
. _YNDLGEQHEK + Dimethyl (K); Dimethyl (N-term)
. _YNDLGEQHEK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
. _APQVSTPTLVEAAR.N + Dimethyl (N-term)
. _APQVSTPTLVEAAR.N + Dimethyl (N-term)
. _APQVSTPTLVEAAR.N + Dimethyl:2H(4) (N-term)
_APQVSTPTLVEAAR.N + Dimethyl:2H(4) (N-term)
_RHPDYSVSLLLR.L + Dimethyl (N-term)
_YMCENQATISSK + Dimethyl (K); Dimethyl (N-term)
_RHPDYSVSLLLR.L + Dimethyl:2H(4) (N-term)
_YMCENQATISSK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_LGEYGFQNAILVR.Y + Dimethyl (N-term)
_LGEYGFQNAILVR.Y + Dimethyl (N-term)
_LGEYGFQNAILVR.Y + Dimethyl:2H(4) (N-term)
_LGEYGFQNAILVR.Y + Dimethyl:2H(4) (N-term)
_LSQTFPNADFAEITK.L + Dimethyl:2H(4) (N-term)
~ LSQTFPNADFAEITKL + Dimethyl (K); Dimethyl (N-term)
~ LSQTFPNADFAEITKL + Dimethyl (K); Dimethyl (N-term)
_LSQTFPNADFAEITKL + Dimethyl (K); Dimethyl (N-term)
_ LSQTFPNADFAEITKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_LSQTFPNADFAEITKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_LSQTFPNADFAEITKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
R. _RPCFSALTVDETYVRE + Dimethyl (K); Dimethyl (N-term)
_YTQKAPQVSTPTLVEAAR.N + Dimethyl (K); Dimethyl (N-term)

rm)



[ 3730 672.7122 2015.1147 2015.1051 4.77 1 (53) 0.0011 1 R. _YTQKAPQVSTPTLVEAAR.N + Dimethyl (K); Dimethyl (N-term)
[V 3731 672.7129 2015.1167 2015.1051 5.76 1 (49) 0.0028 1 R. _YTQKAPQVSTPTLVEAAR.N + Dimethyl (K); Dimethyl (N-term)
[V 3732 672.7129 2015.1168 2015.1051 5.82 1 (49) 0.0026 1 R. _YTQKAPQVSTPTLVEAAR.N + Dimethyl (K); Dimethyl (N-term)
[V 3752 674.0498 2019.1277 2019.1302 -1.24 1 (40) 0.021 1 R. _YTQKAPQVSTPTLVEAAR.N + Dimethyl (K); Dimethyl:2H(4) (N- term)
[V 3764 675.3959 2023.1657 2023.1554 5.13 1 (52) 0.0009 4 1 R. _YTQKAPQVSTPTLVEAAR.N + Dimethyl:2H(4) (K); Dimethyl:2H( 4) (N-term)
[V 3765 675.3959 2023.1660 2023.1554 5.25 1 (55) 0.0004 9 1 R. _YTQKAPQVSTPTLVEAAR.N + Dimethyl:2H(4) (K); Dimethyl:2H( 4) (N-term)
[ 3766 675.3959 2023.1660 2023.1554 525 1 (41)  0.012 1 R. YTQKAPQVSTPTLVEAAR.N + Dimethyl:2H(4) (K); Dimethyl:2H( 4) (N-term)
[V 3767 675.3961 2023.1663 2023.1554 5.43 1 (45) 0.0047 1 R. _YTQKAPQVSTPTLVEAAR.N + Dimethyl:2H(4) (K); Dimethyl:2H( 4) (N-term)
[V 3768 675.3961 2023.1665 2023.1554 5.52 1 (57) 0.0003 1 1 R. _YTQKAPQVSTPTLVEAAR.N + Dimethyl:2H(4) (K); Dimethyl:2H( 4) (N-term)
[V 4304 819.4523 2455.3352 24553148 829 1 46  0.0047 1 R. LSQTFPNADFAEITKLATDLTK.V + Dimethyl:2H(4) (N-term)
[V 4358 853.7758 2558.3056 2558.2839 8.50 1 69 2.8e-00 5 1 K. _TNCDLYEKGEYGFQNAILVR.Y + Dimethyl (K); Dimethyl (N-term)
1 P 00131830 Mass: 47021 Score: 1124 Queries matched: 49 emPAl: 2.80
Tax_| d=10090 Gene_Synbol =Ser pi na3k Seri ne protease inhibitor A3K precursor
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1060 339.2324 1014.6753 1014.6723 291 1 25 021 1 R. SVKVPMMHK/ + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 1174 351.5546 1051.6420 1051.6390 2.83 0 (44) 0.0062 1 K. _LSVSQVVHHK + Dimethyl (K); Dimethyl (N-term)
[ 1175 351.5548 1051.6426 1051.6390 3.45 0 55 0.00054 1 K. _LSVSQVVHK + Dimethyl (K); Dimethyl (N-term)
[V 1210 354.2380 1059.6923 1059.6892 2.90 0 (41) 0.009 1 K. _LSVSQVVHHK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 1611 302.9493 1207.7680 1207.7652 2.31 1 (50) 0.0012 1 K. _KLSVSQVVHK + 2 Dimethyl (K); Dimethyl (N-term)
[V 1612 403.5966 1207.7680 1207.7652 2.31 1 (36) 0.03 1 K. _KLSVSQVVHK + 2 Dimethyl (K); Dimethyl (N-term)
[V 1613 403.5969 1207.7688 1207.7652 2.93 1 (26) 024 1 K. _KLSVSQVVHKA + 2 Dimethyl (K); Dimethyl (N-term)
[ 1681 305.9680 1219.8431 1219.8406 2.05 1 57 6.9e-00 5 1 K. _KLSVSQVVHK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 1682 407.6218 1219.8436 1219.8406 2.44 1 (38) 0.0053 1 K. _KLSVSQVVHHKA + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 1683 407.6220 1219.8441 1219.8406 2.89 1 (37) 0.005 1 K. _KLSVSQVVHHKA + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2949 553.2935 1656.8587 1656.8505 4.98 0 (27) 037 1 R. MQQVEASLQPETLR.K + Dimethyl (N-term)
[V 2950 553.2939 1656.8597 1656.8505 5.58 0 (35) 0.055 1 R. _MQQVEASLQPETLR.K + Dimethyl (N-term)
[V 2951 829.4385 1656.8624 1656.8505 7.20 0O 80 2.1e-00 6 1 R. _MQQVEASLQPETLR.K + Dimethyl (N-term)
[V 2969 831.4504 1660.8862 1660.8756 6.39 0 (70) 2e-005 1 R. _MQQVEASLQPETLR.K + Dimethyl:2H(4) (N-term)
[V 3003 839.4479 1676.8813 1676.8705 6.45 0 (53) 0.0012 1 R. _MQQVEASLQPETLR.K + Dimethyl:2H(4) (N-term); Oxidatio n (M)
[ 3020 562.3248 1683.9525 1683.9447 4.62 0 (46) 0.0051 1 K. _TLFPSQIEELNLPKF + Dimethyl (K); Dimethyl (N-term)
[V 3021 562.3256 1683.9549 1683.9447 6.04 0 (57) 0.0004 5 1 K. _TLFPSQIEELNLPKF + Dimethyl (K); Dimethyl (N-term)
[V 3022 842.9871 1683.9597 1683.9447 8.91 0 (99)2.8e-0 08 1 K. _TLFPSQIEELNLPKF + Dimethyl (K); Dimethyl (N-term)
[ 3042 565.0081 1692.0025 1691.9949 4.49 0 (49) 0.0018 1 K. _TLFPSQIEELNLPKF + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3043 565.0088 1692.0045 1691.9949 5.68 0 (56) 0.0003 7 1 K. _TLFPSQIEELNLPKF + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3044 565.0090 1692.0051 1691.9949 6.01 0 (53) 0.0007 1 K. _TLFPSQIEELNLPKF + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3045 847.0112 1692.0078 1691.9949 7.60 0 112 8.6e-0 10 1 K. _TLFPSQIEELNLPKF + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3289 605.3359 1812.9858 1812.9767 5.00 1 (51) 0.0017 1 R. _MQQVEASLQPETLRA + Dimethyl (K); Dimethyl (N-term)
[ 3290 605.3363 1812.9871 1812.9767 5.71 1 (60) 0.0002 3 1 R. _MQQVEASLQPETLRA + Dimethyl (K); Dimethyl (N-term)
[V 3318 608.0194 1821.0364 1821.0270 5.18 1 (49) 0.0024 1 R. _MQQVEASLQPETLRAM + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3319 608.0195 1821.0366 1821.0270 5.28 1 68 3.2e-00 5 1 R. _MQQVEASLQPETLRA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3372 614.3677 1840.0814 1840.0709 5.68 1 (44) 0.0053 1 R. _KTLFPSQIEELNLPKF + 2 Dimethyl (K); Dimethy! (N-term)
[V 3373 614.3678 1840.0817 1840.0709 5.86 1 (53) 0.0007 3 1 R. _KTLFPSQIEELNLPKF + 2 Dimethyl (K); Dimethyl (N-term)



v 3374 614.3682 1840.0827 1840.0709 6.40 1 (52) 0.0009 1 R. KTLFPSQIEELNLPKF + 2 Dimethyl (K); Dimethyl (N-term)

v 3375 614.3683 1840.0832 1840.0709 6.67 1 (54) 0.0005 7 1 R. KTLFPSQIEELNLPKF + 2 Dimethy! (K); Dimethyl (N-term)

v 3408 618.3925 1852.1557 1852.1463 5.10 1 55 0.00014 1 R. KTLFPSQIEELNLPKF + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[v 3409 618.3926 1852.1561 1852.1463 5.29 1 (41) 0.0034 1 R. KTLFPSQIEELNLPKF + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[v 3410 618.3936 1852.1588 1852.1463 6.77 1 (50) 0.0003 2 1 R. _KTLFPSQIEELNLPKF + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[v 3983 724.0675 2169.1807 2169.1641 7.66 0 99  3e-008 1 K. AVLDVAETGTEAAAATGVIGGIR.K + Dimethyl (N-term)

[ 3992 725.4079 2173.2017 2173.1892 575 O (44) 0.0093 1 K. AVLDVAETGTEAAAATGVIGGIR.K + Dimethyl:2H(4) (N-term)

v 3993 725.4086 2173.2039 2173.1892 6.74 0 (39)  0.025 1 K. AVLDVAETGTEAAAATGVIGGIR.K + Dimethyl:2H(4) (N-term)

v 3994 725.4093 2173.2061 2173.1892 7.75 0 (35) 007 1 K. AVLDVAETGTEAAAATGVIGGIR.K + Dimethyl:2H(4) (N-term)

[ 4003 731.0383 2190.0932 2190.0783 6.80 0 (35)  0.047 1 R. ALYQTEAFTADFQQPTEAK.N + Dimethyl:2H(4) (N-term)

v 4046 739.0402 2214.0987 2214.0844 645 0 67 3.3e-00 5 1 R. ALYQTEAFTADFQQPTEAK+ Dimethyl (K); Dimethyl (N-term)

[v 4047 739.0405 2214.0996 2214.0844 6.83 0 (62) 0.0001 1 R. ALYQTEAFTADFQQPTEAK+ Dimethyl (K); Dimethyl (N-term)

[v 4048 739.0406 2214.1001 2214.0844 7.08 0 (58) 0.0002 9 1 R. ALYQTEAFTADFQQPTEAK+ Dimethyl (K); Dimethyl (N-term)

[v 4049 739.0408 2214.1007 2214.0844 7.35 0 (59) 0.0002 4 1 R. ALYQTEAFTADFQQPTEAX+ Dimethyl (K); Dimethyl (N-term)

[V 4074 741.7238 2222.1496 2222.1347 6.72 0 (51) 0.0019 1 R. ALYQTEAFTADFQQPTEAK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 4075 741.7238 2222.1497 2222.1347 6.77 O (34)  0.086 1 R. ALYQTEAFTADFQQPTEAK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 4076 741.7238 2222.1497 2222.1347 6.77 0 (42)  0.012 1 R. ALYQTEAFTADFQQPTEAK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 4077 741.7239 2222.1498 2222.1347 6.81 0 (54) 0.0009 1 1 R. ALYQTEAFTADFQQPTEAXK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
v 4166 776.1102 2325.3087 23252904 7.88 1 (66)4.2e-0 05 1 K. AVLDVAETGTEAAAATGVIGGIRK+ Dimethyl (K); Dimethyl (N-term)

[v 4167 776.1102 2325.3087 2325.2904 7.90 1 (62) 0.0001 1 K. AVLDVAETGTEAAAATGVIGGIRK+ Dimethyl (K): Dimethyl (N-term)

[v 4174 778.7931 2333.3574 2333.3406 7.22 1 69 1.3e-00 5 1 K. AVLDVAETGTEAAAATGVIGGIRK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

1 PI 00465786 Mass: 271832 Score: 808 Queries matched: 34 emPAl: 0.29
Tax_1d=10090 Gene_Synbol =TInl Talin-1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 1248 543.3221 1084.6296 1084.6240 5.15 0 (54) 0.0007 7 1 K. _NLGTALAELR.T + Dimethyl (N-term)
[ 1253 545.3346 1088.6547 1088.6491 5.13 0 61 0.00015 1 K. _NLGTALAELR.T + Dimethyl:2H(4) (N-term)
[v 1265 548.3677 1094.7209 1094.7151 536 0 28 013 1 K. _SIAAATSALVKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1323 557.3376 1112.6607 1112.6553 4.86 0 (61) 0.0001 6 1 K. _GLAGAVSELLR.S + Dimethyl (N-term)
[ 1335 559.3502 1116.6858 1116.6805 4.76 0 69 2.3e-00 5 1 K. _GLAGAVSELLR.S + Dimethyl:2H(4) (N-term)
[ 1559 597.3780 1192.7414 1192.7341 6.17 0 45 0.0038 1 R. AAMEPIVISAKT + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1585 601.3457 1200.6769 1200.6714 4.57 0 54  0.0008 1 K. EVANSTANLVK + Dimethyl (K); Dimethyl (N-term)
[ 1619 605.3707 1208.7268 1208.7216 4.28 0 (51) 0.0013 1 K. _EVANSTANLVK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 1678 305.9428 1219.7421 1219.7401 171 1 34 0.063 1 K. _LVQRLEHAAKQ + Dimethyl (K); Dimethyl (N-term)
[ 1861 630.3448 1258.6751 1258.6703 3.85 0 (74)6.4e-0 06 1 R. _MATNAAAQNAIK + Dimethyl (K); Dimethyl (N-term)
[v 1884 634.3698 1266.7250 1266.7205 3.49 0 88  3e-007 1 R. _MATNAAAQNAIK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1888 634.9125 1267.8104 1267.8025 6.21 0 48 0.0018 1 K. _VMVTNVTSLLK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2312 474.2700 1419.7880 1419.7834 3.28 1 (31) 017 1 K. _KSTVLQQQYNR.V + Dimethyl (K); Dimethyl (N-term)
[V 2346 476.9532 1427.8378 1427.8336 295 1 41 0.014 1 K. KSTVLQQQYNR.V + Dimethyl:2H(4) (K); Dimethyl:2H(4) ( N-term)
[v 2512 738.4029 1474.7912 1474.7813 6.71 O 56 0.00054 1 K. _TMLESAGGLIQTAR.A + Dimethyl (N-term)
[ 3518 630.0055 1886.9947 1886.9850 5.17 0 70 2.3e-00 5 1 K. _LLGEIAQGNENYAGIAAR.D + Dimethyl (N-term)
[ 3526 631.3476 1891.0210 1891.0101 5.75 0 (47) 0.0053 1 K. _LLGEIAQGNENYAGIAAR.D + Dimethyl:2H(4) (N-term)
2 1 K.

3652 664.3527 1990.0363 1990.0258 5.27 48 0.004 1 _AAAFEDQENETVVEKM + 2 Dimethyl (K); Dimethyl (N-term)



[V 3692 668.3777 2002.1114 2002.1012 5.10 1 (37)  0.049 1 K. AAAFEDQENETVV\BKM + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 3740 673.3845 2017.1317 2017.1208 5.44 1 44 0.0072 1 R. QFVQSARVANSTANLVK + 2 Dimethyl (K); Dimethyl (N-term)
[v 3741 673.3845 2017.1317 2017.1208 5.44 1 (39) 0.023 1 R. _QFVQSAEKVANSTANLVK + 2 Dimethyl (K); Dimethyl (N-term)
[v 3756 674.3675 2020.0807 2020.0701 5.26 0 (72)1.5e-0 05 1 K. _QAAASATQTIAAAQHAASARK+ Dimethyl (K); Dimethyl (N-term)
[v 3757 674.3676 2020.0808 2020.0701 531 0 (79) 3e-006 1 K. _QAAASATQTIAAAQHAASARK+ Dimethyl (K); Dimethyl (N-term)
[v 3774 677.0508 2028.1307 2028.1203 5.11 0 93 9.4e-00 8 1 K. _QAAASATQTIAAAQHAASARK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 3775 677.0508 2028.1307 2028.1203 5.12 0 (80) 1.8e-0 06 1 K. QAAASATQTIAAAQHAASABRX+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3779 677.4097 2029.2072 2029.1961 5.45 1 (39) 0.012 1 R. QFVQSAERVANSTANLVK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 3841 685.7032 2054.0877 2054.0756 5.91 O 88 3.5e-00 7 1 R. _LNEAAAGLNQAATELVQASR.G + Dimethyl (N-term)
[V 3851 687.0455 2058.1147 2058.1007 6.82 0 (44) 0.0094 1 R. LNEAAAGLNQAATELVQASR.G + Dimethyl:2H(4) (N-term)
[ 3890 696.7075 2087.1007 2087.0899 520 O 36 0.056 R. LLSDLLPPSTGTFQEAQSR.L + Dimethyl (N-term)
[V 4028 735.7631 2204.2675 2204.2528 6.68 0 (39) 0.02 K. _LLAALLEDEGGNGRPLLQAAXK+ Dimethyl (K); Dimethyl (N-term)
[ 4038 553.0236 2208.0651 2208.0593 2.65 1 30 0.14 K. _MVEAAIGAAAHPDSEEQQQR.L + Dimethyl (K); Dimethyl (N-term)
[v 4042 738.4465 2212.3177 2212.3030 6.64 O 46  0.0017 1 K. _LLAALLEDEGGNGRPLLQAAK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 4189 781.4225 2341.2457 2341.2328 552 0 (31) 0.18 K. VGAIPANALDDGQWSQGLISAAR.M + Dimethyl:2H(4) (N-term)
[V 4190 781.4227 2341.2462 2341.2328 571 0 41 0.021 K. VGAIPANALDDGQWSQGLISAAR.M + Dimethyl:2H(4) (N-term)

1 P 00136929 Mass: 44029 Score: 797 Queries matched: 50 emPAIl: 3.65

Tax_| d=10090 Gene_Synbol =Act g1 Gammm actin-like protein

[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt)
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4916
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6747
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7248
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7330
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Mr(calc)
699.
707.
707.
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1163.
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1216.
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1224.
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0011
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1631.
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1631.
1631.
1643.
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ppm

4894
5397
5397
4963
5416
5918
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6737
6737
7239
7239
6686
6686
7188
7188
7289
7289
9543
8990
8990
9743
9743
9693

WhrkrhbpoowdhDhORrOOROOOOORSEDIDODWWWW

Miss Score
02 0 (33)
07 0 (33)
76 0 42
05 0 36
59 0 46
91 0 (43)
12 0 38
68 0 (32)
26 0 (31)
42 0 (34)
32 0 (42)
32 0 (40)
34 0 44
34 0 (42)
91 0 (32)
31 0 (33)
83 0 (30)
03 0 (30)
88 1 (25)
27 1 50
86 1 42
09 1 (45)
65 1 (44)
12 1 (41)
34 1 51
57 1 (29)

Expect Rank Peptide

0.032
0. 029
0. 0033
0.031
0. 003
0. 0091

0.01
0. 036
0. 068
0. 036
0.011
0.016
0. 0071
0. 0098

0.13
0. 089

0.2

0.21

0. 52
0. 0019
0. 004
0. 007
0. 0083
0.014
0.0011

0.2

1 R GLTLK Y + Dinethyl
R. G LTLK. Y + Di net hyl : 2H( 4)

(K); Dinmethyl
(K); Dinmethyl:2H(4)
R_G LTLK. Y + Dinethyl:2H(4) (K); Dinethyl:2H(4) (N-term

(N-term
(N-term

K. DSYVGDEAQSKR. G + Di net hyl : 2H(4) (K); D nmethyl:2H(4) (N-term
K. DSYVGDEAQSKR. G + Di net hyl : 2H(4) (K); D nmethyl:2H(4) (N-term

K. El TALAPSTMKI K. | + 2 Dinethyl:2H(4) (K): Dinethyl:2H(4) (N-term); Oxidation (M

1

1

1 K. IIAPPER K + Dinmethyl (N-term

1 R_DLTDYLMK. | + Dinethyl (K); Dinmethyl (N-term

1 R DLTDYLMK. | + Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term

1 R GYSFTTTAER E + Dinmethyl (N-term

1 R GYSFTTTAER E + Dinmethyl (N-term

1 R GYSFTTTAER E + Dinethyl:2H(4) (N-term

1 R GYSFTTTAER E + Di methyl:2H(4) (N-term)

1 K EITALAPSTMK. | + Dinethyl (K); Dinethyl (N-term

1 K. EITALAPSTMK. | + Dinmethyl (K); Dinmethyl (N-term

1 K _EITALAPSTMK. | + Dinethyl:2H(4) (K); Dimethyl:2H(4) (N-term

1 K. El TALAPSTMK. | + Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term

1 K. El TALAPSTMK. | + Dinethyl (K); Dinethyl (Nterm; Oxidation (M

1 K EITALAPSTWK. | + Dinethyl (K); Dimethyl (N-term); Oxidation (M

1 K EITALAPSTMK. | + Dinethyl:2H(4) (K); Dimethyl:2H(4) (N-term; Oxidation (M
1 K. El TALAPSTMK. | + Di nethyl:2H(4) (K); Dimethyl:2H(4) (N-term; Oxidation (M
1

1

1

1 R. MXKEI TALAPSTMK. | + 2 Dinethyl (K); Dinmethyl (N-term

1 R.MXEI TALAPSTMK. | + 2 Dinmethyl (K); Dinmethyl (N-term

1 R MXEI TALAPSTMK. | + 2 Dimethyl:2H(4) (K); Dinethyl:2H(4) (N-term

1 R._MXEI TALAPSTMK. | + 2 Dinmethyl:2H(4) (K); Dinethyl:2H(4) (N-term

1 R MXEl TALAPSTMK. | + 2 Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term; Oxidation (M



3301 606.9832 1817.9277 1817.9159 6.49 0 (46) 0. 0048 1  K.SYELPDGQVI TIGNER. F + Dinethyl (N-term

3302 909.9726 1817.9307 1817.9159 8.14 0 (90) 2e-007 1  K._SYELPDGQVI TI GNER. F + Dimethyl (N-term)

3303 909.9731 1817.9317 1817.9159 8.69 0 (79) 2.5e-006 1 K.SYELPDGQVITIGNER F + Dinethyl (N-term

3323 608.3251 1821.9536 1821.9410 6.88 0 (30) 0.23 1  K.SYELPDGQVI TI GNER. F + Dinethyl:2H(4) (N-term

3324 911.9853 1821.9560 1821.9410 8.22 0 92 1.6e-007 1 K.SYELPDGQVI TI GNER F + Dinethyl:2H(4) (N-term

3325 911.9858 1821.9570 1821.9410 8.76 0 (87) 5e-007 1 K._SYELPDGQVI TI GNER. F + Dinethyl:2H(4) (N-term

3440 934.4482 1866.8818 1866.9005 -10.00 O 28 0. 15 1 M EEEI AALVI DNGSGVCK. A + Di net hyl : 2H(4) (K)

3705 670.7178 2009.1315 2009.1197 5.87 0 (40) 0.018 1 R VAPEEHPVLLTEAPLNPK. R + Dinethyl (K); Dinethyl (N-term

3706 670.7178 2009.1315 2009.1197 5.87 0 (37) 0.038 1 R VAPEEHPVLLTEAPLNPK.R + Di methyl (K): Dinethyl (N-term)

3707 670.7179 2009.1317 2009.1197 5.99 0 (41) 0.017 1 R VAPEEHPVLLTEAPLNPK. R + Dinethyl (K); Dinethyl (N-term

3708 670.7179 2009.1317 2009.1197 5.99 0 (44) 0.0084 1 R VAPEEHPVLLTEAPLNPK.R + Dinethyl (K); Dinethyl (N-term

3709 670.7180 2009.1322 2009.1197 6.24 0 (39 0.023 1 R VAPEEHPVLLTEAPLNPK.R + Dinethyl (K); Dinethyl (N-term

3742 673.3995 2017.1767 2017.1699 3.37 0 (31 0.095 1 R VAPEEHPVLLTEAPLNPK. R + Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term

3746 673.4012 2017.1817 2017.1699 5.85 0 (44) 0.0051 1 R VAPEEHPVLLTEAPLNPK.R + Dinethyl:2H(4) (K); Di methyl:2H(4) (N-term

3747 673.4013 2017.1821 2017.1699 6.03 0 (42 0. 0083 1 R _VAPEEHPVLLTEAPLNPK. R + Di methyl: 2H(4) (K); Dinethyl:2H(4) (N-term

3748 673.4015 2017.1827 2017.1699 6.35 0 46 0.0029 1 R VAPEEHPVLLTEAPLNPK. R + Dinethyl:2H(4) (K); Dimethyl:2H(4) (N-term

3749 673.4017 2017.1832 2017.1699 6.57 0 (45) 0. 0039 1 R _VAPEEHPVLLTEAPLNPK. R + Di methyl: 2H(4) (K); Dinethyl:2H(4) (N-term

4239 800.4190 2398.2352 2398.2202 6.24 1 (51) 0.002 1 R KDLYANTVLSGGTTMYPGLADR M + Di nethyl (K); Dinethyl (N-term

4240 800.4199 2398.2377 2398.2202 7.29 1 (71) 1.7e-005 1 R _KDLYANTVLSGGTTMYPGLADR M + Di nethyl (K); Dinethyl (N-term

4243 803.1025 2406.2856 2406.2705 6.29 1 (55) 0.00086 1 R KDLYANTVLSGGTTMYPGLADR M + Di net hyl:2H(4) (K); Dinmethyl:2H(4) (N-term

4244 803.1038 2406.2897 2406.2705 8.00 1 (32) 0.18 1 R _KDLYANTVLSGGTTMYPGLADR. M + Di met hyl: 2H(4) (K); Dinmethyl:2H(4) (N-term

4245 803.1039 2406.2898 2406.2705 8.04 1 (58) 0.00042 1 R KDLYANTVLSGGTTMYPGLADR M + Di net hyl:2H(4) (K); Dinmethyl:2H(4) (N-term

4257 805.7502 2414.2289 2414.2151 570 1 77 4e-006 1 R KDLYANTVLSGGTTMYPGLADR M + Dinethyl (K); Dinethyl (N-term; Oxidation (M

4260 808.4335 2422.2788 2422.2654 5.52 1 (60) 0.00022 1 R KDLYANTVLSGGTTMYPGLADR M + Di nethyl:2H(4) (K); Dinethyl:2H(4) (N-term; Oxidation (M
7. 1 P100114375 Mass: 62638 Score: 658 Queries matched: 30 emPAl: 1.53

Tax_1d=10090 Gene_Synbol =Dpysl| 2 Di hydropyri m di nase-rel ated protein 2
[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 828 468.7706 935.5267 9355229 4.12 0 54 0.00056 1 K. _VFNLYPR.K + Dimethyl (N-term)
[ 839 470.7831 939.5516 939.5480 3.86 0 (50) 0.0013 1 K. _VFNLYPR.K + Dimethyl:2H(4) (N-term)
[V 1132 522.2976 1042.5807 1042.5771 350 0O 58 0.00029 1 K. _SAAEVIAQAR.K + Dimethyl (N-term)
[v 1156 524.3103 1046.6061 1046.6022 3.69 0 (52) 0.0013 1 K. SAAEVIAQAR.K + Dimethyl:2H(4) (N-term)
[ 1328 372.2458 1113.7154 1113.7121 2.99 1 31 0.086 1 R. _ITSDRLLIK .G + Dimethyl (K); Dimethyl (N-term)
[ 1395 570.8561 1139.6977 1139.6914 554 0 48 0.002 1 R. _GSPLVVISQGH + Dimethyl (K); Dimethyl (N-term)
[V 2029 441.5809 1321.7207 1321.7177 2.32 0 (40) 0.019 1 R. MVIPGGIDVHTR.F + Dimethyl (N-term)
[V 2044 442.9225 1325.7456 1325.7428 2.15 0 (49) 0.0021 1 R. _MVIPGGIDVHTR.F + Dimethyl:2H(4) (N-term)
[V 2092 446.9131 1337.7176 1337.7126 3.77 0 59 0.00024 1 R. _MWIPGGIDVHTR.F + Dimethyl (N-term); Oxidation (M)
[V 2101 448.2549 1341.7429 1341.7377 3.89 0 (56) 0.0004 7 1 R. _WIPGGIDVHTR.F + Dimethyl:2H(4) (N-term); Oxidation (M)
[ 2200 690.4215 1378.8285 1378.8184 7.30 0 (59) 0.0001 9 1 K. _QIGENLIVPGGVKT + Dimethyl (K); Dimethyl (N-term)
[V 2223 694.4466 1386.8786 1386.8686 7.22 0 62 6.3e-00 5 1 K. _QIGENLIVPGGVKT + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 3080 570.9752 1709.9037 1709.8948 5.20 O 80 2.1e-00 6 1 K. _IVLEDGTLHVTEGSGR.Y + Dimethyl (N-term)
[V 3092 572.3168 1713.9287 1713.9199 5.10 O (76)5.6e-0 06 1 K. _IVLEDGTLHVTEGSGR.Y + Dimethyl:2H(4) (N-term)
[ 3232 597.3156 1788.9250 1788.9168 4.61 0 42 0.013 1 K. MDENQFVAVTSTNAAK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 4010 733.0432 2196.1077 2196.0923 7.01 0 63 0.00011 1 R. _NLHQSGFSLSGAQIDDNIPR.R + Dimethyl (N-term)
[V 4015 734.3834 2200.1283 2200.1174 491 0 (30) 022 1 R. _NLHQSGFSLSGAQIDDNIPR.R + Dimethyl:2H(4) (N-term)
[v 4016 734.3845 2200.1317 2200.1174 6.49 0 (55) 0.0008 2 1 R. _NLHQSGFSLSGAQIDDNIPR.R + Dimethyl:2H(4) (N-term)



[ 4017 734.3845 2200.1317 2200.1174 6.49 0 (48) 0.0039 1 R. NLHQSGFSLSGAQIDDNIPR.R + Dimethyl:2H(4) (N-term)

[V 4018 734.3849 2200.1327 2200.1174 6.94 0 (26) 057 1 R. NLHQSGFSLSGAQIDDNIPR.R + Dimethyl:2H(4) (N-term)

[ 4019 734.3849 2200.1327 2200.1174 6.94 0 (30) 025 1 R. NLHQSGFSLSGAQIDDNIPR.R + Dimethyl:2H(4) (N-term)

[ 4024 7353827 2203.1264 2203.1121 652 1 (35)  0.067 1 K. AVGIDNFTLIPEGTNGTEER.M + Dimethyl (K); Dimethyl (N-term )
[ 4029 552.3210 2205.2548 22052481 3.06 2 36  0.037 1 K. TVTPASSARSPAKQQAPPVR.N + 2 Dimethyl (K); Dimethyl (N-term)

v 4030 736.3365 2205.9877 22059711 7.53 0 (46) 0.0008 9 1 R. FQMPDQGMTSADDFFQ@TKDimethyl (K); Dimethyl (N-term)

[ 4031 736.3373 2205.9900 2205.9711 857 0 (56)9.9e-0 05 1 R. FQMPDQGMTSADDFFQ@TKDimethyl (K); Dimethyl (N-term)

[V 4041 738.0657 2211.1754 2211.1623 591 1 38  0.043 1 K. AVGIONFTLIPEGTNGTEER.M + Dimethyl:2H(4) (K); Dimethyl:2 H(4) (N-term)
[V 4045 739.0210 2214.0412 2214.0213 895 0 57 0.00018 1 R. FQMPDQGMTSADDFFQ@TKDimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 4554 732.8967 2927.5577 2927.5352 7.69 O 61 0.00017 1 R. _ILDLGITGPEGHVLSRPEEVEAEAVNR.S + Dimethyl (N-term)

W 4560 733.9027 2931.5817 2931.5603 7.30 0 (48) 0.0026 1 R. ILDLGITGPEGHVLSRPEEVEAEAVNR.S + Dimethyl:2H(4) (N-t  erm)
v 4561 733.9027 2931.5817 2931.5603 7.30 0 (55) 0.0006 5 1 R. ILDLGITGPEGHVLSRPEEVEAEAVNR.S + Dimethyl:2H(4) (N-t  erm)

1 PI 00405058 Mass: 32497 Score: 637 Queries matched: 27 emPAl: 3.27
Tax_| d=10090 Gene_Synbol =Hnr npa2bl | sof orm 3 of Heterogeneous nucl ear ribonucl eoproteins A2/B1
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 1128 521.2433 1040.4720 1040.4676 4.27 0 66 5.4e-00 6 1 R. _GGNFGFGDSR.G + Dimethyl (N-term)
[V 1144 523.2556 1044.4967 1044.4927 3.86 0 (63)1.8e-0 05 1 R. _GGNFGFGDSR.G + Dimethyl:2H(4) (N-term)
[V 2273 703.3381 1404.6617 1404.6535 5.86 0 (75)2.7e-0 06 1 R. _GGGGNFGPGPGSNFR.G + Dimethyl (N-term)
[V 2285 705.3499 1408.6852 1408.6786 4.65 0 76 2.9e-00 6 1 R. _GGGGNFGPGPGSNFR.G + Dimethyl:2H(4) (N-term)
[V 2383 360.4357 1437.7137 1437.7113 1.69 0 (40) 0.012 1 K. _YHTINGHNAEVR.K + Dimethyl (N-term)
[V 2384 480.2455 1437.7145 1437.7113 2.26 0 (34) 0.043 1 K. _YHTINGHNAEVR.K + Dimethyl (N-term)
[ 2401 481.5872 1441.7398 1441.7364 2.37 0 45 0.0047 1 K. _YHTINGHNAEVR.K + Dimethyl:2H(4) (N-term)
[V 2997 559.6195 1675.8367 1675.8311 3.34 1 (37)  0.026 1 K. ALSRQEMQEVQSSR.S + Dimethyl (N-term)
[V 3011 560.9612 1679.8617 1679.8562 3.25 1 (38) 0.031 1 K. _ALSRQEMQEVQSSR.S + Dimethyl:2H(4) (N-term)
[V 3012 560.9614 1679.8624 1679.8562 3.69 1 (41)  0.016 1 K. ALSRQEMQEVQSSR.S + Dimethyl:2H(4) (N-term)
[V 3039 564.9512 1691.8317 1691.8260 3.35 1 46  0.0027 1 K. _ALSRQENREVQSSR.S + Dimethyl (N-term); Oxidation (M)
[V 3056 566.2930 1695.8571 1695.8512 3.48 1 (26) 043 1 K. _ALSRQEREVQSSR.S + Dimethyl:2H(4) (N-term); Oxidation (M)
[V 3312 455.7663 1819.0362 1819.0316 255 1 26 056 1 R. _AVAREESGRGAHVTVK + 2 Dimethyl (K); Dimethyl (N-term)
[V 3352 611.6620 1831.9641 1831.9574 3.69 2 (34) 0.095 1 R. _KALSRQEMQEVQSSR.S + Dimethyl (K); Dimethyl (N-term)
[ 3371 614.3457 1840.0153 1840.0076 4.17 2 (33) 013 1 R. KALSRQEMQEVQSSR.S + Dimethyl:2H(4) (K); Dimethyl:2H( 4) (N-term)
[V 3388 616.9935 1847.9586 1847.9523 3.39 2 (35) 0.064 1 R. _KALSRQEREVQSSR.S + Dimethyl (K); Dimethyl (N-term); Oxidat ion (M)
[V 3423 619.6769 1856.0090 1856.0025 3.48 2 41 0.017 1 R. KALSRQEMEVQSSR.S + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-t erm); Oxidation (M)
[V 3647 398.4496 1987.2114 1987.2080 1.70 2 30 0.079 1 K. _RAVAREESGRGAHVTVK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3648 398.4496 1987.2117 1987.2080 1.87 2 (29) 0.077 1 K. _RAVAREESGRGAHVTVK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 4071 741.3292 2220.9657 2220.9545 5.01 0 (97)4.3e-0 09 1 R. _NMGGPYGGGNYGPGGSGGSGGYGGR.S + Dimethyl:2H(4) (N-ter m)
[V 4072 741.3292 2220.9657 2220.9545 5.04 0 (78)3.1le-0 07 1 R. _NMGGPYGGGNYGPGGSGGSGGYGGR.S + Dimethyl:2H(4) (N-ter m)
[V 4089 745.3195 2232.9367 2232.9243 555 0 102 4.5e-0 10 1 R. _NMGGPYGGGNYGPGGSGGSGGYGGR.S + Dimethyl (N-term); Oxid ation (M)
[V 4095 746.6612 2236.9617 2236.9494 549 0 (50) 0.0001 5 1 R. _NMGGPYGGGNYGPGGSGGSGGYGGR.S + Dimethyl:2H(4) (N-term) ; Oxidation (M)
[V 4218 591.0710 2360.2547 2360.2417 5.53 1 (45) 0.0084 1 R. GFGFVTFDDHDPVDK.QK.Y + 2 Dimethyl (K); Dimethyl (N-term)
[V 4219 591.0710 2360.2548 2360.2417 5.58 1 (46)  0.006 1 R. GFGFVTFDDHDPVDK QK.Y + 2 Dimethyl (K); Dimethyl (N-term)
[V 4224 594.0905 2372.3327 2372.3170 6.62 1 (42)  0.011 1 R. GFGFVTFDDHDPVDK QK.Y + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 4225 594.0905 2372.3327 2372.3170 6.62 1 46  0.0042 1 R. _GFGFVTFDDHDPVDK QK.Y + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)



Proteins matching the same set of peptides:

1 P 00622847 Mass: 36014 Score: 637 Queries matched:

27

Tax_| d=10090 Gene_Synbol =Hnr npa2bl |sof orm 2 of Heterogeneous nucl ear ribonucl eoproteins A2/B1

1 P 00828488 Mass: 37437 Score: 637 Queries matched:

27

Tax_1d=10090 Gene_Synbol =Hnr npa2bl Isof orm 1 of Heterogeneous nucl ear ribonucl eoproteins A2/Bl

1 P 00853914 Mass: 87852 Score: 637 Queries matched:

27
Tax_1d=10090 Gene_Synbol =L0OC100045191 sinmilar to heterogeneous nuclear

ri bonucl eoprotein A2/ B1

Tax_1d=10090 Gene_Synbol =Hsp90abl Heat shock protein 84b
[T Check to include this hit

in error tolerant search or archive report

9. 1 P100128642 Mass: 26056 Score: 633 Queries matched: 27 emPAl: 9.63
Tax_1d=10090 Gene_Synbol =Cbr2 Lung carbonyl reductase
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

[V 659 417.7471 833.4796 833.4759 439 0 44 0.006 1 K. LNFSGLR.A + Dimethyl (N-term)

[V 662 419.7596 837.5046 837.5010 4.20 0 (28) 019 1 K._LNFSGLR.A + Dimethyl:2H(4) (N-term)

[V 699 4257436 849.4727 849.4708 222 0 (26) 035 1 R. SFSVNLR.S + Dimethyl (N-term)

[ 703 427.7562 853.4978 853.4960 2.13 0 43 0.0064 1 R. _SFSVNLR.S + Dimethyl:2H(4) (N-term)

[V 794 4547523 907.4900 907.4871 325 0 54 0.0005 1 K. _GAMTMLTH + Dimethyl (K); Dimethyl (N-term)

[v 1289 552.3210 1102.6274 1102.6234 3.67 0 38 0.033 1 R. _TNSDLVSLAKE + Dimethyl (K); Dimethyl (N-term)

[ 1316 556.3461 1110.6777 1110.6736 3.69 0 (35)  0.043 1 R. TNSDLVSLAKE + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[V 1347 374.5561 1120.6464 1120.6427 3.38 1 44  0.0083 1 -. _MKNFSGLR.A + Dimethyl (K); Dimethyl (N-term)

[V 1366 377.2397 1128.6972 1128.6929 3.84 1 (40) 0.015 1 -. _MK.NFSGLR.A + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-t erm)

[ 1380 379.8875 1136.6406 1136.6376 2.67 1 (41) 0.013 1 -. _MKLNFSGLR.A + Dimethyl (K); Dimethyl (N-term); Oxidat ion (M)

[ 1393 380.8697 1139.5872 1139.5831 3.57 0 (64)4.7e-0 05 1 K. _AMAMELGPHK+ Dimethyl (K); Dimethyl (N-term)

[v 1401 3825710 1144.6912 1144.6878 298 1 (33) 0.082 1 -. _MKLNFSGLR.A + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-t erm); Oxidation (M)

[ 1409 383.5530 1147.6372 1147.6333 3.38 0 (58) 0.0003 2 1 K. _AMAMELGPHK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[ 1450 388.8840 1163.6303 1163.6282 1.75 0 64 6.1e-00 5 1 K. AMAMLGPHK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O xidation (M)

[ 1918 640.3486 1278.6827 1278.6754 5.69 0 (69) 2.2e-0 05 1 R. _SVFQVSQMVAR.D + Dimethyl (N-term)

[V 1926 642.3616 1282.7087 1282.7006 6.36 0 74 6.5e-00 6 1 R. _SVFQVSQMVAR.D + Dimethyl:2H(4) (N-term)

[V 1948 648.3456 1294.6767 1294.6704 491 0 (40) 0.015 1 R. _SVFQVSQWAR.D + Dimethyl (N-term); Oxidation (M)

[ 1958 650.3582 1298.7019 1298.6955 4.92 0 (48) 0.0024 1 R. _SVFQVSQWAR.D + Dimethyl:2H(4) (N-term); Oxidation (M)

[ 2860 815.4538 1628.8930 1628.8808 7.54 0 98 3.6e-00 8 1 R. _VNSVNPTVVLTDMG@K+ Dimethyl (K); Dimethyl (N-term)

[V 2894 819.4785 1636.9424 1636.9310 6.95 0O (95) 6e-008 1 R. _VNSVNPTVVLTDMGK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[V 2911 549.3015 1644.8827 1644.8757 4.28 0 (40) 0.024 1 R. VNSVNPTVVLTDGKK + Dimethyl (K); Dimethyl (N-term); Oxidation (M)

[V 2930 827.4266 1652.8387 1652.8257 7.86 0 78 2.6e-00 6 1 R. _SASTSGGGILVDAGYLAS.- + Dimethyl (N-term)

[ 2934 551.9850 1652.9331 1652.9259 4.37 0 (28) 034 1 R. VNSVNPTVVLTDGKK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O xidation (M)

[V 2952 829.4385 1656.8625 1656.8508 7.05 0 (43) 0.01 1 R. SASTSGGGILVDAGYLAS.- + Dimethyl:2H(4) (N-term)

[ 3542 633.6998 1898.0777 1898.0659 6.22 1 63  0.0001 1 K. _IRVNSVNPTVVLTDMGK + Dimethyl (K); Dimethyl (N-term)

[ 3553 636.3837 1906.1292 1906.1162 6.83 1 (41) 0.0092 1 K. _IRVNSVNPTVVLTDMGK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[v 4510 695.3760 2777.4748 2777.4935 -6.74 2 42 0.015 1 R. _VNSVNPTVVLTDGKKVSADPEFAR.K + 2 Dimethyl (K); Dimethyl:2H(4) (N-ter m); Oxidation (M)
10. 1 P1 00229080 Mass: 83571 Score: 579 Queries matched: 19 emPAl: 0.73



Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

[ 713 429.2858 856.5570 856.5534 4.14 0 (39) 0.017 1 R. _ALLFIPR.R + Dimethyl (N-term)
[V 729 431.2984 860.5822 860.5786 4.22 0 42 0.009 1 R._ALLFIPR.R + Dimethyl:2H(4) (N-term)
[ 1690 611.8466 1221.6787 1221.6717 574 0 32 014 1 K. IDIPNPQER.T + Dimethyl (N-term)
[ 1956 649.8915 1297.7685 1297.7605 6.17 0 (60) 0.0001 9 1 K. _ADLINNLGTIAK.S + Dimethyl (K); Dimethyl (N-term)
[ 1988 653.9164 1305.8183 1305.8107 5.81 0 69 1.4e-00 5 1 K. _ADLINNLGTIAK.S + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 2061 666.3602 1330.7058 1330.6980 5.87 0 60 0.00016 1 R. _ELISNASDALDKI + Dimethyl (K); Dimethyl (N-term)
[V 2276 703.4070 1404.7995 1404.7898 6.92 0 (62) 0.0001 4 1 R. _TLTLVDTGIGMTKA + Dimethyl (K); Dimethyl (N-term)
[V 2295 707.4320 1412.8495 1412.8400 6.67 0O (46) 0.0039 1 R. _TLTLVDTGIGMTKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2318 474.6043 1420.7910 1420.7847 4.42 0 (44) 0.0086 1 R. _TLTLVDTGIGMKA + Dimethyl (K); Dimethyl (N-term); Oxidation (M)
[V 2319 711.4047 1420.7949 1420.7847 7.15 0 68 3.6e-00 5 1 R. _TLTLVDTGIGNMKA + Dimethyl (K); Dimethyl (N-term); Oxidation (M)
[V 2353 477.2876 1428.8411 1428.8350 4.26 0 (44) 0.0079 1 R. _TLTLVDTGIGMKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O xidation (M)
[V 2355 715.4290 1428.8434 1428.8350 5.87 0 (52) 0.0012 1 R. TLTLVDTGIGMK.A + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O xidation (M)
[V 2692 771.4176 1540.8207 1540.8097 7.17 0 (104) 8.9e- 009 1 R. _GVVDSEDLPLNISR.E + Dimethyl (N-term)
[V 2699 773.4298 1544.8451 1544.8348 6.65 0 113 1l.1e-0 09 1 R. _GVVDSEDLPLNISR.E + Dimethyl:2H(4) (N-term)
[ 2812 536.9876 1607.9410 1607.9334 4.75 1 43  0.0087 1 R. ELISNASDALDHR.Y + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3279 604.3350 1809.9831 1809.9737 5.16 0 80 2.6e-00 6 1 K. _HLEINPDHPIVETLR.Q + Dimethyl (N-term)
[ 3280 604.3350 1809.9832 1809.9737 5.26 0 (55) 0.0008 2 1 K. _HLEINPDHPIVETLR.Q + Dimethyl (N-term)
[ 3293 605.6768 1814.0087 1813.9988 5.46 0 (39) 0.031 1 K. _HLEINPDHPIVETLR.Q + Dimethyl:2H(4) (N-term)
[ 4026 735.6685 2203.9837 2203.9692 6.61 0 58 5.2e-00 5 1 R. _YHTSQSGDEMTSLSEYVSR.M + Dimethyl (N-term)

11. 1 PI 00554929 Mass: 83615 Score: 565 Queries matched: 17 emPAl: 0.63

Tax_1d=10090 Gene_Synbol =Hsp90abl Heat sh
[~ Check to include this hit

ock protein HSP 90-beta

in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
1690 611.8466 1221.6787 1221.6717 574 0 32 0.14 1 K. I DILPNPQER. T + Dinmethyl (N-term
1956 649.8915 1297.7685 1297.7605 6. 17 0 (60) 0.00019 1 K. ADLI NNLGTI AK. S + Dimethyl (K); Dinmethyl (N-term
1988 653.9164 1305.8183 1305.8107 5.81 0 69 1.4e-005 1 K. ADLI NNLGTI AK. S + Dinet hyl : 2H(4) (K); Dinmethyl:2H(4) (N-term
2061 666.3602 1330.7058 1330.6980 5.87 0 60 0.00016 1 R ELI SNASDALDK. | + Dimethyl (K); Dinmethyl (N-term
2276 703.4070 1404.7995 1404.7898 6.92 0 (62) 0.00014 1 R TLTLVDTG GMITK. A + Dinmethyl (K); Dimethyl (N-term)
2295 707.4320 1412.8495 1412.8400 6.67 0 (46) 0. 0039 1 R TLTLVDTG GMTK. A + Di net hyl : 2H(4) (K); Dinethyl:2H(4) (N-term
2318 474.6043 1420.7910 1420.7847 4.42 0 (44) 0.0086 1 R TLTLVDTG GMIK. A + Dinethyl (K); Dinethyl (N-ternm); Oxidation (M
2319 711.4047 1420.7949 1420.7847 7.15 0 68 3. 6e-005 1 R TLTLVDTG GMTK. A + Dinethyl (K); Dinethyl (N-tern); Oxidation (M
2353 477.2876 1428.8411 1428.8350 4.26 0 (44) 0.0079 1 R TLTLVDTG GMIK. A + Dinethyl:2H(4) (K); Dinethyl:2H(4) (N-term); Oxidation (M
2355 715.4290 1428.8434 1428.8350 5.87 0 (52) 0. 0012 1 R. TLTLVDTG GMIK. A + Di net hyl: 2H(4) (K); Dinmethyl:2H(4) (N-term); Oxidation (M
2692 771.4176 1540.8207 1540.8097 7.17 0 (104) 8.9e-009 1 R.GVVDSEDLPLNI SR E + Dinmethyl (N-term
2699 773.4298 1544.8451 1544.8348 6. 65 0 113 1.1e-009 1 R. GVWDSEDLPLNI SR. E + Di nethyl:2H(4) (N-term
2812 536.9876 1607.9410 1607.9334 4.75 1 43 0.0087 1 R ELISNASDALDKIR Y + Dinethyl:2H(4) (K); Dinethyl:2H(4) (N-term
3279 604.3350 1809.9831 1809.9737 5.16 0 80 2.6e-006 1 K. HLEI NPDHPI VETLR. Q + Di nethyl (N-term
3280 604.3350 1809.9832 1809.9737 5.26 0 (55) 0.00082 1 K. HLEI NPDHPI VETLR. Q + Di nethyl (N-term
3293 605.6768 1814.0087 1813.9988 5. 46 0 (39) 0.031 1 K. HLEI NPDHPI VETLR. Q + Di net hyl : 2H(4) (N-term
4026 735.6685 2203.9837 2203.9692 6. 61 0 58 5.2e-005 1 R YHTSQSGDEMTSLSEYVSR. M + Di net hyl (N-term
12. 1PI00132722 Mass: 36520 Score: 512 Queries matched: 17 emPAl: 1.79

Tax_| d=10090 Gene_Synbol =Anxa3 Annexi n A3



[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 885 479.2921 956.5697 956.5655 4.46 0 65 5.6e-005 1 K. _ALLTLADGR.R + Dimethyl (N-term)
[ 890 481.3043 960.5941 960.5906 3.66 0 (59) 0.00023 1 K. _ALLTLADGR.R + Dimethyl:2H(4) (N-term)
[V 921 488.2602 974.5059 974.5011 4.92 0 30 011 1 K. LTFDEYR.N + Dimethyl:2H(4) (N-term)
[v 1279 550.8402 1099.6659 1099.6601 5.26 0 (53) 0.0011 1 K. _TLINILTER.S + Dimethyl (N-term)
[V 1292 552.8527 1103.6908 1103.6852 5.05 0 60 0.00015 1 K. _TLINILTER.S + Dimethyl:2H(4) (N-term)
[ 1299 553.3267 1104.6388 1104.6328 5.37 0 66 5.7e-00 5 1 R. _SEIDLLDIR.H + Dimethyl:2H(4) (N-term)
[V 2759 526.2942 1575.8607 1575.8548 3.77 1 41 0.018 1 K. _EISQAYYTVYK.S + 2 Dimethyl (K); Dimethyl (N-term)
[V 2784 530.3195 1587.9367 1587.9301 4.14 1 (40) 0.016 1 K. _EISQAYYTVYK.S + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 2816 807.3731 1612.7317 1612.7217 6.24 0 (70) 3.9e-0 06 1 K. _SLGDDISSETSGDFR.K + Dimethyl (N-term)
[V 2824 809.3854 1616.7563 1616.7468 590 0O 82 4.1e-00 7 1 K. _SLGDDISSETSGDFR.K + Dimethyl:2H(4) (N-term)
[ 3884 693.7008 2078.0807 2078.0684 5.93 1 (62) 0.0001 5 1 R. GTIKDYPGFSPSVDAEAIR.K + Dimethyl (K); Dimethyl (N-term)
[ 3885 693.7009 2078.0808 2078.0684 5.95 1 64 9.9e-00 5 1 R. _GTIKDYPGFSPSVDAEAIR.K + Dimethyl (K); Dimethyl (N-term)
[V 3889 696.3832 2086.1277 2086.1186 4.35 1 (48) 0.0044 1 R. _GTIKDYPGFSPSVDAEAIR.K + Dimethyl:2H(4) (K); Dimethyl:2H (4) (N-term)
[ 3932 711.0565 2130.1477 2130.1330 693 1 49 0.0028 1 K. _SMKGTGTDEDALIEILTTR.S + Dimethyl:2H(4) (K); Dimethyl:2 H(4) (N-term); Oxidation (M)
[V 4091 559.5584 2234.2045 2234.1947 4.42 2 73 1.2e-00 5 1 R. _GTIKDYPGFSPSVDAEAIRK + 2 Dimethyl (K); Dimethyl (N-term)
[V 4092 559.5585 2234.2047 2234.1947 450 2 (63) 0.0001 2 1 R. _GTIKDYPGFSPSVDAEAIRK + 2 Dimethyl (K); Dimethyl (N-term)
[V 4107 562.5775 2246.2807 2246.2700 4.77 2 (60) 0.0001 5 1 R. _GTIKDYPGFSPSVDAEAIRK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

13.

1 PI 00323357 Mass: 71055 Score: 502 Queries matched: 23 emPAl: 0.83
Tax_1d=10090 Gene_Synbol =Hspa8 Heat shock cognate 71 kDa protein

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1146 349.2020 1044.5843 1044.5815 2.65 1 26 0.46 1 R. LSKEDIER.M + Dimethyl (K); Dimethyl (N-term)
[V 1726 614.3606 1226.7067 1226.6983 6.89 0 61 0.00015 1 K. _DAGTIAGLNVLR.I + Dimethyl (N-term)
[v 1766 616.3731 1230.7317 1230.7234 6.77 0 (47) 0.0036 1 K. _DAGTIAGLNVLR.I + Dimethyl:2H(4) (N-term)
[ 2085 446.2580 1335.7523 1335.7471 382 1 40 0.018 K. _MKEIAEAYLGKT + 2 Dimethyl (K); Dimethyl (N-term)
[V 2122 450.2832 1347.8278 1347.8225 392 1 (30) 01 1 K. _MKEIAEAYLGKT + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2625 758.3746 1514.7347 1514.7253 6.22 O 70 7.8e-00 6 1 R. TTPSYVAFTDTERL.L + Dimethyl (N-term)
[V 2639 760.3879 1518.7612 1518.7504 7.10 0 (39) 0.018 1 R. TTPSYVAFTDTER.L + Dimethyl:2H(4) (N-term)
[ 3014 840.9620 1679.9094 1679.8932 9.66 0O 68 4.3e-00 5 1 K. _SFYPEEVSSMVLTHK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 3018 561.9995 1682.9767 1682.9679 5.23 1 67 3.3e-00 5 1 R. _QATKDAGTIAGLNVLR.I + Dimethyl (K); Dimethyl (N-term)
[ 3037 564.6832 1691.0277 1691.0181 5.67 1 (49) 0.0013 1 R. _QATKDAGTIAGLNVLR.I + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 3101 573.9262 1718.7567 1718.7496 4.13 0 45 0.0006 1 K. _STAGDTHLGGEDFDNR.M + Dimethyl (N-term)
[v 3107 575.2679 1722.7818 1722.7747 4.11 0 (32) 0.023 1 K. _STAGDTHLGGEDFDNR.M + Dimethyl:2H(4) (N-term)
[V 3444 624.7032 1871.0877 1871.0767 5.87 1 (61) 0.0001 2 1 R. _IINEPTAAAIAYGLDKK.V + 2 Dimethyl (K); Dimethyl (N-term)
[V 3445 624.7038 1871.0897 1871.0767 6.94 1 (57) 0.0003 2 1 R. _IINEPTAAAIAYGLDKK.V + 2 Dimethyl (K); Dimethyl (N-term)
[V 3461 626.6592 1876.9559 1876.9465 4.99 1 (33) 0.093 1 K. _NQVAMPTNTVFDAR.L + Dimethyl (K); Dimethyl (N-term); Oxidation (M
[V 3462 626.6593 1876.9561 1876.9465 5.09 1 36 0.053 1 K. NQVAMPTNTVFDAR.L + Dimethyl (K): Dimethyl (N-term); Oxidation (M
[ 3500 628.7285 1883.1635 1883.1521 6.08 1 78 9.1e-00 7 1 R. _IINEPTAAAIAYGLDKK.V + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 3501 628.7285 1883.1637 1883.1521 6.18 1 (77)1.3e-0 06 1 R. _IINEPTAAAIAYGLDKK.V + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)



[ 3509 629.3427 1885.0063 1884.9968 5.07 1 (34) 011 1 K. _NQVAMPTNTVFDAR.L + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); Oxidation (M)
[ 3510 629.3430 1885.0072 1884.9968 5.56 1 (31) 021 1 K. _NQVAMPTNTVFDAR.L + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); Oxidation (M)
[v 3700 670.6862 2009.0367 2009.0218 7.42 O 40 0.021 1 K. _TVTNAVVTVPAYFNDSQR.Q + Dimethyl (N-term)
[v 3725 672.0277 2013.0613 2013.0469 7.14 0 (29) 03 1 K. _TVTNAVVTVPAYFNDSQR.Q + Dimethyl:2H(4) (N-term)
[v 3726 672.0278 2013.0617 2013.0469 7.35 0 (32) 013 1 K. _TVTNAVVTVPAYFNDSQR.Q + Dimethyl:2H(4) (N-term)

1 P100135284 Mass: 36092 Score: 475 Queries matched: 14 emPAl: 1.29

Tax_1d=10090 Gene_Synbol =L0OC100044454; LOC100039214 sinmilar to d yceral dehyde- 3- phosphat e dehydr ogenase ( GAPDH)
[~ Check to include this hit in error tolerant search or archive report

isoform1

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 1999 436.9481 1307.8225 1307.8176 3.74 1 48 0.0017 1 K. _AVGR/IPELNGKL + 2 Dimethyl (K); Dimethyl (N-term)
[V 2026 440.9732 1319.8979 1319.8930 3.70 1 (47) 0.0005 9 1 K. _AVGWIPELNGKL + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 2291 706.8668 1411.7190 1411.7091 7.00 1 (77)2.5e-0 06 1 R. _VVDLMAYMASX- + Dimethyl (K); Dimethyl (N-term)
[V 2311 710.8921 1419.7696 1419.7593 7.27 1 (79)2.9e-0 06 1 R. VVDLMAYMASK- + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 2335 713.4106 1424.8066 1424.7987 556 0 (56) 0.0005 9 1 R. _GAAQNIIPASTGAAKA + Dimethyl (K); Dimethyl (N-term)
[V 2344 714.8636 1427.7126 1427.7040 6.04 1 (51) 0.0008 4 1 R. _VVDLMAYMSKE.- + Dimethyl (K); Dimethyl (N-term); Oxidation (M )
[V 2345 714.8646 1427.7147 1427.7040 7.49 1 80 1.3e-00 6 1 R. _VVDLMYMASE.- + Dimethyl (K); Dimethyl (N-term); Oxidation (M )
[V 2368 717.4359 1432.8573 1432.8489 5.83 0 62 0.00011 1 R. _GAAQNIIPASTGAAKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2374 718.8894 1435.7643 1435.7542 6.98 1 (56) 0.0005 1 R. _VVDLMAYRSKE.- + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); Oxidation (M)
[ 2375 718.8900 1435.7654 1435.7542 7.75 1 (59) 0.0002 8 1 R. _VVDLMYMASEK.- + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); Oxidation (M)
[V 2406 722.8607 1443.7069 1443.6989 552 1 (74)4.3e-0 06 1 R. _VVDLMYMSKE.- + Dimethyl (K); Dimethyl (N-term); 2 Oxidation (M)
[V 2442 726.8855 1451.7564 1451.7491 5.03 1 (72)9.7e-0 06 1 R. _VVDLMYMSKE.- + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); 2 Oxidation (M)
[ 3170 585.3259 1752.9560 1752.9482 442 1 38 0.036 1 R. _DGRGAAQNIIPASTGAAK + Dimethyl (K); Dimethyl (N-term)
[ 3253 603.2852 1806.8337 1806.8213 6.89 0 33 0.032 1 K. LISWYDNEYGYSNR.V + Dimethyl (N-term)
Proteins matching the same set of peptides:
1 PI 00273646 Mass: 36072 Score: 475 Queries matched: 14
Tax_I d=10090 Gene_Synbol =LOC100040053; LOC100042025; Gapdh; AK190093; ENSMJUSG0000070490; ENSMJS@0000071343; LOC100048291; ENSMJSGD0000068459; LOC100041325; LOC100042746; L
1 PI00319731 Mass: 37674 Score: 475 Queries matched: 14
Tax_1d=10090 Gene_Synbol =L0OC100044981 sinmilar to d yceral dehyde- 3- phosphat e dehydr ogenase
1 P 00462008 Mass: 36271 Score: 475 Queries matched: 14
Tax_1d=10090 Gene_Synbol =L0OC100047352 sim |l ar to d yceral dehyde- 3- phosphat e dehydr ogenase
1 PI 00620663 Mass: 31288 Score: 475 Queries matched: 14
Tax_1d=10090 Gene_Synbol =L0OC100042025 sim lar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform 3
1 PI 00622795 Mass: 36074 Score: 475 Queries matched: 14
Tax_1d=10090 Gene_Synbol =L0OC100042427 sim lar to d yceral dehyde- 3- phosphat e dehydrogenase (GAPDH) isoform1
1 P 00663957 Mass: 36233 Score: 475 Queries matched: 14
Tax_1d=10090 Gene_Synbol =L0OC100045120 sim lar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform1
1 PI 00752289 Mass: 36308 Score: 475 Queries matched: 14
Tax_1d=10090 Gene_Synbol =L0OC100039258 similar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform1
1 P100848411 Mass: 31260 Score: 475 Queries matched: 14
Tax_1d=10090 Gene_Synbol =L0OC100039840 sinmilar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform 2
1 P 00848801 Mass: 36100 Score: 475 Queries matched: 14
Tax_1d=10090 Gene_Synbol =L0OC100043724 sim |l ar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform1
1 PI 00848807 Mass: 35838 Score: 475 Queries matched: 14



Tax_| d=10090

Gene_Synbol =L0OC100048253 similar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform 1

AR AR

1 P 00849031 Mass: 34185 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100041342; LOC100042746; LOC100046067 sinilar to dyceral dehyde- 3-phosphat e dehydr ogenase ( GAPDH)
1 PI 00849045 Mass: 36072 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100039762 sim |l ar to d yceral dehyde- 3- phosphat e dehydr ogenase

1 PI 00849049 Mass: 31348 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100046224; LOC100040634 sinmilar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform 2
1 P 00849530 Mass: 36074 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100039229 sinmilar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform1

1 P 00850062 Mass: 31248 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100047232 sim |l ar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform 3

1 PI 00850243 Mass: 31122 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100048253 similar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform 2

1 P 00850337 Mass: 36044 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100048117 sim |l ar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform1

1 P 00850377 Mass: 35975 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100039840 sim |l ar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform1

| PI 00850432 Mass: 31302 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100039229 similar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform 3

1 P 00850434 Mass: 36149 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100040898; LOC100045141 sinmilar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform1
1 P 00850760 Mass: 31520 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100039258 similar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform 3

1 PI 00851086 Mass: 36032 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100047232 sim lar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform1

1 P 00853668 Mass: 36136 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =L0OC100046224; LOC100040634 sinilar to d yceral dehyde- 3- phosphat e dehydr ogenase (GAPDH) isoform1
1 P 00874682 Mass: 36038 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =- 36 kDa protein

1 PI 00874820 Mass: 36024 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =- 36 kDa protein

1 P 00874964 Mass: 36512 Score: 475 Queries matched: 14

Tax_1d=10090 Gene_Synbol =- 36 kDa protein

1P 00123313 Mass: 118931 Score: 470 Queries matched: 18 0.32

Tax_1d=10090 Gene_Synbol =Ubelyl; Ubelx Ubi quitin-activating enzyne E1 X
in error tolerant search or archive report

[T Check to include this hit

Query Observed Mr(expt) Mr(calc) ppm Miss Score

744 435.2964 868.5783 868.5746 4.28 0 27 016 1

750 439.3217 876.6288 876.6248 451 0 (26) 0.091 1

1459 389.5839 1165.7298 1165.7270 2.34 1 60 0.00013

1564 399.2652 1194.7739 1194.7700 3.23 1 61 6.6e-00 5
1609 403.2903 1206.8489 1206.8453 2.97 1 (45) 0.0004 8
1756 615.8231 1229.6317 1229.6252 5.34 0 73 5.7e-00 6
1783 617.8356 1233.6566 1233.6503 5.13 0 (73)8.7e-0 06
2923 551.3198 1650.9377 1650.9305 4.40 O 58  0.0003

2938 552.6617 1654.9632 1654.9556 4.62 0 (47) 0.0036

P R R PR
ARDDR

Expect Rank Peptide
K. NIILGGVK_.A + Dimethyl (K); Dimethyl (N-term)
K. _NIILGGVK.A + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_LKSDTAAAAVR.Q + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N
_GGIVSQVK/PKK + 2 Dimethyl (K); Dimethyl (N-term)
_GGIVSQVK/PKK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_QNSLDEDLIR.K + Dimethyl (N-term)

_QNSLDEDLIR.K + Dimethyl:2H(4) (N-term)

. _LAGTQPLEVLEAVQR.S + Dimethyl (N-term)

_LAGTQPLEVLEAVQR.S + Dimethyl:2H(4) (N-term)



[ 3152 581.9605 1742.8597 1742.8522 4.31 0 (79) 1.4e-0 06 1 R. _QMNPYIQVTSHQNR.V + Dimethyl (N-term)

[v 3164 583.3022 1746.8847 1746.8773 4.23 0 (50) 0.0018 1 R. _QMNPYIQVTSHQNR.V + Dimethyl:2H(4) (N-term)

[ 3184 587.2918 1758.8536 1758.8471 3.67 0 83 4.7e-00 7 1 R. _QMPYIQVTSHQNR.V + Dimethyl (N-term); Oxidation (M)

[v 3194 588.6342 1762.8807 1762.8723 4.80 0 (45) 0.0048 1 R. _QNMNPYIQVTSHQNR.V + Dimethyl:2H(4) (N-term); Oxidation (M)

[v 3576 643.3329 1926.9768 1926.9646 6.32 0 80 2.1e-00 6 1 R. _NEEDATELVGLAQAVNAR.S + Dimethyl (N-term)

[v 3577 643.3333 1926.9781 1926.9646 6.99 0 (60) 0.0002 3 1 R. _NEEDATELVGLAQAVNAR.S + Dimethyl (N-term)

[ 3582 644.6745 1931.0017 1930.9898 6.17 0 (33) 0.12 R. NEEDATELVGLAQAVNAR.S + Dimethyl:2H(4) (N-term)

[V 3607 650.3942 1948.1607 1948.1485 6.28 0 (39) 0.012 1 R. AAVASLLQSVQVPEFTPRK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[ 3608 650.3943 1948.1612 1948.1485 6.53 0 41  0.0087 1 R. AAVASLLQSVQVPEFTPS + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
16. 1 P 00221402 Mass: 39787 Score: 470 Queries matched: 15 emPAl: 1.13

Tax_| d=10090 Gene_Synbol =Al doa Fruct ose- bi sphosphat e al dol ase A

[~ Check to include this hit

in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2224 694.8886 1387.7627 1387.7558 4.93 0 (89) 2.6e-0 07 1 K. _GILAADESTGSIAKR + Dimethyl (K); Dimethyl (N-term)
[V 2244 698.9139 1395.8132 1395.8061 5.12 0 93 1.1e-00 7 1 K. _GILAADESTGSIAKR + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2646 761.8896 1521.7646 1521.7572 4.85 0 61 0.00011 1 R. _LQSIGTENTEENR.R + Dimethyl:2H(4) (N-term)
[ 2698 515.6281 1543.8625 1543.8569 3.61 1 (54) 0.0008 8 1 K. _GILAADESTGSIAKR.L + Dimethyl (K); Dimethyl (N-term)
[V 2716 518.3116 1551.9131 1551.9072 3.82 1 68 2.9e-00 5 1 K. _GILAADESTGSIAKR.L + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 2990 558.9529 1673.8367 1673.8332 2.08 1 (38) 0.026 1 R. _LQSIGTENTEENRR.F + Dimethyl (N-term)
[ 3006 560.2955 1677.8646 1677.8584 3.71 1 44  0.0086 1 R. _LQSIGTENTEENRR.F + Dimethyl:2H(4) (N-term)
[V 3343 458.4922 1829.9398 1829.9343 296 2 31 0.17 K. _RLQSIGTENTEENRR.F + Dimethyl (N-term)
[V 3641 661.3928 1981.1567 1981.1459 546 1 (46) 0.004 1 R. _IVAPGKGILAADESTGSIAKR + 2 Dimethyl (K); Dimethyl (N-term)
[V 3642 661.3929 1981.1570 1981.1459 5.60 1 (65)4.7e-0 05 1 R. _IVAPGKGILAADESTGSIAKR + 2 Dimethyl (K); Dimethy! (N-term)
v 3669 665.4179 1993.2317 1993.2213 5.25 1 74  2e-006 1 R. IVAPGKGILAADESTGSIAKR + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3670 665.4179 1993.2319 1993.2213 5.34 1 (61) 4e-005 1 R. _IVAPGKGILAADESTGSIAKR + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3942 5353213 2137.2563 2137.2470 4.34 2 (43) 0.0051 1 R. _IVAPGKGILAADESTGSIAKR.L + 2 Dimethyl (K); Dimethy! (N-term)
[ 3948 538.3400 2149.3307 2149.3224 3.89 2 53 0.00016 1 R. _IVAPGKGILAADESTGSIAKR.L + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3949 538.3400 2149.3310 2149.3224 4.02 2 (40) 0.0038 1 R. _IVAPGKGILAADESTGSIAKR.L + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
Proteins matching the same set of peptides:
1 PI 00856247 Mass: 20937 Score: 470 Queries matched: 15
Tax_1d=10090 Gene_Synbol =Al doa 21 kDa protein
1 P 00856379 Mass: 45548 Score: 470 Queries matched: 15
Tax_| d=10090 Gene_Synbol =Al doa Fruct ose- bi sphosphat e al dol ase
1 P 00856415 Mass: 14225 Score: 470 Queries matched: 15
Tax_| d=10090 Gene_Synbol =Al doa 14 kDa protein
1 P 00858310 Mass: 26123 Score: 470 Queries matched: 15
Tax_1d=10090 Gene_Synbol =Al doa 26 kDa protein
1 P 00133580 Mass: 39802 Score: 470 Queries matched: 15
Tax_| d=10090 Gene_Synbol =- Fruct ose- bi sphosphate al dol ase
17. 1 P 00330804 Mass: 85134 Score: 431 Queries matched: 15 emPAl: 0.56

Tax_1d=10090 Gene_Synbol =Hsp90aal Heat shock protein HSP 90-al pha



[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

[ 626 406.2921 810.5696 810.5666 3.60 0 26 0.051 1 K._TLVSVTKE + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[V 668 4222776 8425407 8425378 348 0 (37) 0.032 1 R. ALLFVPR.R + Dimethyl (N-term)

[V 670 424.2906 846.5667 846.5629 4.50 0 52 0.00092 1 R. _ALLFVPR.R + Dimethyl:2H(4) (N-term)
1956 649.8915 1297.7685 1297.7605 6.17 0O (60) 0.00019 1  K.ADLINNLGTIAK. S + Dinethyl (K); Dinmethyl (N-term
1988 653.9164 1305.8183 1305.8107 5.81 O 69 1.4e-005 1  K.ADLINNLGTIAK.S + Dimethyl:2H(4) (K); Dinethyl:2H4) (N-term
2276 703.4070 1404.7995 1404.7898 6.92 0 (62) 0.00014 1 R.TLTIVDTG GMTK A + Dinmethyl (K); Dinethyl (N-term
2295 707.4320 1412.8495 1412.8400 6.67 0  (46) 0.0039 1 R.TLTIVDTGA GMTK. A + Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term
2318 474.6043 1420.7910 1420.7847 4.42 0 (44) 0.0086 1 R TLTIVDTG GMIK. A + Dinethyl (K); Dinethyl (N-term); Oxidation (M
2319 711.4047 1420.7949 1420.7847 7.15 O 68 3.6e-005 1 R.TLTIVDTG GMIK. A + Dinethyl (K); Dinmethyl (N-term); Oxidation (M
2353 477.2876 1428.8411 1428.8350 4.26 0 (44) 0.0079 1 R TLTIVDTG GMIK. A + Dinethyl:2H(4) (K); Dinethyl:2H(4) (N-term); Oxidation (M
2355 715.4290 1428.8434 1428.8350 5.87 0 (52) 0.0012 1 R_TLTIVDTG GMIK. A + Dinet hyl: 2H(4) (K); Dinmethyl:2H(4) (N-term); Oxidation (M
2692 771.4176 1540.8207 1540.8097 7.17 0 (104) 8.9e-009 1 R.GVWDSEDLPLNI SR E + Dinmethyl (N-term
2699 773.4298 1544.8451 1544.8348 6.65 0 113 1.1e-009 1 R.GVWDSEDLPLN SR E + Dinethyl:2H(4) (N-term

[ 3291 605.6665 1813.9777 1813.9686 5.02 0 (36) 0.06 1 K. HLEINPDHSIIETLR.Q + Dimethyl (N-term)

[ 3304 607.0096 1818.0069 1817.9937 7.25 0 37 0.047 1 K. HLEINPDHSIIETLR.Q + Dimethyl:2H(4) (N-term)

18. 1 P 00135635 Mass: 47145 Score: 425 Queries matched: 19 emPAl: 0.61

Tax_1d=10090 Gene_Synbol =Ser pi na3m Seri ne protease inhibitor A3M precursor
[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

1060 339.2324 1014.6753 1014.6723 2.91 1 25 0.21 1 R.SVKVPMWK. M + 2 Dinethyl:2H(4) (K); Dinethyl:2H4) (N-term

2949 553.2935 1656.8587 1656.8505 4.98 0 (27) 0.37 1 R MQQVEASLQPETLR K + Dimethyl (N-term

2950 553.2939 1656.8597 1656.8505 5.58 0 (35) 0.055 1 R.MQQVEASLQPETLR K + Dinmethyl (N-term

2951 829.4385 1656.8624 1656.8505 7.20 O 80 2.1e-006 1 R MQQVEASLQPETLR K + Dinmethyl (N-term

2969 831.4504 1660.8862 1660.8756 6.39 0 (70) 2e-005 1 R MQQVEASLQPETLR. K + Dinethyl:2H(4) (N-term

3003 839.4479 1676.8813 1676.8705 6.45 0 (53) 0.0012 1 R MQQVEASLQPETLR K + Di nethyl:2H(4) (N-term; Oxidation (M

3289 605.3359 1812.9858 1812.9767 5.00 1 (51) 0.0017 1 R MQQVEASLQPETLRK W+ Dinethyl (K); Dinmethyl (N-term

3290 605.3363 1812.9871 1812.9767 5.71 1 (60) 0.00023 1 R MXQVEASLQPETLRK. W+ Dinethyl (K); Dinethyl (N-term

3318 608.0194 1821.0364 1821.0270 5.18 1 (49) 0.0024 1 R MQQVEASLQPETLRK W+ Dinethyl:2H(4) (K); Dinethyl:2H(4) (N-term

3319 608.0195 1821.0366 1821.0270 5.28 1 68 3.2e-005 1 R MXQVEASLQPETLRK. W+ Dinethyl:2H(4) (K); Dimethyl:2H(4) (N-term

4003 731.0383 2190.0932 2190.1146 -9.81 0 (35) 0.047 1 R ALYQTEAFTADFQKPTEAK. N + Di net hyl:2H(4) (N-term

4046 739.0402 2214.0987 2214.1208 -9.98 O 67 3.3e-005 1 R ALYQTEAFTADFQKPTEAK. N + Dinethyl (K); Dinethyl (N-term

4047 739.0405 2214.0996 2214.1208 -9.60 0 (62) 0.0001 1 R. ALYQTEAFTADFQKPTEAK. N + Di net hyl (K); Dinethyl (N-term

4048 739.0406 2214.1001 2214.1208 -9.35 0 (58) 0.00029 1 R ALYQTEAFTADFQKPTEAK. N + Dinmethyl (K); Dinmethyl (N-term

4049 739.0408 2214.1007 2214.1208 -9.08 0 (56) 0.00046 2 R ALYQTEAFTADFQKPTEAK. N + Dinmethyl (K); Dinethyl (N-term

4074 741.7238 2222.1496 2222.1711 -9.65 0 (51) 0.0019 1 R. ALYQTEAFTADFQKPTEAK. N + Di net hyl : 2H(4) (K); Dinmethyl:2H(4) (N-term

4075 741.7238 2222.1497 2222.1711 -9.60 0 (34) 0.086 1 R ALYQTEAFTADFQKPTEAK. N + Dinet hyl: 2H(4) (K); Di methyl:2H(4) (N-term

4076 741.7238 2222.1497 2222.1711 -9.60 0 (42) 0.012 1 R ALYQTEAFTADFQKPTEAK. N + Dinethyl:2H(4) (K); Dimethyl:2H(4) (N-term

4077 741.7239 2222.1498 2222.1711 -9.56 0 (54) 0.00091 1 R. ALYQTEAFTADFQKPTEAK. N + Di met hyl:2H(4) (K): Dimethyl:2H(4) (N-term
19. 1 PI 00317309 Mass: 35787 Score: 423 Queries matched: 24 emPAIl: 3.98

Tax_| d=10090 Gene_Synbol =Anxa5 Annexi n A5
[~ Check to include this hit in error tolerant search or archive report



Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

[ 1089 515.3201 1028.6257 1028.6230 2.67 0 (57) 0.0003 4 1 K. _VLTENASR.T + Dimethyl (N-term)

[ 1108 517.3333 1032.6521 1032.6481 3.86 0 61 0.00012 1 K. _VLTEIASR.T + Dimethyl:2H(4) (N-term)

[ 1133 522.3046 1042.5947 1042.5910 3.58 0 48 0.003 1 R. TPEELSAIK.Q + Dimethyl (K); Dimethyl (N-term)

[ 1160 524.7895 1047.5644 1047.5600 4.19 0 (44) 0.0068 1 R. _QEIAQEFKT + Dimethyl (K); Dimethyl (N-term)

[ 1168 526.3298 1050.6451 1050.6412 3.70 0 (33)  0.073 1 R. TPEELSAIK.Q + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[ 1196 528.8145 1055.6144 1055.6103 3.88 0 48 0.0028 1 R. _QEIAQEFKT + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[ 1221 535.7936 1069.5726 1069.5695 2.88 0 (41) 0.01 1 R. _LYDAYELKH + Dimethyl (K); Dimethyl (N-term)

[v 1232 539.8188 1077.6230 1077.6198 3.04 0 45 0.0067 1 R. _LYDAYELKH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[ 1375 567.8146 1133.6147 1133.6080 5.89 0 (44) 0.0079 1 R. _SEIDLFNIR.K + Dimethyl (N-term)

[ 1385 569.8271 1137.6397 1137.6332 578 0 55  0.0006 1 R. SEIDLFNIR.K + Dimethyl:2H(4) (N-term)

[ 1620 403.9283 1208.7632 1208.7588 3.60 0 (31) 0.077 1 K. _LIVAMMKPSR.L + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[V 1656 406.5764 1216.7075 1216.7035 3.27 0 33 0.09 1 K. LIVAMMKPSR.L + Dimethyl (K); Dimethyl (N-term); Oxidation (M)

[v 1950 648.8188 1295.6231 1295.6147 6.55 O 46 0.0017 1 R. _GTVTDFPGFDGR.A + Dimethyl (N-term)

[ 1962 650.8308 1299.6471 1299.6398 5.61 0 (45) 0.0027 1 R. _GTVTDFPGFDGR.A + Dimethyl:2H(4) (N-term)

[V 2117 673.8597 1345.7049 1345.6951 7.27 0O 38 0.028 1 K. _NFATSLYSNK .G + Dimethyl (K); Dimethyl (N-term); Oxidation (M)

[ 2806 535.6202 1603.8387 1603.8318 4.32 1 (35) 0.059 1 R. _SNAQRQEIAQEEK + Dimethyl (K); Dimethyl (N-term)

[ 2815 538.3035 1611.8886 1611.8820 4.08 1 37 0.045 1 R. _SNAQRQEIAQEEK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[ 3036 564.6571 1690.9495 1690.9403 542 1 62 0.00015 1 K. _GAGTDEKVLTEIASR.T + Dimethyl:2H(4) (N-term)

[ 3095 572.6600 1714.9583 1714.9465 6.87 1 (52) 0.0013 1 K. _GAGTDEXLTENASR.T + Dimethyl (K); Dimethyl (N-term)

[V 3133 868.4786 1734.9427 1734.9301 7.25 0 105 7.8e-0 09 1 K. GLGTDEDSILNLLTSR.S + Dimethyl:2H(4) (N-term)

[ 3830 684.3492 2050.0257 2050.0120 6.70 1 35 0.06 1 R. _GTVTDFPGFDGRADAEVLR.K + Dimethyl (N-term)

[ 3840 685.6910 2054.0513 2054.0371 6.90 1 (34) 0.083 1 R. _GTVTDFPGFDGRADAEVLR.K + Dimethyl:2H(4) (N-term)

[ 3920 705.3974 2113.1704 2113.1540 7.74 1 49 0.0024 1 K. _AMKGLGTDEDSILNLLTSR.S + Dimethyl:2H(4) (K); Dimethyl:2 H(4) (N-term); Oxidation (M)

[ 3921 705.3975 2113.1707 2113.1540 7.90 1 (40) 0.022 1 K. _AMKGLGTDEDSILNLLTSR.S + Dimethyl:2H(4) (K); Dimethyl:2 H(4) (N-term); Oxidation (M)
20. 1 P 00387422 Mass: 61818 Score: 412 Queries matched: 15 emPAl: 0.44

Tax_1d=10090 Gene_Synbol =Zyx zyxin

[T Check to include this hit

Query Observed Mr(expt)

544

667
1668
1669
1733
1734
1735
2838
2859
3197
3198
3199
3208
3209

AR AR A

393.2509
421.2868
610.3585
610.3587
614.3836
614.3837
614.3840
541.2846
543.9680
589.6412
589.6415
589.6416
590.9833
590.9835

784.4873

840.5590
1218.7024
1218.7029
1226.7527
1226.7529
1226.7535
1620.8320
1628.8820
1765.9017
1765.9027
1765.9030
1769.9282
1769.9287

Mr(calc) ppm

784.4847

840.5561
1218.6972
1218.6972
1226.7474
1226.7474
1226.7474
1620.8260
1628.8762
1765.8972
1765.8972
1765.8972
1769.9223
1769.9223

3.29
3.47
4.23
4.64
4.26
4.45
4.95
3.70
3.57
2.54
3.13
3.27
3.31
3.62

O O OO O O O 0O O OO o oo o

Miss Score

25 0.43
26 0.23
(66) 5.1-0
72 1.4e-00
(61) 0.0001
(52) 0.0009
(71) 1.1e-0
(29) 0.26
49 0.0027
77 4.7e-00
(71) 1.56-0
(71) 1.6e-0
(62) 0.0001
(56) 0.0005

1
1

in error tolerant search or archive report

Expect Rank Peptide

05

w

05

05
05

e

1

B R R R R

R
R
R.
R
R
K.
K.

K
K.
K.
K
K

K. FAPVAPKF + Dimethyl (K); Dimethyl (N-term)

K. FTPVVSKF + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_GPLSQAPTPAPK + Dimethyl (K); Dimethyl (N-term)
_GPLSQAPTPAPK + Dimethyl (K); Dimethyl (N-term)

_ GPLSQAPTPAPK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

~ GPLSQAPTPAPK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

~ GPLSQAPTPAPK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_FSPGAPSGPGPQPN®@K+ Dimethyl (K); Dimethyl (N-term)
_FSPGAPSGPGPQPN®@K+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_ QHPQPPPAQNQNQVR.S + Dimethyl (N-term)

_ QHPQPPPAQNQNQVR.S + Dimethyl (N-term)

_ QHPQPPPAQNQNQVR.S + Dimethyl (N-term)

_ QHPQPPPAQNQNQVR.S + Dimethyl:2H(4) (N-term)

_ QHPQPPPAQNQNQVR.S + Dimethyl:2H(4) (N-term)



[ 3659 665.0168 1992.0287 1992.0177 553 0 29 028 1

Proteins matching the same set of peptides:

K. VNPFRPGDSEPPVAAGAQR.A + Dimethyl (N-term)

1 P 00408218 Mass: 58244 Score: 412 Queries matched: 15
Tax_| d=10090 Gene_Synbol =Zyx Zyx protein
21. 1 P 00553333 Mass: 15944 Score: 400 Queries matched: 20 emPAl: 4.23

Tax_1d=10090 Gene_Synbol =Hbb- b1l Henpgl obi n subunit beta-1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm

Miss Score Expect Rank Peptide

[ 1971 651.8856 1301.7567 1301.7496 5.48 O 43 0.0096 1 R. _LLVVYPWTQR.Y + Dimethyl (N-term)

[ 1972 651.8861 1301.7577 1301.7496 6.25 0 (36) 0.047 1 R. LLVVYPWTQR.Y + Dimethyl (N-term)

[ 1973 651.8861 1301.7577 1301.7496 6.25 0 (36) 0.046 1 R. _LLVVYPWTQR.Y + Dimethyl (N-term)

[ 1985 653.8981 1305.7817 1305.7747 537 0 (39) 0.024 1 R. LLVVYPWTQR.Y + Dimethyl:2H(4) (N-term)

[ 1986 653.8984 1305.7823 1305.7747 5.84 0 (28) 027 1 R. LLVVYPWTQR.Y + Dimethyl:2H(4) (N-term)

[ 1987 653.8986 1305.7827 1305.7747 6.11 0 (36) 0.045 1 R. LLVVYPWTQR.Y + Dimethyl:2H(4) (N-term)

[ 2057 665.8366 1329.6587 1329.6525 4.72 0 (62)5.8e-0 05 1 K. _VNSDEVGGEALGR.L + Dimethyl (N-term)

[V 2074 667.8491 1333.6837 1333.6776 4.62 0 78 2.2e-00 6 1 K. VNSDEVGGEALGR.L + Dimethyl:2H(4) (N-term)

[ 2552 498.2946 1491.8618 1491.8562 3.79 1 51  0.0017 1 K. VVAGVATALAHKH.- + Dimethyl (K); Dimethyl (N-term)

[V 2579 500.9779 1499.9120 1499.9064 3.71 1 (48) 0.0019 1 K. _VVAGVATALAHXH.- + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[V 3773 676.9939 2027.9599 2027.9448 7.42 0 (29) 011 1 R. _YFDSFGDLSSASAIRNAK.V + Dimethyl:2H(4) (N-term); Oxidation (M)

[v 3787 679.6638 2035.9696 2035.9561 6.66 0O (46) 0.0027 1 R. _YFDSFGDLSSASAIMGNAK+ Dimethyl (K); Dimethyl (N-term)

[v 3788 679.6641 2035.9704 2035.9561 7.01 0O (53) 0.0004 7 1 R. _YFDSFGDLSSASAIMGNAK+ Dimethyl (K); Dimethyl (N-term)

[v 3789 679.6642 2035.9707 2035.9561 7.20 O (42) 0.0066 1 R. _YFDSFGDLSSASAIMGNAK+ Dimethyl (K); Dimethyl (N-term)

[v 3812 682.3468 2044.0186 2044.0063 6.00 0 57 0.00037 1 R. _YFDSFGDLSSASAIMGNAK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[v 3813 682.3469 2044.0187 2044.0063 6.08 0 (40) 0.016 1 R. _YFDSFGDLSSASAIMGNAK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[V 3814 682.3478 2044.0215 2044.0063 7.44 0 (36)  0.041 1 R. YFDSFGDLSSASAIMGNAK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[ 3833 684.9961 2051.9665 2051.9510 7.54 0 (53) 0.0004 9 1 R. _YFDSFGDLSSASAIEGNAKY + Dimethyl (K); Dimethyl (N-term); Oxidation (M)

[ 3834 684.9962 2051.9667 2051.9510 7.67 O (45) 0.0034 1 R. _YFDSFGDLSSASAIRNAKY + Dimethyl (K); Dimethyl (N-term); Oxidation (M)

[ 3853 687.6793 2060.0161 2060.0012 7.24 0 (47) 0.0034 1 R. _YFDSFGDLSSASAIRNAKV + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O xidation (M)
22. 1P 00113223 Mass: 274994 Score: 394 Queries matched: 29 emPAl: 0.19

Tax_1d=10090 Gene_Synbol =Fasn Fatty acid synthase

[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm

[V 915 487.2895 972.5645 972.5604 4.27 0 (55) 0.00051

[v 926 489.3022 976.5899 976.5855 4.47 0 56 0.00055 1
[v 1239 542.3448 1082.6750 1082.6699 4.71 0 36 0.032 1
[v 1270 549.3005 1096.5864 1096.5815 4.50 0 30 014 1
[v 1739 410.2195 1227.6368 1227.6332 294 0 36 0.033 1
[V 2058 665.8706 1329.7267 1329.7190 5.78 0 37 0.039 1
[V 2235 464.6031 1390.7876 1390.7820 4.05 1 (29) 026 1
[v 2252 467.2866 1398.8379 1398.8322 4.09 1 48 0.0024

Miss Score Expect Rank Peptide

1 K. _TGTVALEVR.L + Dimethyl (N-term)

K. TGTVALEVR.L + Dimethyl:2H(4) (N-term)

R. _QAPLLIGSTKS + Dimethyl (K); Dimethyl (N-term)
K. _YNGTLNLDR.A + Dimethyl:2H(4) (N-term)

K. _QAHTMDPQLR.L + Dimethyl:2H(4) (N-term)

K. _VGDPQELNGITR.S + Dimethyl:2H(4) (N-term)

R. LTQGEVYELR.L + Dimethyl (K); Dimethyl (N-term)
R.

1 _LTQGEVYELR.L + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)



v 2568 750.4116 1498.8087 1498.7991 6.42 0 115 6.7e-0 10 1 R. TLEAVQDLLEQGR.Q + Dimethyl (N-term)

[v 2588 752.4241 1502.8337 1502.8242 6.32 0 (98) 3.2e-0 08 1 R. TLEAVQDLLEQGR.Q + Dimethyl:2H(4) (N-term)

v 2893 410.2212 1636.8558 1636.8533 1.52 1 28 035 1 K. AVAHGDGDTQRDLMWK+ Dimethyl (K); Dimethyl (N-term)

[v 3156 582.3013 1743.8820 1743.8726 537 0 31 015 1 K. AAMLGQEDPPQHGLPR.L + Dimethyl (N-term)

[v 3646 663.3498 1987.0277 1987.0163 575 0 51  0.0021 1 R. WLSTSIPEAQWQSSLAR.T + Dimethyl (N-term)

[v 3654 664.6915 1991.0527 1991.0414 568 0 (42)  0.015 1 R. WLSTSIPEAQWQSSLAR.T + Dimethyl:2H(4) (N-term)

[v 3655 664.6916 1991.0531 1991.0414 5.88 0 (43)  0.014 1 R. WLSTSIPEAQWQSSLAR.T + Dimethyl:2H(4) (N-term)

v 3671 665.6720 1993.9942 1993.9878 3.21 1 45  0.0053 1 K. LQEMSSKDSATDTTAPIS + 2 Dimethyl (K); Dimethyl (N-term)

[ 3710 671.0038 2009.9897 2009.9827 3.49 1 (33)  0.074 1 K. LQEMSSKTDSATDTTAPKS + 2 Dimethyl (K); Dimethyl (N-term); Oxidation ( M)

[ 3761 675.0285 2022.0637 2022.0580 2.82 1 (44) 0.0095 1 K. LQEMSSKTDSATDTTAPKS + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); Oxidation (M)
v 3762 675.0286 2022.0640 2022.0580 2.97 1 (35)  0.085 1 K. LQEMSSKTDSATDTTAPES + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); Oxidation (M)
[v 3810 409.6312 2043.1197 2043.1126 349 0O 50  0.0025 1 R. QAPAPTAHAALPHLLHASGR.T + Dimethyl (N-term)

[v 3811 409.6312 2043.1197 2043.1126 3.50 0 (30) 022 1 R. QAPAPTAHAALPHLLHASGR.T + Dimethyl (N-term)

[v 3818 410.4362 2047.1446 2047.1377 3.34 0 (32) 015 1 R. QAPAPTAHAALPHLLHASGR.T + Dimethyl:2H(4) (N-term)

v 3950 538.5377 2150.1217 2150.1140 3.58 2 (33) 011 1 R. KLQEMSSKDSATDTTAPIS + 3 Dimethyl (K); Dimethyl (N-term)

v 3951 538.5377 2150.1218 2150.1140 3.61 2 (34)  0.091 1 R. KLQEMSSKDSATDTTAPIS + 3 Dimethyl (K); Dimethy! (N-term)

v 3976 542.5362 2166.1157 2166.1089 3.13 2 (30) 021 1 R. KLQEMSSKTDSATDTTAPIS + 3 Dimethyl (K); Dimethyl (N-term); Oxidation ( M)

v 3977 542.5363 2166.1162 2166.1089 3.33 2 (27) 045 1 R. KLQEMSSKTDSATDTTAPIS + 3 Dimethyl (K); Dimethyl (N-term); Oxidation ( M)

v 3978 5425626 2166.2214 2166.2145 3.19 2 (30) 019 1 R. KLQEMSSKDSATDTTAPES + 3 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[v 3979 5425627 2166.2217 2166.2145 3.34 2 40  0.018 1 R. KLQEMSSKDSATDTTAPES + 3 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[v 4001 546.5617 2182.2177 2182.2094 3.81 2 (26) 055 1 R. KLQEMSSKTDSATDTTAPKS + 3 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); Oxidation (M)

1 P1 00221528 Mass: 42319 Score: 390 Queries matched: 29 emPAl: 1.29
Tax_1d=10090 Gene_Synbol =4732495G21R k 10 days neonate skin cDNA, RIKEN full-length enriched library, clone:4732493Gl4 product: ACTIN, CYTOPLASM C TYPE 5 honol og

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
435 350.7531 699.4916 699.4894 3.02 0 (33) 0.032 1 RGLTLK Y + Dinethyl (K); Dinmethyl (N-term
442 354.7782 707.5418 707.5397 3.07 0 (33) 0.029 1 RGLTLK Y + Dinethyl:2H(4) (K); Dimethyl:2H(4) (N-term
443 354.7784  707.5423 707.5397 3.76 0 42 0.0033 1 R GLTLK Y + Dinethyl:2H(4) (K);: Dinethyl:2H(4) (N-term
642 412.2567  822.4988 822.4963 3.05 O 36 0.031 1 K.IIAPPER K + Dinethyl (N-term
1187 527.7816 1053.5486 1053.5416 6.59 0 46 0.003 1 RDLTDYLMK.| + Dimethyl (K); Dinmethyl (N-term
1212 531.8063 1061.5981 1061.5918 5.91 0 (43) 0.0091 1 RDLTDYLMK. | + Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term
1722 409.8839 1226.6297 1226.6264 2.72 0 (43) 0.0054 1 R HQGYWGMVEX.D + Dinmethyl (K); Dinethyl (N-term
1723 409.8839 1226.6299 1226.6264 2.86 0 (31) 0.099 1 R HQGVWGVEXK.D + Dinethyl (K); Dinmethyl (N-term
1724 614.3229 1226.6313 1226.6264 4.02 O 48 0.0019 1 R HQGYWGMVEX.D + Dinmethyl (K); Dinethyl (N-term
1790 412.5673 1234.6801 1234.6766 2.84 0 (38) 0.038 1 R HQGVWGVEXK.D + Dinethyl:2H(4) (K); Dimethyl:2H(4) (N-term
1791 412.5673 1234.6802 1234.6766 2.92 0 (36) 0.048 1 R HQGVWGVEXK.D + Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term
1792 618.3480 1234.6814 1234.6766 3.85 0 (39) 0.025 1 R HQGVWGVEXK.D + Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term
2873 544.9758 1631.9057 1631.8990 4.08 1 27 0.48 2 R MXEIVTLAPSTMK. | + Dinmethyl (K); Dinethyl (N-term
3301 606.9832 1817.9277 1817.9159 6.49 0 (46) 0.0048 1 R SYELPDGQVITIGNER F + Dinethyl (N-term
3302 909.9726 1817.9307 1817.9159 8.14 0 (90) 2e-007 1 R SYELPDGQVITIGNER F + Dinethyl (N-term
3303 909.9731 1817.9317 1817.9159 8.69 0 (79) 2.5e-006 1 R SYELPDGQVI TIGNER F + Dinethyl (N-termn
3323 608.3251 1821.9536 1821.9410 6.88 0 (30) 0.23 1 R.SYELPDGQVI TI GNER. F + Dinethyl:2H(4) (N-term
3324 911.9853 1821.9560 1821.9410 8.22 O 92 1.6e-007 1 R SYELPDGQVI TI GNER. F + Dinethyl:2H(4) (N-term
3325 911.9858 1821.9570 1821.9410 8.76 0 (87) 5e-007 1 R _SYELPDGQVI TIGNER. F + Dinet hyl:2H(4) (N-term
3705 670.7178 2009.1315 2009.1197 5.87 0 (29) 0.24 2 R VAPDEHPI LLTEAPLNPK.| + Dinmethyl (K); Dimethyl (N-term



3706 670.7178 2009.1315 2009.1197 5.87 0 (27) 0.41 2 R VAPDEHPI LLTEAPLNPK.| + Dinmethyl (K); Dimethyl (N-term
3707 670.7179 2009.1317 2009.1197 5.99 0 (26) 0.47 2  R.VAPDEHPI LLTEAPLNPK.| + Dinmethyl (K); Dinmethyl (N-term
3708 670.7179 2009.1317 2009.1197 5.99 0 (32) 0.12 2 R VAPDEHPI LLTEAPLNPK.| + Dinmethyl (K); Dimethyl (N-term
3709 670.7180 2009.1322 2009.1197 6.24 0 (28) 0.27 2  R.VAPDEHPI LLTEAPLNPK.| + Dinmethyl (K); Dinmethyl (N-term
3742 673.3995 2017.1767 2017.1699 3.37 0 (28) 0.2 2 R VAPDEHPI LLTEAPLNPK.| + Dimethyl:2H(4) (K); Dinethyl:2H4) (N-term
3746 673.4012 2017.1817 2017.1699 5.85 0 (29) 0.14 2  R.VAPDEHPI LLTEAPLNPK. | + Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term
3747 673.4013 2017.1821 2017.1699 6.03 0 (33) 0.065 2 R VAPDEHPI LLTEAPLNPK.| + Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term
3748 673.4015 2017.1827 2017.1699 6.35 0 (34) 0.044 2 R.VAPDEHPI LLTEAPLNPK. | + Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term
3749 673.4017 2017.1832 2017.1699 6.57 O 37 0.026 2 R VAPDEHPI LLTEAPLNPK.| + Dinethyl:2H(4) (K); Dinmethyl:2H(4) (N-term
24. 1 P 00123924 Mass: 46140 Score: 378 Queries matched: 18 emPAl: 0.92

Tax_| d=10090 Gene_Synbol =Ser pi nald Al pha-1-antitrypsin 1-4 precursor
[~ Check to include this hit

in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1064 510.2946 1018.5746 1018.5699 4.58 0 38 0.028 1 K. _VINDFVEKG + Dimethyl (K); Dimethyl (N-term)
[ 1331 558.8291 1115.6437 1115.6373 580 O 44 0.0083 1 K. _TLMSPLGITR.I + Dimethyl (N-term)
[v 1345 560.8419 1119.6692 1119.6624 6.07 0 (39) 0.025 1 K. TLMSPLGITR.l + Dimethyl:2H(4) (N-term)
[ 1368 566.8261 1131.6377 1131.6322 4.90 0 (37) 0.043 1 K. _TLMSPLGITR.I + Dimethyl (N-term); Oxidation (M)
[ 1379 568.8386 1135.6626 1135.6573 4.65 0 (40) 0.018 1 K. _TLMSPLGITR.I + Dimethyl:2H(4) (N-term); Oxidation (M)
[ 1452 582.8376 1163.6606 1163.6550 4.84 0 34 0.074 1 R. _LSISGNYNLKT + Dimethyl (K); Dimethyl (N-term)
v 1479 586.8631 1171.7116 1171.7052 549 0 (26) 038 1 R. LSISGNYNLKT + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 2635 506.9575 1517.8507 1517.8453 355 1 36 0.058 1 K. _VINDFVEKGTQGH + 2 Dimethyl (K); Dimethyl (N-term)
[V 2661 510.9827 1529.9264 1529.9207 3.70 1 (25) 041 1 K. VINDFVEKGTQGH + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2992 558.9998 1673.9774 1673.9716 3.49 2 (33) 0.093 1 K. _KVINDFVEKGTQGHK + 3 Dimethyl (K); Dimethyl (N-term)
[ 3035 564.3665 1690.0777 1690.0721 3.36 2 34 0.017 1 K. _KVINDFVEKGTQGH + 3 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 3849 687.0324 2058.0754 2058.0633 5.88 0 (46) 0.0057 1 R. _IFNNGADLSGITEENAPLHK. + Dimethyl (K); Dimethyl (N-term)
[ 3850 687.0330 2058.0772 2058.0633 6.77 0 62 0.00017 1 R. _IFNNGADLSGITEENAPLHK. + Dimethyl (K); Dimethyl (N-term)
[V 4234 799.1212 2394.3417 2394.3246 7.16 1 (82)1l.2e-0 06 1 R. _IFNNGADLSGITEENAPLKLSHKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 4235 799.1212 2394.3418 2394.3246 7.20 1 93 8.3e-00 8 1 R. _IFNNGADLSGITEENAPLKLSHK\ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 4258 805.7818 2414.3236 2414.3056 7.43 1 (86) 4.6e-0 07 1 R. _IFNNGADLSGITEENAPLKSK.A + 2 Dimethyl (K); Dimethyl (N-term)
[V 4537 713.3945 2849.5487 2849.5650 -5.72 2 63 7.9e-0 05 1 R. _IFNNGADLSGITEENAPLKLSKVHKA + 2 Dimethyl (K); Dimethyl (N-term)
[v 4538 713.3948 2849.5500 2849.5650 -5.28 2 (53) 0.000 78 1 R. _IFNNGADLSGITEENAPLKSKAVHK.A + 2 Dimethyl (K); Dimethyl (N-term)
25. 1 P 00469114 Mass: 15133 Score: 355 Queries matched: 14 emPAl: 2.04

Tax_1d=10090 Gene_Synbol =Hba- al; Hba- a2 Henogl obi n subunit al pha
[T Check to include this hit

Query Observed Mr(expt)

1244  543.2910
1245 543.2912
1259 547.3163
1260 547.3163
1934  429.2765
2721 519.9285
2722 519.9289

AR AR

1084.5675
1084.5678
1092.6181
1092.6181
1284.8078
1556.7637
1556.7647

Mr(calc) ppm

1084.5627
1084.5627
1092.6129
1092.6129
1284.8042
1556.7583
1556.7583

4.40
474
4.76
4.76
2.80
3.49
4.13

O O r O O O O

@7
56
(40)

Miss Score

0.019
0.00023
0.016

(53) 0.0008

32

0.069

(78) 1.6e-0
(70) 1.2e-0

8

06
05

in error tolerant search or archive report

Expect Rank Peptide

1 R. _MFASFPTTKT + Dimethyl (K); Dimethyl (N-term)

_MFASFPTTKT + Dimethyl (K); Dimethyl (N-term)

_MFASFPTTKT + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_MFASFPTTKT + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

M. _VLSGEDISNIK.A + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_IGGHGAEYGAEALER.M + Dimethyl (N-term)
_IGGHGAEYGAEALER.M + Dimethyl (N-term)

1 R
1
1

1 K
1 K

R.
R.



2

v 2723 519.9289 1556.7647 1556.7583 4.13 0 80 1.1e-00 6 1 K. IGGHGAEYGAEALER.M + Dimethyl (N-term)

v 2733 521.2704 1560.7893 1560.7834 3.79 0 (57) 0.0002 9 1 K. IGGHGAEYGAEALER.M + Dimethyl:2H(4) (N-term)

[v 2734 521.2705 1560.7897 1560.7834 4.05 0 (55) 0.0004 8 1 K. IGGHGAEYGAEALER.M + Dimethyl:2H(4) (N-term)

[v 2735 521.2708 1560.7904 1560.7834 450 0 (60) 0.0001 5 1 K. IGGHGAEYGAEALER.M + Dimethyl:2H(4) (N-term)

[v 3451 469.7415 1874.9367 1874.9315 2.76 0 42  0.0098 1 K. TYFPHFDVSHGSAQMWK+ Dimethyl (K); Dimethyl (N-term)

[v 3495 471.7556 1882.9934 1882.9818 6.15 0 (36)  0.062 1 K. TYFPHFDVSHGSAQMWK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
v 3496 471.7557 1882.9937 1882.9818 6.34 0 (34) 011 1 K. TYFPHFDVSHGSAQMK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 P 00845802 Mass: 15160 Score: 355 Queries matched: 14
Tax_| d=10090 Gene_Synbol =Hba- al; Hba- a2 henpbgl obi n al pha, adult chain 2

26.

1 P 00169463 Mass: 50255 Score: 335 Queries matched: 12 emPAl: 0.73
Tax_| d=10090 Gene_Synbol =Tubb2c Tubul i n beta-2C chain

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

[V 1218 534.3191 1066.6236 1066.6175 574 0 28 026 1 R. YLTVAAVFR.G + Dimethyl (N-term)

[V 1466 586.3401 1170.6657 1170.6583 6.32 0 (40) 0.025 1 K. LAVNMVPFPR.L + Dimethyl (N-term)

[V 1493 588.3533 1174.6921 1174.6834 7.38 0 57 0.00044 1 K. _LAVNMVPFPR.L + Dimethyl:2H(4) (N-term)

[V 2216 692.8631 1383.7116 1383.7034 596 0 66 3.7e-00 5 1 R. _INVYYNEATGGK + Dimethyl (K); Dimethyl (N-term)

[V 2237 696.8882 1391.7618 1391.7536 5.88 0 (64)8.1le-0 05 1 R. _INVYYNEATGGK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[V 2857 815.4356 1628.8567 1628.8444 7.59 0 (76)5.2e-0 06 1 R. _AVLVDLEPGTMDSVR.S + Dimethyl (N-term)

[V 2877 817.4486 1632.8827 1632.8695 8.08 0 (62) 0.0001 5 1 R. _AVLVDLEPGTMDSVR.S + Dimethyl:2H(4) (N-term)

[V 2910 823.4321 1644.8497 1644.8393 6.34 0 96 4.7e-00 8 1 R. _AVLVDLEPGTHMSVR.S + Dimethyl (N-term); Oxidation (M)

[V 2926 551.6392 1651.8958 1651.8847 6.75 0 47  0.0044 1 R. LHFFMPGFAPLTSR.G + Dimethyl:2H(4) (N-term)

[V 3543 634.0069 1898.9989 1898.9890 5.19 1 (39) 0.026 1 R. _INVYYNEATGGKVPR.A + Dimethyl (K); Dimethyl (N-term)

[V 3554 636.6900 1907.0482 1907.0392 4.68 1 49 0.003 1 R. _INVYYNEATGGKVPR.A + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term
4269 609.3290 2433.2867 2433.2726 581 2 27 05 2 K._IREEYPDRIMNTFSVVPSPK + Dimethyl (K); Dimethyl (N-term)

27.

1P 00169916 Mass: 193202 Score: 308 Queries matched: 9 emPAl: 0.10
Tax_1d=10090 Gene_Synbol =Cltc Clathrin heavy chain

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 2065 666.8531 1331.6917 1331.6833 6.31 0 79 2.2e-00 6 1 R. _NNLAGAEELFAR.K + Dimethyl (N-term)
[ 2084 668.8654 1335.7163 1335.7084 5.88 0 (62) 0.0001 3 1 R. _NNLAGAEELFAR.K + Dimethyl:2H(4) (N-term)
[V 2141 681.8396 1361.6647 1361.6575 530 O (42) 0.0053 1 K. _IYIDSNNNPER.F + Dimethyl (N-term)
[ 2150 683.8522 1365.6898 1365.6826 5.26 0 52 0.00074 1 K. _IYIDSNNNPER.F + Dimethyl:2H(4) (N-term)
[V 3378 614.9998 1841.9776 1841.9675 5.48 1 (42) 0.015 1 R. _KFNALFAQGNYSEAAX + 2 Dimethyl (K); Dimethyl (N-term)
[ 3379 614.9999 1841.9777 1841.9675 553 1 64 8.5e-00 5 1 R. _KFNALFAQGNYSEAAXK + 2 Dimethyl (K); Dimethyl (N-term)
[ 3683 667.0290 1998.0653 1998.0534 5.96 0 (37) 0.043 1 R. _LASTLVHLGEYQAAVDGAR.K + Dimethyl (N-term)
[ 3690 668.3709 2002.0907 2002.0785 6.09 0 76 6.4e-00 6 1 R. _LASTLVHLGEYQAAVDGAR.K + Dimethyl:2H(4) (N-term)
[ 3691 668.3713 2002.0922 2002.0785 6.82 0 (62) 0.0001 5 1 R. _LASTLVHLGEYQAAVDGAR.K + Dimethyl:2H(4) (N-term)



Proteins matching the same set of peptides:

1 P 00648173 Mass: 193631 Score: 308 Queries matched: 9
Tax_| d=10090 Gene_Synbol =Cltc Cl athrin, heavy pol ypeptide
28. 1 P100131138 Mass: 283869 Score: 297 Queries matched: 18 emPAl: 0.13

[~ Check to include this hit

Tax_| d=10090 Gene_Synbol =Fl na | soform 1 of Filam n-A

in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 837 469.8072 937.5998 937.5960 397 0 35 0.036 K. AGVAPLQVK/ + Dimethyl (K); Dimethyl (N-term)
[V 853 473.8323 9456501 945.6463 4.01 0 (28) 012 1 K. AGVAPLQVK/ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1359 564.3087 1126.6029 1126.5982 4.14 0 30 0.12 K. _GTVEPQLEAR.G + Dimethyl (N-term)
[ 1453 388.8970 1163.6691 1163.6663 2.43 0 56 0.00045 1 R. _ALTQTGGPHVAK + Dimethyl (K); Dimethyl (N-term)
[ 1480 391.5804 1171.7193 1171.7165 2.41 0O (54) 0.0006 2 1 R. _ALTQTGGPHVK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1952 648.8732 1295.7319 1295.7238 6.28 0 45 0.0062 1 R. _AWGPGLEGGIVGK+ Dimethyl (K); Dimethyl (N-term)
[V 1979 652.8981 1303.7817 1303.7740 591 0 (38) 0.031 1 R. _AWGPGLEGGIVGK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2233 348.4603 1389.8120 1389.8092 197 1 33 0.097 1 R. VNVGAGSHPNAKYV + 2 Dimethyl (K); Dimethyl (N-term)
[ 2260 351.4792 1401.8875 1401.8846 2.11 1 (27) 016 1 R. VNVGAGSHPNKYV + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2526 742.8882 1483.7618 1483.7532 582 0 77 3.3e-00 6 1 K. _AFGPGLQGGNAGSPAR.F + Dimethyl (N-term)
[V 2547 745.9008 1489.7871 1489.7776 6.33 0 58  0.0003 1 R. ANLPQSFQVDTSK + Dimethyl (K); Dimethyl (N-term)
[V 2567 749.9263 1497.8381 1497.8279 6.82 0 (34) 0.085 1 R. _ANLPQSFQVDTSK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3422 619.6769 1856.0090 1856.0004 4.66 1 39 0.028 1 K. _VAQPSITDNKOGTVTVR.Y + Dimethyl (K); Dimethyl (N-term)
[V 3433 622.3604 1864.0594 1864.0506 4.73 1 (29) 023 1 K. _VAQPSITDNKOGTVTVR.Y + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-t erm)
[ 3450 625.6731 1873.9975 1873.9898 4.09 0 (36) 0.058 1 K. _VATVPQHATSGPGPADVSHK Dimethyl (K); Dimethyl (N-term)
[ 3489 628.3569 1882.0487 1882.0400 4.62 0 45 0.0079 1 K. VATVPQHATSGPGPADVSHK Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 4133 758.4082 2272.2027 2272.1902 550 1 (42) 0.015 1 R. AGGPGLERAEAGVPAEFGIWTR.E + Dimethyl:2H(4) (N-term)
[V 4134 758.4083 2272.2031 2272.1902 569 1 46 0.006 1 R. _AGGPGLERAEAGVPAEFGIWTR.E + Dimethyl:2H(4) (N-term)
29. 1 P 00380873 Mass: 46510 Score: 288 Queries matched: 21 emPAl: 1.25
Tax_| d=10090 Gene_Synbol =Sec14l 3 Novel protein, ortholog of human and rat SECl4-1like 3 (S. cerevisiae) SEC14L3

[~ Check to include this hit

AR RAF

Query Observed Mr(expt) Mr(calc) ppm Miss Score
636 410.7331 819.4516 819.4490 3.10 0 (32) 0.071 1
649 414.7581 827.5017 827.4993 292 0 35 0.041 1
801 460.7967 919.5788 919.5742 499 0 (33) 0.073 1
814 464.8217 927.6289 927.6245 481 0 33 0.03 1

1150 523.7999 1045.5852 1045.5808 4.22 0 (32) 012 1

1151 523.8000 1045.5855 1045.5808 4.57 0 50 0.0018

1188 527.8248 1053.6351 1053.6310 3.90 0 (29) 021 1

1189 527.8253 1053.6360 1053.6310 4.71 0 (49) 0.0022

2182 459.2382 1374.6927 1374.6892 259 0 (32) 0.083

2197 460.5800 1378.7181 1378.7143 280 0 35 0.056 1

2701 515.9947 1544.9622 1544.9541 524 1 37 0.017 1

in error tolerant search or archive report

1

1
1

Expect Rank Peptide

R. _NFDLQKS + Dimethyl (K); Dimethyl (N-term)
R. NFDLQKS + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
K. GLLFSVTKQ + Dimethyl (K); Dimethyl (N-term)

K. GLLFSVTKQ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
_INYGGEIPK.S + Dimethyl (K); Dimethyl (N-term)
_INYGGEIPK.S + Dimethyl (K); Dimethyl (N-term)
_INYGGEIPK.S + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

_TQYEHSVQISR.G + Dimethyl (N-term)
~ TQYEHSVQISR.G + Dimethyl:2H(4) (N-term)
~ GLLFSVTKQDLLKT + 2 Dimethyl (K); Dimethyl (N-term)

K.
K.
K.
K. _INYGGEIPK.S + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
K.
K.
K.



[V 2726 520.0200 1557.0380 1557.0295 5.49 1 (34) 0.0053 1 K. _GLLFSVTKQDLLKT + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[V 2917 549.9648 1646.8727 1646.8661 3.99 1 (63) 0.0001 1 1 R. _QKAGEMEVLTSQR.Y + Dimethyl (K); Dimethyl (N-term); Oxida

[V 2937 552.6480 1654.9222 1654.9164 353 1 67 4.9e-00 5 1 R. _QKAGEMEVLTSQR.Y + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N- term); Oxidation (M)

[v 3110 576.3569 1726.0488 1726.0393 552 1 (34) 0.042 1 K. _IVVLGSNSWEGLLKL + 2 Dimethyl (K); Dimethyl (N-term)

[V 3111 576.3569 1726.0488 1726.0393 552 1 (33) 0.043 1 K. _IVVLGSNSWEGLLKL + 2 Dimethyl (K); Dimethyl (N-term)

[ 3143 580.3822 1738.1248 1738.1146 585 1 36  0.0047 1 K. _IVVLGSNSWEGLLKL + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[ 4307 616.0740 2460.2670 2460.2536 5.44 0 (28) 0.34 K. LISPEELPAHFGGTLTDPDGNRK+ Dimethyl (K); Dimethyl (N-term)

[V 4308 821.0975 2460.2707 2460.2536 6.94 0 70 2.4e-00 5 1 K. _LISPEELPAHFGGTLTDPDGNRK+ Dimethyl (K); Dimethyl (N-term)

[V 4309 821.0975 2460.2708 2460.2536 6.96 0 (57) 0.0004 4 1 K. _LISPEELPAHFGGTLTDPDGNRK+ Dimethyl (K); Dimethyl (N-term)

[V 4326 823.7807 2468.3203 2468.3039 6.64 0 (51) 0.0021 1 K. _LISPEELPAHFGGTLTDPDGNREK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
30. 1 PI00110753 Mass: 50788 Score: 282 Queries matched: 16 emPAl: 0.72

Tax_| d=10090 Gene_Synbol =Tubala Tubul i n al pha-1A chain

[~ Check to include this hit

in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 3114 577.3208 1728.9407 1728.9298 6.31 0 (53) 0.0013 1 R. _AVFVDLEPTVIDEVR.T + Dimethyl (N-term)
[V 3115 865.4796 1728.9447 1728.9298 8.62 0 (75)7.8e-0 06 1 R. _AVFVDLEPTVIDEVR.T + Dimethyl (N-term)
[ 3126 578.6624 1732.9654 1732.9549 6.05 0 (34) 0.08 R. AVFVDLEPTVIDEVR.T + Dimethyl:2H(4) (N-term)
[ 3128 867.4916 1732.9687 1732.9549 7.96 0 (81)1.8e-0 06 1 R. _AVFVDLEPTVIDEVR.T + Dimethyl:2H(4) (N-term)
[ 3129 867.4918 1732.9690 1732.9549 8.10 0 87 4.6e-00 7 1 R. _AVFVDLEPTVIDEVR.T + Dimethyl:2H(4) (N-term)
[ 3285 605.0175 1812.0307 1812.0185 6.73 0 38 0.033 R. _IHFPLATYAPVISAEKA + Dimethyl (K); Dimethyl (N-term)
[ 3286 605.0176 1812.0311 1812.0185 6.93 0 (31) 0.16 R. _IHFPLATYAPVISAEKA + Dimethyl (K); Dimethyl (N-term)
[ 3317 607.7013 1820.0821 1820.0688 7.30 0 (33) 0.063 1 R. _IHFPLATYAPVISAEKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 4154 770.0832 2307.2277 2307.2111 7.21 1 43 0.013 R. AVFVDLEPTVIDEVRTGTYR.Q + Dimethyl (N-term)
[ 4155 770.0835 2307.2287 2307.2111 7.62 1 (31) 0.2 R. AVFVDLEPTVIDEVRTGTYR.Q + Dimethyl (N-term)
[V 4157 771.4249 2311.2530 2311.2362 7.25 1 (32) 0.14 R. AVFVDLEPTVIDEVRTGTYR.Q + Dimethyl:2H(4) (N-term)
[V 4331 618.5760 2470.2749 2470.2604 5.84 1 (34)  0.082 1 R. QLFHPEQLITGIEDAANNYAR.G + Dimethyl (K); Dimethyl (N-term)
[V 4332 618.5762 2470.2757 2470.2604 6.19 1 36 0.06 R. _QLFHPEQLITGKEDAANNYAR.G + Dimethyl (K); Dimethyl (N-term)
[V 4339 620.5885 2478.3247 2478.3107 568 1 (35) 0.08 R. _QLFHPEQLITGKEDAANNYAR.G + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N -term)
[V 4340 620.5886 2478.3254 2478.3107 594 1 (36) 0.066 1 R. _QLFHPEQLITGKEDAANNYAR.G + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N -term)
[V 4357 639.0688 2552.2463 2552.2296 6.54 1 34 0.063 K. _TIGGGDDSFNTFFSETGAGKPR.A + Dimethyl (K); Dimethyl (N-term)
Proteins matching the same set of peptides:
1P 00117348 Mass: 50804 Score: 282 Queries matched: 16
Tax_| d=10090 Gene_Synbol =Tubalb Tubul i n al pha-1B chain
1 P 00403810 Mass: 50562 Score: 282 Queries matched: 16

Tax_1d=10090 Gene_Synbol =Tubalc Tubulin al pha-1C chain

31.

1 PI00117352 Mass: 50095 Score: 267 Queries matched: 10
Tax_1d=10090 Gene_Synbol =Tubb5 Tubulin beta-5 chain

[T Check to include this hit

emPAIl: 0.57
in error tolerant search or archive report

Query Observed Mr(expt)
1218 534.3191

Mr(calc) ppm Miss Score
1066. 6236 1066.6175 5.74 0 28

Expect Rank Peptide

0.26 1 R YLTVAAVFR G + Dimethyl (N-term



1466 586.3401 1170.6657 1170.6583 6.32 0 (40) 0.025 1 K. LAVNWPFPR L + Dinethyl (N-term
1493 588.3533 1174.6921 1174.6834 7.38 0 57 0. 00044 1 K. LAVNWPFPR. L + Di nmet hyl: 2H(4) (N-term
[ 2901 548.6306 1642.8698 1642.8600 5.98 0 (46) 0.0061 1 R. AILVDLEPGTMDSVR.S + Dimethyl (N-term)
[V 2902 822.4436 1642.8727 1642.8600 7.74 0 94 1.1e-00 7 1 R. _AILVDLEPGTMDSVR.S + Dimethyl (N-term)
[V 2918 824.4564 1646.8982 1646.8851 7.92 0 (70)2.3e-0 05 1 R. _AILVDLEPGTMDSVR.S + Dimethyl:2H(4) (N-term)
2926 551.6392 1651.8958 1651.8847 6.75 0 47 0. 0044 1 R LHFFMPGFAPLTSR. G + Di net hyl : 2H(4) (N-term
[ 2960 830.4421 1658.8697 1658.8549 8.92 0 (83)1.1e-0 06 1 R. AILVDLEPGTMSVR.S + Dimethyl (N-term); Oxidation (M)
[V 2976 832.4550 1662.8954 1662.8800 9.22 0 (64) 8.9e-0 05 1 R. AILVDLEPGTMDSVR.S + Dimethyl:2H(4) (N-term); Oxidation (M)
4269 609.3290 2433.2867 2433.2726 5.81 2 27 0.5 2 K. | REEYPDRI MNTFSWPSPK. V + Di met hyl (K); Dinmethyl (N-term
32. 1 P 00624663 Mass: 168602 Score: 257 Queries matched: 10 emPAl: 0. 16
Tax_| d=10090 Gene_Synbol =Pzp Al pha- 2- macr ogl obul i n precursor
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 1044 505.2793 1008.5440 1008.5392 4.76 0 (45) 0.0045 1 K. _ALSFYQPR.A + Dimethyl (N-term)
[ 1053 507.2919 1012.5693 1012.5644 4.89 0 47 0.0027 1 K. ALSFYQPR.A + Dimethyl:2H(4) (N-term)
[ 1138 522.8105 1043.6065 1043.6015 4.80 0O (49) 0.0025 1 K. _TVSWAVTPIS + Dimethyl (K); Dimethyl (N-term)
[V 1177 526.8356 1051.6567 1051.6518 4.70 0 52 0.00081 1 K. _TVSWAVTPIS + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1581 400.9178 1199.7315 1199.7278 3.12 1 49 0.0019 1 R. _KTVSWAVTPIS + 2 Dimethyl (K); Dimethyl (N-term)
[v 1641 404.9429 1211.8069 1211.8031 3.09 1 (28) 0.071 1 R. _KTVSWAVTPIS + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1880 633.8275 1265.6405 1265.6351 4.28 0 (61) 0.0001 1 R. _DLSSSDLSTASK + Dimethyl (K); Dimethyl (N-term)
[ 1904 637.8525 1273.6905 1273.6853 4.11 0 61 0.00014 1 R. _DLSSSDLSTASK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 2038 663.3686 1324.7227 1324.7139 6.66 0 (45) 0.0062 1 K. _AINYLISGYQR.Q + Dimethyl (N-term)
[ 2055 665.3812 1328.7478 1328.7390 659 0 79 3e-006 1 K. _AINYLISGYQR.Q + Dimethyl:2H(4) (N-term)
33. 1 PI 00622235 Mass: 89950 Score: 248 Queries matched: 13 emPAl: 0.40
Tax_| d=10090 Gene_Synbol =Vcp Transitional endoplasmc reticul um ATPase
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 1287 552.2901 1102.5657 1102.5618 3.55 0 (53) 0.0005 3 1 K. _LAGESESNLR.K + Dimethyl (N-term)
[v 1297 553.3131 1104.6117 1104.6067 453 0 46  0.0049 1 K. _DVDLEFLAKM + Dimethyl (K); Dimethyl (N-term)
[V 1304 554.3029 1106.5912 1106.5869 3.83 0 63 8.5e-00 5 1 K. LAGESESNLR.K + Dimethyl:2H(4) (N-term)
[v 1415 384.2462 1149.7166 1149.7121 393 O 43 0.0071 1 R. _LEILQIHTK.N + Dimethyl (K); Dimethyl (N-term)
[v 1658 406.8622 1217.5647 1217.5611 2.96 1 30 0.036 R. _RDHFEEAMR.F + Dimethyl (N-term)
[ 1688 408.2038 1221.5897 1221.5862 2.86 1 (29) 0.088 1 R. _RDHFEEAMR.F + Dimethyl:2H(4) (N-term)
[ 1864 420.5710 1258.6910 1258.6881 2.36 1 (42) 0.011 1 K. _LAGESESNLRH + Dimethyl (K); Dimethyl (N-term)
[v 1885 423.2545 1266.7417 1266.7383 2.70 1 61 0.00016 1 K. _LAGESESNLRK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2134 679.3691 1356.7237 1356.7150 6.45 0O 67 3.3e-00 5 1 R. _WALSQSNPSALR.E + Dimethyl (N-term)
[ 3026 562.6305 1684.8697 1684.8606 5.35 1 (47) 0.0038 1 R. KYEMFAQTLQQSR.G + Dimethyl (K); Dimethyl (N-term)
[ 3027 562.6305 1684.8697 1684.8606 5.39 1 54 0.00082 1 R. KYEMFAQTLQQSR.G + Dimethyl (K); Dimethyl (N-term)
[v 3048 565.3138 1692.9195 1692.9109 5.10 1 (39) 0.03 R. _KYEMFAQTLQQSR.G + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 3222 593.7088 1778.1046 1778.0939 5.98 1 32 0.036 R. _IVSQLLTLMDGLKR.A + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)



Proteins matching the same set of peptides:
1 P 00676914 Mass: 89423 Score: 248 Queries matched: 13
Tax_1d=10090 Gene_Synbol =L0OC675857 sinmilar to valosin isoform1

34. 1 P 00230395 Mass: 38995 Score: 239 Queries matched: 11 emPAl: 0.78
Tax_1d=10090 Gene_Synbol =Anxal Annexin Al
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 503 378.2745 7545344 7545316 3.68 0 (26) 018 1 K._ALLALAK.G + Dimethyl (K); Dimethyl (N-term)
[ 512 382.2997 7625848 7625818 3.89 0 40 0.0015 1 K. _ALLALAK.G + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2757 525.9831 1574.9275 1574.9181 592 1 (60) 0.0001 8 1 K. _GVDEATIIDILTKR.T + Dimethyl:2H(4) (N-term)
[ 2799 533.9851 1598.9335 1598.9243 575 1 (56) 0.0004 9 1 K. _GVDEATIIDILTK R.T + Dimethyl (K); Dimethyl (N-term)
[V 2810 536.6685 1606.9835 1606.9745 5.61 1 65 3.3e-00 5 1 K. _GVDEATIIDILTK R.T + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 3055 566.2870 1695.8393 1695.8315 4.58 1 66 3.4e-00 5 1 R. _DLAKDITSDTSGDFR.K + Dimethyl (K); Dimethyl (N-term)
[ 3075 568.9707 1703.8903 1703.8818 4.99 1 (49) 0.0027 1 R. _DLAKDITSDTSGDFR.K + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3224 594.3113 1779.9122 1779.9043 4.44 0 (48) 0.0028 1 R. _FLENQEQEYVQAVX+ Dimethyl (K); Dimethyl (N-term)
[V 3229 596.9949 1787.9627 1787.9545 459 0 51  0.0019 1 R. _FLENQEQEYVQAVK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3230 596.9950 1787.9632 1787.9545 4.83 0 (41) 0.019 1 R. _FLENQEQEYVQAVK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 4527 705.3893 2817.5283 2817.5091 6.81 1 48 0.0029 1 K. _SYKGGPGSAVSPYPSFNVSSDVAALAK 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 P 00652811 Mass: 40492 Score: 239 Queries matched: 11
Tax_| d=10090 Gene_Synbol =Anxal 16 days enbryo head cDNA, RIKEN full-length enriched library, clone:Cl30041B04 product:annexin Al, full insert sequence

35. 1 P 00139788 Mass: 78841 Score: 232 Queries matched: 12 emPAIl: 0.29
Tax_| d=10090 Gene_Synbol =Trf Serotransferrin precursor

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 938 490.2842 978.5538 978.5498 4.06 0 46 0.0045 1 K. _TVLPPDGPR.L + Dimethyl (N-term)
[V 944 327.8769 980.6088 980.6069 1.98 0 36 0.034 1 R. IPSHAVVAR.K + Dimethyl:2H(4) (N-term)
[V 951 492.2967 9825789 9825750 4.01 0 (31) 0.097 1 K. _TVLPPDGPR.L + Dimethyl:2H(4) (N-term)
[ 1076 513.3072 1024.5998 1024.5957 4.02 0 (47) 0.0027 1 K. _GYYAVAVVHK + Dimethyl (K); Dimethyl (N-term)
[ 1077 513.3075 1024.6004 1024.5957 4.62 0 (56) 0.0004 2 1 K. _GYYAVAVVHK + Dimethyl (K); Dimethyl (N-term)
[V 1106 517.3326 1032.6506 1032.6459 4.52 0 65 5.2e-00 5 1 K. _GYYAVAVVHK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 1107 517.3326 1032.6506 1032.6459 4.52 0 (53) 0.0009 1 1 K. _GYYAVAVVHK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2275 703.3747 1404.7348 1404.7249 7.09 0 55 0.00062 1 K. _ASDTSITWNNLIG + Dimethyl (K); Dimethyl (N-term)
[V 2416 483.2752 1446.8037 1446.7983 3.74 0 (29) 024 1 R. LYLGHNYVTAIR.N + Dimethy!l (N-term)
[V 2417 483.2755 1446.8047 1446.7983 4.43 0 (34) 0.08 1 R. LYLGHNYVTAIR.N + Dimethy! (N-term)
[ 2437 484.6173 1450.8300 1450.8234 4.53 0 42 0.013 1 R. LYLGHNYVTAIR.N + Dimethyl:2H(4) (N-term)
[ 2438 484.6173 1450.8302 1450.8234 4.66 0 (32) 013 1 R. LYLGHNYVTAIR.N + Dimethyl:2H(4) (N-term)
36. 1 P 00109073 Mass: 50010 Score: 220 Queries matched: 8 emPAl: 0.42

Tax_| d=10090 Gene_Synbol =Tubb4 Tubulin beta-4 chain



[~ Check to include this hit

in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
1218 534.3191 1066.6236 1066.6175 5.74 O 28 0.26 1 RYLTVAAVFR G + Dinethyl (N-term
1466 586.3401 1170.6657 1170.6583 6.32 0 (40) 0.025 1 K. LAVNWPFPR. L + Dinethyl (N-term
1493 588.3533 1174.6921 1174.6834 7.38 O 57 0.00044 1 K. LAVNWPFPR L + Dinethyl:2H(4) (N-term
2857 815.4356 1628.8567 1628.8444 7.59 0 (76) 5.2e-006 1 R AVLVDLEPGIMDSVR S + Dinmethyl (N-term
2877 817.4486 1632.8827 1632.8695 8.08 0 (62) 0.00015 1 R AVLVDLEPGIMDSVR S + Dinethyl:2H(4) (N-term
2910 823.4321 1644.8497 1644.8393 6.34 O 96 4.7e-008 1 R AVLVDLEPGIMDSVR. S + Dinethyl (N-term); Oxidation (M
2926 551.6392 1651.8958 1651.8847 6.75 O 47 0.0044 1 R LHFFMPGFAPLTSR. G + Dinethyl:2H(4) (N-term
[V 4269 609.3290 2433.2867 2433.2726 5.80 2 28 0.4 1 K.|REEFPDRI MNTFSWPSPK. V + Dinethyl (K); Dinethyl (N-term); Oxidation (M
37. 1 P 00316491 Mass: 15982 Score: 215 Queries matched: 14 emPAl: 2.33
Tax_| d=10090 Gene_Synbol =Hbb- b2 Henogl obi n subunit beta-2
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
1971 651.8856 1301.7567 1301.7496 5.48 O 43 0.0096 1 R.LLWYPWQR Y + Dinethyl (N-term
1972 651.8861 1301.7577 1301.7496 6. 25 0 (36) 0.047 1 R LLWYPWQR. Y + Dinethyl (N-term
1973 651.8861 1301.7577 1301.7496 6.25 0 (36) 0.046 1 R.LLWYPWQR Y + Dinethyl (N-term
1985 653.8981 1305.7817 1305.7747 5.37 0 (39) 0.024 1 R LLWYPWQR Y + Dinethyl:2H(4) (N-term
1986 653.8984 1305.7823 1305.7747 5.84 0 (28) 0.27 1 R.LLWYPWQR Y + Dinethyl:2H(4) (N-term
1987 653.8986 1305.7827 1305.7747 6.11 0 (36) 0.045 1 R LLWYPWQR Y + Dinmethyl:2H(4) (N-term
[ 2098 670.8476 1339.6807 1339.6732 5.63 0 44 0.0049 1 K. _VNPDEVGGEALGR.L + Dimethyl (N-term)
[ 2108 672.8596 1343.7047 1343.6983 4.75 0 (41) 0.012 1 K. _VNPDEVGGEALGR.L + Dimethyl:2H(4) (N-term)
2552 498.2946 1491.8618 1491.8562 3.79 1 51 0.0017 1 K. WAGVATALAHKYH. - + Di met hyl (K); Dinmethyl (N-term
2579 500.9779 1499.9120 1499.9064 3.71 1  (48) 0.0019 1 K. VWAGVATALAHKYH.- + Dimethyl:2H(4) (K): Dinethyl:2H(4) (N-term
[ 3856 688.3359 2061.9857 2061.9717 6.79 0 42 0.0062 1 R. _YFDSFGDLSSASAIMGNPK+ Dimethyl (K); Dimethyl (N-term)
[ 3857 688.3359 2061.9860 2061.9717 6.91 0 (33) 0.055 1 R. _YFDSFGDLSSASAIMGNPK+ Dimethyl (K); Dimethyl (N-term)
[ 3870 691.0191 2070.0355 2070.0220 6.53 0 (35) 0.056 1 R. _YFDSFGDLSSASAIMGNPK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 3871 691.0192 2070.0357 2070.0220 6.65 0 (33) 0.098 1 R. YFDSFGDLSSASAIMGNPK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
Proteins matching the same set of peptides:
1 P 00828873 Mass: 15851 Score: 215 Queries matched: 14
Tax_| d=10090 Gene_Synbol =Hbb Bet a- 2- gl obi n ( Fragnent)
38. 1 P 00117857 Mass: 45966 Score: 205 Queries matched: 14 emPAl: 0.73

[~ Check to include this hit

Tax_| d=10090 Gene_Synbol =Spi 1-6 Al pha-1-antitrypsin 1-6 precursor
in error tolerant search or archive report

Query Observed Mr(expt)

1064
1331
1345
1368
1379
1547

510. 2946
558. 8291
560. 8419

1018. 5746
1115. 6437
1119. 6692
566. 8261 1131.6377
568. 8386 1135.6626
594.3629 1186.7113 1186.7049

1018.
1115.
1119.
1131.

1135.

Mr(calc) ppm

5699
6373
6624
6322
6573

5.39

Miss Score
4.58 0 38
5. 80 0 44
6.07 0 (39)
4.90 0 (37)
4. 65 0 (40)
0 35 0.052

1

Expect Rank Peptide

0. 028
0. 0083
0. 025
0. 043
0.018

1

A

K. VI NDFVEK. G + Di net hyl

K. TLMBPLG TR. | + Di net hyl
K. TLMBPLG TR. | + Di net hyl
K. TLMSPLGI TR | + Di et hyl
K. TLMSPLG TR | + Di net hyl

(K); Dinethyl (N-term
(N-term
12H(4) (N-term

(N-term); Oxidation (M
12H(4) (N-ternm); Oxidation (M

R. _LSISGEYNLKT + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)



2635 506.9575 1517.8507 1517.8453 3.55 1 36 0.058 1 K. VINDFVEKGTQGK.l1 + 2 Dinethyl (K); Dimethyl (N-term)

2661 510.9827 1529.9264 1529.9207 3.70 1  (25) 0.41 1 K VINDFVEKGTQGK | + 2 Dimethyl:2H(4) (K); Dinmethyl:2H4) (N-term
2992 558.9998 1673.9774 1673.9716 3.49 2  (33) 0.093 1 K KVINDFVEKGTQGK.| + 3 Dimethyl (K); Dimethyl (N-term

3035 564.3665 1690.0777 1690.0721 3.36 2 34 0.017 1 K. KVINDFVEKGTQGK.| + 3 Dinmethyl:2H(4) (K); Dinethyl:2H(4) (N-term
3849 687.0324 2058.0754 2058.0633 5.88 0 (46) 0.0057 1 R.|FNNGADLSG TEENAPLK. L + Dinmethyl (K); Dinethyl (N-term

3850 687.0330 2058.0772 2058.0633 6.77 0 62 0.00017 1 R |FNNGADLSG TEENAPLK.L + Dimethyl (K); Dimethyl (N-term

4537 713.3945 2849.5487 2849.5287 7.04 1 62 9.7e-005 2 R.|FNNGADLSG TEENAPLKLSQAVHK. A + 2 Dimethyl (K); Dimethyl (N-term
4538 713.3948 2849.5500 2849.5287 7.49 1 (50) 0.0018 3  R.|FNNGADLSG TEENAPLKLSQAVHK. A + 2 Dimethyl (K); Dimethyl (N-term

Proteins matching the same set of peptides:

1 P 00123920 Mass: 45996 Score: 205 Queries matched: 14
Tax_1d=10090 Gene_Synbol =Ser pi nalc Al pha-1-antitrypsin 1-3 precursor
1 PI 00406302 Mass: 46145 Score: 205 Queries matched: 14
Tax_1d=10090 Gene_Synbol =Ser pi nala Al pha-1-antitrypsin 1-1 precursor

39.

1P 00318614 Mass: 51330 Score: 198 Queries matched: 4 emPAl: 0.10
Tax_1d=10090 Gene_Synbol =I dh2 |socitrate dehydrogenase [ NADP], mitochondrial precursor

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2212 461.9135 1382.7187 1382.7154 2.42 0 (64)5.4e-0 05 1 K. _TIEAEAAHGTVTR.H + Dimethyl (N-term)
[ 2213 461.9139 1382.7197 1382.7154 3.14 O 86 3.7e-00 7 1 K. _TIEAEAAHGTVTR.H + Dimethyl (N-term)
[V 2219 463.2553 1386.7442 1386.7405 2.67 0 (69) 2.6e-0 05 1 K. _TIEAEAAHGTVTR.H + Dimethyl:2H(4) (N-term)
[V 2220 463.2555 1386.7447 1386.7405 3.05 0O (76)4.6e-0 06 1 K. _TIEAEAAHGTVTR.H + Dimethyl:2H(4) (N-term)
Proteins matching the same set of peptides:
1 P 00875110 Mass: 52994 Score: 198 Queries matched: 4
Tax_1d=10090 Gene_Synbol =I dh2 52 kDa protein
40. 1 P 00323816 Mass: 53147 Score: 193 Queries matched: 6 emPAl: 0.33
Tax_| d=10090 Gene_Synbol =Sel enbp2 Sel eni um bi nding protein 2
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 1269 548.8611 1095.7077 1095.7016 5.63 0 59 0.00011 1 K. _LILPGLISSR.I + Dimethyl (N-term)
[v 1280 550.8738 1099.7331 1099.7267 5.87 0 (53) 0.0003 3 1 K. _LILPGLISSR.I + Dimethyl:2H(4) (N-term)
[vn 1398 572.3370 1142.6594 1142.6546 4.15 0 (51) 0.0014 1 K. VIEASEIQAK.C + Dimethyl (K); Dimethyl (N-term)
[ 1418 576.3619 1150.7093 1150.7049 3.86 0 60 0.00016 1 K. _VIEASEIQAK.C + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1869 631.3461 1260.6777 1260.6714 5.01 0 67 3.5e-00 5 1 R. _IYVVDVGSEPR.A + Dimethyl (N-term)
[ 1876 633.3592 1264.7038 1264.6965 5.78 0 (61) 0.0001 3 1 R. _IYVVDVGSEPR.A + Dimethyl:2H(4) (N-term)
Proteins matching the same set of peptides:
1P 00623845 Mass: 53051 Score: 193 Queries matched: 6
Tax_| d=10090 Gene_Synbol =LOC100044204; Sel enbpl Sel eni um bi nding protein 1
41. 1 PI 00323592 Mass: 36045 Score: 188 Queries matched: 8 emPAl: 0.62



Tax_| d=10090 Gene_Synbol =Mdh2 Mal at e dehydrogenase, mi tochondrial precursor
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

v 799 460.2621 918.5097 9185062 3.77 0 46 0.0035 1 K. ITPFEEK.M + Dimethyl (K); Dimethyl (N-term)

[* 1197 528.8331 1055.6516 10556467 4.67 0 40  0.015 1 R. ANTFVAELKG + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 1365 565.3286 1128.6427 1128.6390 3.23 0 (35)  0.061 1 R. IQEAGTEVVKA + Dimethyl (K); Dimethyl (N-term)

v 1384 569.3539 1136.6932 1136.6893 3.48 0 51  0.0012 1 R. IQEAGTEVVKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
v 1462 585.8469 1169.6793 1169.6729 5.44 0 68 2.7e-00 5 1 K. _MIAEAIPELK.A + Dimethyl (K); Dimethyl (N-term)

v 1516 589.8719 1177.7293 1177.7232 5.25 0 (64)5.2e-0 05 1 K. _MIAEAIPELK.A + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
v 4262 607.0845 2424.3087 2424.2951 563 0 49  0.0033 1 R. LTLYDIAHTPGVAADLSHIETR.A + Dimethyl:2H(4) (N-term)
[v 4263 607.0847 2424.3095 2424.2951 596 O (48) 0.0037 1 R. LTLYDIAHTPGVAADLSHIETR.A + Dimethyl:2H(4) (N-term)

42.

1 PI 00127560 Mass: 15880 Score: 188 Queries matched: 7 emPAl: 1.13
Tax_1d=10090 Gene_Synbol =Ttr Transthyretin precursor

[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

2900 548.6112 1642.8118 1642.8050 4.14
2922 551.2947 1650.8622 1650.8552 4.24

35 0.035 1 K. _TAESGELHGLTTDERK + Dimethyl (K); Dimethyl (N-term)
(34) 0.086 1 K. TAESGELHGLTTDER + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[ 1004 499.7994 997.5843 997.5808 3.48 0 (57) 0.00032 1 R. GSPAVDVAVK + Dimethyl (K); Dimethyl (N-term)
[ 1005 499.7995 997.5845 997.5808 3.72 0 (57) 0.00031 1 R. _GSPAVDVAVK + Dimethyl (K); Dimethyl (N-term)

[ 1036 503.8245 1005.6344 1005.6310 3.39 0 57 0.00027 1 R. _GSPAVDVAVK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1037 503.8248 1005.6351 1005.6310 4.05 0 (46) 0.0036 1 R. _GSPAVDVAVK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 2411 723.8761 14457376 14457278 6.79 0 73 6.8e-00 6 1 K. _TSEGSWEPFASGK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
2 0

2 0

43.

1 PI 00555069 Mass: 44921 Score: 184 Queries matched: 7 emPAl: 0.40
Tax_1d=10090 Gene_Synbol =Pgk1l Phosphogl ycerate ki nase 1
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1315 556.3246 1110.6347 1110.6285 5.62 0 (43) 0.0069 1 K. _VLPGVDALSNV.- + Dimethyl (N-term)
[ 1329 558.3374 1114.6603 1114.6536 597 0 54 0.00073 1 K. _VLPGVDALSNV.- + Dimethyl:2H(4) (N-term)
[V 2970 554.9485 1661.8237 1661.8162 4.54 0 72 8.6e-00 6 1 K. _LGDVYVNDAFGTAHR.A + Dimethyl (N-term)
[V 2978 556.2905 1665.8497 1665.8413 5.06 0 (57) 0.0003 1 1 K. _LGDVYVNDAFGTAHR.A + Dimethyl:2H(4) (N-term)
[V 2979 556.2906 1665.8501 1665.8413 5.29 0 (55) 0.0005 9 1 K. _LGDVYVNDAFGTAHR.A + Dimethyl:2H(4) (N-term)
[ 3335 609.0283 1824.0631 1824.0509 6.72 0 30 015 1 K. ALESPERPFLAILGGARK/ + Dimethyl (K); Dimethyl (N-term)
[V 3355 611.7116 1832.1130 1832.1011 6.49 0 (26) 023 1 K. ALESPERPFLAILGGAR/ + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

44.

1 P 00132762 Mass: 80501 Score: 181 Queries matched: 2 emPAl: 0.07
Tax_| d=10090 Gene_Synbol =Trapl Heat shock protein 75 kDa, mtochondrial precursor

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide



2692 771.4176 1540.8207 1540.8097 7.17 O (104) 8.9e-009 1 R GVVDSEDI PLNLSR E + Dimethyl (N-term
2699 773.4298 1544.8451 1544.8348 6.65 0 113 1.1e-009 1 R GVVDSEDI PLNLSR E + Dinethyl:2H(4) (N-term

1 P 00128249 Mass: 38100 Score: 177 Queries matched: 4 emPAIl: 0. 14
Tax_1d=10090 Gene_Synbol =Ahsg Al pha- 2- HS- gl ycoprotein precursor
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 4004 732.0468 2193.1187 2193.1066 5.54 0 (58) 0.0003 1 R. _HAFSPVASVESASGETLHSRK+ Dimethyl (K); Dimethyl (N-term)
[ 4005 732.0469 2193.1190 2193.1066 5.65 0O (61) 0.0001 6 1 R. _HAFSPVASVESASGETLHSRK+ Dimethyl (K); Dimethyl (N-term)
[V 4020 734.7302 2201.1687 2201.1568 5.41 0 (68)4.1e-0 05 1 R. _HAFSPVASVESASGETLHSRK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 4021 734.7303 2201.1690 2201.1568 555 0 73 1.1e-00 5 1 R. _HAFSPVASVESASGETLHSRK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

1 P100126248 Mass: 121630 Score: 174 Queries matched: 7 emPAI: 0.11
Tax_1d=10090 Gene_Synbol =Acly Adult male testis cDNA, RIKEN full-length enriched library, clone:4922505F07 product: ATP citrate lyase, full insert sequence

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 474 366.7509 731.4872 7314843 3.88 0 33 0.05 1 R. ELGLIR.K + Dimethyl:2H(4) (N-term)
[V 2637 760.3841 1518.7537 1518.7460 5.08 0 91 9.7e-00 8 1 R. _SGGMSNELNNIISR.T + Dimethyl (N-term)
[ 2638 760.3842 1518.7538 1518.7460 5.10 0O (73)6.3e-0 06 1 R. _SGGMSNELNNIISR.T + Dimethyl (N-term)
[ 2800 800.4902 1598.9659 1598.9545 7.15 0 34 0.056 1 R. _TIAIIAEGIPEALTR.K + Dimethyl:2H(4) (N-term)
[V 3463 470.2560 1876.9948 1876.9894 2.89 2 (34) 011 1 R. _TASFSESRADEVAPAKA + 2 Dimethyl (K); Dimethyl (N-term)
[v 3523 473.2749 1889.0705 1889.0647 3.05 2 (37) 0.039 1 R. TASFSESRADEVAPAKA + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 3524 473.2750 1889.0710 1889.0647 3.31 2 48 0.0037 1 R. _TASFSESRADEVAPAKA + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 P 00762047 Mass: 120564 Score: 174 Queries matched: 7
Tax_| d=10090 Gene_Synbol =Acly ATP-citrate synthase

1 P 00830223 Mass: 28383 Score: 173 Queries matched: 8 emPAl: 0.84
Tax_1d=10090 Gene_Synbol =Tpnil 28 kDa protein
[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2179 687.8311 1373.6477 1373.6422 3.99 0 64 1.9e-00 5 1 R. _SLQEQADAAEER.A + Dimethyl (N-term)
[V 2193 689.8439 1377.6733 1377.6674 4.32 0 (63)4.3e-0 05 1 R. _SLQEQADAAEER.A + Dimethyl:2H(4) (N-term)
[V 3173 585.9825 1754.9257 1754.9162 541 1 (38) 0.036 1 R. _IQLVEEELDRAQER.L + Dimethyl (N-term)
[V 3186 587.3243 1758.9512 1758.9413 5.60 1 56 0.00069 1 R. _IQLVEEELDRAQER.L + Dimethyl:2H(4) (N-term)
[V 3562 638.0165 1911.0277 1911.0173 544 2 31 021 1 R. _RIQLVEEELDRAQER.L + Dimethyl (N-term)
[V 4117 565.3049 2257.1904 2257.1801 4.56 2 (34) 0.087 1 R. _LATALQK.EEAEKAADESER.G + Dimethyl (K); Dimethyl (N-term)
[V 4125 567.3176 2265.2414 2265.2303 4.90 2 (32) 014 1 R. LATALQK EEAEKAADESER.G + Dimethyl:2H(4) (K); Dimethyl:2H(4 ) (N-term)
[V 4126 567.3177 2265.2417 2265.2303 5.04 2 47  0.0048 1 R. LATALQKEEAEKAADESER.G + Dimethyl:2H(4) (K); Dimethyl:2H(4 ) (N-term)



Proteins matching the same set of peptides:

1 PI 00830333 Mass: 28959 Score: 173 Queries matched: 8
Tax_1d=10090 Gene_Synbol =Tpnil 29 kDa protein

1 P 00831330 Mass: 28597 Score: 173 Queries matched: 8
Tax_1d=10090 Gene_Synbol =Tpnil 29 kDa protein

1 PI 00831423 Mass: 28651 Score: 173 Queries matched: 8
Tax_| d=10090 Gene_Synbol =Tpnil 29 kDa protein

1 PI 00831431 Mass: 28466 Score: 173 Queries matched: 8
Tax_1d=10090 Gene_Synbol =Tpnil 28 kDa protein

1 P 00831626 Mass: 28679 Score: 173 Queries matched: 8
Tax_1d=10090 Gene_Synbol =Tpnil 29 kDa protein

48.

1 P 00648086 Mass: 15200 Score: 172 Queries matched: 8 emPAIl: 2.53
Tax_1d=10090 Gene_Synbol =Laspl LIM and SH3 protein 1

[~ Check to include this hit in error tolerant search or archive report

AR

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

2412 723.8871 1445.7597 14457515 5.72 0 (58) 0.0003 4 1 K. _GFSVVADTPELQR.I + Dimethyl (N-term)

2430 725.9003 1449.7860 1449.7766 650 O 66 5.5e-00 5 1 K. _GFSVVADTPELQR.I + Dimethyl:2H(4) (N-term)

2528 495.9102 1484.7087 1484.7042 3.07 1 (39) 0.0087 1 R. _MGPSGGEGVEPERR.E + Dimethyl (N-term)

2540 497.2518 1488.7337 1488.7293 298 1 (32) 0.074 1 R. _MGPSGGEGVEPERR.E + Dimethyl:2H(4) (N-term)

2569 500.6250 1498.8531 1498.8467 4.25 1 52  0.0011 1 R. LKQQSELQSQVR.Y + Dimethyl (K); Dimethyl (N-term)

2590 502.5834 1504.7283 1504.7242 2.72 1 48 0.0013 1 R. MGPSGGEGVEPERR.E + Dimethyl:2H(4) (N-term); Oxidatio n (M)
2600 503.3082 1506.9028 1506.8969 3.86 1 (45) 0.0052 1 R. _LKQQSELQSQVR.Y + Dimethyl:2H(4) (K); Dimethyl:2H(4) ( N-term)
3914 527.0399 2104.1306 2104.1230 3.60 1 31 0.18 1 K. _TQDQISNIKYHEEFEKS + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 P 00649913 Mass: 21332 Score: 172 Queries matched: 8
Tax_| d=10090 Gene_Synbol =Laspl LI M and SH3 protein 1

1 PI 00125091 Mass: 30374 Score: 172 Queries matched: 8
Tax_| d=10090 Gene_Synbol =Laspl LI M and SH3 domain protein 1

49.

1 PI 00121209 Mass: 30569 Score: 168 Queries matched: 6 emPAI: 0. 63
Tax_| d=10090 Gene_Synbol =Apoal Apol i poprotein A-1 precursor

[~ Check to include this hit in error tolerant search or archive report

SRR RGE

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

2116 449.5752 1345.7037 1345.6990 3.52
2124 450.9172 1349.7297 1349.7241 4.16 (40) 0.024
2138 453.8945 1358.6617 1358.6579 2.85 51 0.00075

1 40 0.016 1

1 1

0 1
2146 455.2362 1362.6867 1362.6830 2.73 0 (47) 0.0023 1

0 1

0 1

R. _LSPVAEEFRDR.M + Dimethyl (N-term)

R. LSPVAEEFRDR.M + Dimethyl:2H(4) (N-term)
K. _SNPTLNEYHTR.A + Dimethyl (N-term)

K. _SNPTLNEYHTR.A + Dimethyl:2H(4) (N-term)
K. _VAPLGAELQESAR.Q + Dimethyl (N-term)
K.

_VAPLGAELQESAR.Q + Dimethyl:2H(4) (N-term)

2153 684.8821 1367.7497 1367.7408 6.49 71 1.6e-00 5
2170 686.8951 1371.7756 1371.7660 7.03 (69) 2.6e-0 05

50.

1 PI 00555059 Mass: 24969 Score: 168 Queries matched: 10 emPAl: 0.81
Tax_| d=10090 Gene_Synbol =Pr dx6 Per oxiredoxi n-6



[~ Check to include this hit

AR A A

Query Observed Mr(expt)

Mr(calc) ppm

in error tolerant search or archive report

Miss Score Expect Rank Peptide

823 467.7556 933.4967 933.4920 5.12 0 31 0.09 1 R.NFDEILR.V + Dimethyl (N-term)
997 3325553 994.6442 994.6415 267 1 29 014 1 K. LAPEFAKR.N + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
1670 610.3591 1218.7037 1218.6972 535 0 (25) 06 1 K. LSILYPATTGR.N + Dimethyl (N-term)
1696 612.3718 1222.7291 1222.7223 555 0 33 0.082 1 K. _LSILYPATTGR.N + Dimethyl:2H(4) (N-term)
1780 411.9267 1232.7582 1232.7533 3.97 1 (53)0.0007 6 1 R. _VVFIFGPDKK.L + 2 Dimethyl (K); Dimethyl (N-term)
1832 415.9517 1244.8332 1244.8286 3.63 1 53 0.00021 1 R. _VVFIFGPDKK.L + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
4097 746.7682 2237.2827 2237.2671 6.97 0 (47) 0.0027 1 R. _VVDSLQLTGTRVATPVDWK + 2 Dimethyl (K); Dimethyl (N-term)
4098 746.7683 2237.2831 2237.2671 7.14 0 54 0.00055 1 R. _VVDSLQLTGTRVATPVDWK + 2 Dimethyl (K); Dimethyl (N-term)
4109 750.7935 2249.3587 2249.3425 7.22 0 (43) 0.0024 1 R. _VVDSLQLTGTRVATPVDWAK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
4110 750.7936 2249.3589 2249.3425 7.30 0 (39) 0.0053 1 R. _VVDSLQLTGTRVATPVDWK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
Proteins matching the same set of peptides:
1 PI00754071 Mass: 22594 Score: 168 Queries matched: 10
Tax_| d=10090 Gene_Synbol =Prdx6 22 kDa protein
1 PI00758024 Mass: 24925 Score: 168 Queries matched: 10

Tax_1d=10090 Gene_Synbol =Prdx6 Per oxiredoxin 6

51.

[~ Check to include this hit

| P1 00336324
Tax_| d=10090 Gene_Synbol =Mdh1l Mal at e dehydr ogenase,

Mass: 36659

Query Observed Mr(expt)

Mr(calc) ppm

Score:

167

Queries matched: 9 emPAl: 0.61

cytopl asm c
in error tolerant search or archive report

Miss Score Expect Rank Peptide

[ 914 487.2834 9725523 9725492 321 0 48 0.0031 1 K. _LGVTADDVH + Dimethyl (K); Dimethyl (N-term)
[ 943 491.3085 980.6025 980.5994 3.18 0 (46) 0.0038 1 K. _LGVTADDVH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 2315 711.3796 1420.7447 1420.7351 6.80 0 58 0.00034 1 K. _FVEGLPINDFSR.E + Dimethyl (N-term)
[V 2332 713.3923 1424.7700 1424.7602 6.89 0 (57) 0.0004 1 1 K. _FVEGLPINDFSR.E + Dimethyl:2H(4) (N-term)
[V 3514 943.9756 1885.9367 1885.9196 9.07 1 (42) 0.012 1 K. ELTEEKETAFEFLSSA.- + Dimethyl (K); Dimethyl (N-term)
[ 3536 948.0010 1893.9875 1893.9699 9.32 1 (35) 0.067 1 K. _ELTEEKETAFEFLSSA.- + Dimethyl:2H(4) (K); Dimethyl:2H(4) ( N-term)
[ 3537 948.0012 1893.9879 1893.9699 951 1 42 0.013 1 K. _ELTEEKETAFEFLSSA.- + Dimethyl:2H(4) (K); Dimethyl:2H(4) ( N-term)
[V 4176 584.8030 2335.1827 2335.1709 506 O 40 0.022 1 K. _NVIIWGNHSSTQYPDVNHAK+ Dimethyl (K); Dimethyl (N-term)
[V 4177 584.8030 2335.1828 2335.1709 5.09 0 (37) 0.046 1 K. _NVIIWGNHSSTQYPDVNHAK+ Dimethyl (K); Dimethyl (N-term)
52. 1 PI 00323624 Mass: 187904 Score: 161 Queries matched: 6 emPAl: 0.09

[T Check to include this hit

AR AN

Tax_1d=10090 Gene_Synbol =C3 | sof orm Long of Conpl enent C3 precursor (Fragnent)

888
1086
1105
1470
1520

Query Observed Mr(expt)

Mr(calc) ppm

480.3149 958.6153 958.6113
515.2898 1028.5650 1028.5614
517.3023 1032.5901 1032.5865
586.3583 1170.7021 1170.6972
590.3837 1178.7529 1178.7475

4.11
3.50
3.40
4.19
4.62

O O O O o

Miss Score
35 0.033
(36) 0.036
48  0.0025
(53) 0.001
71 7.9e-00

in error tolerant search or archive report

Expect Rank Peptide
1 R._ QPLTITVR.T + Dimethyl:2H(4) (N-term)

1 K. _LSINTPNSR.Q + Dimethyl (N-term)
1 K. _LSINTPNSR.Q + Dimethyl:2H(4) (N-term)
1 K. _VLVVTQGSNAWK + Dimethyl (K); Dimethyl (N-term)
6 1 K. _VLVVTQGSNAR + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)



[V 2511 737.9296 1473.8447 1473.8341 7.21 0 43 001 1
Proteins matching the same set of peptides:
1 P 00759878 Mass: 187905 Score: 161 Queries matched: 6

Tax_| d=10090 Gene_Synbol =C3 conpl enent conponent 3

R. VVIEDGVGDAVLTR.K + Dimethyl:2H(4) (N-term)

53.

1 P 00355382 Mass: 54063 Score: 161 Queries matched: 6 emPAl:

Tax_1d=10090 Gene_Synbol =Wars |sof orm 2 of Tryptophanyl -tRNA synthet ase,

[~ Check to include this hit in error tolerant search or archive report

0.20
cytoplasmc

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

[V 822 467.7450 933.4754 933.4709 484 0 39 0.014 1 R._QLSFHFQ.- + Dimethyl (N-term)

[V 833 469.7575 937.5005 937.4960 4.86 0 (28) 02 1 R. QLSFHFQ.- + Dimethyl:2H(4) (N-term)

[ 3385 615.6958 1844.0656 1844.0520 7.38 0 (56) 0.0004 8 1 K. _TLIDVLQPLIAEHQAR.R + Dimethyl (N-term)

[v 3386 615.6958 1844.0657 1844.0520 7.47 0 (55) 0.0006 1 1 K. _TLIDVLQPLIAEHQAR.R + Dimethyl (N-term)

[ 3389 617.0375 1848.0907 1848.0771 7.39 0 63 7.1e-00 5 1 K. _TLIDVLQPLIAEHQAR.R + Dimethyl:2H(4) (N-term)

[ 3390 617.0375 1848.0908 1848.0771 7.42 0 (55) 0.0004 6 1 K. _TLIDVLQPLIAEHQAR.R + Dimethyl:2H(4) (N-term)
54. 1 P 00318671 Mass: 61841 Score: 160 Queries matched: 5 emPAl: 0.23

Tax_1d=10090 Gene_Synbol =Ehd4 EH domai n contai ni ng 4-KJR (Fragnent)

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2243 698.8561 1395.6977 1395.6857 8.65 0 47  0.0025 1 R. _YLLEQDFPGMR.I + Dimethyl (N-term)
[ 2254 700.8682 1399.7218 1399.7108 7.86 0 (44) 0.006 1 R. _YLLEQDFPGMR.I + Dimethyl:2H(4) (N-term)
[V 2562 748.8916 1495.7687 1495.7603 559 0 85 4.5e-00 7 1 R. _SGGMAVQTVTGGLR.S + Dimethyl:2H(4) (N-term); Oxidation (M)
[V 3418 619.3577 1855.0514 1855.0414 534 1 (42) 0.013 1 K. SISIIDSPGILSGEK QR.I + Dimethyl (K); Dimethyl (N-term)
[v 3430 622.0416 1863.1030 1863.0917 6.10 1 46 0.0035 1 K. _SISIIDSPGILSGEK QR.I + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
55. 1 P 00380436 Mass: 103631 Score: 154 Queries matched: 6 emPAl: 0. 16

Tax_1d=10090 Gene_Synbol =Actn1 Al pha-actinin-1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1140 348.9126 1043.7159 1043.7132 254 0 33 0.031 1 K. _SIVNYKPK. + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1464 391.2165 1170.6277 1170.6244 283 1 39 0.018 1 K. _ATLPDADKR.L + Dimethyl (K); Dimethyl (N-term)
[V 2135 453.2954 1356.8644 1356.8580 4.69 0 50 0.00075 1 R. _LAILGIHNEVSK.I + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2209 691.8253 1381.6361 1381.6296 4.70 0 53 0.00022 1 K. _GISQEQMEFR.A + Dimethyl (N-term); Oxidation (M)
[V 2457 729.4056 1456.7967 1456.7885 5.63 0 (54) 0.0008 2 1 R. _TINEVENQILTR.D + Dimethyl (N-term)
[V 2465 731.4187 1460.8229 1460.8136 6.30 0O 65 7.3e-00 5 1 R. TINEVENQILTR.D + Dimethyl:2H(4) (N-term)
56. 1 P 00136906 Mass: 39501 Score: 152 Queries matched: 4 emPAl: 0.29

Tax_1d=10090 Gene_Synbol =Capg Macr ophage- cappi ng protein

[T Check to include this hit in error tolerant search or archive report



Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

[V 2024 660.8481 1319.6817 1319.6755 4.73 0 58 0.00022 1 K. VSDATGQMNLTK + Dimethyl (K); Dimethyl (N-term)

[ 2052 664.8730 1327.7315 1327.7257 4.38 0 (49) 0.0027 1 K. VSDATGQMNLTY + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
¥ 2264 702.3906 1402.7667 1402.7569 7.02 0 65 5.9e-00 5 1 R. QAALQVADGFISR.M + Dimethyl (N-term)

[V 2283 704.4031 1406.7917 1406.7820 6.93 0 (52) 0.0013 1 R. _QAALQVADGFISR.M + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 P 00277930 Mass: 39030 Score: 152 Queries matched: 4

Tax_| d=10090 Gene_Synbol =Capg Cappi ng protein

1 P 00876389 Mass: 39158 Score: 152 Queries matched: 4

Tax_1d=10090 Gene_Synbol =Capg 10 days neonate ol factory brain cDNA, RIKEN full-length enriched library, clone:E530115013 product:capping protein (actin filanent),

57.

1 P 00123223 Mass: 166618 Score: 150 Queries matched: 5 emPAl: 0. 06
Tax_1d=10090 Gene_Synbol =Mugl Muri nogl obul i n-1 precursor
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 438 352.7277 703.4408 703.4381 391 O 38 0.017 1 K._ALGFLR.A + Dimethyl (N-term)
[V 2379 719.3741 1436.7337 1436.7260 541 O 85 5.7e-00 7 1 R. _FSTSQSLPASQTR.L + Dimethyl (N-term)
[v 2397 721.3866 1440.7586 1440.7511 5.26 0 (76)4.6e-0 06 1 R. _FSTSQSLPASQTR.L + Dimethyl:2H(4) (N-term)
[ 2868 544.6272 1630.8597 1630.8501 590 O 51  0.0015 1 R. AHFSVMGDILSSAIR.N + Dimethyl (N-term)
[V 2884 545.9685 1634.8837 1634.8752 520 0 (33) 011 1 R. AHFSVMGDILSSAIR.N + Dimethyl:2H(4) (N-term)

58.

1 P 00319994 Mass: 36817 Score: 140 Queries matched: 6 emPAIl: 0.50
Tax_1d=10090 Gene_Synbol =Ldha L-1act ate dehydrogenase A chain
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

1472 586.8141 1171.6137 1171.6084 4.51 O 44 0.0056 1 K. _VTLTPEEEAR.L + Dimethyl (N-term)

1488 587.8304 1173.6462 1173.6394 5.84 0 (66)4.6e-0 05 1 K. _SADTLWGIQK + Dimethyl (K); Dimethyl (N-term)
1496 588.8265 1175.6385 1175.6336 4.22 0 (37) 0.033 1 _VTLTPEEEAR.L + Dimethyl:2H(4) (N-term)

1527 591.8557 1181.6968 1181.6896 6.06 0O 67 3.3e-00 5 1
1805 413.2544 1236.7414 1236.7376 3.09
1831 415.9377 1244.7912 1244.7879 2.70

K.
K. _SADTLWGIQK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
(34) 0.074 1 R. _RVHPISTMIK.G + Dimethyl (K); Dimethyl (N-term)
36 0.029 1 R. _RVHPISTMIK.G + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

RIS RC GRS

1
1

Proteins matching the same set of peptides:
1 PI 00751369 Mass: 40075 Score: 140 Queries matched: 6
Tax_| d=10090 Gene_Synbol =Ldha L-|act ate dehydrogenase

59.

1 P100118899 Mass: 105368 Score: 140 Queries matched: 3 emPAl: 0.08
Tax_1d=10090 Gene_Synbol =Act n4 Al pha-actinin-4

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide



[V 2215 692.8489 1383.6833 1383.6754 569 0 79 1.1e-00 6 1 K. GISQEQMQEFR.A + Dimethyl:2H(4) (N-term)
2457 729.4056 1456.7967 1456.7885 5.63 0 (54) 0.00082 1 R TINEVENQLTR D + Dinethyl (N-term)
2465 731.4187 1460.8229 1460.8136 6.30 O 65 7.3e-005 1 R TINEVENQLTR D + Dinethyl:2H(4) (N-term

60.

1PI100123181 Mass: 227414 Score: 139 Queries matched: 6 emPAl: 0. 06
Tax_1d=10090 Gene_Synbol =Myh9 Myosi n-9
[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 831 469.3140 936.6135 936.6095 4.26 0 59 0.00016 1 K. _ASIAALEAKI + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2798 533.9695 1598.8867 1598.8781 542 0 43 0.012 K. _VSHLLGINVTDFTR.G + Dimethyl (N-term)
[ 2805 535.3114 1602.9124 1602.9032 574 0 (39)  0.028 1 K. VSHLLGINVTDFTR.G + Dimethyl:2H(4) (N-term)
[V 3017 561.7184 1682.1335 1682.1248 5.18 1 57 1.7e-00 5 1 R. _VISGVLQLGNIAFKK.E + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 3233 597.6956 1790.0650 1790.0542 6.07 0O 55 0.00039 1 R. _QLLQANPILEAFGNAR + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 3888 522.0145 2084.0290 2084.0208 395 1 25 043 1 K. TLEDEAKTHEAQIQEMR.Q + Dimethyl (K); Dimethyl (N-term)

Proteins matching the same set of peptides:
1 P 00788324 Mass: 227429 Score: 139 Queries matched: 6

Tax_| d=10090 Gene_Synbol =Myh9 15 days pregnant adult femal e amion cDNA, RIKEN full-length enriched library, clone: MM21002E03 product: nyosin heavy chain I X,

full

61.

1 PI 00223757 Mass: 36052 Score: 136 Queries matched: 3 emPAl: 0. 15
Tax_1d=10090 Gene_Synbol =Akr 1b3 Al dose reduct ase

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 836 469.7862 937.5578 937.5535 459 0 27 022 1 K. VAIDLGYR.H + Dimethyl:2H(4) (N-term)
[V 2821 808.4501 1614.8857 1614.8729 7.92 0 88 3.8e-00 7 1 K. _TIGVSNFNPLQIER.I + Dimethyl (N-term)
[V 2830 810.4626 1618.9107 1618.8981 7.84 0 (76)5.5e-0 06 1 K. _TIGVSNFNPLQIER.I + Dimethyl:2H(4) (N-term)

62.

1 PI 00137331 Mass: 51885 Score: 136 Queries matched: 4 emPAl: 0. 10
Tax_| d=10090 Gene_Synbol =Capl Adenylyl cycl ase-associ ated protein 1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 3434 467.0316 1864.0975 1864.0932 2.30 2 27 026 1 K. _HVSDDKTHKNPALKA + 3 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term);
[V 3644 662.0378 1983.0917 1983.0789 6.46 0 75 6.8e-00 6 1 R. _SALFAQINQGESITHALKH + Dimethyl (K); Dimethyl (N-term)
[V 3656 664.7208 1991.1406 1991.1291 5.79 0 (62) 0.0001 1 1 R. _SALFAQINQGESITHALKH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3657 664.7212 1991.1417 1991.1291 6.34 0 (54) 0.0006 8 1 R. _SALFAQINQGESITHALKH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 P 00869430 Mass: 51875 Score: 136 Queries matched: 4
Tax_1d=10090 Gene_Synbol =Capl Adenylyl cycl ase-associated protein

Oxidation (M)

63.

1 PI 00223216 Mass: 33673 Score: 134 Queries matched: 3 emPAl: 0. 16
Tax_1d=10090 Gene_Synbol =Tst Thi osul fate sul furtransferase



[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 3901 699.0362 2094.0867 2094.0746 5.80 0 71 1.9e-00 5 1 R. _YLGTQPEPDIVGLDSGHIR.G + Dimethyl (N-term)
[V 3906 700.3782 2098.1127 2098.0997 6.20 0 (62) 0.0001 7 1 R. _YLGTQPEPDIVGLDSGHIR.G + Dimethyl:2H(4) (N-term)
[V 3907 700.3782 2098.1127 2098.0997 6.21 0 (66)5.9e-0 05 1 R. _YLGTQPEPDIVGLDSGHIR.G + Dimethyl:2H(4) (N-term)

64.

1 PI00117167 Mass: 86287 Score: 122 Queries matched: 7 emPAIl: 0.16
Tax_| d=10090 Gene_Synbol =Gsn | soform 1 of Gel solin precursor

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 630 407.2646 812.5147 8125120 331 O 30 0.096 1 R._TPITVVR.Q + Dimethyl (N-term)
[ 633 409.2771 816.5397 816.5371 3.20 0 (28) 012 1 R. TPITVVR.Q + Dimethyl:2H(4) (N-term)
[V 2234 696.3848 1390.7550 1390.7456 6.74 0 73 1l.1e-00 5 1 K. SGALNSNDAFVLK + Dimethyl (K); Dimethyl (N-term)
[ 2250 700.4101 1398.8056 1398.7958 7.00 0O (59) 0.0002 8 1 K. _SGALNSNDAFVLK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 3511 629.3508 1885.0305 1885.0197 5.72 0 (30) 025 1 R. QTQVSVLPEGGETPLEX + Dimethyl (K); Dimethyl (N-term)
[ 3512 629.3509 1885.0307 1885.0197 586 0 38 0.04 1 R. _QTQVSVLPEGGETPLEK + Dimethyl (K); Dimethyl (N-term)
[ 3534 632.0343 1893.0811 1893.0699 5.89 0 (35) 0.058 1 R. _QTQVSVLPEGGETPLEK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 P 00759948 Mass: 80997 Score: 122 Queries matched: 7
Tax_1d=10090 Gene_Synbol =Gsn |sof orm 2 of Gel solin precursor

65.

1PI100113141 Mass: 51988 Score: 122 Queries matched: 4 emPAIl: 0.16
Tax_1d=10090 Gene_Synbol =Cs Citrate synthase, mnitochondrial precursor
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1337 560.2881 1118.5617 1118.5567 4.45 0 (34) 0.042 1 R. _EGSSIGAIDSR.L + Dimethyl (N-term)
[ 1351 562.3006 1122.5866 1122.5819 4.26 0 52 0.00073 1 R. EGSSIGAIDSR.L + Dimethyl:2H(4) (N-term)
[ 3904 700.0475 2097.1206 2097.1044 7.72 1 (63) 0.0001 2 1 K. _GLVYETSVLDPDEGIRFR.G + Dimethyl:2H(4) (N-term)
[ 3905 700.0475 2097.1207 2097.1044 7.77 1 67 4.5e-00 5 1 K. GLVYETSVLDPDEGIRFR.G + Dimethyl:2H(4) (N-term)

66.

1 P 00466069 Mass: 96222 Score: 122 Queries matched: 8 emPAl: 0.20
Tax_1d=10090 Gene_Synbol =Eef 2 El ongation factor 2

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

2372 479.2907 1434.8503 1434.8446 3.99
2418 483.3158 1446.9257 1446.9199 3.96

(28) 027 1
36 002 1

~ VAVEAKWNPADLPKL + 2 Dimethyl (K); Dimethyl (N-term)
_VAVEAWPADLPKL + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

v 875 477.7652 9535158 953.5120 3.96 0 33 0.053 1 K. SDPVVSYR.E + Dimethyl:2H(4) (N-term)
[ 1030 501.3076 1000.6006 1000.5967 3.82 0 42 0.013 1 _ GGGQIIPTAR.R + Dimethyl:2H(4) (N-term)
v 1339 560.3146 1118.6147 1118.6084 564 0 (55)0.0006 4 1 _ VNFTVDQIR.A + Dimethyl (N-term)

v 1352 562.3271 1122.6396 1122.6335 543 0 58 0.00028 1

2 1

c2 1

R.
M.
M. _VNFTVDQIR.A + Dimethyl:2H(4) (N-term)
R.
R.



3802 681.3707 2041.0904 2041.0795 534 0 29 027 1 R. GHVFEESQVAGTFMVKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O xidation (M)
4013 550.5436 2198.1455 2198.1331 5.61 1 48 0.0035 1 K. ARPFPDGLAEDID&EVSAR.Q + Dimethyl (K); Dimethyl (N-term)

qx

1 PI 00128522 Mass: 23057 Score: 118 Queries matched: 2 emPAIl: 0. 24
Tax_1d=10090 Gene_Synbol =Hspbl | sof orm A of Heat shock protein beta-1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 3062 566.9740 1697.9002 1697.8948 3.17 1 82 1.5e-00 6 1 R. _AQIGGPEAGBEQSGAK + 2 Dimethyl (K); Dimethyl (N-term)
[ 3081 570.9990 1709.9752 1709.9701 2.99 1 (70)2.2e-0 05 1 R. _AQIGGPEAGEEQSGAK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 PI 00468068 Mass: 22004 Score: 118 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Hspbl | sof orm B of Heat shock protein beta-1
1 P 00623819 Mass: 19425 Score: 118 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Hspbl | sof orm C of Heat shock protein beta-1

1 PI 00129526 Mass: 92703 Score: 116 Queries matched: 6 emPAI: 0.18
Tax_1d=10090 Gene_Synbol =Hsp90b1l Endopl asmi n precursor
[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 1124 519.7793 1037.5440 1037.5393 4.56 0 (29) 016 1 K. _SGTSEFLNKM + Dimethyl (K); Dimethyl (N-term)
[ 1153 523.8042 1045.5938 1045.5895 4.12 0 42 0.011 1 K. _SGTSEFLNKM + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1165 525.3004 1048.5863 1048.5804 556 0 44 0.0085 1 R. _SGYLLPDTKA + Dimethyl (K); Dimethyl (N-term)
[V 1204 529.3252 1056.6358 1056.6307 4.88 0 (31) 013 1 R. SGYLLPDTKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

2061 666.3602 1330.7058 1330.6980 5.87 O 60 0.00016 1 R ELISNASDALDK. | + Dinmethyl (K); Dinethyl (N-term
2812 536.9876 1607.9410 1607.9334 4.75 1 43 0.0087 1 R ELISNASDALDKIR L + Dimethyl:2H(4) (K); Dimethyl:2H4) (N-term

1 PI 00269661 Mass: 39856 Score: 114 Queries matched: 2 emPAl: 0. 06
Tax_1d=10090 Gene_Synbol =Hnrpa3 |sof orm 1 of Heterogeneous nucl ear ribonucl eoprotein A3
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3600 648.2895 1941.8466 1941.8391 3.86 0 69 2.8e-00 6 1 R. _SSGSPYGGGYGSGGGSGGYGSR.R + Dimethyl:2H(4) (N-term)
[v 3601 648.2895 1941.8467 1941.8391 3.90 0O (68)3.9e-0 06 1 R. _SSGSPYGGGYGSGGGSGGYGSR.R + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 PI 00269662 Mass: 37291 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Hnr pa3 | sof orm 2 of Heterogeneous nucl ear ribonucl eoprotein A3

1 PI 00459722 Mass: 34683 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Hnr pa3 Hnr pa3 protein

1 PI 00461800 Mass: 37447 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =E&432946 sim |l ar to heterogeneous nuclear ribonucleoprotein A3, isoform1l
1 PI 00466185 Mass: 33120 Score: 114 Queries matched: 2



Tax_1d=10090 Gene_Synbol =- 33 kDa protein

1 PI 00626666 Mass: 21719 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =- 22 kDa protein

1 P 00659723 Mass: 37325 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =L0OC630401 similar to heterogeneous nucl ear ribonucl eoprotein A3, isoformb5
| PI 00663550 Mass: 32639 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =L0OC630401 similar to heterogeneous nuclear ribonucl eoprotein A3, isoform1l
1 P 00664047 Mass: 32155 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =L0OC633657 sinilar to heterogeneous nucl ear ribonucl eoprotein A3, isoformb5
1 P 00667787 Mass: 36745 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =L0OC545592 sinilar to heterogeneous nuclear ribonucleoprotein A3, isoform 16
1 PI 00670004 Mass: 36815 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =EG627828 sim | ar to heterogeneous nuclear ribonucleoprotein A3, isoform5
1 P 00670681 Mass: 34383 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =E432946 simlar to heterogeneous nuclear ribonucleoprotein A3, isoform?7
1 P 00674712 Mass: 32090 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =EG627828 sim | ar to heterogeneous nuclear ribonucleoprotein A3, isoform1l
1 PI 00677689 Mass: 34489 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =L0OC545592 sinilar to heterogeneous nucl ear ribonucleoprotein A3, isoform 12
1 P 00749630 Mass: 37345 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =EG668559 simlar to heterogeneous nuclear ribonucleoprotein A3, isoformi4
1 PI 00750059 Mass: 35197 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =EG668559 sim | ar to heterogeneous nuclear ribonucleoprotein A3, isoform3
| PI 00750428 Mass: 30660 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =L0OC545592 sinilar to heterogeneous nucl ear ribonucleoprotein A3, isoform 13
1 P 00751584 Mass: 18456 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Hnr pa3 Het er ogeneous nucl ear ri bonucl eoprotein A3

1 P 00752179 Mass: 33165 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =EG668559 sim |l ar to heterogeneous nuclear ribonucleoprotein A3, isoform1l
| PI 00757273 Mass: 33145 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =L0OC630401 similar to heterogeneous nucl ear ribonucl eoprotein A3, isoform®6
1 PI 00849556 Mass: 33930 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Ex432946 similar to heterogeneous nuclear ribonucleoprotein A3

1 PI 00849731 Mass: 33408 Score: 114 Queries matched: 2

Tax_1d=10090 Gene_Synbol =L0OC633657 similar to heterogeneous nucl ear ribonucl eoprotein A3

70.

1 P 00467833 Mass: 27038 Score: 113 Queries matched: 2 emPAl: 0.20
Tax_1d=10090 Gene_Synbol =Tpi 1 Tri osephosphate i sonerase

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2647 508.2682 1521.7828 1521.7787 2.71 0 74 6.4e-00 6 1 K. _TATPQQAQEVHHK+ Dimethyl (K); Dimethyl (N-term)
[ 2660 510.9515 1529.8328 1529.8289 2.52 0 (69) 2.4e-0 05 1 K. _TATPQQAQEVHEK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

71.

| PI 00462072 Mass: 47453 Score: 111 Queries matched: 8 emPAI: 0. 37
Tax_1d=10090 Gene_Synbol =E&433182; Enol; LOC100044223 Al pha- enol ase

[~ Check to include this hit in error tolerant search or archive report



AR ANAAF

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

880 478.3150 954.6155 954.6113 437 0 28 022 1 K. TIAPALVSK.K + Dimethyl (K); Dimethyl (N-term)

895 482.3402 962.6659 962.6616 4.52 0 (26) 013 1 K. TIAPALVSK.K + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

999 332.8872 995.6397 995.6367 297 1 26 033 1 R. SFRNPLAK: + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

1801 413.2357 1236.6854 1236.6826 2.26 0 (49) 0.0023 1 K. _GVSQAVEHINK + Dimethyl (K); Dimethyl (N-term)

1829 415.9194 1244.7365 1244.7328 2.91 0 61 0.00013 1 K. _GVSQAVEHINK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

4372 648.3453 2589.3520 2589.3398 4.71 2 36 0.061 1 R. AAVPSGASTGIYEALELRDNDR.F + Dimethyl (K); Dimethyl (N-term)

4384 650.3584 2597.4045 2597.3900 556 2 (26) 048 1 R. AAVPSGASTGIYEALELRDNDR.F + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
4385 650.3585 2597.4047 2597.3900 5.66 2 (28) 03 1 R. AAVPSGASTGIYEALELRDNDR.F + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 P 00849751 Mass: 19464 Score: 111 Queries matched: 8
Tax_1d=10090 Gene_Synbol =L0OC100047882 sinmilar to enol ase 1, al pha non-neuron

72. 1 P 00115522 Mass: 61801 Score: 110 Queries matched: 7 emPAl: 0.28
Tax_| d=10090 Gene_Synbol =Fga fi bri nogen, al pha pol ypepti de
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 989 496.3431 990.6716 990.6677 391 0 41 0.0047 1 K. _QLQQVIAKE + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2381 719.4229 1436.8312 1436.8189 852 0 31 016 1 K. _MSPVPDLVPGSES + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2446 727.4194 1452.8243 1452.8138 7.22 0 (27) 037 1 K. MSPVPDLVPGSFIS + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term); O xidation (M)
[ 2658 510.5934 1528.7582 1528.7521 3.99 0 (54) 0.0004 1 1 R. _EINLQDYEGHQK + Dimethyl (K); Dimethyl (N-term)
[ 2683 513.2770 1536.8093 1536.8024 4.50 0 56 0.0005 1 R. EINLQDYEGHQK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3218 445.2084 1776.8045 1776.7999 2.62 1 39 0.0053 1 K. MADEAGSEAHREGETR.N + Dimethyl:2H(4) (N-term)
[V 4059 444.4196 2217.0619 2217.0571 212 2 26 025 1 K. _TYKMADEAGSEAHREGETR.N + Dimethyl:2H(4) (K); Dimethyl:2H (4) (N-term); Oxidation (M)
73. 1 PI 00137409 Mass: 68272 Score: 109 Queries matched: 10 emPAl: 0.35
Tax_| d=10090 Gene_Synbol =Tkt Transketol ase
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 632 408.2542 814.4939 814.4912 332 0 28 022 1 K. LILDSAR.A + Dimethyl (N-term)
[V 774 4492811 896.5477 896.5443 3.77 0 54 0.00043 1 R. LAVSQVPR.S + Dimethyl (N-term)
[V 787 451.2935 900.5725 900.5695 3.36 0 (47) 0.0034 1 R. _LAVSQVPR.S + Dimethyl:2H(4) (N-term)
[ 2025 440.9115 1319.7128 1319.7085 3.22 0 39 0.025 1 K. ISSDLDGHPVPKQ + Dimethyl (K); Dimethyl (N-term)
[V 2516 492.9541 1475.8404 1475.8348 381 1 29 025 1 R. _KISSDLDGHPVPIKQ + 2 Dimethyl (K); Dimethyl (N-term)
[V 2538 372.9859 1487.9146 1487.9101 3.03 1 (25) 037 1 R. _KISSDLDGHPVPIKQ + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2829 540.3158 1617.9256 1617.9164 567 1 42 0.012 1 K. _MFGIDKDAIVQAVKG + 2 Dimethyl (K); Dimethyl (N-term)
[V 2867 544.3411 1630.0014 1629.9917 591 1 (34) 0.039 1 K. _MFGIDKDAIVQAVKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 2882 5456478 1633.9215 1633.9113 6.23 1 (37) 0.041 1 K. MGIDKDAIVQAVKG + 2 Dimethyl (K); Dimethyl (N-term); Oxidation ( M)
[ 3817 683.3768 2047.1087 2047.0949 6.73 0 35 0.071 1 K. _ILATPPQEDAPSVDIANIR.M + Dimethyl (N-term)
74. 1 P 00468203 Mass: 38937 Score: 107 Queries matched: 4 emPAl: 0.21

Tax_| d=10090 Gene_Synbol =Anxa2 Annexi n A2



[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 619 405.2937 808.5729 808.5696 4.05 0 32 0.031 1 K._LMVALAKG + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 1327 372.2294 1113.6664 1113.6634 2.70 1 32 013 1 R._ELYDAGVR.K + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 1898 636.8333 1271.6520 1271.6469 3.94 0 69 1.5e-00 5 1 R. _TNQELQEINR.V + Dimethyl (N-term)
[V 1907 638.8461 1275.6777 1275.6721 4.44 0 (68)2.6e-0 05 1 R. _TNQELQEINR.V + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 P 00605518 Mass: 32864 Score: 107 Queries matched: 4
Tax_1d=10090 Gene_Synbol =L0OC100048867 similar to Annexin A2

1 P 00120030 Mass: 33673 Score: 104 Queries matched: 2 emPAl: 0. 16
Tax_1d=10090 Gene_Synbol =Crym Mi-crystallin honol og

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3079 570.9683 1709.8831 1709.8737 555 0O 68 2.8e-00 5 1 R. _APAFLSAEEVQDHLR.S + Dimethyl (N-term)
[ 3090 572.3100 1713.9082 1713.8988 5.48 0 (68)3.3e-0 05 1 R. _APAFLSAEEVQDHLR.S + Dimethyl:2H(4) (N-term)

1 P 00874728 Mass: 32995 Score: 103 Queries matched: 7 emPAl: 0.57
Tax_| d=10090 Gene_Synbol =Tpn2 | soform 2 of Troponyosin beta chain

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1465 391.2202 1170.6387 1170.6356 2.64 1 44 0.0058 1 R. ARQLEEELR.T + Dimethyl (N-term)
3173 585.9825 1754.9257 1754.9162 5.41 1 (38) 0.036 1 R IQ.VEEELDRAQER L + Dinethyl (N-term)
3186 587.3243 1758.9512 1758.9413 5.60 1 56 0.00069 1 R. | QLVEEELDRAQER. L + Di net hyl: 2H(4) (N-term
3562 638.0165 1911.0277 1911.0173 5.44 2 31 0.21 1 R R QLVEEELDRAQGER L + Dinethyl (N-term
4117 565.3049 2257.1904 2257.1801 4.56 2 (34) 0. 087 1 R._LATALQKLEEAEKAADESER. G + Di nethyl (K); Dinethyl (N-term
4125 567.3176 2265.2414 2265.2303 4.90 2 (32 0. 14 1 R. LATALQKLEEAEKAADESER. G + Di nethyl : 2H(4) (K); Dinethyl:2H(4) (N-term
4126 567.3177 2265.2417 2265.2303 5.04 2 47 0.0048 1 R LATALQKLEEAEKAADESER G + Dinethyl:2H(4) (K); Dinethyl:2H(4) (N-term
Proteins matching the same set of peptides:
1 P 00227918 Mass: 35175 Score: 103 Queries matched: 7
Tax_1d=10090 Gene_Synbol =Tpn2 TpnR2 protein
1 P100114945 Mass: 41727 Score: 99 Queries matched: 3 emPAIl: 0.13

Tax_| d=10090 Gene_Synbol =Sept 2 Septin-2
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3298 606.0162 1815.0267 1815.0142 6.90 0O (60) 0.0002 1 K. _ASIPFSVVGSNQLIEAKG + Dimethyl (K); Dimethyl (N-term)
[V 3299 606.0162 1815.0267 1815.0142 691 0 68 3.6e-00 5 1 K. _ASIPFSVVGSNQLIEAKG + Dimethyl (K); Dimethyl (N-term)
[ 3332 608.6996 1823.0771 1823.0644 6.96 0 (42) 0.008 1 K. _ASIPFSVVGSNQLIEAKG + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)



78.

1 PI 00377592 Mass: 145123 Score: 99 Queries matched: 3 emPAl: 0. 05
Tax_1d=10090 Gene_Synbol =Sec31la SEC31-like 1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2545 373.4477 1489.7618 1489.7572 3.06 0 52 0.00094 1 K. _GRPGPVAGHS®R.V + Dimethyl (N-term); Oxidation (M)
[V 2558 374.4540 1493.7867 1493.7823 2.94 0 (36) 0.041 1 K. _GRPGPVAGHS®R.V + Dimethyl:2H(4) (N-term); Oxidation (M)
[V 4369 646.8604 2583.4125 2583.4046 3.08 1 70 1.9e-00 5 1 K. _AQGRVSGQESSQSPYERQPLGK 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 P 00807797 Mass: 38332 Score: 99 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Sec31la Sec3la protein
| PI 00853859 Mass: 130509 Score: 99 Queries matched: 3

Tax_1d=10090 Gene_Synbol =Sec31la | soform 2 of Protein transport protein Sec31lA

79.

1 P 00123494 Mass: 100937 Score: 99 Queries matched: 2 emPAl: 0. 05
Tax_1d=10090 Gene_Synbol =Psnd2 26S pr ot easone non- ATPase regul atory subunit 2

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2679 512.9770 1535.9091 1535.9035 3.65 0O 68 2.5e-00 5 1 R. VGQAVDVVGQABKT + 2 Dimethyl (K); Dimethyl (N-term)
[ 2708 517.0018 1547.9837 1547.9789 3.09 0 (61)5.9e-0 05 1 R. _VGQAVDVVGQABKT + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
80. 1 PI 00653931 Mass: 46488 Score: 99 Queries matched: 1 emPAI: 0. 06

Tax_1d=10090 Gene_Synbol =Fah Vi sual cortex cDNA, R KEN full-length enriched library, clone: K4i30330E02 product:funmaryl acet oacet ate hydrol ase,

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2218 693.8935 1385.7724 1385.7626 7.07 0 99 2.8e-00 8 1 R. _ASLQNLLSASQAR.L + Dimethyl (N-term)

Proteins matching the same set of peptides:

| PI 00856685 Mass: 15678 Score: 99 Queries matched: 1
Tax_1d=10090 Gene_Synbol =Fah 16 kDa protein
1 P 00310035 Mass: 46416 Score: 99 Queries matched: 1

Tax_1d=10090 Gene_Synbol =Fah Fumaryl acet oacet ase

full

insert sequence

81.

1 P 00230212 Mass: 26067 Score: 97 Queries matched: 6 emPAl: 0. 46
Tax_1d=10090 Gene_Synbol =Gst nil G ut at hi one S-transferase Mu 1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 1158 524.3284 1046.6423 1046.6386 356 0 32 011 1 K. _ITQSNAILR.Y + Dimethyl:2H(4) (N-term)
[V 1264 548.3287 1094.6429 1094.6376 4.89 0 (28) 029 1 R. _YIATPIFSK .M + Dimethyl (K); Dimethyl (N-term)
[ 1290 552.3539 1102.6932 1102.6878 492 0 33 011 1 R. YIATPIFSK .M + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2321 711.8669 1421.7192 1421.7122 491 0 63 7e-005 1 R. ADIVENQVMDTR.M + Dimethyl:2H(4) (N-term)



[v 3619 655.0475 1962.1207 1962.1066 7.19
[v 3620 655.0476 1962.1210 1962.1066 7.33

Proteins matching the same set of peptides:
28709 Score:

1 PI 00649135

Tax_1d=10090 Gene_Synbol =Gstnil QG ut at hi one S-transferase,

Mass:

0
0

97

(45) 0.0067 1 K. _LGLDFPNLPYLIDGSHK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
49 0.0024 1 K. LGLDFPNLPYLIDGSHK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
Queries matched: 6

m 1

82.

1 P1 00459570

Tax_1d=10090 Gene_Synbol =TpnB 2 days neonate thynus thynic cells cDNA, RIKEN full-length enriched library,

Mass:

28993

[T Check to include this hit

Query Observed Mr(expt)
[V 2748 524.6113 1570.8120 1570.8063 3.63

3173 585.9825
3186 587.3243
3562 638.0165
4117 565. 3049
4125 567.3176
4126 567.3177

1754.
1758.
1911.
2257.
2265.
2265.

Mr(c

9257
9512
0277
1904
2414
2417

Score:

95

Queries matched: 7 emPAl: 0.67

in error tolerant search or archive report

alc) ppm

1754. 9162
1758. 9413
1911. 0173
2257.1801
2265. 2303
2265. 2303

Proteins matching the same set of peptides:

1 PI 00230044

Mass:

29231

Score:

95

=

appoaa

Miss Score Expect Rank Peptide

Di net hyl : 2H( 4)
Di net hyl : 2H( 4)

27 034 1 R. _AREQAEAEVASLNR.R + Dimethyl (N-term)
41 1 (38) 0.036 1 R IQ.VEEELDRAQER L + Dinethyl (N-term
60 1 56 0.00069 1 R. | QLVEEELDRAQER. L + Dinet hyl : 2H(4) (N-term
44 2 31 0.21 1 R Rl QLVEEELDRAQER. L + Dinethyl (N-term
56 2 (34) 0. 087 1 R. LATALQKLEEAEKAADESER. G + Di et hyl (K); Dimethyl (N-term
90 2 (32 0.14 1 R LATALQKLEEAEKAADESER G + Di net hyl : 2H(4) (K);
04 2 47 0.0048 1 R LATALQKLEEAEKAADESER G + Di nethyl:2H(4) (K);

Queries matched: 7

Tax_| d=10090 Gene_Synbol =TpnB | soform 2 of Troponyosi n al pha-3 chain

cl one: C920030J24 product:troponyosi n 3, ganma,

(N-term
(N-term

83.

1 PI 00129107

Mass:

Query Observed Mr(expt)

36221

Score:

91

Queries matched: 2 emPAl: 0. 15
Tax_| d=10090 Gene_Synbol =G pc1 PDZ donmi n-cont ai ni ng protein G PCl

[~ Check to include this hit

in error tolerant search or archive report

Mr(calc) ppm

Miss Score Expect Rank Peptide

[V 2471 488.5845 1462.7316 1462.7277 2.65 0 60 0.00013 1 R. _SAGGHPGSGPQLGTGR.G + Dimethyl (N-term)
[V 2477 489.9262 1466.7567 1466.7528 2.66 0 (57)0.0002 9 1 R. _SAGGHPGSGPQLGTGR.G + Dimethyl:2H(4) (N-term)
84. 1 P 00309768 Mass: 36208 Score: 89 Queries matched: 2 emPAIl: 0.15

Tax_| d=10090 Gene_Synbol =Pdl i il PDZ and LI M donmain protein 1
[~ Check to include this hit

in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2420 724.8666 1447.7187 1447.7129 4.00 O 71 8.9e-00 6 1 R. _SAMPFTASPAPSTR.V + Dimethyl (N-term)
[v 3029 562.6599 1684.9577 1684.9512 3.88 1 44 0.0091 1 R. _LVGGIOFEQPLAISR.V + Dimethyl (K); Dimethyl (N-term)
85. 1 PI 00457659 Mass: 42719 Score: 88 Queries matched: 2 emPAl: 0.12

Tax_1d=10090 Gene_Synbol =Ser pi nbla Leukocyte el astase inhibitor A
[T Check to include this hit

Query Observed Mr(expt)

in error tolerant search or archive report

Mr(calc) ppm

Miss Score

Expect Rank Peptide



c2
c2

1827 622.8746 1243.7347 1243.7264 670 0 71 1.5e-00 5 1 R. LGVQDLFSSSH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
2075 4455872 1333.7399 1333.7354 3.42 1 49  0.0028 1 R. FQSLNAEVSR.G + Dimethyl (K); Dimethyl (N-term)

Proteins matching the same set of peptides:
1 P 00515459 Mass: 39195 Score: 88 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Ser pi nbla 39 kDa protein

86.

1P 00111265 Mass: 33118 Score: 88 Queries matched: 4 emPAl: 0.25
Tax_1d=10090 Gene_Synbol =Capza2 F-acti n-cappi ng protein subunit al pha-2

[~ Check to include this hit in error tolerant search or archive report

A

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

1704 613.3706 1224.7267 1224.7190 6.32 0 47 0.0033 1 R. _LLLNNDNLLR.E + Dimethyl (N-term)

1752 615.3832 1228.7518 1228.7441 6.27 0 (33) 0.064 1 R. _LLLNNDNLLR.E + Dimethyl:2H(4) (N-term)

3933 711.7128 2132.1165 2132.0993 8.06 O 53 0.0011 1 K. _FIIHAPPGEFNEVFNDVR.L + Dimethyl:2H(4) (N-term)
3934 711.7129 2132.1167 2132.0993 8.18 0 (43) 0.011 1 K. _FIIHAPPGEFNEVFNDVR.L + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
| PI 00857651 Mass: 19660 Score: 88 Queries matched: 4
Tax_1d=10090 Gene_Synbol =Capza2 20 kDa protein

87.

1 PI 00133605 Mass: 62612 Score: 87 Queries matched: 2 emPAI: 0.08
Tax_1d=10090 Gene_Synbol =Pkl r Pyruvate kinase isozymes R/ L

[~ Check to include this hit in error tolerant search or archive report

2
2

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
1570 599.3438 1196.6731 1196.6652 6.56 0 61 0.00015 1 R. _GDLGIEIPAEKY + Dimethyl (K); Dimethyl (N-term)
1602 603.3688 1204.7230 1204.7155 6.26 0 (55) 0.0005 9 1 R. _GDLGIEIPAEKYV + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 PI 00407130 Mass: 58378 Score: 87 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Pkn2 | sof orm M2 of Pyruvate kinase isozynes ML/ M2

1 P 00775829 Mass: 59126 Score: 87 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Pkl r pyruvate kinase liver and red blood cell isoform2
1 PI 00845840 Mass: 58461 Score: 87 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Pkn2 | sof orm ML of Pyruvate kinase isozynes ML/ M2

88.

1 PI 00776343 Mass: 42969 Score: 86 Queries matched: 6 emPAl: 0.34
Tax_1d=10090 Gene_Synbol =Ager RAGE

[~ Check to include this hit in error tolerant search or archive report

A

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

1803 413.2496 1236.7270 1236.7230 3.21 0 33 0.081 1 K. _KPPQQLEWK + 2 Dimethyl (K); Dimethyl (N-term)

1837 417.2748 1248.8027 1248.7984 3.47 0 (32) 0.056 1 K. _KPPQQLEWK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
2470 488.3052 1461.8937 1461.8892 3.11 1 37 0.026 1 R. _RRPLNTAPIQLR.V + Dimethyl (N-term)

2475 489.6470 1465.9193 1465.9143 3.40 1 (27) 018 1 R. _RRPLNTAPIQLR.V + Dimethyl:2H(4) (N-term)



[ 2563 748.9008 1495.7871 1495.7783 5.85 0 (51) 0.0014 1 K. _VLSPQGGPWDSVAR.I + Dimethyl (N-term)
[V 2575 750.9150 1499.8154 1499.8035 7.97 0 58 0.00033 1 K. _VLSPQGGPWDSVAR.I + Dimethyl:2H(4) (N-term)
89. 1 P 00408119 Mass: 117927 Score: 85 Queries matched: 7 emPAIl: 0. 14

Tax_| d=10090 Gene_Synbol =M ap4 |soform 1 of M crotubul e-associ ated protein 4

[~ Check to include this hit in error tolerant search or archive report

AR A A

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
1116 346.2198 1035.6374 1035.6350 2.32 47 0.0031 1 R. VKPMSAPSR.S + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-t erm)
1469 586.3530 1170.6914 1170.6860 4.62 (42) o0.01 1 R. _LATTVSAPDLKS + Dimethyl (K); Dimethyl (N-term)

1519 590.3781 1178.7416 1178.7362 4.54
3219 445.2937 1777.1458 1777.1404 3.03
3572 482.2796 1925.0892 1925.0833 3.06
3598 486.3044 1941.1883 1941.1838 2.34
3599 486.3045 1941.1887 1941.1838 2.55

48 0.0016 1 R. _LATTVSAPDLKS + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
28 0.046 R. _TSPSKPSSAPALKRGPKT + 3 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
(32) 012 1 K. _KTEAATTAGREPNAVTKA + 3 Dimethyl (K); Dimethyl (N-term)
(28) 0.095 1 K. _KTEAATTAGIREPNAVTKA + 3 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
33 0032 1 K. _KTEAATTAGREPNAVTKA + 3 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

P P P OO O O

Proteins matching the same set of peptides:
1P 00848818 Mass: 117940 Score: 85 Queries matched: 7
Tax_1d=10090 Gene_Synbol =M ap4 mi cr ot ubul e- associ ated protein 4

90.

1 P 00421206 Mass: 36155 Score: 85 Queries matched: 2 emPAIl: 0.15
Tax_1d=10090 Gene_Synbol =Kct d12 BTB/ PQZ donmi n-cont ai ni ng protein KCTD12

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3098 573.3112 1716.9117 1716.9060 3.34 O 61 0.00019 1 R. _LGAPQQPGPGPPPPHSR.R + Dimethyl (N-term)
[v 3105 574.6531 1720.9374 1720.9311 3.66 0 (56)0.0005 5 1 R. _LGAPQQPGPGPPPPHSR.R + Dimethyl:2H(4) (N-term)
91. 1 PI 00459725 Mass: 40069 Score: 84 Queries matched: 2 emPAl: 0.13
Tax_1d=10090 Gene_Synbol =I dh3a Isoform 1 of I|socitrate dehydrogenase [ NAD] subunit al pha, mtochondrial precursor
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 1271 549.3213 1096.6281 1096.6241 3.73 0 (55) 0.0005 7 1 R. _NVTAIQGPGGKV + Dimethyl (K); Dimethyl (N-term)
[ 1300 553.3464 1104.6782 1104.6743 3.54 0 57 0.00037 1 R. NVTAIQGPGGNV + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
92. 1 Pl 00467447 Mass: 189437 Score: 84 Queries matched: 6 emPAl: 0.07
Tax_| d=10090 Gene_Synbol =I qgapl Ras GTPase-activating-|ike protein | QGAP1
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 716 430.3011 858.5877 858.5840 4.31 0 42 0.0056 1 R. LIVDVIR.F + Dimethyl:2H(4) (N-term)
[ 898 483.2787 964.5428 964.5382 4.80 0 32 0.085 1 K._LGNFFSPKV + Dimethyl (K); Dimethyl (N-term)
[V 918 487.3038 972.5931 972.5884 4.82 0 (27) 032 1 K._LGNFFSPKV + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)



[ 1959 433.9186 1298.7340 1298.7306 2.60 1 (32) 012 1 K. _QLQSDLQQOKQ + Dimethyl (K); Dimethyl (N-term)
[ 1990 436.6021 1306.7845 1306.7809 2.79 1 33 0.092 1 K. _QLQSDLQQR.Q + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 3568 641.6793 1922.0161 1922.0047 594 O 67 4.6e-00 5 1 R. _FALGISAINEAVDSGDVGR.T + Dimethyl:2H(4) (N-term)

93. 1 PI 00187462 Mass: 38362 Score: 83 Queries matched: 4 emPAI: 0. 22

Tax_1d=10090 Gene_Synbol =G nmap4 GTPase, | MAP fam |y nenber 4 isoforma
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 3246 602.9778 1805.9117 1805.9020 538 0 41 0.014 1 R. SSHELGNQDQGIPQLR.I + Dimethyl (N-term)
[ 3278 604.3193 1809.9362 1809.9271 5.00 0 (29) 025 1 R. SSHELGNQDQGIPQLR.I + Dimethyl:2H(4) (N-term)
[ 3915 702.4355 2104.2846 2104.2710 6.45 0 48 0.00086 1 R. _YVALTSPGPHALLLVVPLGR.Y + Dimethyl:2H(4) (N-term)
[ 3916 702.4355 2104.2847 2104.2710 6.50 0 (43) 0.0024 1 R. _YVALTSPGPHALLLVVPLGR.Y + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 PI 00754464 Mass: 24767 Score: 83 Queries matched: 4
Tax_1d=10090 Gene_Synbol =G nap4 GTPase | MAP fanily nenber 4

94.

1 PI 00420806 Mass: 54469 Score: 83 Queries matched: 2 emPAl: 0.10
Tax_1d=10090 Gene_Synbol =Dynclli2 Cytoplasnic dynein 1 light intermediate chain 2
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3069 567.6460 1699.9162 1699.9105 3.35 1 (47) 0.0046 1 K. _KTGSPGSPSAGGVQSTKK 2 Dimethyl (K); Dimethyl (N-term)
[ 3086 571.6711 1711.9914 1711.9858 3.27 1 68 2.6e-00 5 1 K. _KTGSPGSPSAGGVQSTKK 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
95. 1 P100118875 Mass: 73513 Score: 81 Queries matched: 3 emPAI: 0.11

Tax_1d=10090 Gene_Synbol =Eef 1d eukaryotic translation elongation factor 1 delta isoforma
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 2452 485.9286 1454.7640 1454.7602 2.63 0 (40) 0.017 1 R. ATAPQTQHVSPMR.Q + Dimethyl:2H(4) (N-term)
[V 2476 489.9185 1466.7337 1466.7300 2.54 0 52 0.00073 1 R. _ATAPQTQHVSHQ + Dimethyl (N-term); Oxidation (M)
[V 2497 491.2603 1470.7591 1470.7551 2.72 0 (43) 0.0086 1 R. _ATAPQTQHVSHQ + Dimethyl:2H(4) (N-term); Oxidation (M)
Proteins matching the same set of peptides:
1 P 00468771 Mass: 30730 Score: 81 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Eef 1d Eef 1d protein
| PI 00515654 Mass: 31387 Score: 81 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Eef 1d eukaryotic translation elongation factor 1 delta isoformb
1 P 00620302 Mass: 28826 Score: 81 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Eef 1d | sof orm 2 of Elongation factor 1l-delta
1 P 00831082 Mass: 23158 Score: 81 Queries matched: 3

Tax_1d=10090 Gene_Synbol =Eef 1d 23 kDa protein
1 PI 00831202 Mass: 15722 Score: 81 Queries matched: 3



Tax_| d=10090 Gene_Synbol =Eef 1d 16 kDa protein
1 P 00831299 Mass: 13160 Score: 81 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Eef 1d 13 kDa protein

96.

1 PI 00229510 Mass: 36834 Score: 81 Queries matched: 2 emPAI: 0. 15
Tax_1d=10090 Gene_Synbol =Ldhb L-1act ate dehydrogenase B chain
[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1059 508.3129 1014.6112 1014.6073 3.80 0 (57) 0.0003 6 1 R. _GLTSVINQKL + Dimethyl (K); Dimethyl (N-term)
[ 1072 512.3378 1022.6610 1022.6576 3.35 0 58 0.00022 1 R. _GLTSVINQKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 PI 00280156 Mass: 36959 Score: 81 Queries matched: 2
Tax_1d=10090 Gene_Synbol =E&433229 hypot hetical protein isoform?7

97.

1 PI 00138342 Mass: 61418 Score: 74 Queries matched: 2 emPAI: 0.09
Tax_| d=10090 Gene_Synbol =Es1 Li ver carboxyl esterase N precursor

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 4668 939.2121 3752.8193 3752.7819 9.97 1 57 0.00031 1 R. _NGNPNGEGLPHWPEYBBNLQIGATTQQAQR.L + Dimethyl (K); Dimethyl (N-term)
[v 4672 941.2208 3760.8542 3760.8321 5.87 1 (50) 0.0017 1 R. _NGNPNGEGLPHWPEYBBKNLQIGATTQQAQR.L + Dimethyl:2H(4) (K); Dimethyl:2H

Proteins matching the same set of peptides:
1 PI 00831484 Mass: 62500 Score: 74 Queries matched: 2
Tax_| d=10090 Gene_Synbol =L0OC382044 |iver carboxyl esterase N-1ike

(4) (N-term)

98.

1 PI 00119111 Mass: 36577 Score: 74 Queries matched: 4 emPAI: 0. 23
Tax_| d=10090 Gene_Synbol =Cnn3 Cal poni n- 3

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 1442 582.3228 1162.6310 1162.6234 652 0 40 0.018 1 K. GPSYGLSAEVK + Dimethyl (K); Dimethyl (N-term)
[V 1467 586.3474 1170.6803 1170.6736 5.70 0 (26) 048 1 K. _GPSYGLSAEVK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 2299 472.9185 1415.7337 1415.7303 241 1 (39) 0.02 1 K. _GASQAGM\PGTRR.D + Dimethyl (N-term); Oxidation (M)
[V 2310 474.2603 1419.7592 1419.7554 2.65 1 53 0.00097 1 K. _GASQAGMPGTRR.D + Dimethyl:2H(4) (N-term); Oxidation (M)

99.

1 PI 00377351 Mass: 45001 Score: 74 Queries matched: 6 emPAI: 0. 25
Tax_| d=10090 Gene_Synbol =Apoa4; ENSMUSG0000074373 Apol i poprotein A-1V precursor
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 1435 580.3486 1158.6827 1158.6761 574 0 32 011 1 K. LQLTPYIQR.M + Dimethyl (N-term)
[ 1865 630.3636 1258.7127 1258.7034 7.46 0 60 0.00017 1 K. _ALVQQLEQFR.Q + Dimethyl (N-term)
[V 2498 491.2687 1470.7844 1470.7790 3.65 1 (35) 0.066 1 K. ATIDQNLEDLRR.S + Dimethy! (N-term)



[V 2513 492.6105 1474.8097 1474.8041 3.76 1 39 0.029 1 K. _ATIDQNLEDLRR.S + Dimethyl:2H(4) (N-term)
[ 2541 497.2655 1488.7746 1488.7685 4.11 1 29 021 1 R. QLEQQVEEFRR.T + Dimethyl (N-term)
[ 2553 498.6071 1492.7996 1492.7936 4.04 1 (28) 035 1 R. _QLEQQVEEFRR.T + Dimethyl:2H(4) (N-term)
Proteins matching the same set of peptides:
1 P 00775913 Mass: 45001 Score: 74 Queries matched: 6
Tax_1d=10090 Gene_Synbol =Apoa4; ENSMUSG0000074373 apol i poprotein A-1V
100. 1 P 00336362 Mass: 55009 Score: 74 Queries matched: 3 emPAl: 0. 15

Tax_1d=10090 Gene_Synbol =Al dhla7 Al dehyde dehydrogenase, cytosolic 1
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

[ 1651 609.3281 1216.6417 1216.6353 5.29 O 38 0.028 1 R. _QAFQIGSPWR.T + Dimethyl (N-term)

[v 1684 611.3406 1220.6667 1220.6604 5.18 0 (33) 0.089 1 R. _QAFQIGSPWR.T + Dimethyl:2H(4) (N-term)

[v 3694 669.3423 2005.0050 2004.9917 6.62 0 53 0.00079 1 K. _GFFVQPTVFSNVTDEMR.I + Dimethyl:2H(4) (N-term)
Proteins matching the same set of peptides:
1 PI 00626662 Mass: 55060 Score: 74 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Al dhlal Reti nal dehydrogenase 1

101. 1 PI 00317710 Mass: 95178 Score: 72 Queries matched: 1 emPAI: 0.03

Tax_| d=10090 Gene_Synbol =Hspa4l |soform 1 of Heat shock 70 kDa protein 4L
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2328 712.4122 1422.8098 1422.8020 546 O 72 1.3e-00 5 1 K. _SIDLPIQSSLYR.Q + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 PI 00317711 Mass: 92935 Score: 72 Queries matched: 1
Tax_1d=10090 Gene_Synbol =Hspa4l |soform 2 of Heat shock 70 kDa protein 4L
1 PI 00856856 Mass: 13575 Score: 72 Queries matched: 1

Tax_1d=10090 Gene_Synbol =Hspa4l Protein

102. 1 PI00116074 Mass: 86151 Score: 71 Queries matched: 6 emPAl: 0.13
Tax_1d=10090 Gene_Synbol =Aco2 Aconitate hydratase, mtochondrial precursor

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 508 380.7537 759.4929 759.4905 320 0 26 032 1 K. NINIVR.K + Dimethyl:2H(4) (N-term)
[v 1277 550.3081 1098.6017 1098.5971 4.19 0 27 025 1 K. _NTIVTSYNR.N + Dimethyl:2H(4) (N-term)
[V 2560 748.4111 1494.8077 1494.7980 6.49 0 25 063 1 K. SQFTITPGSEQIR.A + Dimethyl:2H(4) (N-term)
[v 3545 634.3319 1899.9737 1899.9628 573 0 37 0.042 1 K. _IVYGHLDDPANQEIER.G + Dimethyl:2H(4) (N-term)
[ 3822 683.7342 2048.1807 2048.1695 546 1 (31) 0.12 1 R. AKDINQEVYNFLATAGAK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 3823 683.7343 2048.1809 2048.1695 556 1 57 0.00034 1 R. _AKDINQEVYNFLATAGAK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)



103. 1PI 00114017 Mass: 50192 Score: 71 Queries matched: 2 emPAl: 0.11
Tax_| d=10090 Gene_Synbol =Anxa7 Annexi n A7
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 2981 557.2635 1668.7687 1668.7638 2.95 0 (42) 0.0029 1 R. _QSVNHQMAQEDAQR.L + Dimethyl (N-term)
[ 2985 558.6052 1672.7937 1672.7889 2.88 0 51 0.00057 1 R. _QSVNHQMAQEDAQR.L + Dimethyl:2H(4) (N-term)
Proteins matching the same set of peptides:
1 P 00461322 Mass: 44896 Score: 71 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Anxa7 Adult nale nedul | a obl ongata cDNA, RIKEN full-length enriched library, clone:6330545A10 product:annexin A7, full insert sequence
1 PI 00653636 Mass: 52503 Score: 71 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Anxa7 Adult nale nedul | a obl ongata cDNA, RIKEN full-length enriched library, clone:6330438J06 product:annexin A7, full insert sequence
104. 1 PI 00125143 Mass: 42270 Score: 70 Queries matched: 1 emPAI: 0. 06

Tax_1d=10090 Gene_Synbol =Arpclb Arpclb protein

[~ Check to include this hit in error tolerant search or archive report

c2

Query Observed Mr(expt) Mr(calc) ppm
3040 564.9735 1691.8987 1691.8930 3.38 0 70 2e-005

Miss Score Expect Rank Peptide

Proteins matching the same set of peptides:

| PI 00462975 Mass: 41757 Score: 70 Queries matched: 1
Tax_1d=10090 Gene_Synbol =E&434782 hypot heti cal protein

1 P 00857408 Mass: 11306 Score: 70 Queries matched: 1
Tax_1d=10090 Gene_Synbol =Arpclb Protein

1 P 00874737 Mass: 41921 Score: 70 Queries matched: 1

Tax_1d=10090 Gene_Synbol =Arpclb Actin-related protein 2/3 conplex subunit 1B

1 K. ASSEGGAATGAGLDSLHK+ Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

105.

1 P 00133903 Mass: 73768 Score: 70 Queries matched: 2 emPAl: 0.07
Tax_1d=10090 Gene_Synbol =Hspa9 Stress-70 protein, mtochondrial precursor

[~ Check to include this hit in error tolerant search or archive report

c2
c2

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

3225 594.3187 1779.9342 1779.9268 4.16 1 (48)0.0041 1 R. _QAVTNPNNTFYATKL + Dimethyl (K): Dimethyl (N-term)

3231 597.0021 1787.9846 1787.9770 4.25 1 53 0.0013

1 R. QAVTNPNNTFYATKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

106.

1 PI 00230682 Mass: 28183 Score: 68 Queries matched: 3 emPAI: 0.30
Tax_1d=10090 Gene_Synbol =Ywhab | sof orm Long of 14-3-3 protein betalal pha

[~ Check to include this hit in error tolerant search or archive report

<7

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
910 486.3246 970.6347 970.6303 462 0 32 0.063 1

R. NLLSVAYKN + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

2853 542.9305 1625.7697 1625.7645 3.22 0 (47) 0.0016 1 K. _AVTEQGHELSNEER.N + Dimethyl (N-term)
2862 544.2721 1629.7945 1629.7896 2.97 0 53 0.00056 1 K. AVTEQGHELSNEER.N + Dimethyl:2H(4) (N-term)



Proteins matching the same set of peptides:

1 PI 00750790 Mass: 18394 Score: 68 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Ywhab Tyrosi ne 3-npbnooxygenase/tryptophan 5-nobnooxygenase activation protein, beta
1 PI 00760000 Mass: 27951 Score: 68 Queries matched: 3

Tax_1d=10090 Gene_Synbol =Ywhab | sof orm Short of 14-3-3 protein beta/al pha

107. 1 PI 00115528 Mass: 71210 Score: 68 Queries matched: 2 emPAI: 0.07
Tax_1d=10090 Gene_Synbol =PI s3 Plastin 3
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 2659 765.9017 1529.7889 1529.7759 849 0 (42) 0.01 1 K. _MINLSVPDTIDER.A + Dimethyl (N-term)
[V 2676 767.9132 1533.8119 1533.8010 7.06 0 52 0.0013 1 K. MINLSVPDTIDER.A + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 PI 00118892 Mass: 70732 Score: 68 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Lcpl Pl astin-2
1 P 00776023 Mass: 72214 Score: 68 Queries matched: 2
Tax_1d=10090 Gene_Synbol =PI s3 Plastin 3
1 P 00874762 Mass: 71732 Score: 68 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Pl s3 13 days enbryo liver cDNA, RIKEN full-length enriched library, clone:1920006B08 product:plastin 3 (T-isoforn), full insert sequence

108. 1 P 00124264 Score: 66 Queries matched: 1
Tax_1d=10090 Gene_Synbol =Anxall Annexin All
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
1299 553.3267 1104.6388 1104.6328 5.37 O 66 5.7e-005 1 R.SELDLLDIR A + Dinethyl:2H(4) (N-term

Proteins matching the same set of peptides:

1 P1 00848382 Score: 66 Queries matched: 1
1 P 00849293 Score: 66 Queries matched: 1
109. 1 PI 00226430 Mass: 42288 Score: 64 Queries matched: 4 emPAI: 0.19

Tax_1d=10090 Gene_Synbol =Acaa2 3- ket oacyl - CoA thiol ase, mitochondri al
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 739 4348108 867.6070 867.6033 4.17 0 43 0.0026 1 R. _GVFIVAAKR + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[V 4278 610.0705 2436.2527 2436.2431 395 0 (30) 023 1 K. QTMQVDEHARPQTTLEQLQK Dimethy! (K); Dimethyl (N-term)
[V 4279 610.0709 2436.2546 2436.2431 472 0 38 0.038 1 K. QTMQVDEHARPQTTLEQLQK Dimethy! (K); Dimethyl (N-term)
[V 4499 676.6194 2702.4484 2702.4351 492 1 28 036 1 K. ALDLDPSKINVSGGAIALGHPLGGSGSR.I + Dimethyl (K); Dimethyl (N- term)

Proteins matching the same set of peptides:
1 PI 00653158 Mass: 42260 Score: 64 Queries matched: 4



Tax_1d=10090 Gene_Synbol =Acaa2 14 days enbryo liver cDNA, RIKEN full-length enriched library, clone:1530029&0 product: acetyl-Coenzyne A acyltransferase 2

110. 1 PI 00313222 Mass: 33546 Score: 64 Queries matched: 2 emPAI: 0. 16
Tax_1d=10090 Gene_Synbol =Rpl 6 60S ri bosomal protein L6

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 1475 586.8456 1171.6767 1171.6713 4.62 0 (39) 0.023 1 K. _AVPQLQGYLR.S + Dimethyl (N-term)
[ 1499 588.8591 1175.7036 1175.6964 6.07 0O 50 0.0019 1 K. AVPQLQGYLR.S + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 PI 00378933 Mass: 13643 Score: 64 Queries matched: 2

Tax_1d=10090 Gene_Synbol =EG383462 similar to ribosonal protein L6

| PI 00457852 Mass: 34930 Score: 64 Queries matched: 2

Tax_1d=10090 Gene_Synbol =E&432502 simlar to ribosonal protein L6

1 P 00626312 Mass: 33518 Score: 64 Queries matched: 2

Tax_1d=10090 Gene_Synbol =EG620213 simlar to ribosonal protein L6

| PI 00750333 Mass: 33429 Score: 64 Queries matched: 2

Tax_1d=10090 Gene_Synbol =EG627889 similar to ribosonal protein L6 isoform1
1 PI 00848644 Mass: 32313 Score: 64 Queries matched: 2

Tax_1d=10090 Gene_Synbol =EG627889 similar to ribosonal protein L6 isoform2

111. 1 PI 00228253 Mass: 41727 Score: 64 Queries matched: 2 emPAI: 0. 06
Tax_1d=10090 Gene_Synbol =Acat 2 Acetyl - CoA acetyl transferase, cytosolic

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2644 507.9676 1520.8811 1520.8762 3.23 1 64 8.1e-00 5 1 R. _EAQDKAVLSQNR.A + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N- term)
[v 4060 444.4610 2217.2686 2217.2619 3.04 2 32 0.094 1 R. _EAQDKAVLSQNRAEHAQXK+ 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 PI 00330685 Mass: 41895 Score: 64 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Acat 3 Acetyl CoA transferase-like protein
1 P 00776358 Mass: 41900 Score: 64 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Acat 3 acetyl - Coenzynme A acetyltransferase 3

112. 1 PI 00283862 Mass: 29813 Score: 63 Queries matched: 2 emPAl: 0.18
Tax_1d=10090 Gene_Synbol =Psnal Prot easone subunit al pha type-1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
v 4232 599.0397 2392.1296 2392.1216 3.34 2 (42) 0.0061 1 R. _KAQPSQAAEEPABOEPMH.- + 2 Dimethyl (K); Dimethyl (N-term); Oxidation (M)
[V 4242 602.0583 2404.2040 2404.1969 2.96 2 54 0.00071 1 R. _KAQPSQAAEEPABYOEPMEH.- + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term ); Oxidation (M)
113. 1 P 00310240 Mass: 75697 Score: 63 Queries matched: 1 emPAl: 0.03

Tax_1d=10090 Gene_Synbol =Anxa6 13 days enbryo forelinb cDNA, RIKEN full-length enriched library, clone:5930413ML4 product:annexi n A6,

full insert sequence



[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3149 581.6619 1741.9638 1741.9512 7.19 0 63 0.00012 1 K. _GIGTDEATIIDIVTHR.S + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

| PI 00554894 Mass: 76295 Score: 63 Queries matched: 1

Tax_1d=10090 Gene_Synbol =Anxa6 Annexi n A6

1 P 00649152 Mass: 76294 Score: 63 Queries matched: 1

Tax_1d=10090 Gene_Synbol =Anxa6 Bone marrow macr ophage cDNA, RIKEN full-length enriched library, clone: G30123A09 product:annexin A6, full insert sequence
1 P 00875218 Mass: 76208 Score: 63 Queries matched: 1

Tax_1d=10090 Gene_Synbol =Anxa6 76 kDa protein

114. 1 PI00116645 Mass: 33506 Score: 62 Queries matched: 2 emPAl: 0. 16
Tax_1d=10090 Gene_Synbol =Cnnl | sof orm Al pha of Cal ponin-1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 1826 622.8587 1243.7029 1243.6958 5.66 0 (42) 0.013 1 R. _NIGLQMGTNKF + Dimethyl (K); Dimethyl (N-term)
[V 1848 626.8844 1251.7542 1251.7460 655 0 44 0.0072 1 R. NIGLQMGTNKF + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 P1 00228258 Mass: 29250 Score: 62 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Cnnl | sof orm Beta of Cal ponin-1

115. 1 P1 00221817 Mass: 87829 Score: 62 Queries matched: 2 emPAl: 0. 06
Tax_1d=10090 Gene_Synbol =Lohllcr2a Loss of heterozygosity 11 chronpsonmal region 2 gene A protein honol og

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1572 599.3749 1196.7353 1196.7281 6.04 O 54 0.00058 1 R. _YLLPAILNPR.Y + Dimethyl (N-term)
[ 1586 601.3872 1200.7599 1200.7532 555 0 (32) 0.062 1 R. _YLLPAILNPR.Y + Dimethyl:2H(4) (N-term)
116. 1 P 00312058 Mass: 60013 Score: 61 Queries matched: 3 emPAl: 0.13

Tax_1d=10090 Gene_Synbol =Cat Cat al ase
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3015 561.2923 1680.8551 1680.8481 4.12 1 42 0011 1 K. RFNSANEDNVTQVR.T + Dimethyl:2H(4) (N-term)
[V 4548 721.3897 2881.5297 2881.5080 7.55 1 47 0.0039 1 R. _ASQRPDVLTTGGGNPIGDKIMTAGSR.G + Dimethyl (K); Dimethyl (N-term)
[V 4550 723.4017 2889.5778 2889.5582 6.79 1 (26) 0.37 1 R. _ASQRPDVLTTGGGNPIGDWIMTAGSR.G + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N -term)

Proteins matching the same set of peptides:
1 P 00869393 Mass: 60043 Score: 61 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Cat cat al ase
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117. 1 P100114894 Mass: 227743 Score: 60 Queries matched: 2 emPAl: 0.02
Tax_1d=10090 Gene_Synbol =Myh11l Isoform 1 of Myosin-11

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 874 477.3112 952.6078 952.6044 3.48 0 32 0.081 1 K._STVAALEAK! + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
3233 597.6956 1790.0650 1790.0542 6.07 O 55 0.00039 1 K. QLLQANPI LEAFGNAK. T + Di net hyl : 2H(4) (K); Dinethyl:2H(4) (N-term

Proteins matching the same set of peptides:

1 PI 00227865 Mass: 223983 Score: 60 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Myh11l |sof orm 2 of Mosin-11
1 P 00876408 Mass: 227864 Score: 60 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Myh1l Myhll protein

118. 1 P1 00124287 Mass: 70826 Score: 59 Queries matched: 1 emPAl: 0.04
Tax_1d=10090 Gene_Synbol =Pabpcl Pol yadenyl at e-bi nding protein 1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2314 474.5816 1420.7230 1420.7183 3.29 0 59 0.00021 1 R. _QAHLTNQYMQR.M + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 P 00331552 Mass: 70854 Score: 59 Queries matched: 1
Tax_1d=10090 Gene_Synbol =Pabpcl Bone marrow macrophage cDNA, RIKEN full-length enriched library, clone:1830046M23 product:poly A binding protein, cytoplasnmic 1, fu

119. 1 P 00119667 Mass: 50764 Score: 58 Queries matched: 7 emPAl: 0. 16
Tax_1d=10090 Gene_Synbol =Eef 1a2 El ongation factor 1-al pha 2

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 906 485.8203 969.6261 969.6223 3.92 0 (31) 0.091 1 R. _QTVAVGVIKN + Dimethyl (K); Dimethyl (N-term)
[ 907 485.8205 969.6265 969.6223 4.37 0 (27) 025 1 R._ QTVAVGVIKN + Dimethyl (K); Dimethyl (N-term)
[ 930 489.8456 977.6766 977.6725 420 0 35 0.025 1 R. QTVAVGVIKN + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 931 489.8456 977.6766 977.6725 420 0 (28) 0.13 1 R. QTVAVGVIKN + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[v 1183 527.3262 1052.6379 1052.6342 348 0 (32) 01 1 K. _IGGIGTVPVGR.V + Dimethyl (N-term)
[ 1184 527.3266 1052.6387 1052.6342 425 0 38 0.02 1 K. IGGIGTVPVGR.V + Dimethyl (N-term)
[v 1206 529.3393 1056.6640 1056.6594 4.42 0 (33) 0.083 1 K. IGGIGTVPVGR.V + Dimethyl:2H(4) (N-term)
Proteins matching the same set of peptides:
| PI 00307837 Mass: 50424 Score: 58 Queries matched: 7
Tax_1d=10090 Gene_Synbol =Eef 1al El ongation factor 1-al pha 1
120. 1 P1 00420882 Mass: 118937 Score: 57 Queries matched: 3 emPAl: 0.07

Tax_1d=10090 Gene_Synbol =Ogdh | sof orm 4 of 2-oxogl utarate dehydrogenase E1 conponent, mtochondrial precursor
[~ Check to include this hit in error tolerant search or archive report



Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide

[ 1342 560.7875 1119.5605 1119.5560 4.01 0 39 0.012 1 R. SSPYPTDVAR.V + Dimethyl (N-term)
[v 1353 562.8001 1123.5857 1123.5811 4.07 0 (38) 0.017 1 R. SSPYPTDVAR.V + Dimethyl:2H(4) (N-term)
[v 3087 571.9473 1712.8202 1712.8130 4.16 0 29 011 1 R. TSFDEMPGTHFQR.V + Dimethyl:2H(4) (N-term); Oxidation (M)

Proteins matching the same set of peptides:

1 PI 00626237 Mass: 117572 Score: 57 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Ogdh | sof orm 1 of 2-oxogl utarate dehydrogenase E1 conponent, mitochondrial precursor
1 PI00719841 Mass: 117208 Score: 57 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Ogdh | sof orm 2 of 2-oxogl utarate dehydrogenase E1 conponent, mitochondrial precursor
1 PI 00845652 Mass: 119301 Score: 57 Queries matched: 3

Tax_1d=10090 Gene_Synbol =Ogdh | sof orm 3 of 2-oxogl utarate dehydrogenase E1 conponent, mtochondrial precursor

121. 1 P 00129225 Mass: 48951 Score: 57 Queries matched: 3 emPAI: 0.11
Tax_1d=10090 Gene_Synbol =Kngl | sof orm LMWV of Ki ni nogen-1 precursor

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3589 647.0034 1937.9882 1937.9806 3.93 2 47 0.004 1 K. _AGAEPAPERQAESSQYK + Dimethyl (K); Dimethyl (N-term)
[V 3604 649.6862 1946.0367 1946.0309 3.02 2 (32) 0.13 1 K. _AGAEPAPERQAESSQYK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 3605 649.6863 1946.0372 1946.0309 3.26 2 (35) 0.073 1 K. _AGAEPAPERQAESSQUK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
Proteins matching the same set of peptides:
1 P 00857103 Mass: 48940 Score: 57 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Kng2 ki ni nogen 2 isoform 2
122. 1PI00119114 Mass: 48277 Score: 57 Queries matched: 2 emPAI: 0.11

Tax_1d=10090 Gene_Synbol =Acadl Long-chain specific acyl-CoA dehydrogenase, mitochondrial precursor
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1635 606.3754 1210.7363 1210.7285 6.46 0 (36) 0.044 1 K. _QGLLGINIAEKH + Dimethyl (K); Dimethyl (N-term)
[ 1672 610.4009 1218.7872 1218.7787 6.96 0 47 0.0015 1 K. _QGLLGINIAEKH + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
123. 1 P 00115833 Mass: 96676 Score: 57 Queries matched: 2 emPAl: 0.03

Tax_1d=10090 Gene_Synbol =M ap6 m cr ot ubul e- associ ated protein 6 isoform1
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3980 543.0380 2168.1227 2168.1073 7.10 1 27 042 1 K.NQGLAGPELVKDTGTDTTAPR.Y + Dimethyl (K)
[v 4330 495.0500 2470.2135 2470.2061 3.00 2 57 0.00032 1 R. _RSEGHEQTPAAHAQGTGPEGRIMA + Dimethyl (K); Dimethyl (N-term)
124. 1 PI 00622946 Mass: 109360 Score: 57 Queries matched: 3 emPAI: 0.02

Tax_1d=10090 Gene_Synbol =Pal I d I sof orm 4 of Palladin



[~ Check to include this hit

Query Observed Mr(expt) Mr(calc) ppm

in error tolerant search or archive report

Miss Score Expect Rank Peptide

[V 2123 675.3737 1348.7328 1348.7238 665 0 26 044 1 R. YAALSDQGLDIKA + Dimethyl (K); Dimethyl (N-term)
[V 4147 765.4199 2293.2377 2293.2253 5.43 1 (38) 0.034 1 R. IASDEEIQGTKDAVIQDLER.K + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N -term)
[V 4148 765.4199 2293.2379 2293.2253 552 1 50 0.0025 1 R. _IASDEEIQGTKDAVIQDLER.K + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N -term)
Proteins matching the same set of peptides:
1 PI 00756702 Mass: 73567 Score: 57 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Pal |l d Isoform 5 of Palladin
| PI 00856302 Mass: 151999 Score: 57 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Pal I d Isof orm 6 of Palladin
1 PI 00856926 Mass: 72950 Score: 57 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Pal |l d Isof orm 3 of Palladin
1 P 00858000 Mass: 153576 Score: 57 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Palld Isoform 1 of Palladin
125. 1 PI 00271262 Mass: 163691 Score: 55 Queries matched: 2 emPAl: 0.03

Tax_1d=10090 Gene_Synbol =Mug2 Muri nogl obul i n-2 precursor

[T Check to include this hit

Query Observed Mr(expt) Mr(calc) ppm
352. 7277 703. 4408  703. 4381
544, 6272 1630.8597 1630.8752

438
2868

Proteins matching the same set of peptides:

in error tolerant search or archive report

Miss Score Expect Rank Peptide
3.91 0 38 0.017
-9.52 0 51 0.0015

1 KALGFLR A + Dinethyl (N-term
1 R AHFSVMGDI LSSAI K. N + Dinethyl (K); Dinet hyl

(N-term

1 PI 00420891 Mass: 163807 Score: 55 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Mug4 Muri nogl ubul i n-4 precursor
126. 1 P 00124692 Mass: 37534 Score: 54 Queries matched: 5 emPAl: 0.39

Tax_1d=10090 Gene_Synbol =Tal dol Transal dol ase

[~ Check to include this hit

Query Observed Mr(expt) Mr(calc) ppm

Miss Score Expect Rank Peptide

in error tolerant search or archive report

[V 704 427.7906 853.5666 853.5637 3.47 0 34 0.038 1 K._LAPALSVKA + Dimethyl (K); Dimethyl (N-term)

[ 731 431.8156 861.6166 861.6139 3.09 0 (32) 0.023 1 K. _LAPALSVKA + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[ 2011 656.8497 1311.6849 1311.6798 3.89 0 27 027 1 K. _SYEPQEDPGVE + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

[V 2113 449.2796 1344.8170 1344.8129 3.05 2 40 0.016 1 R. _KFAADAIKLER.M + 2 Dimethyl (K); Dimethyl (N-term)

[ 2136 453.3047 1356.8923 1356.8882 3.03 2 (29) 0.064 1 R. _KFAADAIKLER.M + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-ter m)
127. 1 PI 00117730 Mass: 71270 Score: 54 Queries matched: 1 emPAl: 0. 04

Tax_1d=10090 Gene_Synbol =Gbp3 Guanyl at e-bi ndi ng protein 4

[~ Check to include this hit

Query Observed Mr(expt) Mr(calc) ppm
[V 2382 480.2291 1437.6655 1437.6608 3.27

0

in error tolerant search or archive report

Miss Score Expect Rank Peptide

54 0.00019

1 K

_ AADHYSEQMAQR.M + Dimethyl:2H(4) (N-term)



Proteins matching the same set of peptides:

1 PI 00225190 Mass: 72046 Score: 54 Queries matched: 1
Tax_1d=10090 Gene_Synbol =BC057170 CDNA sequence BC057170

1 PI 00454028 Mass: 73188 Score: 54 Queries matched: 1
Tax_1d=10090 Gene_Synbol =Gbp6 guanyl ate binding protein 7

1 P 00660746 Mass: 70997 Score: 54 Queries matched: 1

Tax_1d=10090 Gene_Synbol =EG634650 70 kDa protein
1 PI 00675360 Mass: 71694 Score: 54 Queries matched: 1
Tax_1d=10090 Gene_Synbol =EG634650 Predict ed

1 PI 00751212 Mass: 70977 Score: 54 Queries matched: 1
Tax_1d=10090 Gene_Synbol =Mpa2l Mda2l protein

1 P 00853773 Mass: 70926 Score: 54 Queries matched: 1
Tax_1d=10090 Gene_Synbol =EG634650 Guanyl at e- bi nding protein 10
| PI 00875535 Mass: 71048 Score: 54 Queries matched: 1

Tax_1d=10090 Gene_Synbol =Mpa2l 71 kDa protein

128. 1 P 00230706 Mass: 28980 Score: 54 Queries matched: 2 emPAl: 0.19
Tax_1d=10090 Gene_Synbol =Pgan? Phosphogl ycerate nutase 2
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 1515 393.5729 1177.6967 1177.6931 3.06 0O (44)0.0082 1 R. _VLIAAHGNSLR.G + Dimethyl (N-term)
[V 1529 394.9146 1181.7218 1181.7182 3.04 0 44 0.0062 1 R. _VLIAAHGNSLR.G + Dimethyl:2H(4) (N-term)
Proteins matching the same set of peptides:
1 PI 00457898 Mass: 28928 Score: 54 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Pgani Phosphogl ycerate nutase 1
129. 1 P 00127596 Mass: 43246 Score: 53 Queries matched: 4 emPAl: 0.19
Tax_1d=10090 Gene_Synbol =Ckm Cr eati ne ki nase Mtype
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 847 4722775 9425404 9425370 364 0 39 0.025 1 K._LMVEMEK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1358 563.8547 1125.6948 1125.6885 557 0 30 018 1 K. _VLTPDLYNKL + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 3255 603.3235 1806.9486 1806.9403 4.61 0 40 0.026 1 K. _LNYKPQEEYPDLSKI + 2 Dimethyl (K); Dimethyl (N-term)
[ 3309 607.3486 1819.0241 1819.0157 4.63 0 (28) 0.38 1 K. LNYKPQEEYPDLSHK + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
130. 1 P 00322312 Mass: 23450 Score: 53 Queries matched: 2 emPAl: 0.23

[~ Check to include this hit

c2
c2

Tax_1d=10090 Gene_Synbol =Ar hgdi a Rho GDP- di ssoci ati on i nhibitor

Query Observed Mr(expt) Mr(calc) ppm
3628 658.6758 1973.0057 1972.9953 5.28 1

3640 661.3589 1981.0550 1981.0455 4.80 1

44 0.0082
(34) 0.099

1

in error tolerant search or archive report

Miss Score Expect Rank Peptide

1 K. SIQEIQELDKDDESLR.K + Dimethyl (K); Dimethyl (N-term)
1 K. _SIQEIQELDKDDESLR.K + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-te

rm)



131. | PI 00353727 Mass: 36252 Score: 53 Queries matched: 2 emPAI: 0. 15
Tax_1d=10090 Gene_Synbol =Anxa4 Annexi n A4
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 2772 528.2760 1581.8062 1581.8012 3.17 1 53 0.00086 1 R. _RINQTYQQQYGR.S + Dimethyl (N-term)
[v 2778 529.6175 1585.8307 1585.8263 2.80 1 (31) 014 1 R. _RINQTYQQQYGR.S + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

| PI 00473555 Mass: 22028 Score: 53 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Anxa4 Truncated annexin IV
1 P 00830586 Mass: 28755 Score: 53 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Anxa4 29 kDa protein

132. 1 P 00230108 Mass: 57099 Score: 52 Queries matched: 1 emPAl: 0. 05
Tax_1d=10090 Gene_Synbol =Pdi a3 Protei n disulfide-isonerase A3 precursor

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 1924 427.9443 1280.8112 1280.8067 3.47 1 52 0.00052 1 K. _LSKDPNIVIAK.M + 2 Dimethyl (K); Dimethyl (N-term)
133. 1 PI 00462934 Mass: 77218 Score: 52 Queries matched: 3 emPAI: 0.10

Tax_1d=10090 Gene_Synbol =Khsrp Far upstream el ement-bi nding protein 2
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 872 476.2921 950.5697 950.5662 3.75 0 (37) 0.033 1 R. HSVGVVIGR.S + Dimethyl (N-term)
[ 879 478.3047 954.5948 954.5913 3.71 0 37 0.029 1 R. HSVGVWVIGR.S + Dimethyl:2H(4) (N-term)
[V 1272 549.3371 1096.6596 1096.6543 4.89 0 32 01 1 R. VGGGIDVPVPR.H + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 P 00876559 Mass: 68960 Score: 52 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Khsrp KH type splicing regul atory protein KSRP

134. 1 PI 00224626 Mass: 50959 Score: 52 Queries matched: 2 emPAl: 0. 10
Tax_1d=10090 Gene_Synbol =Sept 7 cel |l division cycle 10 honol og

[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1825 4155676 1243.6809 1243.6772 2.97 1 (42) 0.014 1 K. _LKDSEAELQR.R + Dimethyl (K); Dimethyl (N-term)
[v 1845 418.2509 1251.7308 1251.7274 2.73 1 43 0.0088 1 K. _LKDSEAELQR.R + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-

Proteins matching the same set of peptides:

term)



| PI 00874440 Mass: 50860 Score: 52 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Sept 7 Septin-7

135.

1 PI 00116498 Mass: 27925 Score: 51 Queries matched: 2 emPAI: 0.19
Tax_1d=10090 Gene_Synbol =Ywhaz 14-3-3 protein zeta/delta

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
910 486.3246  970.6347 970.6303 4.62 O 32 0.063 1 R.NLLSVAYK. N + Di net hyl: 2H(4) (K); Dinmethyl:2H(4) (N-term
[V 2188 459.2805 1374.8195 1374.8148 3.46 1 51 0.0014 1 R. _YLAEVAAGDDKG + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 P 00853851 Mass: 24370 Score: 51 Queries matched: 2
Tax_1d=10090 Gene_Synbol =L0OC100047236 simlar to 14-3-3 zeta

136.

1 P 00308885 Mass: 61088 Score: 50 Queries matched: 2 emPAl: 0.04
Tax_1d=10090 Gene_Synbol =Hspdl |Isof orm 1 of 60 kDa heat shock protein, mitochondrial precursor

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 886 479.3046 956.5946 956.5906 4.20 0 33 0.084 1 K._LSDGVAVLK/ + Dimethyl (K); Dimethyl (N-term)
[V 2408 482.6011 1444.7814 14447773 2.82 1 50 0.0023 1 K. _VGGTSDVEVNEKD + 2 Dimethyl (K); Dimethyl (N-term)

Proteins matching the same set of peptides:

1 P 00461249 Mass: 61188 Score: 50 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Hspdl simlar to Heat shock protein 1
1 PI 00845678 Mass: 27112 Score: 50 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Hspdl | sof orm 2 of 60 kDa heat shock protein, mnitochondrial precursor

137. 1 P 00314191 Mass: 30907 Score: 46 Queries matched: 2 emPAl: 0.08
Tax_1d=10090 Gene_Synbol =Cbr1 Car bonyl reductase [ NADPH 1
[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1003 499.7871 997.5597 997.5556 4.11 0 46 0.0031 1 K. LQAEGLSPR.F + Dimethyl (N-term)
[ 1032 501.7994 1001.5843 1001.5807 3.58 0 (34) 0.084 1 K. _LQAEGLSPR.F + Dimethyl:2H(4) (N-term)
138. 1 PI 00378438 Mass: 202911 Score: 45 Queries matched: 2 emPAI: 0.03

Tax_1d=10090 Gene_Synbol =Tnsl tensin 1
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 843 4717650 9415154 9415120 357 O 38 0.018 1 R._SYVESVAR.T + Dimethyl:2H(4) (N-term)

[v 4184 5855518 2338.1782 2338.1679 4.40 1 37 0038 1 R. _GLNSWQQQQPHPPPRQQER.S + Dimethyl (N-term)




139. 1 PI 00118678 Mass: 60930 Score: 45 Queries matched: 2 emPAI: 0.09
Tax_1d=10090 Gene_Synbol =Tcpl T-conplex protein 1 subunit al pha A
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2792 399.7137 1594.8259 1594.8215 2.71 1 (40) 0.016 1 R. AFHNEAQVNPERX + Dimethyl (K); Dimethyl (N-term)
[ 2804 401.7263 1602.8763 1602.8718 2.81 1 41 0.02 1 R. AFHNEAQVNPERX + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 PI 00459493 Mass: 60867 Score: 45 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Tcpl Isoform 1 of T-conplex protein 1 subunit al pha B
1 P 00845611 Mass: 55880 Score: 45 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Tcpl Isoform 2 of T-conplex protein 1 subunit al pha B

140. 1 PI 00223253 Mass: 51230 Score: 45 Queries matched: 2 emPAl: 0.10
Tax_1d=10090 Gene_Synbol =Hnrpk |sof orm 1 of Heterogeneous nucl ear ribonucl eoprotein K

[~ Check to include this hit in error tolerant search or archive report
Query Observed Mr(expt) Mr(calc) ppm  Miss Score Expect Rank Peptide

[ 817 4652894 9285642 928.5593 525 0 39 0025 1 K. DLAGSIIGK.G + Dimethyl (K); Dimethyl (N-term)
[ 832 469.3146 936.6147 936.6095 553 0 (32) 0.097 1 K. DLAGSIIGK.G + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 PI 00224575 Mass: 51281 Score: 45 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Hnr pk |sof orm 2 of Heterogeneous nucl ear ribonucl eoprotein K

| PI 00465574 Mass: 51259 Score: 45 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Hnr pk Bone marrow nacr ophage cDNA, RIKEN full-length enriched library, clone:1830091E20 product: het erogeneous nucl ear ri bonucl eoprotein K,
1 PI 00761237 Mass: 51186 Score: 45 Queries matched: 2

Tax_1d=10090 Gene_Synbol =- 51 kDa protein

1 P 00875420 Mass: 48664 Score: 45 Queries matched: 2

Tax_1d=10090 Gene_Synbol =- 48 kDa protein

141. 1 PI 00115679 Mass: 109791 Score: 45 Queries matched: 3 emPAI: 0.02
Tax_1d=10090 Gene_Synbol =Ganab |sof orm 2 of Neutral al pha-glucosidase AB precursor

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1009 500.8139 999.6132 999.6077 555 0 45 0.006 1 R. SLLLSVNAR.G + Dimethyl (N-term)
[ 3057 566.3208 1695.9406 1695.9308 576 1 30 024 1 R. _YRVPDVLVADPPTAR.L + Dimethyl (N-term)
[ 3070 567.6622 1699.9647 1699.9559 5.18 1 (25) 0.61 1 R. _YRVPDVLVADPPTAR.L + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
| PI 00403058 Mass: 107300 Score: 45 Queries matched: 3
Tax_1d=10090 Gene_Synbol =Ganab Isof orm 1 of Neutral al pha-glucosidase AB precursor

142. 1 PI 00751017 Score: 43 Queries matched: 3
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Tax_1d=10090 Gene_Synbol =A230067G21R k 99 kDa protein
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
1245 543.2912 1084.5678 1084.5779 -9.31 O 40 0.011 2 -.MFASWFK. A + Dinmethyl (K); Dinethyl (N-term
1259 547.3163 1092.6181 1092.6282 -9.19 0 (26) 0.43 2 -.MFASWFK. A + Dinmethyl:2H(4) (K); Dinethyl:2H4) (N-term
1260 547.3163 1092.6181 1092.6282 -9.19 0 (37) 0.033 2 -.MFASWFK A + Dinethyl:2H(4) (K); Dinethyl:2H(4) (N-term

Proteins matching the same set of peptides:

1 PI 00756343 Score: 43 Queries matched: 3
| PI 00845657 Score: 43 Queries matched: 3
143. 1 PI 00109600 Mass: 48308 Score: 43 Queries matched: 2 emPAl: 0. 05

Tax_1d=10090 Gene_Synbol =2410004A20Ri k ES cells cDNA, RIKEN full-length enriched library, clone:2410004A20 product: hypot hetical Al anine-rich region containing prot
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3160 582.9787 1745.9143 17459055 5.01 1 (28) 0.36 1 R.MK LMEIEALEAGVER.R + Dimethyl (K)
[v 3161 873.9658 1745.9171 1745.9055 6.62 1 43 0.0099 1 R. _MKLMEIEALEAGVER.R + Dimethyl (N-term)

Proteins matching the same set of peptides:
1 P 00874395 Mass: 45827 Score: 43 Queries matched: 2
Tax_1d=10090 Gene_Synbol =- OEEP48 vari ant

144, 1 P 00136703 Mass: 42971 Score: 43 Queries matched: 2 emPAl: 0.12
Tax_1d=10090 Gene_Synbol =Ckb Creati ne ki nase B-type

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2064 666.3866 1330.7587 1330.7496 6.84 0 (32) 0.13 1 K. _VLTPELYAELR.A + Dimethyl (N-term)
[V 2082 668.3992 1334.7839 1334.7747 6.88 0 39 0.026 1 K. _VLTPELYAELR.A + Dimethyl:2H(4) (N-term)
145. 1 PI 00154054 Mass: 45129 Score: 43 Queries matched: 3 emPAI: 0. 06

Tax_1d=10090 Gene_Synbol =Acat 1 Acetyl - CoA acetyl transferase, mitochondrial precursor
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 3120 577.6645 1729.9717 1729.9614 595 O 40 0.023 1 R. _TPIGSFLGSLASQPATK + Dimethyl (K); Dimethyl (N-term)
[V 3121 577.6645 1729.9718 1729.9614 6.01 0 (36) 0.053 1 R. TPIGSFLGSLASQPATHK + Dimethyl (K); Dimethyl (N-term)
[V 3141 580.3477 1738.0211 1738.0117 546 0 (33) 0.08 1 R. _TPIGSFLGSLASQPATK + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
146. 1 PI 00172328 Mass: 544766 Score: 43 Queries matched: 1 emPAI: 0.00

Tax_1d=10090 Gene_Synbol =Dnahc8 Isoform 1 of Ciliary dynein heavy chain 8
[~ Check to include this hit in error tolerant search or archive report



Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
2868 544.6272 1630.8597 1630.8712 -7.05 1 43 0.011 3 R RSMIGl PNLQETLK. E + Di met hyl (K); Oxidation (M

Proteins matching the same set of peptides:

1 PI 00652480 Score: 43 Queries matched: 1

1 PI 00750189 Mass: 483380 Score: 43 Queries matched: 1
Tax_1d=10090 Gene_Synbol =Dnahc8 | soform 2 of Ciliary dynein heavy chain 8

147. 1 P1 00229988 Mass: 98458 Score: 42 Queries matched: 2 emPAl: 0. 05
Tax_1d=10090 Gene_Synbol =Ei f 2c2 Eukaryotic translation initiation factor 2C 2

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1560 398.8922 1193.6547 1193.6517 255 0 (34) 0.067 1 K. AVQVHQDTLR.T + Dimethyl (N-term)
[v 1577 400.2339 1197.6800 1197.6768 2.69 0 38 0.028 1 K. _AVQVHQDTLR.T + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 PI 00229989 Mass: 98236 Score: 42 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Ei f 2c1 Eukaryotic translation initiation factor 2C 1

148. 1 P 00553798 Mass: 604664 Score: 42 Queries matched: 2 emPAIl: 0.01
Tax_1d=10090 Gene_Synbol =Ahnak AHNAK nucl eoprotein isoform1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 2850 542.3188 1623.9347 1623.9269 4.80 1 37 004 1 K. _ISMPDIDLNLKGPKYV + 2 Dimethyl (K); Dimethyl (N-term)
[V 2892 546.3442 1636.0109 1636.0023 5.26 1 (35) 0.029 1 K. _ISMPDIDLNLKGPKYV + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
149. 1 PI 00348328 Mass: 114018 Score: 42 Queries matched: 1 emPAI: 0.02

Tax_1d=10090 Gene_Synbol =Krt 78 kerati n Kb40
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3052 565.6494 1693.9264 1693.9151 6.66 1 42 0.015 1 R. SLNNQFASFIDK/R.F + Dimethyl (K); Dimethyl (N-term)
150. 1 PI 00469952 Mass: 147823 Score: 42 Queries matched: 5 emPAl: 0. 04

Tax_1d=10090 Gene_Synbol =Prx Isoform 1 of Periaxin
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 745 435.3030 868.5915 868.5874 4.80 0 26 02 1 K . FTISLPK.A + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
[ 1317 371.2336 1110.6791 1110.6761 2.72 1 29 0.17 1 K. _LSKVPEVQR.K + Dimethyl (K); Dimethyl (N-term)
[ 1802 413.2462 1236.7168 1236.7118 4.06 1 30 0.18 1 K. GTEFSFKPK.M + 2 Dimethyl (K); Dimethyl (N-term)
[v 2217 462.2575 1383.7507 1383.7470 2.69 1 44 0.0074 1 R. _VREVAEEAQVAR.M + Dimethyl (N-term)
[V 2225 463.5994 1387.7764 1387.7721 3.06 1 (33) 0.096 1 R. VREVAEEAQVAR.M + Dimethyl:2H(4) (N-term)



Proteins matching the same set of peptides:
| PI 00762284 Mass: 147780 Score: 42 Queries matched: 5
Tax_1d=10090 Gene_Synbol =Prx Prx protein

151.

[V 1967 434.2854 1299.8344 1299.8304 3.06 0 41 0.0064

1P100119818 Mass: 100375 Score: 41 Queries matched: 1 emPAl: 0.03

Tax_1d=10090 Gene_Synbol =Itih4 Adult nmale liver cDNA, RIKEN full-length enriched library, clone:1300004A21 product:inter al pha-trypsin inhibitor,
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
1 R. FKPTLSQQQI#S + 2 Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 PI 00312711 Mass: 104774 Score: 41 Queries matched: 1
Tax_1d=10090 Gene_Synbol =Iti h4 PK-120

heavy chain 4,

fu

152.

[V 2657 509.9301 1526.7686 1526.7627 3.88 1 41 0.0095

1 P 00125971 Mass: 44430 Score: 41 Queries matched: 1 emPAl: 0. 06
Tax_1d=10090 Gene_Synbol =Psnt6 26S protease regul atory subunit S10B

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
1 R. FSEGTSADREIQR.T + Dimethyl:2H(4) (N-term)

153.

1 PI 00110588 Mass: 67839 Score: 41 Queries matched: 3 emPAIl: 0.04
Tax_1d=10090 Gene_Synbol =Msn Mbesin

[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1056 508.2765 1014.5385 1014.5345 3.90 O 41 001 1 R. _ALELEQER.K + Dimethyl (N-term)
[ 1063 510.2891 1018.5637 1018.5596 4.00 0 (31) 0.13 1 R. ALELEQER.K + Dimethyl:2H(4) (N-term)
[V 2767 395.7314 1578.8964 1578.8929 224 2 32 012 1 K. KAQQELEEQTRR.A + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
154, 1P100116283 Mass: 61162 Score: 41 Queries matched: 1 emPAl: 0. 04

Tax_1d=10090 Gene_Synbol =Cct 3 T-conplex protein 1 subunit gama

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1537 395.5806 1183.7200 1183.7165 296 0 41 0.017 1 R. _EIQVQHPAALS + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
155. 1 PI 00116281 Mass: 58424 Score: 40 Queries matched: 1 emPAIl: 0.04

Tax_1d=10090 Gene_Synbol =Cct 6a T-conplex protein 1 subunit zeta

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm  Miss Score Expect Rank Peptide



v 653 416.7648 831.5151 8315116 4.14 0 40 0.012 1 R. GLQDVLR.T + Dimethyl:2H(4) (N-term)

156. | PI 00408258 Mass: 174129 Score: 40 Queries matched: 1 emPAI: 0.01
Tax_1d=10090 Gene_Synbol =Bt bd12 BTB (POZ) domai n contai ning 12
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
2600 503.3082 1506.9028 1506.8894  8.87 1 40 0.015 2 K. NLPPKVPI TPMPR. Y + Di met hyl : 2H(4) (K); Oxidation (M

157. 1 PI 00330476 Mass: 146801 Score: 40 Queries matched: 1 emPAI: 0.02
Tax_1d=10090 Gene_Synbol =Cyfipl Isoform 1 of Cytoplasmc FMRL-interacting protein 1
[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 2198 690.3730 1378.7314 1378.7245 5.02 O 40 0.019 1 R. _TVLPFSQEFQR.D + Dimethyl (N-term)

Proteins matching the same set of peptides:
1 P 00831544 Mass: 146537 Score: 40 Queries matched: 1
Tax_1d=10090 Gene_Synbol =Cyfipl Isoform 2 of Cytoplasm c FMRL-interacting protein 1

158. 1 PI 00315948 Mass: 27654 Score: 40 Queries matched: 1 emPAI: 0.09
Tax_1d=10090 Gene_Synbol =Tbcb Tubulin folding cofactor B
[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3058 566.3300 1695.9682 1695.9606 4.47 1 40 0.022 1 R. LSEEKAQASAISVGSR.C + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
159. 1 PI 00458583 Mass: 88661 Score: 39 Queries matched: 1 emPAl: 0.03

Tax_1d=10090 Gene_Synbol =Hnr npu Osteocl ast-1ike cell cDNA, RIKEN full-length enriched library, clone:1420039N16 product: het er ogeneous nucl ear ribonucl eoprotein U,
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 3148 581.6559 1741.9458 1741.9363 547 0 39 0.029 1 K. SSGPTSLFAVTVAPPGAR.Q + Dimethyl (N-term)
160. | PI 00223224 Mass: 14508 Score: 38 Queries matched: 1 emPAI: 0.18

Tax_1d=10090 Gene_Synbol =D130079A08R k 12 days enbryo spinal ganglion cDNA, RIKEN full-length enriched library, clone: DL30079A08 product: hypothetical protein, full
[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm  Miss Score Expect Rank Peptide
[ 816 465.2616 928.5087 928.5090 -0.30 0 38 0.017 1 R. SSEVARPR.R + Dimethyl (N-term)

161. 1 P 00762122 Mass: 464816 Score: 38 Queries matched: 1 emPAl: 0.01
Tax_1d=10090 Gene_Synbol =- 462 kDa protein



[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
2868 544.6272 1630.8597 1630.8575 1.37 1 38 0.036 4 K MPARFLPQLPMDK.L + Dinethyl (K); Dinethyl (N-ternm); 2 Oxidation (M

162. 1 PI 00121892 Mass: 251741 Score: 37 Queries matched: 2 emPAI: 0.02
Tax_1d=10090 Gene_Synbol =Spnb2 |sof orm 2 of Spectrin beta chain, brain 1

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 1002 499.3134 996.6123 996.6080 4.29 0 (29) 014 1 R._VAVVNQIAR.Q + Dimethyl (N-term)
[ 1031 501.3258 1000.6371 1000.6331 393 0 36 0.034 1 R. VAVVNQIAR.Q + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:

1 PI 00319830 Mass: 274908 Score: 37 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Spnb2 |Isof orm 1 of Spectrin beta chain, brain 1
1 P 00831369 Mass: 244840 Score: 37 Queries matched: 2

Tax_1d=10090 Gene_Synbol =Spnb2 MI AA4049 protein

163. 1 PI 00762403 Mass: 147882 Score: 36 Queries matched: 1 emPAI: 0.02
Tax_1d=10090 Gene_Synbol =Usp31 ubi quitin specific protease 31
[T Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
3105 574.6531 1720.9374 1720.9546 -9.98 1 36 0. 049 2 - . MSKVTAPGPGPPVAAGXK. E + 2 Dinethyl (K); Dimethyl (N-term); Oxidation (M
164. 1 PI 00126072 Mass: 43297 Score: 36 Queries matched: 1 emPAIl: 0. 06

Tax_1d=10090 Gene_Synbol =Vat 1 Synapti c vesicl e menbrane protein VAT-1 honol og
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1830 623.4023 1244.7901 12447832 560 1 36 0.026 1 K. VLLVPGPEFT.- + Dimethyl:2H(4) (K); Dimethyl:2H(4) (N-term)
165. 1 PI 00402968 Mass: 61307 Score: 35 Queries matched: 1 emPAl: 0. 04

Tax_1d=10090 Gene_Synbol =Ehd2 13 days enbryo forelinb cDNA, RIKEN full-length enriched library, clone:5930429A15 product: EH DOVAI N- CONTAI NI NG PROTEI N- 2 honol og
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[vn 2063 444.5876 1330.7411 1330.7357 4.05 O 35 0.059 1 K. LEGHGLPTNLPR.R + Dimethyl (N-term)
166. 1 PI 00461360 Mass: 110460 Score: 35 Queries matched: 1 emPAI: 0.02

Tax_1d=10090 Gene_Synbol =Ccdc39 Coi | ed-coil domai n-containing protein 39
[T Check to include this hit in error tolerant search or archive report



Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[v 1228 359.2197 1074.6372 1074.6284 8. 14 2 35 0. 059 1 R. SEKELSKAK. A + 2 Di net hyl (K)

167. 1 P 00131395 Mass: 96752 Score: 35 Queries matched: 2 emPAl: 0.03
Tax_1d=10090 Gene_Synbol =Znf 512b MKI AA1196 protein

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 717 430.7651 859.5157 859.5239 -9.54 2 35 0.041 1 K _SLSGGKKR.G + Dimethyl (N-term)
[ 733 432.7777 863.5409 863.5490 -9.47 2 (28) 0.21 1 K. _SLSGGKKR.G + Dimethyl:2H(4) (N-term)

Proteins matching the same set of peptides:
1 PI 00756808 Mass: 121307 Score: 35 Queries matched: 2
Tax_1d=10090 Gene_Synbol =Znf512b simlar to nKI AA1196 protein

168. 1 P 00120274 Mass: 44661 Score: 34 Queries matched: 1 emPAl: 0. 06
Tax_1d=10090 Gene_Synbol =Npcd; Cbx6 Chr onpbox protei n honol og 6

[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[V 2822 539.3262 1614.9567 1614.9569 -0.12 2 34 0.056 1 K. _ TFLLKARAQAEALR.| + Dimethy! (N-term)

Proteins matching the same set of peptides:

1 P 00420763 Mass: 73456 Score: 34 Queries matched: 1

Tax_1d=10090 Gene_Synbol =Cbx6 Neuronal pentraxin with chrono donmain

1 P 00464339 Mass: 52546 Score: 34 Queries matched: 1

Tax_| d=10090 Gene_Synbol =Cbx6 Neuronal pentraxin 1.4 kb variant

1 PI 00751159 Mass: 73521 Score: 34 Queries matched: 1

Tax_1d=10090 Gene_Synbol =Npcd 73 kDa protein

1 PI 00757836 Mass: 52483 Score: 34 Queries matched: 1

Tax_1d=10090 Gene_Synbol =Npcd neuronal pentraxin with chronmo domain isoform 2
1 P 00776097 Mass: 15514 Score: 34 Queries matched: 1

Tax_1d=10090 Gene_Synbol =Cbx6; Npcd 15 kDa protein

169. 1 P 00132700 Mass: 21773 Score: 34 Queries matched: 1 emPAIl: 0.12
Tax_| d=10090 Gene_Synbol =M pl 35 39S ri bosomal protein L35, mitochondrial precursor
[~ Check to include this hit in error tolerant search or archive report

Query Observed Mr(expt) Mr(calc) ppm Miss Score Expect Rank Peptide
[ 1185 351.8892 1052.6457 1052.6455 0.25 2 34 0.046 1 R.KTVKSVVHR.F

Search Parameters

Type of search : MS/MS lon Search

Enzyme : Trypsin

Fixed modifications : Carbamidomethyl (C)

Variable modifications : Dimethyl (K),Dimethyl (N -term),Dimethyl:2H(4) (K),Dimethyl:2H(4) (N-term),Oxidation (M)
Mass values : Monoisotopic

Protein Mass : Unrestricted

Peptide Mass Tolerance : + 10 ppm
Fragment Mass Tolerance: + 0.9 Da
Instrument type : Default
Number of queries  : 4680



Figure S4, Raijmakers et al.
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Figure S5, Raijmakers et al.

PSME2, peptide ALVHERDEAVYGDLR

Monoisotopic mass of neutral peptide Mr(calc): 1773.9311

Variable modifications: N-term : Dimethyl:2H(4) (N-term)

Ions Score: 48 Expect: 0.00031

Matches (Bold Red): 39/146 fragment ions using 84 most intense peaks
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