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Supplementary Fig. 1
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Supplementary Fig. 1 The anti-diglycyl-lysine antibody specifically interacts with
diglycine-modifications on the e-amine of lysine and does not recognize a peptide with an
N-terminal Gly-Gly sequence.

(a) In our tests of the specificity of the anti-diglycyl-lysine antibody, we considered the fact that
0.4% of tryptic peptides in the human proteome are predicted to contain two glycine residues as
the first two N-terminal amino acids. Therefore, we tested the ability of the anti-diglycyl-lysine
antibody to recognize peptides that contain this N-terminal sequence. Western blot analysis
using the anti-diglycyl-lysine antibody of the following samples: (1) unmodified Ac-MSH-NH,
peptide, which contains one internal lysine; (2) diglycine (GG)-modified Ac-MSH-NH; peptide,
which contains a GG-modified lysine; (3) angiotensin I, which contains no lysines; (4)
angiotensin | modified to contain a GlyGly sequence at the N-terminus. The numbers of lysines,
GG-modified lysines (GG-g-K), and N-terminal GG sequences are indicated in the chart at the
bottom of the blot. A silver stained gel is shown to document peptide loading. The Western
blotting experiment demonstrated that the antibody only interacts with the peptide containing
GG-¢-K but not the peptide containing an N-terminal GlyGly sequence.

(b) MALDI-TOF-MS of the peptides used in the Western blot experiment above to confirm the
complete modification of the lysine and the N-terminal amine in sample 2 and 4, respectively.



Supplementary Fig. 2
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Supplementary Fig. 2 The anti-diglycyl-lysine antibody can quantitatively
immunoprecipitate peptides containing diglycine-modified lysines.

(a) Extracted lon Chromatography (EIC) of a sample containing a peptide with a diglycine-
modified lysine before immunoprecipitation. (b) EIC of the anti-diglycyl-lysine antibody
immunoprecipitate. The yield of the immunoprecipitation is calculated based on the areas of the
peptide peaks before and after immunoprecipitation. The yield measured from the average of
three independent runs is 1.1+0.2.

A GlyGly-modified Ac-MSH-NH; peptide, Ac-SYSMEHFRWGK*PV-NH; (K* representing
Gly-Gly-modified lysine), was dissolved in a buffer containing 50 mM Tris-HCI (pH 7.4) and
150 mM NaCl at a concentration of 0.3 nmol/mL. 100 uL of the peptide solution was incubated
with 20 uL beads coupled with the anti-diglycyl-lysine antibody, washed and eluted five times
with 20 uL elution buffer (10 mM citric acid, pH 3). The samples before and after
immunopurification were acidified and 1 uL of each sample was injected to LC-Q-TOF MS for
the analysis in MS mode. The EIC of GlyGly-modified Ac-MSH-NH, peptide was integrated to
calculate the yield. The result indicated that the peptide containing GlyGly-modified lysine was
completely immunoprecipitated within the experimental error.



Supplementary Fig. 3
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Supplementary Fig. 3 Ubiquitination does not occur to a detectable level during sample
preparation.

(a) An anti-ubiquitin Western blot to detect the ubiquitination of GST spiked in during sample
preparation. To detect whether ubiquitination could happen during the sample preparation, we
spiked ~10 pg of bacterially expressed and purified ubiquitin-free glutathione S-transferase
(GST), a protein that has surface lysine residues' and can be ubiquitinated in cells? to a lysate
containing ~100 pg of protein at the beginning of the experiment. Then, glutathione agarose
beads were added to the lysate to pull down GST for Western blot analysis. It has been shown
that ubiquitinated GST can be pulled down by glutathione agarose beads®. In order to assay the
non-specific binding, same amount of glutathione agarose beads were added to a lysate without
spiking GST. Western blot analysis using an anti-ubiquitin antibody indicated numerous
ubiquitinated proteins in the lysate, but absolutely no GST-dependent ubiquitination signal was
detected. This indicates that the degree of ex vivo ubiquitination is exceedingly low under our
experimental conditions. This result confirmed that the ubiquitination occurs in the cells but
does not occur, at least not to a detectable level, during the sample preparation.

(b) Ponceau S stain to measure protein loading in the Western blot experiment in (a). The
Ponceau S stain of the membrane confirms that GST was pulled down during the experiment.
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Supplementary Fig. 4 Distribution of Spectrum Mill score, charge state and mass accuracy
of the ubiquitinated peptides identified in our experiments.

(a) Fraction and (b) Cumulative fraction of scores of ubiquitinated peptides identified by
Spectrum Mill. The scores range from 9 to 29. About 80% of the ubiquitinated peptides have a
score larger than 12.

(c) Charge state distribution of Spectrum Mill-identified ubiquitinated peptides. The majority
(91.4%) of the ubiquitinated peptides have +3 or +4 charges. Ubiquitin remnant peptides have
an additional charge since the diglycine moiety on the lysines have an amine.

(d) Cumulative distribution of mass accuracy (ppm) of ubiquitinated peptides identified by
Spectrum Mill. More than 80% of ubiquitinated peptides have a mass accuracy of less than 10
ppm, which corresponds to a 0.01 Da mass deviation for a peptide with 1000 Da molecular
weight.



Supplementary Fig. 5
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Supplementary Fig. 5 Ubiquitinated peptides with C-terminal GlyGly-modified lysines are
detected.

MS/MS spectra of ubiquitinated peptides from 60S acidic ribosomal protein P1 (a) and Histone
H2B (b), which have a diglycine-modified lysine at the C-terminus (Lys49 and Lys110,
respectively). We also detected the same ubiquitinated H2B lysine in a peptide that contained
the diglycine-modified Lys at 110 but was not cleaved after this modified lysine (c).

The presence of the diglycine-modified lysines at C-terminus of some peptides, such as the one
from Histone H2B above, indicates that the C-terminal peptide bond of the diglycine-modified
lysine can also be cleaved during the sample preparation by trypsin. Overall, this cleavage is less
efficient than that after unmodified lysines or arginines, presumably because the presence of a
positive charge on the amino group of GlyGly allows this modified residue to interact with
trypsin in a manner similar to the e-amine of lysine. This result is consistent with a previous
study®. In total, our experiments identified 14 (~3%) unique peptides with a C-terminal
diglycine-modified lysine.



Supplementary Fig. 6

(Please see next 380 pages.)

Supplementary Fig. 6 Annotated MS/MS spectra of ubiquitinated peptides identified in
HEK?293 cells.

In the Result Summary, a list of rank, score, the percentage of the scored peak intensity (SP1%),
backbone cleavage score (BCS), variable modification, peptide sequence, precursor ion mass
(MH™), precursor ion mass error (MH" error), protein molecular weight (MW), Swiss-Prot
accession number, and protein name, is shown for the peptides, including up to five highest
scored peptides, if they exist, as identified by Spectrum Mill.

In the Detailed Result, the peptide rank, modification site, score, SP1%, BCS, sequence map,
precursor ion mass (MH™), precursor ion mass error (MH" error), protein molecular weight
(MW), Swiss-Prot accession number, and protein name are listed for the highest scored peptide.
The symbols, \, / and |, represent s-ions, y-ions, and both b-ions and y-ions, respectively.

The table shows the m/z of experimental MS/MS fragment ions and the matched ion-types as
well as the peak intensity, score of each matched ions, and delta mass (ppm) measuring the
difference between the theoretical and experimental peptide precursor masses.

In the annotated spectra, matched ions are shown in red vertical segments and labeled as b or y-
ions, while the unmatched ions are shown in black vertical segments. Some red vertical
segments are not labeled automatically by Spectrum Mill because of the lack of space in the
spectra. The detailed information about these peaks is listed in the table of fragment ions.

In total, 380 ubiquitinated peptides were detected and their annotated MS/MS spectra were
provided. The number at the left upper corner of each spectrum corresponds to the number in
Supplementary Table 1.

Note that some ubiquitination sites in the ubiquitinated peptides containing two diglycine-
modified lysines are also identified in the ubiquitinated peptides containing a single diglycine-
modified lysine. Therefore, this list has six more ubiquitinated peptides than ubiquitination sites.



Result Summary

MH" MH"  MH®  Protein Accession .
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1931 804 10 4/25 K51k (R)NLLSVAYKNVVGAR(R)  1503.8642 114.0478 3.0 28082.5/4.76 HUMAN  P31946 14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=3
1 1931 804 10 4/25 K50k (R)NLLSVAYKNVVGAR(R)  1503.8642 114.0478 3.0 28218.9/4.76 HUMAN Q04917 14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=4
1 1931 804 10 4/25 K50k (R)NLLSVAYKNVVGAR(R)  1503.8642 114.0478 3.0 28302.7/4.80 HUMAN  P61981 14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=2
1 1931 804 10 4/25 K49k (R)NLLSVAYKNVVGAR(R)  1503.8642 114.0478 3.0 27745.3/4.73 HUMAN  P63104 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=1
2 1655 783 8 5/25 None (R)NLLSVAYKNVVGGQR(A) 1617.9071  0.0048 3.0 27774.2/4.68 HUMAN  P31947 14-3-3 protein sigma OS=Homo sapiens GN=SFN PE=1 SV=1
Detailed Results
+ + + i
Rank Score (soz: BCS Unrm’:ched Variable sites Sequence Cazl.:a(ed gl,:,, g,:,, Pl;;sleplln Species Acce:sion M:‘gg;ﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 19.31 804 10 4125 K51k (R)N L|L\S V/A/Y/k/N/V/V/G BA/R (R) 1503.8642 114.0478 3.0 28082.5/4.76 HUMAN P31946 283 14-3-3 protein beta/alpha OS=Homo sapiens GN=YWHAB PE=1 SV=3
1 19.31 804 10 4/25 K50k (R)N L|L\S V/A/Y/k/N/V/V/G A/R (R) 1503.8642 114.0478 3.0 28218.9/4.76 HUMAN Q04917 329 14-3-3 protein eta OS=Homo sapiens GN=YWHAH PE=1 SV=4
1 19.31 804 10 4/25 K50k (R)N L|L\S V/A/Y/k/N/V/V/G BA/R (R) 1503.8642 114.0478 3.0 28302.7/4.80 HUMAN P61981 m 14-3-3 protein gamma OS=Homo sapiens GN=YWHAG PE=1 SV=2
1 1931 80.4 4125 K49k (R)N L|L\S V/A/Y/k/N/V/V/G BA/R (R) 1503.8642 114.0478 3.0 27745.3/4.73 HUMAN P63104 14-3-3 protein zeta/delta OS=Homo sapiens GN=YWHAZ PE=1 SV=1

Fragment-ion (m/z) |70.064 72.080 |84.080 (86.095 (87.053 |136.074 [141.100 (155.118 |159.111 |175.115 [183.111 187.105 | 200.138 (228.135 (303.176 |324.181 [341.216 402.247 |501.316 ‘510 777*2 615359 ‘ 695.885*2 857.494 ‘1020 573 ‘1091 593

Frac. Inten.(% of TIC)

8.29 3.36 354 373
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Result Summary

# MH* MH®  MH'  Protein .. Accession :
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ons (Da) (Da)  (ppm) (Da)
1 2138 89.2 10 4/25 K106k (K)LICCDILDVLDKHLIPAANTGESK(V) 2695.3793 114.0592 5.8 29174.1/4.63 HUMAN  P62258 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=1
2 1142 681 6 9/25 K118k (K)LICCDILDVLDKHLIPAANTGESK(V) 2695.3793 114.0592 5.8 29174.1/4.63 HUMAN ~ P62258 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=1

Detailed Results

# MH* MHY MHY  Protein . D
Rank Score (SQZ)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon MI?u:)eIf:ls‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2138 892 10 4/25 K106k (K)L 1/Cc C D\I|L/D V L D k H L/I/P/A A/N/T G E/S K (V)  2695.3793 114.0592 5.8 29174.1/4.63 HUMAN P62258 317 14-3-3 protein epsilon 0S=Homo sapiens GN=YWHAE PE=1 SV=1
Fragment-ion (miz) [72.078 [84.079 |86.095 [199.180 [229.116 [234.138 [389.155 |436.096 |437.716™2 |521.251 |549.170 |635.301 |662.254 (721.400 [775.342 ‘776 370%2 [777.366 ‘797 947*2 ‘554 974*2 ‘361 752+3 (874.427 ‘961 517+2 |987.521 ‘1013 039%2 [1048.570
Frac. Inten.(% of TIC) . E . 2.80 3.18 . 293 245 3.01
Rel. Inten.(% of BP) 16.08 18.28 16.82 14.09 17.31
Score -0.16 -0.18 1.50 1.50 017
lon-type yi7*? vig™?
Delta ppm 155 5.7
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Rank Score

12312 934 14

(,/) BCS Unmatched Variable sites

2/25

MH* MH*  MH*

Sequence Calculated Error Error

ons (Da) (Da)  (ppm)
K196k (R)LAKAAFDDAIAELDTLSEESYK(D) 2400.1817 114.0568

5.5 29174.1/4.63 HUMAN

Result Summary
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Detailed Results
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Calculated Error Eror  MWpl  Species A°%%5Sion M,?] Di9eSt Protein Name
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Result Summary

MH* MH*  MH"  Protein Accession
Rank Score (,,/) BCS Unrm!ched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1254 620 9 10/25 K50k (R)NLLSVAYKNVIGAR(R) 1517.8798 114.0442 0.8 29174.1/4.63 HUMAN  P62258 14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=1
Detailed Results
# MH* MHY  MH* Protein . o
Rank Score ?,/:)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn le‘fe')g(;ﬁ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1254 620 9 10/25 K50k (R)N L/L\S V A/¥/k/N/V/1/G A/R (R) 1517.8798 114.0442 0.8 29174.1/4.63 HUMAN P62258 317

14-3-3 protein epsilon OS=Homo sapiens GN=YWHAE PE=1 SV=1

Fragment-ion (m/z) [70.065 (72.079 (84.079 |86.095 |87.054 (120.080 [155.119 [159.112 [175.117 |183.111 [200.140 |282.175 |303.187 |341.217 |385.115 [416.262 |515.315 |603.337 |619.328 |629.367 | 702.899*2 (764.928 |848.894 (871.516 |1034.548

Frac. Inten.(% of TIC)

4.16
Rel. Inten.(% of BP) . . . . 31.47
Score . . A . . . . . . . . . K . .. . K . A K 1.50
lon-type ¥3 ¥6 |b1o+H20*2
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Result Summary

mMH* MH*  MH*  Protein

# .
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon Protein Name
lons (Da) (Da) (ppm) (Da)
1 17.93 884 8 5/24 K258k (R)VVGSELIQKYLGDGPK(L) 1702.9374 114.0569 7.7 49184.8/5.87 HUMAN  P62191 26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=1
2 1124 718 4 9/24 K265k (R)VWWGSELIQKYLGDGPKk(L) 1702.9374 114.0569 7.7 49184.8/5.87 HUMAN  P62191 26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=1
Detailed Results
# MH* MH* MH*  Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accession Migg?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)

1

Fragment-ion (miz) (70.064 |72.081 84.079 [86.095 |147.104 [171.149 |199.143 [200.145 | 256.087 [274.102 [301.186 [310.150 [387.190 |473.246 496 264*2 |551.805 |586.319 [749.392 \752 897*2 [800.931%2 [500.937*2 [091.525 [1119.582 [1232.659

17.93 884 8 5/24 K258k

(R)V V|G S E L/I/Q/K/Y/L/G D/G P K (L) 1702.9374 114.0569 7.7 49184.8/5.87 HUMAN  P62191 520859  26S protease regulatory subunit 4 OS=Homo sapiens GN=PSMC1 PE=1 SV=1

2.66 221 4.36 270

Frac. Inten.(% of TIC) | 0.00
Rel. Inten.(% of BP) | 0.03 1473 12.23 2419 | 14.96
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Result Summary
SPI # MH* MH®  MH* Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
o lons (Da) (Da) (ppm) (Da)
1 21.06 96.0 10 2/25 K210k (R)EVNLGIEPPKGVLLFGPPGTGK(T) 2237.2693 114.0422 -0.3 48634.1/5.71 HUMAN  P35998 26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3
2 1039 623 5 10/25 K222k (R)EVNLGIEPPKGVLLFGPPGTGK(T) 2237.2693 114.0422 -0.3 48634.1/5.71 HUMAN  P35998 26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3
Detailed Results
# MHY MHY MH*  Protein N D
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce;slon le‘dl)elg;st Protein Name
lons (Da) (Da)  (ppm) (ba)
1 21.06 96.0 10 225 K210k

(R)F VIN\L|G I E/P/P k G V/L/L/F/G/P P G T G K (T)

2237.2693 114.0422  -0.3 48634.1/5.71 HUMAN P35998 520925 268 protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3

Fragment-ion (m/z) (72.082 (84.082 |86.097 |120.079 |219.149 [247.147 (361.191 |474.272 |556.311 |593.336 (613.331 | 674.: 359*2 706.424 (741.429 (756.394 760.400 ‘135 944*‘2 ‘739 953*2 819.504 ‘ 845. 453*2 873.481 ‘939 519+2 986.567 ‘937 555+2 ‘1053 073*2

[Frac. Inten.(% of TIC) 179 345 1.69 1.81 256 3.06
Rel. Inten.(% of BP) 751| 1322 7.06 7.59 10.75 12.83
Score 0.25 0.75 -0.07 1.50 0.50 1.50
lon-type bu»HzO*Z PPKGVL | y++14 |b7-NH3 y10 y1g-NH3*2 y20+2
Delta ppm 3 238 17 - - 05 11 -12.8
) Reset
6.148+3 B Back
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Result Summary
Pl MH* MH®  MH"  Protein Accession
Rank Score (n/) BCS Unma(ched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
ns (Da) (Da) (ppm)  (Pa)

1 1094 652 8 1225 K210k K222k (R)EVNLGIEPPKGVLLFGPPGTGKTLCAR(A) 2838.5699 228.0947 2.9 48634.1/5.71 HUMAN  P35998 26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3

Detailed Results

. MHY MHY MHY  Protein . o
Rank Score (,y) BCS Unma(ched Vas?t:l;le Sequence Calculated Error Error MWipl Species Acce;slon Mﬁ;);g;sl Protein Name
lons (Da) (Da)  (ppm) (Da)

&g;g: (R)YF V\N\L G | E/P P k G V L/L/F/G/P/P G T G k T L CAR (A) 2838.5699 228.0947 2.9 48634.1/5.71 HUMAN  P35998 520925  26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3

Fragment-ion (miz) |70.066 [86.093 [120.079 [219.145 [247.147 [361.183 [408.225 [489.271 ‘555272+2 593.335 ‘635 320*2 ‘6543554 729,866 [732.420 [738.390 [738.850 [754.410°2 [194.9132 [819.514 ‘szu 8782 [849.765 ‘355432” [1024.591 [1147 64*2 [1174.571

1 1094 652 8 12/25

Frac. Inten.(% of TIC) 251 15.59 3.04 3.87 2.56 2.98 2.65 5.42 8.04
Rel. Inten.(% of BP) 16.08 100.00 19.49 24.82| 1641 1912 | 17.00 3475| 5157
Score -0.16 1 -0.19 025 -0.16 019 017 1.50 1.50
lon-type yi1*2 y20*2 ¥10
Delta ppm -15.7 19.5 249

Reset

& Back

100.%
by
Yo
* Grow
805 £
| 4007 4893 5553 I I Lot Shrink
400 809 800 1000
L Labels
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Result Summary

# MHY MH* MH*  Protein Accession
Rank Score (‘,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (a) (ppm)  (Da)
1 1324769 7 10/25 K222k (K)GVLLFGPPGTGKTLCAR(A) 1743.9574 114.0577 8.0 48634.1/571 HUMAN  P35998 26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3
Detailed Results
# mMH* MH* MH*  Protein
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accesslon mS- Dl)g(est Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1324 769 7 10/25 K222k (K)G V\L|L/F/G/P/P/G T Gk TLCAR(A) 1743.9574 114.0577 8.0 48634.1/5.71 HUMAN P35998 520925 265 protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3
Fragment-ion (mz) |70.064 (84.079 |86.095 (87.099 |127.085 [129.100 |136.073 [155.079 [157.094 [187.142 [225.155 |270.183 | 578.803*2 (587.804 |588.308 |601.315 |636.329%2 |655.356 |664.843*2 (738.369 738.889 ‘794 922*2 ‘351 9362 ‘1077 548 ‘1174 585
Frac. Inten.(% of TIC) . 4.88 3.39 1.65 1.56 5.69
Rel. Inten.(% of BP) 19.70 13.68 6.67 6.29 22.95
Score -0.20 1.50 -0.07 1.50 1.50
lon-type y14*2 ¥9 ¥10
Delta ppm 6.9 1.0 -12.9
2 Reset
Yy T |
ZEet Back
100.% —
L)
12
Grow
b, 7349 ¥,
PG 3 P 10 Shrink
=252 I I L=k £ bbb
b I | . |l' 1 | ]
Lo T T T T
200 400 8O0 200 1000
Mass (miz) Labels
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Result Summary

SPI MH* MH®  mMH®  Protein e Accession "
Rank Score %) BCS Unmalched Variable sites Sequence Calculated Error Error MWipl Species “ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1756 853 8 6/25 K248k (R)VIGSELVQkYVGEGAR(M) 1704.9279 114.0731 16.6 48634.1/5.71 HUMAN  P35998 26S protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3
2 586 535 1 11/25 None (K)EIVTNIQRGFIESGKK(D) 1819.0072 -0.0062 -3.4 94048.1/7.97 HUMAN Q5TYW2 Ankyrin repeat domain-containing protein 20A1 OS=Homo sapiens GN=ANKRD20A1 PE=2 SV=1
2 586 535 1 11/25 None (K)EIVTNIQRGFIESGKK(D)  1819.0072 -0.0062 -3.4 94087.1/8.12 HUMAN Q5SQ80 Ankyrin repeat domain-containing protein 20A2 OS=Homo sapiens GN=ANKRD20A2 PE=2 SV=1
2 586 535 1 11/25 None (K)EIVTNIQRGFIESGKK(D) 1819.0072 -0.0062 -3.4 94108.1/8.12 HUMAN 5VUR7  Ankyrin repeat domain-containing protein 20A3 OS=Homo sapiens GN=ANKRD20A3 PE=4 SV=1
2 58 535 1 125 None (KJEIVTNIQRGFIESGKK(D) 1819.0072 -0.0062 -3.4 94149.2/8.11 HUMAN Q4UJ75 Ankyrin repeat domain-containing protein 20A4 OS=Homo sapiens GN=ANKRD20A4 PE=2 SV=1
Detailed Results
+ + + i
Rank Score (,,/) BCS Unlm(ched Vasrii;:Ie Sequence Cal':::ated éwr:‘m g,':,,, l:;l;:l?p:? Species Acce:sion Mf‘z)g(;St Protein Name
lon: (Da) (Da)  (ppm) (Da)
1 17.56 853 8 6/25 K248k (R)V I|G S E L V/Q/k/Y/V/G E/G A/R (M) 1704.9279 114.0731 16.6 48634.1/5.71 HUMAN  P35998 520925 268 protease regulatory subunit 7 OS=Homo sapiens GN=PSMC2 PE=1 SV=3

Fragment-ion (m/z) |70.064 (72.081 {84.080 (86.096 (87.096 |120.080 [136.079 |141.101 [175.119 [185.166 [213.159 [243.142 | 256.094 |274.106 |303.174 [354.170 |387.195 |489.249 (515.266 |588.312 (632.370 |751.377 |g03.920*2 (993.514 [1121.583

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
163643 228 Back
100.% B —
Y5 +2 Grow
g % Y14
GSEH_O N
o GSEL 89 | 6324 | % Ya Shrink
| NN 11 |
T T T T T
200 400 600 800 1000
Mass (miz) Labels
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10

Result Summary

# MH" MH"  MH" Protein Accession
Rank Score ,,, BCS Unman:hed Variable sites Sequence Calculated Error Error MWipl Species Protein Name
(/ ) #
ne (a)  (Da) (ppm)  (Pa)
1 1249 694 6 925 K310k (K)TSSAFVGKTPEASPEPK(D) 1732.8752 114.0432 0.2 105836.9/5.25 HUMAN Q99460 26S proteasome non-ATPase regulatory subunit 1 0S=Homo sapiens GN=PSMD1 PE=1 SV=2
Detailed Results
# . MH* MH* MH*  Protein . .
Rank Score (,,/) BCS Unmatched Vasri;:l;Ie Sequence Calculated Error Error MWipl Species Acce:slon M:‘::giﬂ Protein Name
lo (Da) (Da)  (ppm) (Da)
1 1249 694 6 9/25 K310k (K)T s s A F/V/G k/T/P E A s P E/P/K (D) 1732.8752 114.0432 0.2 105836.9/5.25 HUMAN Q99460

265435 268 proteasome non-ATPase regulatory subunit 1 0S=Homo sapiens GN=PSMD1 PE=1 SV=2

Fragment-ion (m/z) 60.041 (70.065 72.079 (74.060 [84.081 |110.068 [116.071 [120.077 [130.083 [161.094 |191.114 [244.167 {258.105 [329.142 383.194 (385.155 (427.720 |619.307 |627.816*2 |677.364*2 |681.277 [774.373 |854.407 |955.484 |1254.609
el Inton % o1 8P | 34
Score
lon-type
Delta ppm

Reset
2
30042
1 yig 42 v Back
100.% yz 3’11
8813 YB
o41,0 | aga2 5143 Ti44 Y Brow
| | Shrink
T T T T T
400 600 800 1000 1200
Mass (miz} Labels
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Result Summary

MH* MH®  MH  Protein Accession "
Rank Score (‘,/) BCS Unrmtched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1510 732 7 9/25 K122k (R)IIAFVGSPVEDNEKDLVK(L) 1973.0590 114.0560 6.2 40736.9/4.68 HUMAN  P55036 26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=1
2 1177 679 5 11/25 K126k (R)IAEVGSPVEDNEKDLVk(L) 1973.0590 114.0560 6.2 40736.9/4.68 HUMAN  P55036 26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=1
3 324 560 3 17/125 M409m K401k (K)LLAQKAAEAEQEmMQRIK(A) 1957.0535 130.0614 11.3 69690.6/6.11 HUMAN  P35240 Merlin OS=Homo sapiens GN=NF2 PE=1 SV=1

Detailed Results

# N MH* MH* MH*  Protein N Di
Rank Score ?,Z; BCS Unmatched Vas?'zlzle Sequence Calculated Error Error MWipl Species ;s:on M:‘ :e'gj:' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1510 732 7 9/25 K122k (R)II|A|F|V/G S/IPVE D N E k D/L/V K (L) 1973.0590 114.0560 6.2 40736.9/4.68 HUMAN  P55036 530917  26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=1

Fragment-ion (miz) |70.062 [84.075 [86.094 [120.079 [191.116 [199.180 [219.108 [227.171 [246.182 [298.210 [359.269 [364.199 [445.273 [a68.249 [700 3562 [744.378 \772 375%2 [773.389*2 [813.411 [821.923 [822.405 [go5.456*2 [930.980 [031.461 [1399.689

Frac. Inten.(% of TIC) | 2.66 2.25 2,94
Rel. Inten.(% of BP) | 16.41 13.84 18.15
Score -0.16 1.50 -0.18
lon-type y13
Delta ppm 115

Reset
l, —
Back
2 315
n
+ Grow
2 Yis e
J 5 a2 =2 v, || Shrink
Il]i,u 1 |
200 80 800 1000 1200 1400
——— Labels
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Result Summary

# mMH* MH* MH*  Protein Accession
Rank Score (q/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1720 723 10 6/25 K40k (R)LQAQQDAVNIVCHSKTR(S) 1968.0080 114.0582 7.3 40736.9/4.68 HUMAN  P55036 26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=1
Detailed Results
N MH* MHY MHT  Protein N D
Rank Score ,, , BCS Unmatched Var_lable Sequence Calculated Error Error MWipl Species Accession MS-Digest Protein Name
(/) sites # Index #
for ©a (@2 (pem) (O3
1 17.20 723 10 6/25 K40k  (R) L Q\A\Q Q D\A/V/N/I/V/C H/S k T/R (S) 1968.0080 114.0582 7.3 40736.9/4.68 HUMAN  P55036 530917

268 proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens GN=PSMD4 PE=1 SV=1

Fragment-ion (m/z) |70.065 72.081 (84.044 |84.080 (86.096 [110.070 {120.078 [129.101 |136.076 [175.120 |200.136 [233.126 |242.147 [313.179 (327.204 |406.199 |451.722*2 |501.257*2 |557.794 |605.340 |614.817*2 |664.352*2 |684.343 (902.420 |1001.497

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
2. 11e+3 Back
100.5% —
sd0
y;z Grow
1381 2001 R s 42 ¥, ]
7 Yo e Y7 Shrink
o I O | |
- I Il I T T |I T T
200 400 600 BOO 1000
(o) Labels
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Result Summary

+

MH MH®  MH®  Protein Accession
Rank Score (,,/) BCS Unrmtched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (pa) (ppm)  (Da)
1 1270 605 6 10/25 K119k (R)AIAYLFPSGLFEKR(A) 1611.8893 114.0598 9.8 45835.1/9.54 HUMAN  P82933  28S ribosomal protein S9, mitochondrial 0S=Homo sapiens GN=MRPS9 PE=1 SV=2
Detailed Results
# MH* MH* MH*  Protein . Di
Rank Score (,,/) BCS Unmatched Variable sites C Error Error MWipl Species ﬁcce;slon MI?“?QI)Q(;S‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1270 60.5 6 10/25 K119k (R)A INA Y L/F/P/S G L F E/K/R (A) 1611.8893 114.0598 9.8 45835.1/9.54 HUMAN  P82933 696951  28S ribosomal protein S9, mitochondrial OS=Homo sapiens GN=MRPS9 PE=1 SV=2

Fragment-ion (m/z) |62.009 (70.065 84.082 |86.095 [87.100 {120.077 136.077 [157.131 |175.120 [185.130 |235.110 [348.204 357.225 [396.227 (417.243 (466.206 |489.601 |524,283*2 (541.952 |507.818%2 |692.402 [707.357 [950.515 |1047.543 |1194.603

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
o 1
2 ] Back
100.% —
6924
2
Y s 4 Grow
e by ] L
{ I TR [ ==
200 400 800 800 1000 1200
——— Labels
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Result Summary

+ + + i
Rank Score ?,Z)I BCS Unma(*ched Variable sites Sequence Calzll:ated g.':,, éw:or F;;Iz\t;;r Species Acce:sion Protein Name
o (Da) (Da)  (ppm)  (P3)
1 1075732 8 10/25 K135k (K)LIEGLPEKVLSLVDDPR(N) ~ 1893.0692 114.0529 5.0 48117.7/8.83 HUMAN Q9BZE1 39S ribosomal protein L37, mitochondrial OS=Homo sapiens GN=MRPL37 PE=1 SV=2
2 592 555 1 13/125 M87m (K)ALLEGLHmMLLTQKDRPR(R) 1991.1219 16.0002 2.6 55134.5/8.83 HUMAN Q5VWM6 PRAME family member 13 OS=Homo sapiens GN=PRAMEF 13 PE=3 SV=1
2 592 555 1 13/25 M87m (K)ALLEGLHMLLTQKDRPR(R) 1991.1219 16.0002 2.6 49433.8/8.70 HUMAN Q5SWL7 PRAME family member 14 OS=Homo sapiens GN=PRAMEF 14 PE=2 SV=1
2 592 555 1 13/125 M87m (K)ALLEGLHmMLLTQKDRPR(R) 1991.1219 16.0002 2.6 55162.5/8.93 HUMAN 095521 PRAME family member 1 OS=Homo sapiens GN=PRAMEF 1 PE=2 SV=2
2 592 555 1 13/125 M87m (K)ALLEGLHMLLTQKDRPR(R) 1991.1219 16.0002 2.6 54872.0/8.12 HUMAN 060811 PRAME family member 2 0S=Homo sapiens GN=PRAMEF2 PE=2 SV=2
Detailed Results
+ + + "
Rank Score ?,Z)I BCS Um:\a(*ched Va;l;ita:;le Sequence Calr:llated é‘,:,, g?or F;;;\t”e';:l Species N:ce;sion M:I::S;St Protein Name
ons (Da) (a) (ppm)  (P3)
1 1075 732 8 10/25 K135k (K)L INE\G\L\P E k V L/S/L V/D D/P R (N) 1893.0692 114.0529 5.0 48117.7/8.83 HUMAN Q9BZE1 636953 39S ribosomal protein L37, mitochondrial OS=Homo sapiens GN=MRPL37 PE=1 SV=2

Fragment-ion (m/z) |70.066 [84.046 |84.080 86.096 87.053 [116.080 [120.079 [147.047 [199.177 |227.095 (227.172 [272.171 |356.217 |368.271 |413.228 (486.273 |500.284 |502.238 |526.326 (568.314 |573.021*3 [714.377 |741.433*2 (801.410 |881.540

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
)'? pr—
6.1Ba+ a, Back
100.% _—
by
by Grow
¥ e
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147.0 by Ehr* s0s  PERV | Shrink
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Result Summary

# MH* MH* MH*  Protein Accession .
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species . Protein Name
lons (Da) (Da)  (ppm) (Da)
1 931 618 6 1225 K138k K139k (R)SAVPPGADKKAEAGAGSATEFQFR(G) 2392.1892 228.0826 -1.2 18897.9/10.15 HUMAN ~ P46783 40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1SV=1
2 557 551 3 12/25 None (K)QIKDDNQEIASMERQLTDTKEK(l)  2620.2883 -0.0165 -6.3 69239.7/5.73 HUMAN Q96LB3 Intraflagellar transport protein 74 homolog OS=Homo sapiens GN=IFT74 PE=2 SV=1
3 528 560 2 1225 K78k  (K)VSASGTPGTPQSSQRVCSPCTTIK(A) 25062024 114.0693 10.1 37899.555.98 HUMAN ASNCE6 Putative MAGE domain-containing protein MAGEAT3P OS=Homo sapiens GN=MAGEA13P PE=5 SV=1
4 509 520 3 13/25 None (K)EKTDTLQREMSAIEQNDDKIQK(L) 2620.2883 -0.0165 -6.3 69239.7/5.74 HUMAN RQ96LB3 REVERSE Intraflagellar transport protein 74 homolog OS=Homo sapiens GN=IFT74 PE=2 SV=1
5 390 518 3 12/25 None (K)TVAPPTHISESAMFESFSQLLAEK(K) 2620.2963 -0.0246 -9.4 191100.8/5.74 HUMAN RQ9P1Z9 REVERSE Uncharacterized protein KIAA1529 OS=Homo sapiens GN=KIAA1529 PE=1 SV=2

Detailed Results

+ + + i
Variable MH MH MH Protein N Accessnon MS-Digest Protein Name
ite:

Sequence Calculated Error Error ~ MWIpl  Species Index #

Rank Score BCS Unmatched
lo (Da) (Da)  (ppm) (Da)

("/)
K138k

1 931 618 6 12/25 K139k

(RISAVIPPGADkkAEAGAGSAT/EIF/IQF R (G) 23921892 228.0826 -1.2 18897.9/10.15 HUMAN  P46783 663631  40S ribosomal protein $10 OS=Homo sapiens GN=RPS10 PE=1 SV=1

Fragment-ion (m/z) (70.066 (72.082 |86.095 [102.053 [131.081 [159.076 [203.108 [258.143 [450.242 587.044*2 |587.278%2 |597.314 |661.329 |661.824 (726.350 (733.352*2 750 045+3 760.366 |768.886 ‘731 374%3 ‘na 372%3 ‘310 395*2 (827.394 ‘874 899%2 ‘383 900*2

Nature Biotechnology: doi: 10.1038/nbt.1654
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Frac. Inten.(% of TIC) 254 845 1446 300 535 326 381
Rel. Inten.(% of BP) 2040 17.57 5843 | 10000| 2076| 3699 | 2253| 2635
Score 0.50 018 0.50 150 021 150 -023| -026
lon-type y20-H20"3 y21-H20™3 | g3 6
Delta ppm 218 85| 154 122
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Result Summary

# MH* mMHY  MH* Protein .
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Am:e:slon Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 1075 69.7 5 8/25 K43k (K)KGLTPSQIGVILR(D) 1381.8526 114.0431 0.1 17222.4/10.53 HUMAN ~ P62277  40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=2
Detailed Results
# MH* MHY  MHY Protein . i
Rank Score (S,,Z)I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Pcce:slon Mi::g;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1075 69.7 5 8/25 K43k

(K)k G L\T P S/Q/I/G V/I L R (D) 1381.8526 114.0431 0.1 17222.4/10.53 HUMAN P62277 668175  40S ribosomal protein S13 OS=Homo sapiens GN=RPS13 PE=1 SV=2

Fragment-ion (m/z) |70.065 [72.076 (84.079 [86.096 101.067 [129.104 |132.076 [157.095 |158.003 [270.175 [312.203 [349.198 (384.250 [401.295 |413.255 (469.305 |514.205*2 [519.303*2 |521.761*2 |557.371 583.337 |g05.785*2 (670.468 (781.485 |798.516

[Frac. Inten.(% of TIC) Inten.(% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
s
6.14e+2 Pack
100.% _—
Grow
LTP 5143 %s
¥y b, 483 g | 8 ¥ Shrink
il I I | |
| Ly 1o |
T T T ¥ T T T T
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Result Summary

# MH* mMHY  MH* Protein .
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Am:e;slon Protein Name
o]
(Da) (Da)  (ppm) (Da)
1 1488 743 9 6/25 K50k (R)TLQYKLLEPVLLLGK(E) 1728.0670 114.0515 4.6 16445.4/10.21 HUMAN  P62249 40S ribosomal protein $16 OS=Homo sapiens GN=RPS16 PE=1 SV=2
Detailed Results
# MH* MH*  MH*  Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species A‘:ce:s'on Mf“?;g;ﬁ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1488 743 9 6/25 K50k

(R) T L\Q\Y k L\L/E/P V/L/L/L/G K (E)  1728.0670 114.0515 4.6 16445.4/10.21 HUMAN P62249 672877  40S ribosomal protein $16 OS=Homo sapiens GN=RPS16 PE=1 SV=2

Fragment-ion (m/z) |70.063 72.078 (84.077 |86.096 [101.073 |169.128 |187.143 188.142 [197.127 [204.141 |215.136 [227.183 |310.206 [317.222 |343.199 (370.254*2 |372.717*2 [430.304 |439.231 |543.387 |739.510 750.382*2 |306.464™2 [861.462 |868.558
Frac Inten.(% of TIC) X & .
Rel. Inten.(% of BP) . . . .
Score
lon-type
Delta ppm
Reset
B.30e+2: Back
100.%  —
7
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.o 1 ¥, Grow
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Result Summary

SPI # MH* MH*  MH* Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1404730 7 624 K19k (R)VIEKYYTR(L) 1184.6674 114.0518 6.8 15550.2/9.85 HUMAN P08708  40S ribosomal protein $17 OS=Homo sapiens GN=RPS17 PE=1 SV=2
2 442 512 1 1124 None  (R)VGGTGGAVSELVPR(S) 1298.7063 0.0129 9.9 102048.7/5.28 HUMAN Q9Y5H7 Protocadherin alpha-5 OS=Homo sapiens GN=PCDHAS PE=1 SV=1
2 442 512 1 1124 None  (R)VGGTGGAVSELVPR(S) 1298.7063 0.0129 9.9 102716.2/4.93 HUMAN QOUN73 Protocadherin alpha-6 OS=Homo sapiens GN=PCDHAG PE=1 SV=1
Detailed Results
# MH* MHY  MmHY Protein . o
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon M:}(:Z:;g;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1404730 7 624 K19k (R)V T11/E/k/¥/¥/T/R (L) 1184.6674 114.0518 6.8 15550.2/9.85 HUMAN PO8708 337184  40S ribosomal protein §17 OS=Homo sapiens GN=RPS17 PE=1 SV=2
Fragment-ion (miz) 70.065 [72.081 [84.080 [86.096 [87.053 [87.099 [110.070 ‘112.086 [129.102 [136.075 [141.102 [175.121 ‘185.166 [199.179 [213.160 ‘215.138 [243.142 [276.165 [439.233 [543.787*2 [602.203 [787.407 [844.434 [o73.475
Frac. Inten.(% of TIC) 345 230[ o006| o011] o18[ 327 727 1052 263 436 310 262[ 612 ssa 379 875 330 449 510
Rel. Inten.(% of BP) 1943 | 1294| 034 060| 099| 1842 4093| 5028 | 1481| 2456| 1746| 1477 | 3447 | 4979 | 2132| 4926| 1856| 2531| 2873
Score 016| -011| 033| 020| 100| -015| 150 050| -0.12| 050 050| 075| 150| 150 150| 150 -015| 150| 150
lon-type R | RKQ Y 3%l a2 b2 | IE-28 IE y2 y3 W+2 y4 ¥5 ¥6
Delta ppm 65| 11| 73 17| -8 40| 17| 266| -66| 76 s 08 29| 15
Reset
2
9. 74e+2 v 9 Back
50.3% & 8 —
Y
2
b +2 s
2 y. Grow
[1=::] 7 7874
| Shrink
] v — T ¥ 7 T ¥
200 300 400 500 &00 700 BRoQ 500
) Labels
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SPI

#
Rank Score ! BCS Unmatched Variable sites
Ll

(%) lons

1 1447 640 8 825

K18k

Sequence

+

(Da)

MH*  mH*
Calculated Error

Error
(Da)  (ppm)
(K)EVADGIFKAELNEFLTR(E) 1970.0382 114.0681

Protein
MWi/pl

Result Summary

Species

12.1 26688.5/9.68 HUMAN

P23396  40S ribosomal protein S3 0S=Homo sapiens GN=RPS3 PE=1 SV=2

SPI

Rank Score )

1 14.47 640 8 8/25

#
BCS Unmatched Variable sites
lons

Sequence

(K)F VIA D G I/F k/A/E L/N/E/F/L T R (E)

MH
Calculated
(Da)
1970.0382 114.0681

+

Detailed Results

MH*  mH*
Error
(Da)  (ppm)

Error

12.1 26688.5/9.68 HUMAN

Accession MS-Digest
# Index #

683973

Protein Name

40S ribosomal protein S3 0S=Homo sapiens GN=RPS3 PE=1 SV=2

Fragment-ion (miz) [70.063 [72.080 [84.079 [86.095 [120.079 [141.068 [158.089 [219.149 [220.151 [230.147 [247.145 [357.184 [389.248 [514.311 [536.317 [585.348 [665.360 [741.304*2 | 746.385 [779.413 [g84.490" [919.465"2 [948.559"2 [1021.540 [1092.582
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Frac. Inten.(% of TIC) 575 458 3.96 9.90 257 3.03 457
Rel. Inten.(% of BP) 4744|3756 3247 81.26 2106 | 2485 3754
Score 1.50 0.75 0.32 1.50 -0.21 1.50 1.50
lon-type y11*2 | ELNEFL yi5*2 ¥8 ¥9
Delta ppm 156.5 81 86 12.4
Reset
)
1.308+3 2 Back
100.% Y15 |
5853
5143 )
NH, 1
YN by ELNEFL 25 i Grow
LNE 2485 g )
| | T Ys | | Shrink
. I L 1L .
200 400 600 800 1000
Wass (mfz) Labels
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Result Summary

S # MH* MH®  MH*  Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
fo
lons (Da) (Da) (ppm) (Da)
1 17719 775 6 6/25 K197k (K)IMLPWDPTGKIGPK(K) 1552.8556 114.0526 5.8 26688.5/9.68 HUMAN  P23396 40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=2
2 1531738 6 8/25 K201k (K)IMLPWDPTGKIGPk(K) 1552.8556 114.0526 5.8 26688.5/9.68 HUMAN  P23396 40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=2
Detailed Results
# MH* MH*  MH* Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:sm" MI?‘dDe'ges‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 17.79 775 6 6/25 K197k (K) 1 M|L/P/W/D/P T G k/I G P K (K) 1552.8556 114.0526 5.8 26688.5/9.68 HUMAN P23396 683973

408 ribosomal protein S3 0S=Homo sapiens GN=RPS3 PE=1 SV=2

Fragment-ion (m/z) ’m 84.079 |86.097 [87.096 (125.074 [159.088 [169.135 [171.107 |199.177 [217.135 |245.131 |256.149 {284.149 (300.185 |399.159 (414.275 |456.264+2 |500.214 |611.340 |655.346+2 [711.882 712.396 (911.523 [1026.554 [1212.631

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
131043 Back
100.% _—
a, +2
ML28 Y14
180.1 WDP Y -
1 k, 712.4
PW 2 ¥ )
1251 18] g S H] Y10 Shrink
1 1
| 1 11 1
= T T T T
200 400 600 800 1000 1200
Wass (miz) Labels
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Result Summary

* MH" MH®  MH* Protein Accession "
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2140 805 8 625 K90k (R)EGFPEGSVELYAEKVATR(G) 2000.0124 114.0588 7.5 26688.5/9.68 HUMAN  P23396 40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=2
2 424 513 2 16/25 M1m (-)mSVVGIDLGFLNCYIAVAR(S) 2098.0824 15.9888 -2.9 94487.0/5.63 HUMAN 095757 Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=2
3 324 513 0 15/25 Kd24k (K)EFGWPLEKAYNYVKQK(R)  2000.0276 114.0435 0.3 115511.7/5.87 HUMAN Q8WYLS5 Protein phosphatase Slingshot homolog 1 OS=Homo sapiens GN=SSH1 PE=1 SV=2
3 324 513 0 15/25 K418k (K)EFGWPLEKAYNYVKQK(R)  2000.0276 114.0435 0.3 115511.7/5.87 HUMAN Q8WYLS5 Protein phosphatase Slingshot homolog 1 OS=Homo sapiens GN=SSH1 PE=1 SV=2
3 324 513 0 15/25 K426k (K)EFGWPLEKAYNYVKQK(R) ~ 2000.0276 114.0435 0.3 115511.7/5.87 HUMAN Q8WYL5 Protein phosphatase Slingshot homolog 1 OS=Homo sapiens GN=SSH1 PE=1 SV=2
Detailed Results
+ + + i
Rank Score ?,Z)' BCS Unm:tched Variable sites Sequence c;,.mated gl,:,, 2",':,,, mf;?' Species Mcejs"’" Mﬁ:‘f?’ Protein Name
lons (Da) (Da)  (ppm) (Da)
21.40 80.5 6/25 K90k (R)F/GIF/P E G S V/E L/Y/A/E k V/A T R (G) 2000.0124 114.0588 7.5 26688.5/9.68 HUMAN P23396 341987  40S ribosomal protein S3 OS=Homo sapiens GN=RPS3 PE=1 SV=2

Fragment-ion (mi/z) 70.066 86.098 [120.079 [136.075 [199.177 [205.004 |227.168 (347.204 |371.178 \444 759*2 \445 264*2 [526.209 \533 313%3 ‘ 599.278 [637.334 [679.200 | 712354

817.458 [ 872.926"2 ‘531,945*2 888.486 ‘955,519*2 [o84.002*2 [1051.552 ‘1293.597
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Frac. Inten.(% of TIC) 12.07 462 221 232[ 270 218 313 349 340 274
Rel. Inten.(% of BP) 47.85 1830 877 9.20| 1068 862 12.41 1384 | 1346| 1087
Score 1.50 018 | -0.09 075| 150 0.50 1.50 150 | 150|150
lon-type 5™ PEGSVEL ¥6 ly15-H20%2 vie2| w2 8 vio
Delta ppm 154 27| 70 217 343 5.2 07| 133
L Reset
1.550+3 B Back
100.%
+3
s Grow
b, v, 4462 +2 .
J PEGAVEL Y7 i Shrink
¥ b | 1
5 | | [ Ll ]
} T 1 T T T
200 400 800 800 1000 1200
Mass (miz) Labels
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Result Summary

# MH* MHY  MmHY Protein .
Rank Score (saz; BCS Unmatched Variable sites C Error Error MWipl Species Mce:slon Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1037 60.6 7 10/25 K142k (R)TLTAVHDAILEDLVFPSEIVGKR(l) 2523.3817 114.0229 -7.6 22127.0/10.09 HUMAN  P62081 40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=1
Detailed Results
# . MH* MHY  MH* Protein . .
Rank Score ?,Z; BCS Unmatched v:ri't:t:e Sequence Calculated Error Error MWipl Species Acce:sm" Mﬁi’g?‘ Protein Name
(Da) (Da) (ppm)  (Pa)
1 1037 606 7 10/25 K142k (R)T L T AV HD A\I\L E D\L V/F/P/SE I VG k/R () 2523.3817 114.0229 -7.6 22127.0/10.09 HUMAN  P62081 690005  40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=1

Fragment-ion (m/z) 70.064 72.081 | 84.042 (84.078 (86.095 [86.133 [101.070 [110.070 [120.077 175.116 |187.142 [215.129 227.066 [396.197 \500 278%2 (533.263 \573 336*2 \eas 425%2 [711.930 (809.443 (902.495 (922.490 |999.548 |1146.619 [1279.652

Frac. Inten.(% of TIC) 10.33
Rel. Inten.(% of BP) 86.63
Score -0.87
lon-type
Delta ppm
2 Reset
a, ]
5.15e+2 2 5733 Back
100.% e
¥,
¥ ¥y 8
b,
2271 9 By H0 Grow
3962 3.3 686.4 by 5
| | | 12 Shrink
T - T T - T T
200 400 800 800 1000 1200
Wass {miz) Labels
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Result Summary

# mH* mHt  mH* Protein Accession
Rank Score (o/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1664 765 9 6/25 K49k (R)ELNITAAKEIEVGGGR(K) 1656.8915 114.0555 7.1 22127.0/10.09 HUMAN  P62081 40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=1
Detailed Results
# mH* mHt  wmH* Protein . "
Rank Score (S;)I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Pcce;slon Mﬁj:g‘::t Protein Name
o]
ons (Da) (Da)  (ppm) (Da)
1 16.64 765 9 6/25 K49k

(R)E L N|I/T A A/k/E/I/E/V/G G G/R (K)  1656.8915 114.0555 7.1 22127.0/10.09 HUMAN  P62081 690005

40S ribosomal protein S7 OS=Homo sapiens GN=RPS7 PE=1 SV=1
Fragment-ion (m/z) |72.078 (84.081 (86.096 [136.073 |175.114 |197.131 (215.139 |225.122 228.130 [339.166 (346.185 [357.172 |372.172 |445.252 |451.255 |485.262 |529.786*2 [555.285 [574.301 |606.310 |623.320 |g51.352*2 |687.378 |707.877*2 |816.429
Frac. Inten.(% of TIC)

Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
Ya
7.57e+2 Back
100.% S
Y5
I
b,-HLO ¥
3 7
9 Grow
b1H0 . 6239 w2 H
L Il | INTREN -
! T T - T I -I
200 300 400 500 700 800
a4 Labels
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Result Summary

+

S| # MH MH*  MH*  Protein

Rank Score WP)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon Protein Name
f]
lons (Da) (Da)  (ppm) (Da)
1 1877 932 10 2/25 K128k (K)GAKLTPEEEEILNK(K) 1570.8323 114.0580 8.9 24205.3/10.32 HUMAN ~ P62241  40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=2
2 6.77 632 1 8/25 K81k (K)NLIEEEEPTLKAGK(K) 1570.8323 114.0580 8.9 24205.3/10.32 HUMAN RP62241 REVERSE 40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=2
Detailed Results
# MH* MH*Y  MHY Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites S Calculated Error Error MW/pl Species Acce:smn Mﬁzf?‘ Protein Name
lons (Da) (Da) (ppm) (Da)
1 1877 932 10 2/25 K128k (K) G A K\L\T\P E/E/E/E/1/L/N/K (K) 1570.8323 114.0580 8.9 24205.3/10.32 HUMAN  P62241 691655  40S ribosomal protein S8 OS=Homo sapiens GN=RPS8 PE=1 SV=2

Fragment-ion (m/z) |70.066 [84.080 86.097 [101.067 |102.056 |129.101 [130.085 |147.111 |199.110 |227.105 | 241.085 |259.094 |261.155 [328.231 |356.143 |371.202 |374.244 |457.271 |484.285 |487.334 |585.342 |616.368 | 727.338 |745.413 |874.444

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
b, b, —_—
3 5
o et % PEI Back
100.% i —_—
e kLT ¥
Y 2 282 Ye Grow
Shrink
o) R
o T -y —T T T T
200 00 403 500 BoD TOO 600
eI Labels
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Result Summary

+ + + i
Rank Score ﬁZ)I BCS Unmat#ched Variable sites Sequence cﬁ.’:.:a.ed glr:,r gl:,, mfp‘r Species Accession Protein Name
lons (Da) (a) (ppm)  (Da)
1 143719 3 10/25 K344k K347k (R)VLGFVKVAKEQGAK(V) 1473.8788 228.0951 5.5 53802.2/5.69 HUMAN  P49189  4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens GN=ALDH9A1 PE=1 SV=3
2 918 651 2 12/25 K344k K352k (R)VLGFVKVAKEQGAK(V) 1473.8788 228.0951 5.5 53802.2/5.69 HUMAN  P49189  4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens GN=ALDH9A1 PE=1 SV=3

Detailed Results

# MH* mMH* MH*  Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon MI?"(‘TE;S' Protein Name
lons (Da) (Da)  (ppm) (Da)

5.5 53802.2/5.69 HUMAN  P49189 18407  4-tri yde

1 1143 719 3 1025 K344k K347k (R)V L G F|V k V AJKIE Q G A K (V) 1473.8788 228.0951

OS=Homo sapiens GN=ALDH9A1 PE=1 SV=3

Fragment-ion (m/z) |120.084 [143.122 [171.117 [219.158 |247.152 [273.167 |318.192 |362.184 | 389.268 |417.263 [518.281 |532.293 |546.315 604.323 |631.364 |645.380 |g58,355"2 |675.359 774.427 (928.542 ‘1057 584 ‘1170 681 ‘1285 702 ‘1315 685 ‘1384 766

Frac. Inten.(% of TIC) 26.38

8.35 3.73 6.81 1.67 178
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Rel. Inten.(% of BP) 10000| 3165| 1416| 2582| 634| 675
Score 050| -032| 050| 150| -006| -007
lon-type bg by ¥10

Delta ppm 220 69| -158
Reset
b" —
2. D7 a4l Back
100.% —
LaF 1067.8 Her
¥, b, 1o Shrink
VA a2 y, 6PV s | o |
ol | | | e alil I |
T o T T T
£00 8OO BOC 1000 1200
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Result Summary

# mH* MH* MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (0a)  (ppm)  (Da)
1 1047 612 6 10/25 K292k (R)LKVGLQVVAVK(A) 1153.7667 114.0419  -0.8 61055.0/5.70 HUMAN  P10809 60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=2

Detailed Results

+

# MH MHY MH*  Protein . .
Rank Score (,7; BCS Unmatched Variable sites C Error Error MWipl Species Acce;slon Mli'::g;s' Protein Name
ons (Da) (ba)  (ppm)  (Da)
1 1047 612 6 10/25 K292k (R)L k vV G\L Q/V/V/a/V/K (A) 1153.7667 114.0419 -0.8 61055.0/5.70 HUMAN  P10809 96413 60 kDa heat shock protein, mitochondrial OS=Homo sapiens GN=HSPD1 PE=1 SV=2

Fragment-ion (m/z) |72.081 [84.045 |84.080 86.097 |101.069 |129.099 |130.085 |143.117 |147.111 |170.058 |171.136 |199.146 |246.179 |270.178 |271.159 |310.165 |313.204 |317.213 |327.194 |381.209 |416.284 |427.284 |512.315 |515.355 |624.416

Frac. Inten.(% of TIC) 0.15
Rel. Inten.(% of BP) 0.84
Score
lon-type KQ
Delta ppm
Reset
a
1.020+3 f Back
100.% —
&40
Y.
1 y, Grow
y1-NH 2 .
’|‘(:117n1 w vay 3102 3812 o Y5 Shrink
v
RI
. L1 | I |
T T T T T
100 200 300 400 500
Mess (méz} Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

33



27

Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ons (Da) (Da)  (ppm) (Da)
1 1801 963 9 2/25 K49k (K)AAGVNVEPFWPGLFAK(A) 1702.8952 114.0490 3.3 11514.0/4.26 HUMAN  P05386 60S acidic ribosomal protein P1 OS=Homo sapiens GN=RPLP1 PE=1 SV=1
2 621 59 3 13/25 K3470k (R)IETLSPNNALFEKVK(V)  1702.9374 114.0067 -19.9 514666.7/5.95 HUMAN RQ96JB1 REVERSE Dynein heavy chain 8, axonemal OS=Homo sapiens GN=DNAH8 PE=1 SV=2
3 546 599 2 13/25 K3468k (R)IETLSPNNALFEKVK(V)  1702.9374 114.0067 -19.9 514666.7/5.95 HUMAN RQ96JB1 REVERSE Dynein heavy chain 8, axonemal OS=Homo sapiens GN=DNAH8 PE=1 SV=2
Detailed Results
# MH* MHY  MHY Protein N .
Rank Score (cy) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species PCCE;SIOH Mizg;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 18.01 963 9 2/25 K49k (K)A A G VIN\VIE|P F/W|P G L/F|A/k (A) 1702.8952 114.0490 3.3 11514.0/4.26 HUMAN  P05386 632593  60S acidic ribosomal protein P1 OS=Homo sapiens GN=RPLP1 PE=1 SV=1
Fragment-ion (m/z) |72.082 (86.095 [261.158 [271.175 [299.173 [332.193 |396.197 |413.218 |467.269 |479.261 |484.288 (495.253 |512.284 (623.316 |641.327 |642.323+2 (746.419 (932.498 ‘1053 519 ‘1071 520 ‘1176 621 ‘1287 651 ‘1305 659 ‘1485 737 ‘1518 761
Frac. Inten.(% of TIC) 291 2.05 4.76 14.58 2.18 5.51 1.39 2.87
Rel. Inten.(% of BP) 16.34 11.50 26.70 81.79 12.24 30.91 7.80 16.12
Score 1.50 0.25 0.50 1.50 0.50 1.50 0.50 1.50
lon-type y7 |b10-H20 b1o y9 y10-H20 ¥10 big yi2
Delta ppm 09 27 6.9 11 25| -109 83
Reset
s =
. m Back
100.% H _—
Grow
i bﬂ H,0
| br® v || Shrink
u ]
I 1 | Il II'I. TT 1 I
L T
200 1300
e (miz) Labels
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Result Summary
Pl MH" MH® - MH* Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error ~ MWipl  Species “* ;" " Protein Name
(Da) (Da) (ppm) (D)
1 2091 826 11 7125 K21k (R)YVASYLLAAL GGNSSPSAKDIK(K) 2225.1812 114.0417 -0.5 11665.0/4.42 HUMAN ~ P05387  60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1SV=1
2 17.65 77.0 9 9125 K24k (R)YVASYLLAAL GGNSSPSAKDIK(K) 2225.1812 114.0417 -0.5 11665.0/4.42 HUMAN ~ P05387 60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=1
Detailed Results
# MH* MHY  MH* Protein N 5
Rank Score ?,Z)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species A<°°sSion MSDigest oo yome
lons (Da) (Da)  (ppm) (Da)
12091 826 11 7125 K21k (R)Y VIAIS Y/L/L/A A/L/G G N S S/P S A/k/D/I K (K) 22251812 114.0417 -0.5 11665.0/4.42 HUMAN ~ P05387 632663

60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=1

Fragment-ion (miz) |84.080 (86.095 [136.073 [137.071 [235.144 [236.148 [260.196 [263.140 [334.180 [375.216 [390.212 [417.218 \435 739*2 [601.319*2 [617.360 [504.368"2 [720.323*2 [165.379*2 \321 037*2 [872.484 \m 486*2 (960.498 \1003 524*2 [1030.050%2 [1274.617

Frac. Inten.(% of TIC) 1.96 228 421 355 258 323 929 431
Rel. Inten.(% of BP) Fys 910| 1061 1955 1650 | 1197 15.02 4320| 2005
Score 009 150 | 011 150 017 150 1.50 150 150
lon-type w2 w132 yis*2 192 202 yi2
Delta ppm 143 76 274 74 03| 134
Reset
%
1.28e+3 Back
100.%
2
Y Y20 Grow
b, 2
2 z v +2 )
vl Y Ya *a 1 Yig 12 Shrink
| TEN 1 | 11
r r 1 T ' r
200 400 800 800 1000 1200
Mass (mfz) Labels
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Result Summary

SPI # MH* MH®  MH"  Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
lons (Da) (0a)  (ppm)  (D3)
1 1066 753 6 10/25 K41k (R)LNKVISELNGK(N) 1214.7103 114.0421 -0.6 11665.0/4.42 HUMAN  P05387 60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=1
Detailed Results
# MH* MHY  MHY Protein . i
Rank Score (s,,z; BCS Unmatched Variable sites S C Error  Error MW/pl Species Acce:slon Mli‘?elg?:t Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1066 753 6 10/25 K41k (R)L N\k\V|I/s E L/N/G K (N) 1214.7103 114.0421 -0.6 11665.0/4.42 HUMAN  P05387 632663  60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=1

Fragment-ion (miz) |69.071 (70.065 [72.081 [84.081 [85.086 [86.097 [87.056 ‘110.072 ‘129.103 130.088 [141.102 [173.124 [204.134 ‘228.135 271473 [301.149 ‘314.211 318176 [319.186*2 [413.246 [453.254 ‘470.257 569.346 ‘647.335 ‘760.425

Nature Biotechnology: doi: 10.1038/nbt.1654
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Frac. Inten.(% of TIC) 246 200 211[ 267 253 341 860 351
Rel. Inten.(% of BP) 6.21 505| 533| 673| 638 861 21.72| 8386
Score -0.06 0.75 -0.05 0.50 -0.06 -0.09 1.50 1.50
lon-type b2 y3-NH3 ¥6 y7
Delta ppm 35 -4.5 -1.5 6.8
0.2
Reset
a
2.34e+3m 1] Back
100.% —
Grow
¥
s )
¥, NH, ¥ 32 g o ¥ Shrink
[ T 1 111 |\,|_'|‘§J1 - - 1
v T T
100 200 400 500 800 700
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Result Summary

# mMH* MH*  MH Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species “““%/S°" Protein Name
lons. (Da) (Da)  (ppm) (Da)
1 1722 817 9 8125 K61k L ) 4012.0986 114.0404 -0.6 11665.0/4.42 HUMAN  P05387 60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=1
Detailed Results
+ + + i
MH MH'  MH"  Protein ) Acoessuon MS-Digest .
Calculated Error Error MWl Species Index# Frotein Name
(Da)
632663 60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=1

Variable s
equence
(Da) (Da)  (ppm)
(KNITEDWIAQGIGKLASWPAGGAVAVSAARGSA/A/PAAGSA/PAAAEEK (K) 40120986 114.0404 -0.6 11665.0/4.42 HUMAN ~ P05387
*2 |g73.450*2 |930.448 1025.472 |1169.573 |1202.607*2 [1235.639*2 |1240.603 ‘|za7 653*2 [1552.752 |1722.938
6.40 ¥

BCS Umrm:hsd -
sites
lons
szn 521*2 715.357 |754.418 |767.864 |776.879*2 |803.936 (812.425 (843.405 | 852 972%2
: . 62.15

Rank Score (,/)
6.96
1.50

Ké1k
67.59
+2

1 1722 817 9 8125
[ Fragmention (miz) [169.095 [240.134 [295.136 [384.183 [571.260 [585.290"2
Frac. Inten.(% of TIC) 272
Rel. Inten.(% of BP) 26.39
Score -0.26 025
lon-type b16-H202 29
Delta ppm 48 -1.6
= Reset
2 Vig o
8.850+2 bt i Back
1005% y
10 +2
bed
2 K Grow
GSAPA ha +2
n sag 8785 | e oy e 16 -
Lol bl il Ll | =
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Result Summary

# MH* MH* MH*  Protein .
Rank Score ?;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Pcce:slon Protein Name
/o)
lons (Da) (Da)  (ppm) (Da)
1 1661 734 8 8/25 K169k (RIWFQQkYDGIILPGK(-) 1692.9108 114.0524 5.3 20252.5/9.64 HUMAN  P62913 60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=2

Detailed Results

# MH* MHY  MH' Protein . D
Rank Score ﬁ;: BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon le‘:e'g;s' Protein Name
fo
lons (Da) (Da)  (ppm) (Da)
1 16.61 734 8 8/25 K169k (R)W F\Q Q k Y/D/G 1/1/L/P/G/K () 1692.9108 114.0524 5.3 20252.5/9.64 HUMAN P62913 585835  60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=2

Fragment-ion (m/z) |84.044 [84.080 (86.096 |129.099 [130.071 [136.076 |147.110 [159.090 (170.059 187.140 |204.132 [234.123 |284.202 |289.133 [301.185 (306.158 |334.155 (414.266 (527.347 (543.307 |573.232 697.457 |719.928*2 |728.308%2 (812.494

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
Yy =
s Back
100.% —
Grow
Y, ¥
1704 M1 ae] by 4 by 7 Yo Shrink
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T T T T T T T
200 0 400 400 L 700 800
L) Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

38



32

Result Summary

# MH* MH* MH*  Protein .
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce:slon Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 1191 738 9 8/25 K38k (R)AAKVLEQLTGQTPVFSK(A) 1817.0167 114.0478 2.5 20252.5/9.64 HUMAN  P62913 60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=2
Detailed Results
MH* MH*  MH*  Protein i .
Rank Score (s,,z; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce:swn MI?‘ z?;St Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1191 738 9 8/25 K38k (R)a A k\V L\E\Q L|T/G Q/T/P\V/F/S K (A)  1817.0167 114.0478 2.5 20252.5/9.64 HUMAN P62913 585835  60S ribosomal protein L11 OS=Homo sapiens GN=RPL11 PE=1 SV=2

Fragment-ion (m/z) 84.079 |86.097 |101.068 [129.064 [129.101 131.084 [197.128 [230.617 [234.146 |235.138 [289.171 [328.191 (381.208 [385.220 |418.234 (465.733 |470.259*2 |484.277*2 |531.287*2 [577.337 |597.357 (678.373 |726.408 |863.461 |964.496

[Frac. Inten.(% of TIC) (% of TIC) | 0.18 0.20 291
Rel. Inten.(% of BP) | 157 174 25.20
Score 0.50 -0.25
lon-type QK QK
Delta ppm -26.1
Reset
¥,
Y, ]
3.386+2 3 Back
100.% ¥g Yo —
% s
¥ M8z " Grow
3282 2 b
IR T
T T T T T T T T
200 300 400 500 600 700 800 900
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Result Summary

SPI # MH* MH®  MH* Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
ons (Da) (Da)  (ppm) (Da)
1 1500 707 11 8/25 K140k (K)EEEVILIDPFHKAIR(R) 1845.0422 114.0520 4.6 24146.2/11.62 HUMAN  P61313  60S ribosomal protein L15 OS=Homo sapiens GN=RPL15 PE=1 SV=2

Detailed Results

# MH* MH*  MmHY Protein . .
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:sm" MI?“?e'fis' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 15.00 70.7 11 8/25 K140k (K) F F\E\V\I/L I/D/P/F/H/k/A I/R (R) 1845.0422 114.0520 4.6 24146.2/11.62 HUMAN P61313 590423  60S ribosomal protein L15 OS=Homo sapiens GN=RPL15 PE=1 SV=2

Fragment-ion (m/z) |70.064 (86.096 |110.074 [120.078 [121.081 |175.121 [267.141 [295.144 (359.237 |369.708 |370.225 |424.187 |434.775*2 [435.271 |443.244 |498.945 |523.245 |537.267 |549.290 |599.302 |601.380 |605.831*3 |662.365 |738.448 [982.538

Frac. Inten.(% of TIC) 6.98
Rel. Inten.(% of BP) 81.47
Score 0.50
lon-type b3
Delta ppm =31
Reset
2 Ya
2.02e+2: 5 Back
3 —
100.% yoo, ¥rrg
N b b, 5 ¥ Y,
. 408.9 .8 o Grow
10
| | | Shrink
T T — T T
200 300 400 500 700 800 200
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Result Summary

SPI # : " MH* MH® - MH* Protein ;. Accession "
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lo (Da) (Da)  (ppm) (Da)
1 1085 636 6 11/25 K13k (R)YSLDPENPTKSCK(S) 1538.7155 114.0567 8.3 21397.2/10.18 HUMAN  P18621 60S ribosomal protein L17 OS=Homo sapiens GN=RPL17 PE=1 SV=3
2 8.97 588 5 12125 K16k (R)YSLDPENPTKSCK(S) 1538.7155 114.0567 8.3 21397.2/10.18 HUMAN  P18621 60S ribosomal protein L17 OS=Homo sapiens GN=RPL17 PE=1 SV=3

Detailed Results

s # mMH* MHY  wmH* Protein

Rank Score (07; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Pcce;slon MI?‘-(‘[:?;St Protein Name
fo
lons (Da) (Da)  (ppm) (Da)
1 10.85 63.6 6 11/25 K13k (R)¥ s L/D/P E/N/P/T k/S C K (S) 1538.7155 114.0567 8.3 21397.2/10.18 HUMAN P18621 593383  60S ribosomal protein L17 OS=Homo sapiens GN=RPL17 PE=1 SV=3
Fragment-ion (m/z) |70.064 (72.077 |86.093 (87.055 |136.075 |137.075 |148.038 [185.114 |189.086 [201.111 |223.104 [309.188 |327.152 [341.140 |394.167 |410.200 (443219 |455.215 ‘579_252*2 ‘537_779*2 ‘(;45,259+2 ‘-,19,315+2 737.380 |834.407 (948.441
Frac. Inten.(% of TIC) . . . A . . . . A . . 3.40 5.38 3.87 10.31 12.53 5.59 2.96 3.08 7.01 3.32
Rel. Inten.(% of BP) 27.11| 4298 | 30.92 82.27 100.00 44.59 23.62| 2463 | 5596 | 26.53
Score -027 | -043 0.75 0.50 1.50 1.50 -0.24 1.50 1.50 1.50
lon-type LDPE yg—NHa*Z yg+2 y1o+2 y5 ¥6 y7
Delta ppm 06 247 10 71 254 -8.5 -16.5
.2 Reset
¥g
367042 - 42 Back
100.% L
a
2
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443.2 10
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308.2 " ¥g ¥ §
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Result Summary

s # MH* mMHY  MH* Protein

Rank Score (,,/P)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon Protein Name
/o)
lons (Da) (Da)  (ppm) (Da)
1 1594 87.0 11 4/25 K119k (R)AGGKILTFDQLALDSPK(G) 1773.9745 114.0475 2.4 21634.6/11.73 HUMAN Q07020 60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=2
Detailed Results
MH* MH*Y  MmH* Protein N o
Rank Score (S,,/P; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon Mﬁzsj‘s‘ Protein Name
o
ns (Da) (Da)  (ppm) (Da)
1 1594 87.0 11 4/25 K119k (R)a G\G k\I\L\T\F/D Q|L A/L/D/S/P K (G) 1773.9745 114.0475 2.4 21634.6/11.73 HUMAN Q07020 594913  60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=2

Fragment-ion (m/z) |70.065 84.080 |86.096 [101.069 |120.079 |129.063 |221.128 |244.093 |244.165 (331.192 |364.147 |413.257 |425.272 |428.223 |446.228 |508.280 | 541.305 |559.311 |654.386 |737.424 |743.429 |755.439 |854.532 |986.511 |1145.590
Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
Uy
5.380+2 . Back
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| Shrink
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Result Summary

SPI # MH* MH"  MH" Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species “ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1572 794 8 5/25 K152k (R)LAPDYDALDVANKIGII(-) 1800.9742 114.0563 7.0 17695.1/10.44 HUMAN  P62750 60S ribosomal protein L23a OS=Homo sapiens GN=RPL23A PE=1 SV=1
Detailed Results
# mMH* MHY  mH* Protein . .
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce;slon Mag;g;st Protein Name
lons (0a) (a) (ppm) (D3
1 1572 794 8 5/25 K152k (R)L A/P D Y D\A\L|D V\A/N k/I G/I I () 1800.9742 114.0563 7.0 17695.1/10.44 HUMAN P62750 603145  60S ribosomal protein L23a OS=Homo sapiens GN=RPL23A PE=1 SV=1

Fragment-ion (m/z) |70.066 [86.096 |157.132 |171.112 |213.085 |245.179 |415.293 |428.217 |491.180 |526.341 541.307 (640.371 | 675.295 |711.418 | 746.333 (771.467 |790.327 |843.513 |859.421 ‘395 945*2 (889.393 ‘922 432*2 (924.629 ‘1056 599 ‘1073 511
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Frac. Inten.(% of TIC) [ 573 3.29 4.28
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Result Summary

# MH* mHY  MH* Protein .
Rank Score ﬁ’Z)I BCS Unmatched Variable sites S C Error Error MWi/pl Species kce:S'on Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1593 683 7 6/24 K12k (K)VELCSFSGYKIYPGHGR(R)  1969.9589 114.0637 10.0 17779.1/11.26 HUMAN  P83731 60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=1
2 339 555 0 11/24 None (R)LQAAQSDLGPDREVQTVEK(T) 2084.0618 -0.0393 -18.8 231619.2/6.57 HUMAN RQ92817 REVERSE Envoplakin OS=Homo sapiens GN=EVPL PE=1 SV=2
Detailed Results
# . MH* MHY  MH* Protein . Di
Rank Score ?,Z)I BCS Unmatched Vas:;:zle Sequence Calculated Error Error MW/pl Species Pcoe:slon Mi(z‘g?‘ Protein Name
ot (Da) (Da)  (ppm) (Da)
1 1593 683 7 6/24 K12k (K)V E|L C s F S/G Y k/I/Y P/G H/G/R (R) 1969.9589 114.0637 10.0 17779.1/11.26 HUMAN  P83731 605091  60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=1
Fragment-ion (m/z) |70.065 (72.080 |73.085 84.081 [86.094 [102.054 [120.080 [133.046 [136.075 [175.114 |183.114 [201.123 |225.118 [229.117 [232.138 [274.116 (352.174 [395.132 ‘421_213+3 426.219 ‘524.285 ‘519_318+3 ‘686.340 799.417
Frac. Inten.(% of TIC) | 0.00 | 0.80| 4.17 | 20.00 0.16. 0.24 4.52 0.23 2.88 3.66 3.65 7.83 4.29 3.04 . 3.38 3.89 3.06 7.52
Rel. Inten.(% of BP) 0.02 | 4.01 | 20.83 |100.00 0.80 1.21 22.59 1.15| 14.42 18.28 1826 | 39.16 | 21.43 15.19 16.88 19.44 1629 | 37.62
Score 020 | 050| -0.16 | -0.75 1.00 1.00 | -0.17 1.00 150 | -0.14 -0.14 0.50 1.50 0.75 1.50 -0.15 1.50 1.50
lon-type PR al E F Y v b2 y2 Lc y10*? yis*3 ¥
Delta ppm 04| 218 74| 40 87| -306 86| -113| 277 150 56| AT
0.50
v
-6.6
Reset
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3% 2 b e
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183.1 ¥yHy 1 5243 - .
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|| Shrink
T ™ T — T T
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Result Summary

SPI MH* MH"  MH* Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Protein Name
o
on (Da) (0a) (ppm) (D2
1 1072 663 5 924 K27k (R)TDGKVFQFLNAK(C) 1367.7318 114.0513 5.6 17779.1/11.26 HUMAN ~ P83731 60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=1
Detailed Results
# MH* MHY  wmH* Protein . D
Rank Score S;PI BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Accession MS-Digest Protein Name
(%) Index #
fon, (a)  (Da) (ppm)  (Da)
11072 663 5 9124 K27k (R)T D G k V\F/Q/F L/N A/K (C) 1367.7318 114.0513 56 17779.1/11.26 HUMAN ~ P83731 605091  60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=1
Fragment-ion (miz) [69.040 [72.079 [74.059 [84.080 [86.095 [101.072 [120.078 [121.087 [129.099 [136.072 [147.111 [189.085 [228.132 [294.150 [305.198 [315.162 [332.187 [340.161 [398.197 [445.248 [592.351 [615.298 [704.366 [720.388
Frac. Inten.(% of TIC) [ 3.14 [ 0.14[ 2324 [ 1.00 017[ 075 378 0414 300 422 299 581[ 414 407[ 351 530 368 319 570 933[ 532[ 301[ 398
Rel. Inten.(% of BP) | 1350 | 0.61[100.00 | 432 074| 324| 1626| 059| 1290 | 18.17 | 12.88| 25.00| 17.83| 17.52| 1509 | 22.82| 1582| 1373 | 24.54| 4013 | 22.88 | 1294 | 17.14
Score 0.3 | 050 | 150| 0.50 0.16| 020| -013| 150| 050| 075/ -0.18| -0.18| 050| 150| -0.16| -0.14| -025| 150| 050| -0.13| 1.50
lon-type v a1 KQ KQ RKQ % a2 LN y3-NH3 y3 y5 bs ¥6
Delta ppm -17.7| -302| -8.0 -19.8 228 102 | -158| -148 -133| 182 99| -209 215
yH+1
-15.4
Reset
2
042y Back
100.% B
¥s Grow
LN v, 2452 5
ko ¥y | 2 388.2 | Y8 Shrink
L 1l 1 Wl g Ll
T T T Y T T T
0o 200 300 400 500 600 700
Mass (miz) Lahels
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Result Summary

+ + + i
MH’ MH MH’ Protein Accession

Rank Score (s,,f)' BCS Unmatched Variable sites Sequence Calculated Error Error ~ MWIpl  Species “*2%'°" Protein Name
lons (Da) (Da) (ppm) (Da)
1 19.09 808 10 8125 K93k  (R)ATGASLADIMAKR(N) 1417.7832 114.0537 7.0 17779.1/11.26 HUMAN ~ P83731 60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=1
2 78 633 5 15125 ~ M36mK4dk (K)LSTmGLIALQAKR(E) 1401.8246 130.0122 -16.7 83638.4/5.65 HUMAN RQ1L5Z9 REVERSE LON peptidase N-terminal domain and RING finger protein 2 0S=Homo sapiens GN=LONRF2 PE=2 SV=2
3 656 524 2 13125 K315k (R)ALAIDAASKSMVK(T) 1417.8083 114.0285 -9.4 62184.1/6.58 HUMAN RQ14194 REVERSE Dihydropyrimidinase-related protein 1 OS=Homo sapiens GN=CRMP1 PE=1 SV=1

Detailed Results

# . MH* MHY  MH* Protein N s
Rank Score ‘S,,Z; BCS Unmatched Vasri":l:e Sequence Calculated Error Error MWipl Species Mce;sm" Mli :e'g;“ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 19.09 80.8 10 825 K93k (R)A I|T G/A S/L/A/D/I/M/A/k/R (N) 1417.7832 114.0537 7.0 17779.1/11.26 HUMAN  P83731 605091  60S ribosomal protein L24 OS=Homo sapiens GN=RPL24 PE=1 SV=1

Fragment-ion (m/z) |74.059 |84.082 |86.096 |87.102 |131.080 |141.101 |157.132 |159.076 |175.116 |185.125 |198.095 [209.128 (300.152 [342.190 (412.219 |417.255 |488.289 |595.313 |619.331 |674.358 |674.856 (732.422 |847.448 |918.488 |1031.566

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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Result Summary

# MH* MH® - MH* Protein Accession "
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error  MWIpl  Species ““*%2%'°" Protein Name
ons (©a)  (Da) (ppm)  (P3)
1 1395 815 5 6/25 K134k (K)AKDQTKAQAAAPASVPAQAPK(R) 20491087 114.0678 115 17752.2/11.67 HUMAN ~ P47914  60S ribosomal protein L29 OS=Homo sapiens GN=RPL29 PE=1 SV=2
2 1301 777 5 7125 K130k (K)AKDQTKAQAAAPASVPAQAPK(R)  2049.1087 114.0678 115 17752.2/11.67 HUMAN ~ P47914  60S ribosomal protein L29 OS=Homo sapiens GN=RPL29 PE=1 SV=2
3 727 585 2 1225 K561k (RIAASSVPNLKKTNAQAAPKPR(K) ~ 2049.1563 114.0202 -10.5 112212.0/6.93 HUMAN ~ Q66K74 Microtubule-associated protein 1S OS=Homo sapiens GN=MAP1S PE=1SV=2
4 455 606 2 12125 K1895kK1901k  (K)KAPPVTKDPSSLKATPGIK(D)  1935.1273 228.0492 -16.9 222658.9/6.15 HUMAN QOUKL3 CASP8-associated protein 2 0S=Homo sapiens GN=CASP8AP2 PE=1 SV=1
5 331 562 1 1325 None  (R)KASDERLTVIGGVPASAPPPGR(E) 21631517 0.0249 115 122676.5/6.01 HUVAN RQOULEQ REVERSE Protein WWC3 OS=Homo sapiens GN"WWC3 PE=2 SV=3
Detailed Results
- + + |
Rank Score (SZ)' BCS Unrm’:ched Variable sites Sequence ;;,-,::.:L.ed éw:o, éw:o, m‘i,li' Species “°e:5i°" le‘;‘[’eigis‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1395 815 5 6125 K134k (KVAKDQTKAQAAAPAS V/P/A Q/A/P K (R)  2049.1087 114.0678 115 17752.2111.67 HUMAN  P47914 610387  60S ribosomal protein L29 OS=Homo sapiens GN=RPL29 PE=1 V=2

Fragment-ion (m/z) |60.045 70.066 (72.080 (84.081 |101.070 [129.103 {141.100 [169.095 [200.105 | 238.120 (244.164 [256.133 |297.156 [298.156 306.182*2 [315.202 |368.192 |442.242 |514.305 |554.345 |597.300*2 |600.308%2 [611.351 |638.300 (683.853*2

Frac. Inten.(% of TIC) 0.09
Rel. Inten.(% of BP) 0.44

Score
lon-type KQ
Delta ppm
Reset
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. ||I | 1
| L1 | 1IN
100 200 400 500 820 00
Mims {mizh Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

47



41

Result Summary

MH* MH* MH*  Protein

Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:sm" Protein Name
ons (Da) (Da) (ppm)  (Da)
1 16.01 763 8 6/25 K149k (K)AQAAAPASVPAQAPKR(T) 1533.8496 114.0404  -1.5 17752.2/11.67 HUMAN  P47914  60S ribosomal protein L29 OS=Homo sapiens GN=RPL29 PE=1 SV=2

Detailed Results

# MH* MHY  wMH* Protein . Di
Rank Score (S;'I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon M:‘(I‘J(;g;st Protein Name
fo
lons (Da) (Da)  (ppm) (Da)
1 16.01 763 8 625 K149k (K)A Q\a a/a|P A/S VIP A/Q/A/P k R (T)  1533.8496 114.0404 -1.5 17752.2/11.67 HUMAN P47914 610387  60S ribosomal protein L29 OS=Homo sapiens GN=RPL29 PE=1 SV=2

Fragment-ion (m/z) |60.046 (70.065 72.081 (84.078 |159.107 [183.078 |200.101 [297.155 |311.168 [355.201 (369.192 |370.607*2 |413.213 [441.249 (441.751 |514.309 (585.332 |§18.33. 650.340 |653.865"2 |668.298 [713.404 |767.397 (881.496 1067.567

4+2
Frac. Inten.(% of TIC) 8.54 6.64
Rel. Inten.(% of BP) 47.27

Score 1.50
lon-type b2 y11+2 bg-H20
Delta ppm -17.3 204
PP o .
-17.3
Reset
7
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Result Summary

# mH* MHY  wMH* Protein .
Rank Score (S,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce:sw" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1322 628 8 12/24 K131k (K)GDVPTKRPPVLR(A) 1334.7903 114.0563 9.2 29995.8/10.61 HUMAN  P62424  60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=2

Detailed Results

# MH* MH* MH* Protein . DI
Rank Score (s,,z; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce:slon Mi::g;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1322 628 8 12124 K131k (K)G D v/B/T/k/R/B/P V/L/R (A) 13347903 114.0563 9.2 29995.8/10.61 HUMAN  P62424 629511  60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=2
Fragment-ion (m'z) |70.065 [72.082 [86.104 [127.053 [142.004 [149.025 [175.119 [288.195 [201.684 ‘325 203*3 [369.229 [374.241%3 ‘393 244*3 [407.233 ‘451 82372 [484.317 ‘490 314°2 [512.318°2 [531.816%2 ‘540 8362 |560.849 [563.330 [581.383 [589.360*2
Frac. Inten.(% of TIC) R . . 6.69 . 3.84 4.54 3.84 . .
Rel. Inten.(% of BP) 26.50 15.24 17.99 15.23
Score -0.26 1.50 -0.18 0.50
lon-type +2 y8-H20*2
Delta ppm 5.1 263
- Reset
Ya
1.400+3 Back
100.% e
2
vy Grow
3742 5123 2
818 {] |
% 2917 3282 ¥ 407.2 | I Shrink
| b1 | [T
T T
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Result Summary

SPI # MH" MH"  MH" Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1845 865 8 3/25 K217k (K)GALAKLVEAIR(T) 1140.7099 114.0430 0.1 29995.8/10.61 HUMAN  P62424 60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=2
2 8.27 60.0 4 12/25 None (R)LRERVLELAR(G) 1254.7641 -0.0111 -8.9 76119.6/576 HUMAN Q8NEO1 Metal transporter CNNM3 OS=Homo sapiens GN=CNNM3 PE=1 SV=1
Detailed Results
# mMH* MH* MHY Protein 5 .
Rank Score :,Z; BCS Unmatched Variable sites C Error  Error MWipl Species Ame:s'on le‘dD;gc;s( Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1845 865 8 3/25 K217k (K) G A|L|A|k|LIV/E/A I/R (T) 1140.7099 114.0430 0.1 29995.8/10.61 HUMAN P62424 629511  60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=2
Fragment-ion (m/z) (72.081 |84.081 |86.097 [101.071 [129.067 [129.100 [157.134 |175.119 |242.153 [271.158 [313.192 (356.229 |359.242 (370.246*2 427.265 [470.272 |471.796*2
Frac. Inten.(% of TIC) | 0.25 0.76 0.05 175 2.40
Rel. Inten.(% of BP) 1.35 4.08 0.27 9.41 12.88 8.65
Score 0.50 0.22 0.50 0.75 .
lon-type v u QKR bs AKL |y4-H20 bs
Delta ppm 59 9.0 10.8 5.7
Reset
Yy
7.23a+3 Back
100.% E——
¥,
5 ¥ Grow
(]
%2 ¥ Y3 ye*z 72
b, b AkL g be Shrink
Gfﬁ 3 b, | b
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Result Summary
# MHY MH* MH*  Protein .
Rank Score 3:; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1340 658 7 8/25 K302k (R)VWTSQLKSTIQTAEALR(L) 1932.0549 114.0560 6.4 59609.5/8.49 HUMAN Q16875 6-phospt 2-kil ,6-bij 3 0S=Homo sapiens GN=PFKFB3 PE=1 SV=1
Detailed Results
N MH* mMH*  MH*  Protein
Rank Score (,/) BCS Unrmtched Vasrilt:I;Ie Sequence Calculated Error Error MWipl Species Accesslon MS Dlgest Protein Name
lon (Da) (Da)  (ppm) (Da)
1 1340 658 7 825 K302k

(R)V W|T s Q/L k/S T 1/Q/T A/E A L/R (L) 1932.0549 114.0560 6.4 59609.5/8.49 HUMAN Q16875 204273  6-phosphofructo-2-kinase/fructose-2,6-biphosphatase 3 0S=Homo sapiens GN=PFKFB3 PE=1 SV=1

Fragment-ion (m/z) (72.079 (84.041 |84.079 (86.095 [101.068 [127.085 150.086 |175.116 |185.166 [258.162 [286.148 |346.160*2 |356.185 [385.205 [440.280 (488.284 (532.236 660.370 ‘722904& ‘777 944%2 (788.429 ‘372435” ‘ssu 983*2 ‘975029*2 ‘10&9 582

Frac. Inten.(% of TIC) 013 434 384 567 465 8.95 192 322
Rel. Inten.(% of BP) 142 4843 4289| 6332 5180 | 100.00| 5493| 3599
Score 1.50 050| 150 0.50 150 |  -039| 150
lon-type KQ 122 [y13H20*2 | V7 lyisNkg*2 | yrs*2 y10
Delta ppm 8.1 40| 34 226 50 12

2 Reset
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Result Summary

+

SPI # MH MH®  MH®  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1193 745 6 10/24 K59k (K)VWGAQSLKEMVSK(L) 1375.7614 114.0662 15.6 53140.3/6.80 HUMAN  P52209 6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens GN=PGD PE=1 SV=3
Detailed Results
. MH* MH* MH*  Protein . .
Rank Score (;)I BCS Unmatched Va;;::l:le Sequence Calculated Error Error MWipl Species Acce:slon Mli::f;s‘ Protein Name
lon: (Da) (Da)  (ppm) (Da)
1 1193 745 6 10/24 K59k (K)V V|G A 9/s L/k E/M V/S/K (L) 1375.7614 114.0662 15.6 53140.3/6.80 HUMAN  P52209 2667 6-phospt dehydrogenase, ing OS=Homo sapiens GN=PGD PE=1 SV=3

Fragment-ion (m/z) |70.066 (72.081 |84.046 84.081 |86.096 [101.071 [120.080 |129.088 [136.076 |141.102 [147.111 |171.149 [173.129 [187.139 |199.080 [199.143 |216.127 [234.149 (455.297 |464.250 573.308 |646.342*2 [835.454 [1035.559

Frac. Inten.(% of TIC) 0.59

Rel. Inten.(% of BP) 412
Score
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Result Summary

# MH* MHY  MHY  Protein .
Rank Score (s,,Z)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species “"e;m“ Protein Name
lons (Da) (Da)  (ppm)  (Da)
1 1648 653 8 8/25 K86k (K)YPIEHGIITNWDDMEKIWHHTFYNELR(V) 3457.6423 114.0651 6.2 42019.2/5.23 HUMAN ~ P68032 Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=1
1 1648 653 8 8/25 K86k (K)YPIEHGIITNWDDMEKIWHHTFYNELR(V) 3457.6423 114.0651 6.2 42051.3/5.23 HUMAN ~ P68133  Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=1
Detailed Results
# MH*  MH* MH* Protein ’ .
Rank Score (S,,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:sm" Mazg;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1648 653 8 825 K86k (KYPIEHGIITNW/D/DIMEKIWHHTFYNE/LR (V) 3457.6423 114.0651 6.2 42019.2/5.23 HUMAN  P68032 12371 Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=1
1 1648 653 8 825 K86k (K)YPIEHGIUTNW/D/D/IM/EKIWHHTFYNE/LR (V) 3457.6423 114.0651 6.2 42051.3/5.23 HUMAN ~ P68133 12707  Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=1

Fragment-ion (miz) [70.064 [12.078 [84.082 [86.096 [104.054 [110.071 [136.073 [147.041 [159.091 [233.126 [288.209 [317.197*2 [399.225 [531.254"2 [547.288 [6s2.935" [750.358*3 [758.380 g4 655" [852.802" [383.723" [943.968*2 [1009.515"2 [1066.993* [1124.505"2

Frac. Inten.(% of TIC) 346 645
Rel. Inten.(% of BP)

3.90 4.51 3.84 5.49 3.64 14.23 3.81 5.12 3.52 3.84 6.28
2431 | 45.32

2739 | 3167| 2702 3858 2557 | 10000 2680 | 3599 24.73 26.99 44.13
Score 024 | 045 027 -0.32 027|150 0.50 1.50 1.50 1.50 1.50 150 150
lon-type Y e NHs™ | yae™ | ye™ | yia? yia*2 152 162
Delta ppm 18 07 217 147 04 264 83 93
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Result Summary

SPI # MH* MH®  MH®  Protein . Accession .
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1627 788 8 8/25 K193k (R)IDLTDYLMKILTER(G) 1610.8458 114.0545 6.7 42009.2/5.24 HUMAN ~ P62736 Actin, aortic smooth muscle OS=Homo sapiens GN=ACTA2 PE=1 SV=1
1 1627 788 8 8/25 K192k (R)DLTDYLMKILTER(G) 1610.8458 114.0545 6.7 42003.4/5.39 HUMAN  Q562R1 Beta-actin-like protein 2 0S=Homo sapiens GN=ACTBL2 PE=1 SV=2
1 1627 788 8 8/25 K191k (R)DLTDYLMKILTER(G) 1610.8458 114.0545 6.7 41737.0/5.29 HUMAN  P60709 Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1
1 1627 788 8 8/25 K193k (R)DLTDYLMKILTER(G) 1610.8458 114.0545 6.7 42019.2/5.23 HUMAN  P68032 Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=1
1 1627 788 8 8/25 K191k (R)IDLTDYLMKILTER(G) 1610.8458 114.0545 6.7 41793.1/5.31 HUMAN  P63261 Actin, cytoplasmic 2 OS=Homo sapiens GN=ACTG1 PE=1 SV=1
1 1627 788 8 8/25 K192k (R)DLTDYLMKILTER(G) 1610.8458 114.0545 6.7 41877.1/5.31 HUMAN  P63267 Actin, gamma-enteric smooth muscle OS=Homo sapiens GN=ACTG2 PE=1 SV=1
1 1627 788 8 8/25 K193k (R)IDLTDYLMKILTER(G) 1610.8458 114.0545 6.7 42051.3/5.23 HUMAN  P68133  Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=1
2 861 689 2 12/25 None (R)LDLAVVRYESKFER(L) 1724.9330 -0.0326 -18.9 42324.7/8.65 HUMAN RQ8IUS5 REVERSE Abhydrolase domain-containing protein 7 OS=Homo sapiens GN=ABHD7 PE=2 SV=2
Detailed Results
+ + + i
Rank Score ?,Z; BCS Unma’:ched Vasriitaezle Sequence Caltll::ated g,:‘or g‘,:,, PI\;Iz\tlle;;I" Species Acce;slon MI?‘:e'gESQ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1627 788 8 8/25 K193k (R)D L|T D/Y L/M/k/I/L/T E/R (G) 1610.8458 114.0545 6.7 42009.2/5.24 HUMAN  P62736 12247 Actin, aortic smooth muscle OS=Homo sapiens GN=ACTA2 PE=1 SV=1
1 1627 788 8 8/25 K192k (R)D L|T D/Y L/M/k/I/L/T E/R (G) 1610.8458 114.0545 6.7 42003.4/5.39 HUMAN  Q562R1 12273  Beta-actin-like protein 2 OS=Homo sapiens GN=ACTBL2 PE=1 SV=2
1 1627 788 8 8/25 K191k  (R)D L|T D/Y L/M/k/I/L/T E/R (G) 1610.8458 114.0545 6.7 41737.0/5.29 HUMAN  P60709 12305  Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1
1 1627 788 8 8/25 K193k  (R)D L|T D/Y L/M/k/I/L/T E/R (G) 1610.8458 114.0545 6.7 42019.2/5.23 HUMAN  P68032 12371 Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=1
1 1627 788 8 8/25 K191k  (R)D L|T D/Y L/M/k/I/L/T E/R (G) 1610.8458 114.0545 6.7 41793.1/5.31 HUMAN  P63261 12403 Actin, cytoplasmic 2 0S=Homo sapiens GN=ACTG1 PE=1 SV=1
1 1627 788 8 8/25 K192k (R)D L|T D/Y L/M/k/I/L/T E/R (G) 1610.8458 114.0545 6.7 41877.1/5.31 HUMAN  P63267 w Actin, gamma-enteric smooth muscle OS=Homo sapiens GN=ACTG2 PE=1 SV=1
1 1627 788 8 8/25 K193k  (R)D L|T D/Y L/M/k/I/L/T E/R (G) 1610.8458 114.0545 6.7 42051.3/5.23 HUMAN  P68133 Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=1

Fragment-ion (m/z) (72.081 |84.079 |86.096 (129.101 |136.074 [141.094 [175.118 {183.119 [201.122 |202.127 |229.120 [249.156 (328.229 [363.190 (380.139 [391.226 {405.208 (500.278 |518.295 (600.334 |631.379 640.843 |748.887*2 |873.519 |1004.573
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Result Summary

SPI # " . MH* MH*  MH*  Protein ;. Accession "
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWI/pl  Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1337 806 5 6/25 K328k (K)EITALAPSTMKIK(I) 1402.7974 114.0493 4.2 42009.2/5.24 HUMAN  P62736 Actin, aortic smooth muscle OS=Homo sapiens GN=ACTA2 PE=1 SV=1
1 1337 806 5 6/25 K326k (K)EITALAPSTMKIK(I) 1402.7974 114.0493 4.2 41737.0/5.29 HUMAN ~ P60709 Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1
1 1337 806 5 6/25 K328k (K)EITALAPSTMKIK(I) 1402.7974 114.0493 4.2 42019.2/5.23 HUMAN  P68032 Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=1
1 1337 806 5 6/25 K326k (K)EITALAPSTMKIK(I) 1402.7974 114.0493 4.2 41793.1/5.31 HUMAN  P63261 Actin, cytoplasmic 2 OS=Homo sapiens GN=ACTG1 PE=1 SV=1
1 1337 806 5 6/25 K327k (K)EITALAPSTMKIK(I) 1402.7974 114.0493 4.2 41877.1/5.31 HUMAN  P63267 Actin, gamma-enteric smooth muscle OS=Homo sapiens GN=ACTG2 PE=1 SV=1
1 1337 806 5 6/25 K328k (K)EITALAPSTMKIK(I) 1402.7974 114.0493 4.2 42051.3/5.23 HUMAN  P68133 Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=1
2 10.04 701 4 8/25 K330k (K)EITALAPSTMKIk(I) 1402.7974 114.0493 4.2 42009.2/5.24 HUMAN  P62736 Actin, aortic smooth muscle OS=Homo sapiens GN=ACTA2 PE=1 SV=1
Detailed Results
+ + + i
Rank Score ?,Z)I BCS Unma’iched Variable sites q C - éwr:,r éw:or PI;;;T;:I“ Species Accession le‘;‘Deig;Sl Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1337 806 5 6/25 K328k (K)E I TALA/PR/S/T/MKk I/K () 14027974 114.0493 4.2 42009.2/5.24 HUMAN  P62736 12247 Actin, aortic smooth muscle OS=Homo sapiens GN=ACTA2 PE=1 SV=1
1 1337 806 5 6/25 K326k (K)E I TALA/R/S/T/Mk I/K () 1402.7974 114.0493 4.2 41737.0/5.29 HUMAN  P60709 12305  Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1
1 1337 806 5 6/25 K328k (K)E I TALA/R/S/T/Mk I/K () 1402.7974 114.0493 4.2 42019.2/5.23 HUMAN  P68032 12371 Actin, alpha cardiac muscle 1 O0S=Homo sapiens GN=ACTC1 PE=1 SV=1
1 1337 806 5 6/25 K326k (K)EITALA/PR/S/T/MKk I/K (I) 14027974 114.0493 4.2 41793.1/5.31 HUMAN  P63261 12403 Actin, cytoplasmic 2 OS=Homo sapiens GN=ACTG1 PE=1 SV=1
1 13.37 806 5 6/25 K327k (K)E I TALA/R/S/T/Mk I/K () 1402.7974 114.0493 4.2 41877.1/5.31 HUMAN  P63267 12441 Actin, gamma-enteric smooth muscle OS=Homo sapiens GN=ACTG2 PE=1 SV=1
1 1337 806 5 6/25 K328k (K)E I TALA/R/S/T/Mk I/K () 1402.7974 114.0493 4.2 42051.3/5.23 HUMAN ~ P68133 12707 Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=1

Fragment-ion (m/z) |70.065 |74.061 |84.081 (86.096 |120.080 [129.065 [141.101 {145.096 [157.127 |173.091 |185.125 [197.128 (199.181 |215.140 |286.169 (308.159 (326.170 (356.229 |379.195 (397.209 |459.758%2 |633.375 |734.423 |821.456 (918.506

Frac. Inten.(% of TIC) 4.19
Rel. Inten.(% of BP) A . X .| . . . 43.22
Score . E . . . . . z . . . . A 0.75
lon-type TAL

Delta ppm . . . . 8 . . -21.7
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Result Summary

+ + + i
Rank Score ?,/Fn)l BCS Unma’:ched Variable sites Sequence Cal’:-:‘l‘ated 2",:,, g::,, m&f; Species Acce:sion Protein Name
lons (Da) (0a) (ppm)  (Da)

1 1150 636 6 11/25 K330k (K)IKIIAPPER(K) 1036.6513 114.0526 8.4 42009.2/5.24 HUMAN  P62736 Actin, aortic smooth muscle OS=Homo sapiens GN=ACTA2 PE=1 SV=1

1 1150 636 6 11/25 K329k (K)IKIIAPPER(K) 1036.6513 114.0526 8.4 42003.4/5.39 HUMAN  Q562R1 Beta-actin-like protein 2 OS=Homo sapiens GN=ACTBL2 PE=1 SV=2

1 1150 636 6 11/25 K328k (K)IKIIAPPER(K) 1036.6513 114.0526 8.4 41737.0/5.29 HUMAN  P60709 Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1

1 1150 636 6 11/25 K330k (K)IKIAPPER(K) 1036.6513 114.0526 8.4 42019.2/5.23 HUMAN  P68032 Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=1

1 1150 636 6 11/25 K328k (K)IKIIAPPER(K) 1036.6513 114.0526 8.4 41793.1/5.31 HUMAN  P63261 Actin, cytoplasmic 2 OS=Homo sapiens GN=ACTG1 PE=1 SV=1

1 1150 636 6 11/25 K329k (K)IKIAPPER(K) 1036.6513 114.0526 8.4 41877.1/5.31 HUMAN  P63267 Actin, gamma-enteric smooth muscle OS=Homo sapiens GN=ACTG2 PE=1 SV=1

1 1150 636 6 11/25 K330k (K)IKIIAPPER(K) 1036.6513 114.0526 8.4 42051.3/5.23 HUMAN  P68133 Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=1

Detailed Results
+ + + i
Rank Score ?,Z)I BCS Unm:iched Variable sites Sequence Cal'::liated gl,:'o, g',:,, PI\:I’:&Z:? Species Mce;smn leu?e')g(e“ Protein Name
lons (Da) (D)  (ppm)  (D3)

1 11.50 63.6 6 11/25 K330k (K) 1 x\1\1/a/P/P E/R (K) 1036.6513 114.0526 8.4 42009.2/5.24 HUMAN P62736 6124 Actin, aortic smooth muscle OS=Homo sapiens GN=ACTA2 PE=1 SV=1

1 11.50 636 6 11/25 K329k (K) T x\1\1/a/p/P E/R (K) 1036.6513 114.0526 8.4 42003.4/5.39 HUMAN  Q562R1 6137 Beta-actin-like protein 2 0S=Homo sapiens GN=ACTBL2 PE=1 SV=2

1 1150 636 6 11/25 K328k (K) T x\1\1/a/p/P E/R (K) 1036.6513 114.0526 8.4 41737.0/5.29 HUMAN P60709 6153 Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1

1 11.50 63.6 6 11/25 K330k (K) T x\1\1/a/P/P E/R (K) 1036.6513 114.0526 8.4 42019.2/5.23 HUMAN P68032 6186 Actin, alpha cardiac muscle 1 OS=Homo sapiens GN=ACTC1 PE=1 SV=1

1 11.50 63.6 6 11/25 K328k (K) 1 x\1\1/a/P/P E/R (K) 1036.6513 114.0526 8.4 41793.1/5.31 HUMAN P63261 6202 Actin, cytoplasmic 2 0S=Homo sapiens GN=ACTG1 PE=1 SV=1

1 11.50 63.6 6 11/25 K329k (K)  x\1\1/a/p/P E/R (K) 1036.6513 114.0526 8.4 41877.1/5.31 HUMAN P63267 6221 Actin, gamma-enteric smooth muscle OS=Homo sapiens GN=ACTG2 PE=1 SV=1

1 1150 636 6 11/25 K330k (K) T x\1\1/a/P/P E/R (K) 1036.6513 114.0526 8.4 42051.3/5.23 HUMAN P68133 6354 Actin, alpha skeletal muscle OS=Homo sapiens GN=ACTA1 PE=1 SV=1

Fragment-ion (m/z) |69.069 |70.065 |84.081 (86.097 |116.068 |120.080 [129.102 {141.101 |157.135 [175.118 |199.104 |201.118 |214.117 |227.099 |249.638 |271.138 |310.219 |338.221 [341.192 |356.224 |401.216 [469.315 |498.270 |540.358 |569.316

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
2.500+3 Back
100.% ——
b7 %3
1 ¥y Grow
3102 b, b, i
601 | 44541411 ¥ty f 'f Yo Shrink
T nla I | L1 L 1
T T T ¥ T
100 200 200 400 500
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Result Summary

Pl MH* MH® - MH* ;. Accession .
Rank Score (u/) BCS Unmatched Variable sites Sequence Calculated Error Error Species # Protein Name
(Da) (Da)  (ppm)
1 1367 789 4 7125 K113k (R)VAPEEHPVLLTEAPLNPKANR(E) 2295.2456 114.0674 10.2 41737.0/5.29 HUMAN  P60709 Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1
1 1367 789 4 7125 K113k (R)VAPEEHPVLLTEAPLNPKANR(E) 2295.2456 114.0674 10.2 41793.1/5.31 HUMAN  P63261 Actin, cytoplasmic 2 0S=Homo sapiens GN=ACTG1 PE=1 SV=1
2 589 609 1 11/25 K351k (K)VEDVSAVEIVGGATRIPAVKER(I) 2295.2667 114.0463 1.4 96865.5/5.28 HUMAN Q92598

Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=1

Detailed Results

+ . ;
Rank Score (s,,z)' BCS Unmatched Variable sites Sequence e torer ';2337.,'?' Species Accession MSDigest by otoin Name
lons (Da)  (ppm) (Da)
1 1367 789 4 25 K113k (RIVAPEEHPVLLTEAPLAN/R kANR(E) 22952456 1140674 102 41737.0/529 HUMAN  PG0709 12305  Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1
1 1367 789 7125 K113k

Frac. Inten.(% of TIC)

(RR'VAAPEEHPVLLTEA/PL/NP k ANR (E) 2295.2456 114.0674

10.2 41793.1/5.31 HUMAN

P63261 12403

Actin, cytoplasmic 2 0S=Homo sapiens GN=ACTG1 PE=1 SV=1

Fragment-ion (m/z) (70.065 [72.079 |84.080 [86.096 102.052 [143.116 [171.112 [183.150 [211.145 |302.131 325135‘ 331.169'2  [350.202*2 [401.716%2 [493.214 [500.272 \504274+2 [512.203*2 [573.279*2 ‘eoa 304”‘ 689.340 (699.390 (813.436 1023567 |1216.629
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Result Summary

+ + + i
Rank Score (sﬂz)l BCS Unma;:ched Variable sites Sequence Cal’:lnated gl:o, gl,:‘o, PIJI:\'IIE;;:‘ Species Acce;sion Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1704 746 1 925 K291k (R)KDLYANTVLSGGTTMYPGIADR(M) 2343.1649 114.0654 9.2 41737.0/5.29 HUMAN  P60709  Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1
1 1704 746 1 925 K291k

(R)kDLYANTVLSGGTTMYPGIADR(M) 2343.1649 114.0654 9.2 41793.1/5.31 HUMAN  P63261 Actin, cytoplasmic 2 OS=Homo sapiens GN=ACTG1 PE=1 SV=1

Detailed Results

# MH* MHY  MHY Protein
Rank Score ?,7; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accesslon M:‘:'Q;St Protein Name
o lons (Da) (Da)  (ppm) (Da)
1 17.04 746 11 925 K291k

(R)k D L Y A N T\V|L/S/G/G T/T/M/¥/P G I/A D/R (M) 2343.1649 114.0654 9.2 41737.0/5.29 HUMAN P60709 12305  Actin, cytoplasmic 1 OS=Homo sapiens GN=ACTB PE=1 SV=1
1 17.04 746 11 925 K291k (R)k D L Y A N T\V|L/S/G/G T/T/M/Y/P G I/A D/R (M) 2343.1649 114.0654 9.2 41793.1/5.31 HUMAN P63261 12403  Actin, cytoplasmic 2 OS=Homo sapiens GN=ACTG1 PE=1 SV=1

Fragment-ion (m/z) 72.079 (84.083 (86.096 |175.117 |314.679%2 [361.183 [452.236 |460.737*2 |501.267*2 |510.894*3 [554.273 (628.347 |719.836™2 |750.366 |759.396 (777.413%2 791.402 (813.736 (922.440 (952.779 ‘1019 522 ‘1023 500 ‘1181 564 ‘1238 583 ‘1325 596

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

294 4.39 227 4.39 4.06
1662 | 2477| 1280 | 2477| 22.96
Score 0.50 150 1.50 1.50 1.50
lon-type bg ¥9 yi1 yi12 yi3
Delta ppm 5.0 6.6 19 0.0 -14.9
Reset
g
8,856+ Back
100.% _—
%
5 . Grow
1 y;z byH,O 7504 , ¥, Yz -
| | | |554.a | 127 |a I iy | | Shrink
. N O 11 T L
200 400 600 800 1000 1200
Mass (miz) Labels
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Result Summary

# MH* MH* MHY  Protein .
Rank Score (So/) BCS Unmatched Variable sites C Error Error MWipl Species Acce:slon Protein Name
ns (Da) (Da)  (ppm) (Da)
1 1406 756 8 7125 K196k K209k (K)EKGSTLDLSDLEAEKLVMFQR(R) 2409.2330 228.1152 11.1 41522.9/9.07 HUMAN 000767 Acyl-CoA desaturase OS=Homo sapiens GN=SCD PE=1 SV=2
Detailed Results
# mH* MH* MH*  Protein . .
Rank Score (S,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:sm" Mf‘:e'g?t Protein Name
ns (Da) (0a) (ppm) (D)
1 1406 756 8 7125 K196k K209k (K)E k G S T\L D\L S/D L E A E k/L/V/M/F Q/R (R) 2409.2330 228.1152 11.1 41522.9/9.07 HUMAN 000767 8933

Acyl-CoA desaturase OS=Homo sapiens GN=SCD PE=1 SV=2

Fragment-ion (m/z) (70.064 (72.079 |84.081 |86.096 |120.078 [132.080 [175.117 |201.128 [229.119 [233.165 [314.168 [356.232 (450.240 |460.214 |497.260 |555.255%2 |568.198 |581.277 |617.282 |654,134*2 |680.375 (793.434 796,920*2 (827.397 (845.399

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
Yy
7.230+2 Back
100.% _—
3
Yg b
LEA 497.3 Yoy Grow
oras ‘L 9 5553 654.1 ¥y =
iy | . =
T T T T =T —T T
200 300 400 500 800 700 800
Mass (miz) Labels
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Result Summary

# wH* MH®  MH®  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWIpl  Species #
ons

Protein Name
(Da) (0a)  (ppm) (D)

1 1965 806 11 525 K209k (K)GSTLDLSDLEAEKLVMFQR(R) 2152.0954 114.0589 7.0 41522.9/9.07 HUMAN 000767 Acyl-CoA desaturase OS=Homo sapiens GN=SCD PE=1 SV=2
Detailed Results
# MH* MH* MH* Protein N .
Rank Score (SQZ,I BCS Unmatched Variable sites Sequence Calculated Error  Error Mwipl Species Acce;slon M:"?;g;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 19.65 80.6 11 525 K209k

(K)G s T/L/D/L/S D L E A E/k/L/V/M/F/Q/R (R) 2152.0954 114.0589 7.0 41522.9/9.07 HUMAN 000767 8933 Acyl-CoA desaturase OS=Homo sapiens GN=SCD PE=1 SV=2

Fragment-ion (m/z) |72.080 |74.060 (86.096 [175.116 201.117 [214.118 |228.096 |229.112 [303.178 [316.156 |341.176 [450.241 |455.296 |581.285 |680.354 \ssa 370°3 [ 702.032°% [793.434 [840.444°2 [896.973°2 [050.996"2 [054.481°2 [1011.024*2 [1024.534 [1035.575

Frac. Inten.(% of TIC)

3.07 470 6.79 4.82 666 1234 394 237 221
Rel. Inten.(% of BP) 24.88 38.11 5501 3908| 5397 | 100.00 3193 | 1919| 17.93
Score 025 050 150 150  -054 150 150 -019| 150
lon-type SDL b4-Hz0 y17-H20"3 y3*2 | yia*? yi5*2 yi6*2 v
Delta ppm 3 27 75 1.0 13 13
2 Reset
178043 s Back
100.% —
Yy
)
bH0 13
5 v, 2 Grow
214 v. b 8 Yig
b0 ¥ ]
I I 4 lz | ‘rl“‘ Shrink
11— . L
200 400 600 EﬂD 1000
Mass {miz) Labels
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Result Summary

# mH* MH* MH*  Protein Accession
Rank Score (o/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1298 662 6 11/25 K12k (R)LLLNNGAKMPILGLGTWK(S) 1939.1198 114.0535 5.1 35853.6/6.52 HUMAN  P15121 Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=3
Detailed Results
# mMH* MH* MHY Protein N i
Rank Score (So/P)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;slon Mlitfelg;s‘ Protein Name
)
lons (Da) (Da)  (ppm) (Da)
1 12.98 662 6 11/25 K12k (R)L LIL/N N GA k/M/P I/L/GL G T WK (S) 1939.1198 114.0535 5.1 35853.6/6.52 HUMAN P15121 18937  Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=3

Fragment-ion (miz) |70.063 (84.083 |86.095 (87.098 |120.081 [150.088 [183.148 [199.182 201.120 [211.140 [227.178 |423.194 (488.800 |492.267*2 [497.287 |501.306*3 640.660 (661.355 |774.439 \779 504%2 |824.353 \557437*2 \914009"2 984.588 \1115 619
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[Frac. Inten.(% of TIC) 346 3.80 217
Rel. Inten.(% of BP) 1768|  19.41 1108
Score 1.50 1.50 1.50
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Delta ppm 325 93 82
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (o/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species # Protein Name
lons (ba) (ba) (ppm)  (Da)
1 1624 858 8 3125 K153k (K)AIAHYEQSADYYkKGEESNSSANK(C) 2562.1379 114.0539 4.1 33232.9/5.23 HUMAN  P54920 Iph: luble NSF protein OS=Homo sapiens GN=NAPA PE=1 SV=3
1 1624 858 8 3/25 K153k (K)AIAHYEQSADYYKGEESNSSANK(C) 2562.1379 114.0539 4.1 33557.1/5.32 HUMAN  Q9H115 Beta-soluble NSF attachment protein OS=Homo sapiens GN=NAPB PE=2 SV=2
2 707 626 5 8/25 K163k (K)AIAHYEQSADYYKGEESNSSANK(C) 2562.1379 114.0539 4.1 33232.9/5.23 HUMAN  P54920 Alph: luble NSF protein OS=Homo sapiens GN=NAPA PE=1 SV=3
2 7.07 626 5 8/25 K163k (K)AIAHYEQSADYYKGEESNSSANK(C) 2562.1379 114.0539 4.1 33557.1/5.32 HUMAN  Q9H115 Beta-soluble NSF attachment protein OS=Homo sapiens GN=NAPB PE=2 SV=2
Detailed Results
# N MH* MH* MHY  Protein N .
Rank Score ?,Z)I BCS Unmatched Vasl;l'ael;le Sequence Calculated Error Error MWipl Species Mce;sm" le‘ :e'g;s' Protein Name
lons (Da) (Da) (ppm)  (Da)
1 16.24 858 8 3/125 K153k (K)A 1 2 H Y E\Q S A D\¥/¥/k/G E E S/N/S/s A N K (C) 2562.1379 114.0539 4.1 33232.9/5.23 HUMAN  P54920 361752 Alpha-soluble NSF attachment protein OS=Homo sapiens GN=NAPA PE=1 SV=3
1 16.24 858 8 3/25 K153k (K)A 1 A H Y E\Q S A D\Y/Y/k/G E E S/N/S/S A N K (C) 25621379 114.0539 4.1 33557.1/5.32 HUMAN QO9H115 361759 Beta-soluble NSF attachment protein OS=Homo sapiens GN=NAPB PE=2 SV=2

Fragment-ion (m/z) (60.043 (84.045 |84.080 (86.094 |129.101 [136.076 157.131 [209.098 [350.135 (372.168 (400.151+2 405 2132 |419.219 429.204 |441.716*2 |506.252 |569.265 |620.291 ‘532 7(;7+2 685.321 ‘714 317*2 [882.402 ‘1004 424 ‘1022 431 ‘1086 496
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Frac. Inten.(% of TIC) 477 [ 659 3.86 7.33 6.03
Rel. Inten.(% of BP) 65.01| 89.83| 5262| 100.00| 8223
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Result Summary
# MH* *  MH*  Protein .
Rank Score (s;)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species ““:’"’" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1723854 8 625 K239k (RILTSPVINTSLDTKNIAFER(T) ~ 2119.1394 114.0390 1.8 67619.4/494 HUMAN ~ Q8IZ07  Ankyrin repeat d taining protein 13A OS=H piens GN=ANKRD13A PE=1 SV=3
2 592 623 4 1325 None  (R)TLSATSSTGTLSARPPTGTLSAR(S) 22331783 00001 0.0 50411.9/13.06 HUMAN RQOUF83 REVERSE Uncharacterized protein DKFZP434B061 OS=Homo sapiens PE=2 SV=:
3 47 543 2 1325 None (RITLEPVRPPWPNDYVPSPTR(N) ~ 22331975 -0.0192 -8.6 55663.5/5.82 HUMAN QONYBY Abl interactor 2 OS=Homo sapiens GN=ABI2 PE=1 SV=1
4 441 524 2 1325 None (K)IDVANANANKTLLFEVIEESR(K) ~ 22331450 0.0324 145 27542.0/849 HUMAN RATE2S9 REVERSE Putative ankyrin repeat domain-containing protein encoded by NCRNAOD164 OS=Homo sapiens GN=NCRNAOO164 PE=5 SV=2
5 395 589 2 1525 None (K)TLSEEKLKLTMQLEANKEK(L) ~ 22332108 -0.0325 -14.5 158836.1/6.08 HUMAN RQIBXX3 REVERSE Ankyrin repeat domain-containing protein 30A OS=Homo sapiens GN=ANKRD30A PE=1 V=3
Detailed Results
# N MH'  MH* WMH*  Protein ) .
Rank Score (s,,/’:; BCS Unmatched Vas'i't:r;'e Sequence Calculated Error Error MWl Species ‘“e:""" Maz’fi" Protein Name
lons (Da) (Da) (ppm) (Da)
1 172384 8 625 K239k (RILTIS/EV/I/NTSLDT KN I/A/F /R (T) 21191394 1140390 -1.8 67619.4/494 HUMAN QBIZ07 23377  Ankyrin repeat domain-containing protein 13A OS=Homo sapiens GN=ANKRD13A PE=1 SV=3

[Frac. Inten.(% of TIC) [ 0.00 [ 0.06
Rel. Inten.(% of BP) | 004 | 062
Score 0.20 | 050
lon-type PR| V
Delta ppm 61| -66
) 2 || _Reset
17
1.58043: +2
100.5% Vi hs Bark
- 50 byt o
2
y, Yig
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Result Summary

# MH* MH®  MH" Protein Accession
Rank Score (,,/) BCS Unma(ched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ns (Da) (Da) (ppm)  (Da)
1 1319 644 9 11/25 K1209k (K)AQEEPPAKLLDDLFR(K) 1741.9119 114.0707 15.0 151888.2/6.08 HUMAN Q9UKV3 Apoptotic chromatin condensation inducer in the nucleus OS=Homo sapiens GN=ACIN1 PE=1 SV=1

Detailed Results

i mH* MH* MH*  Protein . .
Rank Score (,,/) BCS Unma(ched Vasrilt:bsle Sequence Calculated Error Error MWipl Species ﬁcce:slon Mﬁzs?' Protein Name
lon: (Da) (Da)  (ppm) (Da)

1 1319 644 9 11/25 K1209k (K) A Q\E E/P/P/A k L/L/D/D/L F/R (K) 1741.9119 114.0707 15.0 151888.2/6.08 HUMAN QSUKV3 8007  Apoptotic chromatin condensation inducer in the nucleus OS=Homo sapiens GN=ACIN1 PE=1 SV=1

Fragment-ion (m/z) |70.064 (84.046 [84.080 (86.099 (89.070 [90.075 [112.079 [141.107 [175.113 [183.073 |200.105 [241.076 |435.272 (442.246 (550.294 ‘eoz 859%2 ‘551 3532 (665.328 ‘665 329%2 ‘599 886*2 |778.414 790.384 (849.507 (890.529 (392 492*2

Frac. Inten.(% of TIC)

430[  1038[ 245 312 2398
Rel. Inten.(% of BP) 17.93|  4330| 10.21 13.01|  100.00
Score 1.50 150 | 1.50 013 1.50
lon-type w2 oyt % yi1*?
Delta ppm 34.9 76| 45 6.9
Reset
v, —
n"
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Y10 Grow
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Result Summary

# MH* MH - MH* Protein Accession "
Rank Score (%' BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1281 674 7 9/25 K134k (R)FLAAQKGAYPIIFTAWK(L) 1925.0684 114.0454 1.2 54142.2/5.83 HUMAN Q6NXE6 Armadillo repeat-containing protein 6 OS=Homo sapiens GN=ARMC6 PE=1 SV=2
2 648 531 3 12/25 K1066k (R)KELTDFLRKLKDAYGK(S) 1925.0855 114.0283  -7.2 138605.0/6.45 HUMAN  Q86Y13 ES3 ubiquitin-protein ligase DZIP3 OS=Homo sapiens GN=DZIP3 PE=1 SV=2
3 591 543 1 11/25 K172k (R)QLIDYERQLFGKSTVk(M) 1925.0491 114.0647 10.7 22255.1/9.62 HUMAN 095147 Dual specificity protein phosphatase 14 OS=Homo sapiens GN=DUSP14 PE=1 SV=1
4 527 579 1 14/25 K117k (K)ILSESALFADYKKALKK(V) 1925.1106 114.0031 -19.5 24831.5/9.94 HUMAN RP62906 REVERSE 60S ribosomal protein L10a OS=Homo sapiens GN=RPL10A PE=1 SV=2
5 418 508 2 14/25 K294k (R)HIRQHMSLTSKQIFAk(G) 1925.0538 114.0600 8.3 98221.8/8.68 HUMAN RQ5JVG2 REVERSE Znc finger protein 484 OS=Homo sapiens GN=ZNF484 PE=1 SV=1
Detailed Results
+ + + i
Rank Score 3’/2)‘ BCS Unma;tl:hed Variable sites Sequence Calnc‘l::ated glr:,, é‘r:,r PI;;;?;;:‘ Species Accesslon mS- Tgesl Protein Name
lons (Da) (ba)  (ppm) (Da)
1 1281 674 7 9/25 K134k (R)F LIANA Q k G A\Y/P I/I/F/T AW K (L) 1925.0684 114.0454 1.2 54142.2/5.83 HUMAN Q6NXE6 35499  Armadillo repeat-containing protein 6 OS=Homo sapiens GN=ARMC6 PE=1 SV=2

Fragment-ion (m/z) [70.066 |72.081 |84.044 |86.094 [120.078 |129.103 136.074 [150.082 |183.151 [233.163 [261.161 [332.207 |368.191 \445 758+2 459.248 \493 284*2 |505.275 \513 707*2 [543.277 |616.289 |652.337 (765.425 |ggo.971*2 |901.506 |975.558
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Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species "“““;>""" Protein Name
ons (Da)  (Da) (ppm)  (Da)
1 1337723 5 9125 K221k (RIDVPLHALYDNVEKLFPGFEIETVK(N) ~ 27734447 114.0683 8.8 64370.3/6.39 HUMAN P08243 Asparagi [glutami 0S=Homo sapiens GN=ASNS PE=1SV=4
2 422 528 1 14125 K339k (KINNGSVGKVQYFKCAPKYGIFAPLSK(I) ~ 2773.4494 114.0636 7.1 76317.0/8.93 HUMAN QBN3C7 CAP-Gly domain-containing linker protein 4 OS=Homo sapiens GN=CLIP4 PE=2 SV=1
2 422 528 1 14125 K335k (KINNGSVGKVQYFKCAPKYGIFAPLSK(I) ~ 2773.4494 114.0636 7.1 76317.0/8.93 HUMAN QBN3C7 CAP-Gly domain-containing linker protein 4 OS=Homo sapiens GN=CLIP4 PE=2 SV=1
3 385 550 1 13125 None  (K)GKSPQTPELVSALTFREWTCPNLKK(L) 2887.5135 -0.0005 -0.2 120576.7/9.19 HUMAN ~QINX05 Constitutive coactivator of PPAR-gamma-like protein 2 0S=Homo sapiens GN=FAM120C PE=2 SV=2
4 35 508 2 1525 M1543m  (K)LPSSVLISGTPNLLSPKSDMPFmRQR(E) 28715219 159910 -1.3 270211.1/6.67 HUMAN RO75376 REVERSE Nuclear receptor corepressor 1 0S=Homo sapiens GN=NCOR1 PE=1 SV=2
Detailed Results
# N MH* MH* MH*  Protein ) .
Rank Score ﬁz; BCS Unmatched V2Tiable Sequence Calculated Error Error  MWipl  Species A°°°5%io" le‘j’e'gjf‘ Protein Name
ons (a)  (Da) (ppm)  (Pa)
1 1337 723 5 9125 K2tk (RIDVPLHALYDNVEKLIF/P/G/FE/TETVK(N) 27734447 114.0683 8.8 64370.3/639 HUMAN P08243 43793  Asparagi [glutami ing] OS=Homo sapiens GN=ASNS PE=1 SV=4
Fragment-ion (miz) (70.065 72.080 84.080 (86.097 [101.064 [110.071 [120.079 [121.083 [147.075 187.108 [188.112 [346.173 |356.223 |433.239 (498.282 |510.275*2 |589.339 532335‘505393*2 628.440*2 [861.419*2 [po2.160" [922.499 [1019.548 [1166.617
[Frac. Inten.(% of TIC) 264 393 234
Rel. Inten.(% of BP) 1478 2199 | 1307
Score 0.15 -0.22 050
lon-type b14*2
Delta ppm -32.7
- Reset
Yq
8.800+2: Back
100.%
2
s
i 1o °
¥, 828.4 8922
8.1 5 .
Ko Y7 40 | I | | Shrink
2(;0 AI;D GI!JD ﬂlll] 1D.DD
Mass (miz) Labels
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Result Summary

Pl MH®  MH®  MH®  Protein . Accession .
Rank Score (‘,/) BCS Unnatched Variable sites Sequence Calculated Error Error MWl Species “*°2%°" Protein Name
lon; (Da) (Da)  (ppm) (Da)
1 17.98 820 11 6/24 K504k (K)ILQEYVEHQVDDAMMANAAQKFPENTPK(T) 32355551 1140771 102 64370.3/639 HUMAN P08243  Asparagi glut 0S=Homo sapiens GN=ASNS PE=1SV=4
2 893 636 6 1124 K511k (K)ILQEYVEHQUDDAMMANAAQKFPENTPK(T) 32355551 114.0771 10.2 64370.3/6.39 HUMAN P08243  Asparagi [glut 0S=Homo sapiens GN=ASNS PE=1SV=4
3 508 594 4 1424  M1668mK1688k (R)LLQQDNGmMDWLNDTLWVYHPSTSLSSA(K) 3219.5415 130.0906 15.8 208733.0/4.86 HUMAN ~QOUPS6 Histone-lysine N-methyltransferase SETD1B OS=Homo sapiens GN=SETD1B PE=1SV=2
4 403 589 4 14024 K609k (RILLKLDGEPNDNLVYDKCLYCFVYLDR(V) ~ 32355802 114.0519 2.7 79198.5/9.37 HUMAN RQ70CQ1 REVERSE Ubiquitin carboxyi-terminal hydrolase 49 OS=Homo sapiens GN=USP49 PE=2 SV=1
5 356 622 2 1424 None (K)IHTGEKPYKCEECGKAFIWSSTLTEHK(K) ~ 3349.6344 -0.0022 -0.7 77160.3/9.40 HUMAN O75437 Zinc finger protein 254 OS=Homo sapiens GN=ZNF254 PE=1 SV=3
Detailed Results
+ + + .
Rank Score (,/) BCS Unm::cheu VSI;:;'E Sequence cgg.:a;ed [2",1, éﬁ:‘o, mﬁ;ﬁ' Species A“e:sm" Mﬁ"ﬂg?‘ Protein Name
(Da) (ba) (ppm)  (Pa)
1 1798 820 11 624 K504k (K)I/LIQ/E Y VEH QV/DD AIMMAN A A Q/k/F/B/F N/T/P K (T) 3235.5551 114.0771 102 64370.3/6.39 HUMAN [glut

P08243 43793

paragi 0S=Homo sapiens GN=ASNS PE=1 SV=4

Fragment-ion (m/z) |84.078 |86.095 [101.070 |104.050 [199.179 [227.172 [244.164 (345.203 |354.186 |500.260 606.324 (703.386 |770.883*2 |777.614%3 |781.849%2 (850.447 (905.448 ‘gsﬁ,‘.ﬁ":’ ‘999152'3 ‘1035737“‘ 1041.816+3 [1055.993 ‘1079511+3 1092.615

Frac. Inten.(% of TIC) [ 0.13 284 6.95 2.06 4.90 4.20 8.15
Rel.Inten.(% of BP) | 1.1 23.98 58.64 1738 4129 3540 68.70
Score -0.24 150 017 041 150 0.50
lon-type aK ¥6 v25™ |y26-H20"3
Delta ppm ne 237 231
o Reset
28
8.40e+2: 511 .Q Back
100.% +3
. YogHLO
3 Yo
. % 956.4 @
4.0 2 3542 5003
| | “ | Y5 e | s Shrink
T I o B A
200 400 600 800 1000
Wass (miz) Labels
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Result Summary

# MH*  MH* WMH*  Protein .
Rank Score (5,,:)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species A°°e:s'°" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1545 740 8 10125 K262k  (K)ITSDEPLTKDDIPVFLR(H) 1959.0433 114.0601 8.3 53489.1/5.12 HUMAN QOUBB4 Ataxin-10 OS=Homo sapiens GN=ATXN10 PE=1 SV=1
2 693 576 3  14i25 K319k  (K)LEPEDLIDGELVTLKTR(N) 1959.0797 114.0237 -9.3 42052.4/8.16 HUMAN RP26439 3 bet Delta 5->4 type 2 0S=Homo sapiens GN=HSD3B2 PE=1 SV=2
2 693 576 3 14125 K169  (K)LFPEDLIDGELVTLKTR(N) 1950.0797 114.0237 -9.3 24986.9/5.92 HUMAN RQGAI10 REVERSE Putative 3-beta-HSD family protein DKFZp686G19280 OS=Homo sapiens PE=5 SV=1
Detailed Results
N MH*  MH* MH* Protein
Rank Score (,,/)' BCS Unrmtched Vas'i't:"'e Sequence Calculated Error Error MWpl  Species “““5'“" le“fe'f“‘ Protein Name
lon (a)  (Da) (ppm)  (Da)
1 1515 740 8  10)25 K262k (K)1/TIS D E/P L/T k/D D/I/P V F L/R (H) 1950.0433 114.0601 8.3 53489.1/5.12 HUMAN QOUBB4 62417  Ataxin-10 OS=Homo sapiens GN=ATXN10 PE=1 SV=1

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Fragment-ion (miz) (70.064 (72.081 84.080 (86.096 [142.119 [173.123 (175.114 (183.149 |187.149 | 197.127 [215.135 (311.113 [316.200 483.263 |631.397 ‘543415& ‘559 372*2 |744.467 ‘764432"2 ‘asoezs*z 897.470 (907.993 |920.975*2 974.542 |9g0.498*2

Score
lon-type
Delta ppm
Reset
5
1.400+3: Back
100.% " _
b7 +2
12
Y5 Grow
1 . 4833 -
1421 T’ Yy i 850,08875 Shrink
i 1 || | Ll
200 400 00
Mass (mi2) Labels
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Result Summary

MH* MH®  MH®  Protein Accession
Rank Score (.,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 2310 778 10 4/25 K117k (R)SFICNYKEHWFTVR(K) 1886.9007 114.0543 5.7 43417.8/4.86 HUMAN  P54252 Ataxin-3 OS=Homo sapiens GN=ATXN3 PE=1 SV=3
2 888 505 4 13/25  M99m M100m (K)SFLGPLSPSCKMVQmmR(Q) 1968.9526 32.0023 6.3 57915.4/8.35 HUMAN Q8N8WA4 Patatin-like phospholipase domain-containing protein 1 0S=Homo sapiens GN=PNPLA1 PE=2 SV=2
3 7.8 505 3 13/25  M96m M100m (K)SFLGPLSPSCKmVQMmR(Q) 1968.9526 32.0023 6.3 57915.4/8.35 HUMAN Q8N8WA4 Patatin-like phospholipase domain-containing protein 1 0S=Homo sapiens GN=PNPLA1 PE=2 SV=2
3 7.8 505 3 13/25 M96mM99m (K)SFLGPLSPSCKmVQmMMR(Q) 1968.9526 32.0023 6.3 57915.4/8.35 HUMAN Q8N8W4 Patatin-like phospholipase domain-containing protein 1 OS=Homo sapiens GN=PNPLA1 PE=2 SV=2
Detailed Results
# i MH*  MH* MH*  Protein ) -
Rank Score ﬁ’Z)I BCS Unmatched Vasril‘:I;Ie Sequence Calculated Error Error MWi/pl Species N:ce;slon M:‘ :elg‘;s‘ Protein Name
lons (Da) (Da) (ppm)  (Da)
1 2310 778 10 4/25 K117k (R) s F|1/C/N/¥/k/E/B/W/F T V/R (K) 1886.9007 114.0543 5.7 43417.8/4.86 HUMAN  P54252 62477  Ataxin-3 OS=Homo sapiens GN=ATXN3 PE=1 SV=3
Fragment-ion (m/z) |60.044 84.080 |86.096 [87.055 (110.069 {120.080 (131.117 (133.040 (136.074 (159.089 {162.089 (175.117 |207.112 |235.108 522.302 ‘551 933*3 ‘539 620%3 ‘eos 818+2 ‘590 343*2 [708.387 ‘741 370%2 ‘818813*2 ‘327 390%2 [845.436 |974.490
Frac. Inten.(% of TIC) 279 3.02 3.48 323 2.74
Rel. Inten.(% of BP) 12.06 13.09 15.06 13.96 11.84
Score 1,50 1.50 150 150 0.50
lon-type v yre® ¥8* y10*? y11-NHg "2
Delta ppm 16.3 0.6 57 25 4.2
Reset
%
F.19a43 Back
100.% ]
Grow
V. Y,
1 2 ¥: "
b, o % 5 A ¥, Shrink
| loal 1l 1l I
T T T T T T T T
200 300 400 500 €00 700 800 00
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Result Summary

MH* MH* MH*  Protein .
Rank Score ?;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accezslon Protein Name
o]
lo (Da) (0a) (ppm) (D2
1 1991 918 8 4/25 K200k (K)LIGEELAQLKEQR(V) 1526.8537 114.0533 6.3 43417.8/4.86 HUMAN  P54252 Ataxin-3 OS=Homo sapiens GN=ATXN3 PE=1 SV=3

Detailed Results

# MH* MH*  MmH* Protein , .
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Accession MI?‘ dDe'g(;St Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1991 918 8 4/25 K200k (K)L 1]G E E/L|A/Q/L/K/E/Q R (V) 1526.8537 114.0533 6.3 43417.8/4.86 HUMAN P54252 62477 Ataxin-3 OS=Homo sapiens GN=ATXN3 PE=1 SV=3

Fragment-ion (m'z) |70.066 (84.080 (86.098 [87.102 |158.089 [150.070 [187.074 (199.182 |200.101 [227.176 |259.089 [303.181 (316.117 |394,208*2 [432.207 (476.244 |550,304*2 |650.850*2 655.361 [674.348 |707.875*2 [787.433 |898.483 915.505 986.524

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
a e
2188+ Back
100.5% —
Grow
l2 —_—
¥. L/ s
by I‘f oy v ra,:, |-| | Yy % Shrink
1 Ll I 1 1 ] i I L |
T T T
oo 400 Bo0 o0
Ll Labels
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Result Summary

# MH*  MH®  MH*  Protein )
Rank Score ?,Z)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species ““°°S5° protein Name
lons (Da) (Da)  (ppm) (Da)

1 1538 801 7 525 K195k (R)ILGGHGPSFPLKGITEQQK(E) 1894.0181 114.0588 7.9 82705.0/5.55 HUMAN  P13010 ATP-dependent DNA helicase 2 subunit 2 0S=Homo sapiens GN=XRCC5 PE=1 SV=3

Detailed Results

# MH* MH* MHY  Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acoe:slon Mlifelgj#s' Protein Name
one (®2)  (a) (ppm  (D3)
1 1538 801 7 525 K195k (R)L ¢ G H G\P S F|P L/k/G I/T E\Q Q/K (E) 1894.0181 114.0588 7.9 82705.0/5.55 HUMAN  P13010 347305 ATP-dependent DNA helicase 2 subunit 2 OS=Homo sapiens GN=XRCC5 PE=1 SV=3
Fragment-ion (m/z) |70.065 |84.080 (86.096 87.054 |110.069 [120.080 {129.101 [130.090 [147.109 [183.149 [195.088 [257.158 [258.147 354.182 |363.187*2 [385.230 (422.212 |453.284 ‘523,2992‘ 622.286 ‘528,353*‘2 633.321 ‘ 640.287  753.372 |803.427
Frac. Inten.(% of TIC) X 8 .. . . ! X . . 4.61 3.78 6.76 3.32 3.58 5.14
Rel. Inten.(% of BP) 17.78 14.57 26.03 12.80 | 13.79| 19.81
Score .50 0.50 1.50 0.75 0.50 1.50
lon-type y5*2 | GEHGPSF-H0 yio*2 y5 | GGHGPSF bg | b++15
Delta ppm 238 18.8 -1.6 1.4 3.0 42 4.6
y7
1.7
Reset
a
5.17a+3: Back
100.% ]
Grow
Y. 2
365.2 +2 10 b++ N
1y, NH, B a2 b s cajersF 15 || Shrink
5
i T 0l vy | LI
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Result Summary

# MH* MH® - MH* Protein Accession "
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1637 816 9 8/25 K137k (R)LVTLISQQATLLASNEAFKK(Q) 2175.2383 114.0586 6.8 27991.8/8.44 HUMAN P51572 B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=3
2 1471 798 8 9/25 K138k (R)LVTLISQQATLLASNEAFKK(Q) 2175.2383 114.0586 6.8 27991.8/8.44 HUMAN P51572 B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=3
3 537 584 2 13125 None (K)LVLTSRSGIRTGYQAKQVRR(W) 2289.3262 -0.0293 -12.8 273401.0/5.99 HUMAN  P49327 Fatty acid synthase OS=Homo sapiens GN=FASN PE=1 SV=2
4 465 525 3 13125 None (R)SILLKTLCKLVDVGSDSLSLK(L) 2289.3098 -0.0128 -5.6 96867.1/8.53 HUMAN Q8NENO Armadillo repeat-containing protein 2 OS=Homo sapiens GN=ARMC2 PE=1 SV=4
Detailed Results
+ + + i
Rank Score (,,/’ BCS Unma‘:ched Variable sites Sequence Cal’::atgd éwr:,r 2:,, :Irlz\tlle: Species Acce;sion Mlifei)?;s‘ Protein Name
lons (Da) (0a) (ppm)  (Pa)
1 1637 816 9 8/25 K137k (R)L VITIL/I/S Q Q A T L/L/A/S/N E A F k/K (Q) 2175.2383 114.0586

6.8 27991.8/8.44 HUMAN  P51572 64683  B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=3

Fragment-ion (miz) [70.065 [72.079 [86.005 [136.072 [147.109 [173.124 [185.165 [187.142 [213.158 [215.137 | 206195 [314.207 [389.170 [723.326 [850.449 [s75.463°2 [903.430° [003.683"2 \931 999*2 [037.477 \953 521*2 [1008.513 [1039.074 [1039.575 [1121.585
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Frac. Inten.(% of TIC) 581 281 267 295[ 440 668[ 303 293
Rel. Inten.(% of BP) 5146 2490 2364 2617 3897| 6922| 2690 2595
Score 150 -025| -024 150 | 150| 150 | -027| 150
lon-type 152 yi7*? v8| yr+is o
Delta ppm 33 234 24 5.3 -84
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Result Summary

# MH* MH* MH*  Protein .
Rank Score (s,/P; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Aﬁce:slon Protein Name
/o)
lons (Da) (ba)  (ppm)  (Da)
1 1362 694 8 7123 K95k (K)VNLQNNPGAMEHFHMKLFR(A) 2283.1274 114.0650 9.2 27991.8/8.44 HUMAN  P51572 B-cell receptor-associated protein 31 OS=Homo sapiens GN=BCAP31 PE=1 SV=3
Detailed Results
# . MH* MH* MH*  Protein . i
Rank Score ?,/P; BCS Unmatched Vasl;aelzle Sequence Calculated Error Error MW/pl Species Pcce:swn M:,:,;,?;St Protein Name
/o)
lons (Da) (Da) (ppm) (Da)
1 1362 694 8 7123 K95k (K)V N|L\Q N N/P/G A M E H/F/H M k/L F/R (A) 2283.1274 114.0650 9.2 27991.8/8.44 HUMAN  P51572 32342  B-cell receptor-associated protein 31 0S=Homo sapiens GN=BCAP31 PE=1 SV=3

Fragment-ion (m/z) (70.028 [70.065 (72.081 [84.044 |84.080 86.097 87.055 (104.051 |110.071 (120.080 [156.078 [175.119 [214.116 [215.119 |257.134 (320.183 |327.204 |435.276 |449.467 \572_273+3 \509,414& 945513 \1092.553
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Frac. Inten.(% of TIC) 626 373 377[ 668 414 530[ 509 14.41 823 375
Rel. Inten.(% of BP) 4343 | 2586 | 2617 | 46.32| 28.75| 36.75| 3533 | 100.00 57.12 26.04
Score 050| -010| -010| -0.18| 050| 1.50| -0.14 1.50 1.50 1.50
lon-type b2 b3 ¥3 y13*"3 y12*2 v
Delta ppm -18.8 -0.2 10.7 62 26.7 -223
Y17
18.0
e Reset
700042 13 Back
100.% —_—
e
{ 3202 g2 y,
¥y 8 Grow
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|| vrlﬁ Shrink
y T T - T T T
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Result Summary

+

SPI MH MH®  MH* Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
ons (Da) (Da)  (ppm) (ba)
1 2406 96.0 12 2/25 K1460k (R)LIVNKNAGETLLQR(A) 1568.9119 114.0614 11.0 192189.6/6.06 HUMAN Q6W2J9 BCL-6 corepressor OS=Homo sapiens GN=BCOR PE=1 SV=1
Detailed Results
# MH* MH*  MHY Protein . o
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species kce:smn Mlife'g;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 24.06 96.0 12 2/25 K1460k (R) L I|V/N/k/N/A/G/E/T/L/L/Q/R (A) 1568.9119 114.0614 11.0 192189.6/6.06 HUMAN Qéew2J9 65703 BCL-6 corepressor OS=Homo sapiens GN=BCOR PE=1 SV=1

Fragment-ion (m/z) 70.066 72.080 (84.080 [86.096 (87.098 [175.117 [187.145 (199.180 [200.187 (215.141 [227.175 (303.178 (357.192 (416.262 (456.261 [529.347 (622.324 |630.396 |679.376*2 | 719.899*2 [728.904*2 |759.438 (816.465 887.495 [1001.539

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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Delta ppm
Reset
a [
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Result Summary
# MH* MH* MH*  Protein Accession
Rank Score (u/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1807 81.6 9 5125 K509k (K)WKALFEEVPELLTEAEK(K) 2032.0637 114.0327 -4.8 64616.2/6.27 HUMAN  P31939 Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=3
2 8.81 605 2 12/25 K333k K335k (R)ATKSKMELSQVTPELQK(A) 1918.0314 228.0651 -9.7 94048.1/7.99 HUMAN RQSTYW2 Ankyrin repeat d i ining protein 20A1 O: lomo sapiens GN: IKRD20A1 P!
2 8.81 605 2 12/25 K333k K335k (R)ATKSKMELSQVTPELQK(A) 1918.0314 228.0651 -9.7 94087.1/8.13 HUMAN RQ5SQ80 REVERSE Ankyrin repeat domain-containing protein 20A2 OS=Homo sapiens GN=ANKRD20A2 PE=2 SV=1
2 8.81 605 2 12/25 K333k K335k (R)ATKSKMELSQVTPELQK(A) 1918.0314 228.0651 -9.7 94108.1/8.13 HUMAN RQS5VUR7 REVERSE Ankyrin repeat domain-containing protein 20A3 OS=Homo sapiens GN=ANKRD20A3 PE=4 SV=1
2 8.81 605 2 12/25 K333k K335k (R)ATKSKMELSQVTPELQK(A) 1918.0314 228.0651 -9.7 94149.2/8.13 HUMAN RQ4UJ75 REVERSE Ankyrin repeat domain-containing protein 20A4 OS=Homo sapiens GN=ANKRD20A4 PE=2 SV=1
Detailed Results
N MH* MHY MH*  Protein N Di
Rank Score (n/) BCS Unmalched Vasri;:I;Ie Sequence Calculated Error Error MWi/pl Species me:sm" M:‘ ‘:)e'gis‘ Protein Name
lons (Da) (0a) (ppm) (P2
1 1807 81.6 9 5125 K509k (K)W k A L F\E E\V|P/E/L/L/T/E A E/K (K) 2032.0637 114.0327 -4.8 64616.2/6.27 HUMAN  P31939 538719 Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=3

Fragment-ion (m/z) |70.062 72.079 [84.041 (84.077 86.093 [102.051 |120.078 |147.111 |199.101 |227.096 (230.107 [328.150 340.179 |476.223 |506.269*2 [509.745 |515.269*2 |577.273 |690.360 (760.414 (803.439 (932.471 [1018.484 [1029.530 (1117.555

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
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Result Summary

# MH* MH®  MH®  Protein Accession "
Rank Score (,,/) BCS Unr:\atched Variable sites Sequence Calculated Error Error MWipl  Species Protein Name
ons (Da) (Da)  (ppm)  (Da)
1 2335 91.6 10 3/25 K381k K385k (R)LVASKTDGKIVQYECEGDTCQEEK() 2787.2812 228.1150 9.7 67291.0/5.64 HUMAN Q77569 BRCAT1-associated protein OS=Homo sapiens GN=BRAP PE=1 SV=1
2 6.51 53.7 1 12/25 M184m (R)CENLYTSFESPYGKCLVEIPTSmKK(E) 2999.4351 15.9610 -11.2 47315.4/9.68 HUMAN RP49674 REVERSE Casein kinase | isoform epsilon OS=Homo sapiens GN=CSNK1E PE=1 SV=1

Detailed Results

# . MH* MH* MH*  Protein 5 '
Rank Score ‘,,/)I BCS Unmatched Vzrilt:l;le Sequence Calculated Error Error MWipl Species kce;sm" Mli def # Protein Name
(Da) (Da) (ppm)  (Da)
1 2335 91.6 10 3125 ﬁgg;i (RILVIASkTDGKk IVQYE|C/E/G/D/T/C/Q E/E/K (I)  2787.2812 2281150 9.7 67291.0/5.64 HUMAN =~ Q72569 70829  BRCA1-associated protein OS=Homo sapiens GN=BRAP PE=1 SV=1

Fragment-ion (miz) (72.080 [84.044 [84.080 (86.097 [102.054 [133.042 [136.076 [147.111 |185.165 |186.168 |213.160 [276.155 |397.672*2 |515.263 |533.261 [628.227 |693.292 \774 873%2 [794.336 \330 962+2 |909.364 ‘935 083*3 |966.385 \1095 426 ‘1255 456
Frac. Inten.(% of TIC) 0.10 4.06 . 1.97 523 214 3.13 3.73 3.96
Rel. Inten.(% of BP) 0.49 19.51 9.45| 25.10 10.26 | 15.01 17.91 19.04
Score -0.20 -0.09 1.50 0.50 1.50 1.50 1.50
lon-type E ¥6 b14*2 y7 ¥9 ¥10
Delta ppm 15 11 28 03 02
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Result Summary

+

SPI MH MH"  MH®  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ons (Da) (Da)  (ppm) (Da)
1 1931 824 12 5/25 K385k (K)TDGKIVQYECEGDTCQEEK(I) 2288.9646 114.0459 1.2 67291.0/5.64 HUMAN Q72569 BRCAT1-associated protein OS=Homo sapiens GN=BRAP PE=1 SV=1
Detailed Results
# mMH* MH* MH*  Protein . .
Rank Score 3,7; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species N:ce:slon M:‘ﬂfiﬁ Protein Name
o
lons (Da) (Da)  (ppm) (Da)
1 1931 824 12 5125 K385k (K) T D\G k I VAQ\Y|E/C/E/G/D/T/C Q/E/E K (I) 2288.9646 114.0459 1.2 67291.0/5.64 HUMAN Q72569 70829

BRCA1-associated protein OS=Homo sapiens GN=BRAP PE=1 SV=1
Fragment-ion (m/z) |86.094 |136.075 [217.081 |276.155 290.076 |300.164 |405.187 |415.189 |420.197 |582.246 |615.294 |628.241 |684.237 |693.279 |710.397 |728.401 794.324 841.428 |856.440 |909.342 |966.377 ‘1019 503 [1095.421 |1255.453 |1384.461
Frac. Inten.(% of TIC) . X

Rel. Inten.(% of BP)

2.82 2.86 4.13 264

2667 | 2710 39.11| 24.98
Score 0.50 1.50 1.50 1.50
lon-type bg ¥9 y10 y11
Delta ppm 134 47 30| 217
Reset
Y, SRR
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100.% )

v St
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Result Summary

Pl # MH* MH*  MH®  Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ns (Da) (Da) (ppm)  (Pa)

1 1341 699 9 9125 K31k (K)DGDGTITTKELGTVMR(S) 1693.8425 114.0528 5.5 16837.7/4.09 HUMAN  P62158 Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2

Detailed Results

#
Rank Score (SI’Z)I BCS Unmatched Variable sites

MH* MHY MH* Protein N Di
Sequence Calculated Error Error MWipl Species Acce;smn Mﬁ‘:e'f;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1341 699 9 9/25 K31k (K)D G\D\G T I/T T/k/E/L/G T V/M/R (S) 1693.8425

114.0528 5.5 16837.7/4.09 HUMAN P62158 77191

Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2
Fragment-ion (mz) (84.081 |86.095 |136.076 145.058 {173.055 (175.117 |288.078 |306.156 |327.087 |353.104 356.164 |371.191 |428.143 |477.212 ‘505 275*2 ‘524 269*2 (563.296 ‘555 284*2 ‘555 288+2 ‘616 318*2 ‘325 339%2 |676.377 |805.433 (811.413 [1047.582

Frac. Inten.(% of TIC)

227 325 3.81 242 3.06 254 284
Rel. Inten.(% of BP) 1556 | 2230  26.10 1658 |  20.96 1739|1945
Score -0.16 022 1.50 017 050 0.50 1.50
lon-type w*? yo-NH3*2 y10-H20*2 | y10*?
Delta ppm -29.2 -12.0 -13.6 M7
Reset
]
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Result Summary

MH* MH* MH*  Protein

Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWI/pl  Species Acce;sion Protein Name
o]
lons (0a)  (Da) (ppm)  (D2)
1 13.06 708 8 11/25 K95k (R)VEDKDGNGYISAAELR(H) 1754.8708 114.0479 2.6 16837.7/4.09 HUMAN  P62158 Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2

Detailed Results

# MH* MH* MH* Protein . .
Rank Score ?,/:)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn Mli(?e')g(;s' Protein Name
e (Da) (Da)  (ppm) (Da)
1 13.06 708 8 11/25 K95k (R)V F D k DG N G\Y/I/S/A/A/E/L/R (H) 1754.8708 114.0479 2.6 16837.7/4.09 HUMAN P62158 77191 Calmodulin OS=Homo sapiens GN=CALM1 PE=1 SV=2

Fragment-ion (m/z) (70.067 72.081 (84.080 (86.096 |120.081 [136.076 [173.123 [175.117 [199.177 [219.145 |288.203 (300.078 |340.165 [417.245 |426.168 454.208 481.288 (488.279 |559.322 (646.356 {759.439 |g12.380*2 (834.329 (947.417 |1111.462

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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Reset
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73 Result Summary

SPI # MH* MH"  MH®  Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
fo
L (Da) (Da)  (ppm) (Da)
1 19.92 827 10 6/25 K261k (K)VSILESLDKWER(L) 1474.7900 114.0471 2.6 43210.1/5.27 HUMAN ~ P10644 cAMP-dependent protein kinase type |-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=1
Detailed Results
# N MH* MH* MH*  Protein N N
Rank Score (S,;; BCS Unmatched Vasri;:I;Ie Sequence Calculated Error Error MWipl Species Acce:snon Mli-:elgiﬂ Protein Name
fo
L (Da) (Da)  (ppm) (Da)
1 19.92 827 10 6/25 K261k  (K) v/s\I/L/E/S L/D/k/W/E/R (L) 1474.7900 114.0471 2.6 43210.1/5.27 HUMAN ~ P10644 333703 cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=1

Fragment-ion (m/z) |72.080 86.096 87.100 [120.079 |159.111 [173.127 [175.117 [187.106 [199.177 (201123 [243.134 [244.089 (304.161 [310.164 [424.216 |490.239 |579.781*2 |588.793*2 |645.325*2 |702.366 732.375 |745 384*2 [847.409 |1o47 519 ‘1178 563

Frac. Inten.(% of TIC) 350 479 258 6.90 5.11
Rel. Inten.(% of BP) 91 53 50.76 69.43 | 37.39 10000 |  74.01
Score 050 | 1.50 0.18| 150 1.50 1.50
lon-type SL-28 ¥1 Y5 y7 ¥8
Delta ppm 4107/ -14.0 23.4 28 -1.0
- Reset
+2 ¥ T
112643 SL-28 9 v,
| %2 11 Back
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1 ¥ +2 b
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Result Summary

SPI # MH* MH®  MH*  Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1526 77.7 10 6/25 K122k (R)TPALVFEHVNNTDFKQLYQTLTDYDIR(F) 3241.6164 114.0726 8.8 45143.8/7.29 HUMAN  P68400 Casein kinase Il subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=1

Detailed Results

# ) MH*  MH* MH*  Protein ! ™
Rank Score ¢ BCS Unmatched V220 Sequence Calculated Error Error  MWipl  Species A°°esSion MS-DIgest o ioiy name
lons (Da) (Da)  (ppm) (Da)
1 1526 77.7 10 6/25 K122k (R)T P\AL/V F E H\VN\ T D F\k Q L ¥ Q/T L/T/D/Y D/I R (F) 3241.6164 114.0726 8.8 45143.8/7.29 HUMAN  P68400 128017 Casein kinase Il subunit alpha OS=Homo sapiens GN=CSNK2A1 PE=1 SV=1

Fragment-ion (m/z) |70.063 120.080 (136.071 [169.096 171.110 (199.104 |288.202 |414.178 554_791“2 566.292 681.334 |719.977 (744.0! 895.497 991_814"‘3 996.501 |1287.562

Frac. Inten.(% of TIC) 342 3.28 X 4.59 4.11
Rel. Inten.(% of BP) 25.40 2435 49, . . X 3 ) X X y X 34.13 3055
Score 075 050 | 1. 1.50 0.31
lon-type PA b10*2 y23*3
Delta ppm -133 5.0 =31
Reset
%
402642 % Back
100.% —
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Result Summary

# MH* MH*  MH" Protein Accession
Rank Score (o/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2373 91.0 12 4125 K170k (K)LLNDEDQVVVNKAAVMVHQLSK(K) 2450.3072 114.0674 9.5 85497.1/5.53 HUMAN  P35222 Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1
2 1426 758 6 10/25 K180k (K)LLNDEDQVVVNKAAVMVHQLSk(K) 2450.3072 114.0674 9.5 85497.1/5.53 HUMAN  P35222 Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1
Detailed Results
# MH* MHY  MH* Protein N i
Rank Score (SGZ)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species A“e:sm" le‘ zs;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2373 910 12 4/25 K170k

(K)L LIN D E/D Q/V/V/V/N k/A/A/V/M/V/H Q L S K (K) 2450.3072 114.0674

9.5 85497.1/5.53 HUMAN

P35222 130857  Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1

Fragment-ion (miz) |72.080 [84.044 [84.080 [86.096 [88.040 [110.070 [199.180 [227.174 [230.075 [359.118 [454.207 [546.282*3 [584.213 [612.345 [711.410 ‘720 398°2 [769.932*2 [780.048" ‘319 460*2 [842.458 ‘sss 900*2 [041.513 ‘990 551*2 [1012567 [1083.583
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Frac. Inten.(% of TIC) 419 350 324 262 272 245
Rel. Inten.(% of BP) 1282 10.71 992 800| 832 750
Score 1.50 1.50 1.50 150 150 1.50
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Reset
102e4 Back
100.5% —
= Grow
) 2 Shii
rink
g0 02 NDE 4542 sp3 v, Y12 Y14 Yo
1 1 | a1l d 0l 11 1
T T T T T
200 400 600 800 1000
Was=s (mkz) Labels



76

Result Summary

# MH* MHY  MHY  Protein
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species
lons (Da) (Da)  (ppm)  (Pa)

(R)VLKVLSVCSSNKPAIVEAGGMQALGLHLTDPSQR(L) 3575.9036 114.0898 12.7 85497.1/5.53 HUMAN

AGGSSION protein Name

P35222
P35222

Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1
Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1

1 2020 918 14 3/25 K345k
2 1857 852 12 5/25 K354k (R)VLKVLSVCSSNKPAIVEAGGMQALGLHLTDPSQR(L) 3575.9036 114.0898 12.7 85497.1/5.53 HUMAN
Detailed Results
sPI # = "
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error
lons (Da) (Da)

(RIVL K\VL S V\CSSNK P A\I\V|E/A/G/G/M/Q/A L/G L/HL T D/P S QR (L) 3575.9036 114.0898

MH*  Protein

Error  MWipl

(ppm)  (Da)
12.7 85497.1/5.53 HUMAN

Species

Accession MS-Digest
#

P35222

Index #

130857  Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1

Protein Name

1 2020 91.8 14 3/25 K345k

Fragment-ion (m/z) [70.065 [72.080 [84.044 [84.080 [86.095 [102.053 [104.052 [455.292 [466.326 [487.261 [562.300* [654.357*2 [668.005" [700.878"2 ‘718 395*2 ‘783 920*2 ‘799 434*2 ‘812 420*2 [pa0.923*2 [853.558 ‘sss 9832 [g76.443"2 ‘905 518°2 [o40.971*2 [953.480
} } . 4.37 473 1291[ 250 573 6.05 314 y
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Frac. Inten.(% of TIC) 0.07 294 455 332 276 378 288
Rel. Inten.(% of BP) 0.38 1509 | 2335| 17.05| 1418| 1942 | 1479| 2245| 2427 | 6625 1283| 2942| 3105  16.10
Score 150 150 | 017 0.50 150 150 050 1550 150|050 0.50 150 050
lon-type E vio"? |y viaNis*Z | oy | a2 | b1at? | s | oy PT bis™ |y ] bee'?
Delta ppm 72 07 64 125 175 83 40 53| 79 03 34 07
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Result Summary

# mMH* MH* MH*  Protein )
Rank Score (saz; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species Acce:slon

Protein Name
(Da) (Da) (ppm)  (D3)

ons.

1 1037 648 9 11/25 K435k (K)NKMMVCQVGGIEALVR(T) 1804.9230 114.0710 14.6 85497.1/5.53 HUMAN  P35222 Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1
Detailed Results
# MH* mMHY  MHY Protein . .
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error  Error MWi/pl Species me;sm" Mﬁz;g?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1037 648 9 11125 K435k

(K)N kX\M\M V\C Q\V/G/G I/E/A L V/R (T) 1804.9230 114.0710 14.6 85497.1/5.53 HUMAN P35222 130857  Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1

Fragment-ion (m/z) 70.065 72.080 (84.080 86.096 |104.050 [133.045 [136.075 [141.100 [159.091 [175.116 [187.144 |215.145 |237.119 (357.184 |410.223 |458.296 \455,71&2 488.222 \503,730"2 \530,277+2 587.344 (718.339 |757.451 (814.472 [1006.444

Frac. Inten.(% of TIC)

3.16 2.73
Rel. Inten.(% of BP) 11.65 10.06
Score -0.12 0.50
lon-type l'J7+2
Delta ppm 252
Reset
Y8
1.930+3 Back
100.%  —
Grow
Y5 Yy )
b, 402 Y, +2 B Shrink
4 b 5
E
1 liaja I ]
T T T T T T T
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Result Summary

SPI # MH* MH*  MH*  Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ns (Da) (Da)  (ppm) (Da)
1 1275720 7 8/25 K508k (K)LLHPPSHWPLIKATVGLIR(N) 2148.2804 114.0653 9.9 85497.1/5.53 HUMAN  P35222 Catenin beta-1 OS=Homo sapiens GN=CTNNB1 PE=1 SV=1
Detailed Results
# MH* MH* MH*  Protein . .
Rank Score (S,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce:sm" Mlic?elgis‘ Protein Name
lons (Da) (Da)  (ppm) (ba)
1 1275 720 7 8/25 K508k (K)L & H\P P S H\W P L\I k/A/T V/G L I/R (N) 2148.2804 114.0653 9.9 85497.1/5.53 HUMAN P35222 130857  Catenin beta-1 0S=Homo sapiens GN=CTNNB1 PE=1 SV=1

Fragment-ion (m/z) |70.064 (72.079 |84.079 |86.095 |110.070 [120.080 [129.100 |159.089 [160.091 [173.128 [175.118 {183.146 [199.183 |211.139 |346.228 (364.233 |419.207 |458.308 471.268 |476.745%2 |580.822*2 (658.423 729.464 |733.906%2 [782.432
Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
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2010+3 Back
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Result Summary

# MH* MH* MH*  Protein Accession :
Rank Score (o/, BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1133 652 4 13/25 K220k (K)DYPFQGKVR(A)  1109.5738 114.0569 11.4 42099.3/7.16 HUMAN  P56202 Cathepsin W OS=Homo sapiens GN=CTSW PE=1 SV=1
2 622 542 2 16/25 M353m (R)MNKNFERLR(S) 1207.6364 15.9943 -0.5 161737.3/8.78 HUMAN  Q5JU85 IQ motif and SEC7 domain-containing protein 2 0S=Homo sapiens GN=IQSEC2 PE=2 SV=1
3 571 614 1 15/25 None (K)ELPRVGYTDR(G) 1223.6531 -0.0224 -18.3 64370.3/6.40 HUMAN RP08243 REVERSE Asparagine synthetase [glutamine-hydrolyzing] OS=Homo sapiens GN=ASNS PE=1 SV=4
4 366 523 1 18/25 None (K)KPEDYQALNK(Y) 1223.6419 -0.0112 -9.1 479394.8/5.01 HUMAN Q9NYQ8 Protocadherin Fat 2 OS=Homo sapiens GN=FAT2 PE=1 SV=1
5 339 501 2 20/25 M214m (R)MLDGVLIFDGK(T) 1207.6391 15.9916 -2.7 126968.6/5.14 HUMAN RQ16531 REVERSE DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1
Detailed Results
+ + + i
Rank Score ﬁ,:; BCS Unm:::ched Vasriiézle Sequence Cazl.::a(ed ;?o, éwy:,r Pl\;mz;ln Species koe;sw" MI?\ :::f;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1133 652 4 13/25 K220k (K)D ¥/B/F Q/G k V/R (A) 1109.5738 114.0569 11.4 42099.3/7.16 HUMAN  P56202 81077  Cathepsin W OS=Homo sapiens GN=CTSW PE=1 SV=1

Fragment-ion (m/z) 70.065 71.070 [120.080 [127.085 [155.081 [158.095 [175.122 203.117 |204.119 [251.120 |252.126 [274.161 [279.117 (287.171 [302.147 | 345.189 (373.183 |465.244 473 262+2 |556.304 |573.335 (644.375 |791.437 (848.463 |945.516

[Frac. Inten.(% of TIC) (% of TIC) [ o075
Rel. Inten.(% of BP) 240
Score -0.02
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Result Summary

# MH* mMHY  MHY Protein N
Rank Score (SQ/F;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species N:oezslon Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1378 695 4 624 K166k (R)EQFYHSCKQYGITGENVR(G) 2216.0189 114.0668 10.3 56921.0/4.68 HUMAN Q96JB5 CDKS5 regulatory subunit-associated protein 3 OS=Homo sapiens GN=CDK5RAP3 PE=1 SV=2
2 666 542 2 1224 None (R)LAGGESSSNESGRRIGPSPCPSK(A) 2330.1153 -0.0296 -12.7 128109.8/6.02 HUMAN RO15068 REVERSE Guanine nucleotide exchange factor DBS OS=Homo sapiens GN=MCF2L PE=1 SV=2
Detailed Results
. mMH* mMHY  mH* Protein . .
Rank Score (,,/) BCS Unmatched Val;lt:b;le Sequence Calculated Error Error MWipl Species Acce:slon M:‘d[)elg;st Protein Name
lon: (Da) (0a) (ppm)  (Da)
1 1378 695 4 624 K166k (RIEQFYHSCkQY/GI/TGENV/RI(G) 2216.0189 114.0668 10.3 56921.0/4.68 HUMAN Q96JB5 102879  CDKS regulatory subunit-associated protein 3 OS=Homo sapiens GN=CDK5RAP3 PE=1 SV=2

Fragment-ion (m/z) |72.080 (74.060 [84.043 84.079 |86.095 (87.053 [87.095 [102.053 |110.071 [120.081 |129.066 [136.073 [159.073 [175.117 [240.099 |314.171 |338.172*2 |387.163 |517.273 |657.299 |675.338 |706.787+2 (754.339 (845.428

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)

Score
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S S I S E— | .
200 00 400 500 800 700 800
Mess (miz) Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

87



81

Result Summary

SPI # MH* MH®  MH* Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species Protein Name
A
lons (0a)  (Da) (ppm)  (D2)
1 13.07 808 7 7125 K103k (R)GFSIPECQKLLPK(A) 1516.8192 114.0557 7.9 51712.7/8.45 HUMAN 075390 Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2
2 7.06 626 4 11/25 K107k (R)GFSIPECQKLLPk(A) 1516.8192 114.0557 7.9 51712.7/8.45 HUMAN 075390 Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2

Detailed Results

# MH* MH*  MH*  Protein
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:swn MI?"I‘);gest Protein Name
lons (Da) (Da)  (ppm) (Da)
1 13.07 808 7 7125 K103k (R)G F\s\I/P E/C Q k L/L/P/K (A) 1516.8192 114.0557 7.9 51712.7/8.45 HUMAN 075390 101769  Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2

Fragment-ion (m/z) {70.065 |84.080 (86.096 120.080 [121.084 [129.102 [147.111 [173.128 |177.102 [178.104 |199.108 |205.096 [226.155 [227.105 [244.166 [245.168 [274.120 [292.130 [357.249 [359.209 |469.314 |613,834*2 (870.418 |983.505 [1000.563
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Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
+2 Reset
]
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MH* mMH*

Result Summary

MH* Protein

Rank Score (sz)l BCS Unm::ched Variable sites Sequence Calculated Error Eror MWl  Species 2SS protein Name
lons (Da) (Da)  (ppm) (Da)
1 2420 1000 9 0125 K382k  (K)LVAQLYKIVPNVLLEQGK(A) 20252107 114.0701 12.7 517127845 HUMAN 075390 Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1SV=2
2 947 621 4 1025 K393k  (K)LVAQLYKIVPNVLLEQGK(A) 20252107 114.0701 12.7 517127845 HUMAN 075390 Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1SV=2
3 574 628 4 1425 K261kK264k (K)VIKISKDLDLWGTAAIR(F) 1911.1637 228.1170 14.6 145808.0/6.04 HUMAN RQ14692 REVERSE Ribosome biogenesis protein BMS1 homolog OS=Homo sapiens GN=BMS1 PE=1 SV=1
4 311 559 0 1425 K1424k  (RJENIKVLSIQLNITKGNK(L) 2025.2067 114.0741 14.6 170545.1/7.01 HUMAN RQ14146 REVERSE Unhealthy ribosome biogenesis protein 2 homolog OS=Homo sapiens GN=URB2 PE=1 SV=2
Detailed Results
+ " + ;
Rank Score (SZ)' BCS Unm::ched Vas'ii‘:l;'e Sequence Ca|n:l:md é",:,, 2",:‘0, WQT Species ‘“";Si"" le‘feig;s' Protein Name
lons ©a)  (a) (ppm)  (Da)
1 2420 1000 9 0125 K382k (K)L VIA Q L Y/K\I|V/P/N/V/L/L E Q G K (A) 20252107 114.0701 127 51712.7/845 HUMAN 075390 101769 Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2

Fragment-ion (miz) |70.064 72.080 (84.079 (86.096 |185.164 (200.103 [212.102 [213.158 |311.171 [313.188 |455.298 |499,200*2 519.296 |548,826*2 |574.323 (618.358 (687.411 |726.443*2 [786.471 (900.513 |930.546 ‘95405;;*2 997.570 [1043.636 ‘1096630
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Result Summary

+

SPI MH MH* - MH" Protein :.o Accession "
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lo (Da) (Da)  (ppm) (ba)
1 1556 86.2 9 8/25 K43k (K)DILADLIPKEQAR(I) 1481.8322 114.0456 1.7 51712.7/8.45 HUMAN 075390 Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2
2 806 692 2 1325 None (R)VQNALEVNLRHFR(R) 1595.8765 0.0014 0.9 337856.6/5.90 HUMAN  Q9Y485 DmX-like protein 1 OS=Homo sapiens GN=DMXL1 PE=1 SV=2
3 6.95 780 1 12/25 None (R)SSRHKNLAIDEKER(E) 1595.8612 0.0166 10.4 79417.7/6.44 HUMAN R094844 Rho-related BTB d ing protein 1 OS=Homo sapiens GN=RHOBTB1 PE=1 SV=2
4 6.92 66.1 3 13/25 None (RNTALLSELNKVTHR(E) 1595.8864 -0.0085 -5.3 133504.9/5.87 HUMAN RQ66GS9 REVERSE Centrosomal protein of 135 kDa OS=Homo sapiens GN=CEP135 PE=1 SV=1
5 6.64 734 2 14125 None (K)LPSPLDITAERVER(L) 1595.8751  0.0027 1.7 125430.4/5.66 HUMAN Q77272  Elongation factor Tu GTP-binding domain-containing protein 1 OS=Homo sapiens GN=EFTUD1 PE=1 SV=2
Detailed Results
+ + + i
Rank Score () BCS Unmatched Variable Sequence o B RWnl Spocies Accession MS-D9%S! protein Name
(Da) (Da)  (ppm) (Da)
1 1556 862 9 825 K43k (K)D I\L\a\D L/1/P/k/E/Q B/R (I)  1481.8322 114.0456 1.7 51712.7/8.45 HUMAN 075390 101769  Citrate synthase, mitochondrial O0S=Homo sapiens GN=CS PE=1 SV=2

Fragment-ion (m/z) |70.064 84.080 |86.096 87.099 |141.102 (156.101 [175.116 183.111 185.127 |201.123 |202.125 |215.141 |229.118 |300.155 |342.201 374.216 ‘ 385.244 ‘393 214*2 |413.237 ‘421 720*2 |503.254 (745.399 (818.485 (842.448 |955.536

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
B6.60e+3= DLiZE Back
/
100.% - s
s
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Result Summary

MH* MH* MH*  Protein

Rank Score ?,7; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Pcce;slon Protein Name
o]
lons (Da) (0a) (ppm)  (D3)
1 1138 563 6 10/24 K459k (K)SMSTEGLMKFVDSK(S) 1559.7444 114.0501 4.3 51712.7/8.45 HUMAN ~ 075390 Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2

Detailed Results

# MH* MH* MH*  Protein . .
Rank Score ?;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ACI:E:SIOH MI?u?el)g(;St Protein Name
3

lons (Da) (Da)  (ppm) (Da)
1 1138 563 6 10/24 K459k (K)s M|s T E/G L/M k/F V/D/S K (S) 1559.7444 114.0501 4.3 51712.7/8.45 HUMAN 075390 101769  Citrate synthase, mitochondrial OS=Homo sapiens GN=CS PE=1 SV=2
Fragment-ion (miz) [60.043 [72.081 [84.079 [86.095 [87.052 [104.053 [129.007 ‘143.079 [144.082 ‘189.080 ‘191.083 [219.081 ‘234.142 [288.115 [300.119 [349.175 [358 216*2 [406.267 ‘411.206 [595.289 ‘725_;453+2 ‘844.447 |os.484 ‘1138.569
Frac. Inten.(% of TIC) 399 335 507 2001 184 a73[ 1374 415 779 187[ 173[ 381 166 165 197 263 701 156[ 397 172
Rel. Inten.(% of BP) 1910 | 16.03| 242410000 | 881| 17.81| 6568 | 19.83| 37.27 | 896| 825| 1821 793| 790| 944| 1257 3352| 746| 1897| 821
Score -019| -016| -024| -100| -009| 075 050| 075| 150| 075 -008| 150| -0.08| -0.08| -009| 150 150| -007| 150| 150
lon-type ST a2 b2 y2 | TEG ¥3 ¥5 | yyp*? 7 ¥9
Delta ppm 11| 76| 3| 12| -163 104 338|  Thog 34| 203

mMs-28| Ms :
76| 13

Reset

7 8Be+2ms28 Dack
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Result Summary
# MHY MHY MHY  Protein .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon Protein Name
ons (Da) (Da)  (ppm) (Da)

1 1774 878 8 4/25 K265k (K)DSGYPETLVNLIVLSQHLGKPPEVTNR(Y) 2976.5789 114.0629 6.4 34482.2/4.98 HUMAN 014579 Coatomer subunit epsilon OS=Homo sapiens GN=COPE PE=1 SV=3

Detailed Results

# MH* MH* MH*  Protein . o
Rank Score ?,Z)' BCS Unmatched Variable sites Sequence Calculated Error Eror  MWipl  Species A°°%s%ion MS-DIgest p,giqin Name
lons (Da) (Da)  (ppm) (Da)
1 774 878 8 425 K265k

(K)D S\G\Y|PETLVNL/I/VL/SQHLGX/PPEVTNR(Y) 29765789 114.0629 6.4 34482.2/4.98 HUMAN 014579 118159  Coatomer subunit epsilon OS=Homo sapiens GN=COPE PE=1 SV=3

Fragment-ion (miz) [70.066 [72.079 [84.079 [86.097 [110.070 [136.073 [203.068 [227.098 [242.081 [260.090 [328.144 [395.156 [406.726*2 [423.142 ‘su.aos*z 637.293 ‘733,994*2 812.433 [ga5.473*2 ‘334,4914 ‘390,1“*3 [s0a.981%2 ‘929.093“2 los1.530°2 [1112621

Frac. Inten.(% of TIC)

287 3.06 27.92 4.97 2.87 3.06 252
Rel. Inten.(% of BP) 10.28 10.95|  100.00 17.82 10.28 10.97 9.01
Score 150 0.50 1.50 1.50 -0.10 150 | -0.09
lon-type yia*? lyoaNH3 | ypg* | yrs*? yie*?
Delta ppm 216 3.1 55 -8.8 12
L Reset
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Result Summary

+

MH MH* MH*  Protein

Rank Score (,,/) BCS Unrm!ched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:sion Protein Name
ns (Da) (0a) (ppm)  (Pa)
1 1352 717 7 8/25 K112k (K)KEDLVFIFWAPESAPLKSK(M) 2205.1954 114.0636 8.9 18502.6/8.22 HUMAN ~ P23528 Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3
1 1352 717 7 8/25 K112k (K)KEDLVFIFWAPESAPLKSK(M) 2205.1954 114.0636 8.9 18736.7/7.66 HUMAN  Q9Y281 Cofilin-2 OS=Homo sapiens GN=CFL2 PE=1 SV=1
2 1182 688 6 9/25 K114k (K)KEDLVFIFWAPESAPLKSk(M) 2205.1954 114.0636 8.9 18502.6/8.22 HUMAN ~ P23528 Cofilin-1 OS=Homo sapiens GN=CFL1PE=1SV=3
2 1182 688 6 9/25 K114k (K)KEDLVFIFWAPESAPLKSk(M) 2205.1954 114.0636 8.9 18736.7/7.66 HUMAN ~ Q9Y281 Cofilin-2 0S=Homo sapiens GN=CFL2 PE=1 SV=1
Detailed Results
+ + + i
Rank Score :,Z)I BCS Unrm’:ched Variable sites Sequence Cal’:u::aled ;_1:,, éﬂr:‘or PMrz\tlf;;:‘ Species Acce:sion MI?‘;T)Q(;S' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1352 717 7 8/25 K112k (K)K E D L\V\F\I\F W A/P E S A/P L k/S K (M) 2205.1954 114.0636 8.9 18502.6/8.22 HUMAN P23528 116581  Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3
1 1352 717 7 8/25 K112k (K)K E D L\V\F\I\F W A/P E S A/P L k/S K (M) 2205.1954 114.0636 8.9 18736.7/7.66 HUMAN QY281 116601  Cofilin-2 OS=Homo sapiens GN=CFL2 PE=1 SV=1

Fragment-ion (m/z) |70.064 (72.081 {84.081 |86.096 [120.080 [121.083 [130.071 [159.092 |185.162 |199.100 [234.150 [296.124 (334.154 (343.715%2 |458.242 |486.270 |500.236 |535.798*2 |585.317 |588.318 |686.422 732.386 (845.464 (991.515 |1070.593
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Result Summary

# MH* MHY  MHT Protein .
Rank Score 37; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce:slon Protein Name
/o)
lons (Da) (Da)  (ppm) (Da)
1 1840 937 7 1/25 K63k (K)ELVEKLLEGYLK(E)  1433.8250 114.0498 4.5 39446.9/4.93 HUMAN Q96G28 Coiled-coil domain-containing protein 104 OS=Homo sapiens GN=CCDC104 PE=1 SV=2
2 629 566 2 9/25 None (K)AAAKSEHITKNIHK(A) 1547.8653 0.0096 6.2 111631.0/8.76 HUMAN  Q9Y2L6 FERM domain-containing protein 48 OS=Homo sapiens GN=FRMD4B PE=1 SV=2
Detailed Results
# . MH* MHY  MHT Protein . D
Rank Score 37; BCS Unmatched Vasri;Zl;Ie Sequence Calculated Error Error MWipl Species Accezslon M:“’Delsis‘ Protein Name
/o)
lons (Da) (Da) (ppm) (Da)
1 1840 937 7 1/25 K63k (K)E L\V E k/L/L/E/G Y/L/K (E) 1433.8250 114.0498 4.5 39446.9/4.93 HUVAN Q96G28 84057  Coiled-coil domain-containing protein 104 OS=Homo sapiens GN=CCDC104 PE=1 SV=2

Fragment-ion (m/z) |72.080 |84.044 |84.080 |86.096 |102.055 [129.101 |130.084 |136.074 |147.111 |197.128 |215.140 |229.120 |243.135 |260.197 |324.189 |350.137 |356.229 |372.187 |453.242 |480.285 |591.321 |609.325 |695.371 |722.410 |835.489
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Rel. Inten.(% of BP)
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Result Summary

+ + + i
Rank Score ?,Z)I BCS Unma(#ched Variable sites Sequence cmn:::aged gl,:,, g.':,, Ph;s\tlz;ln Species Pcce;sion Protein Name
(Da) (Da)  (ppm) (Da)
1 M1M75779 5 13/25 K289k (R)ISLPESLKR(l) 1042.6255 114.0282 -12.7 187149.1/6.02 HUMAN  P01024 Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2
2 1156 747 4 11/25 None (R)VILQIEGLQR(R) 1156.6684 -0.0147 -12.7 100036.0/8.68 HUMAN RADFGR9 REVERSE Extended synaptotagmin-3 OS=Homo sapiens GN=FAM62C PE=2 SV=1
3 11.21 768 4 1225 None (R)LSLAQTGLTPR(G) 1156.6684 -0.0147 -12.7 154689.8/6.31 HUMAN  Q6F5E8 Leucine-rich repeat-containing protein 16C OS=Homo sapiens GN=RLTPR PE=1 SV=2
4 1019 767 4 14/25 K1665k K1669k  (K)LSLPKAGDK(V) 928.5462 228.1075 18.7 226356.8/8.39 HUMAN R0O60293 REVERSE Zinc finger C3H1 domain-containing protein OS=Homo sapiens GN=ZFC3H1 PE=1 SV=3
5 9.03 726 3 14/25 None (R)LSLEGERQPK(S) 1156.6321  0.0217 18.7 213620.7/7.15 HUMAN  P35658 Nuclear pore complex protein Nup214 OS=Homo sapiens GN=NUP214 PE=1 SV=2
Detailed Results
+ + + i
Rank Score ?,Z)I BCS Um:\a(#ched v:l‘:;le Sequence Cal::‘:l‘ated F_M,':o, g::,, Ph;e\tlz;ln Species Pcce;sion Mli-d[:eisis‘ Protein Name
ons (Da) (Da)  (ppm) (Da)
1 M75779 5 13/25 K289k (R)1/s|L/B/E S L k/R (I) 1042.6255 114.0282 -12.7 187149.1/6.02 HUMAN  P01024 111117  Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2

Fragment-ion (m/z) |70.064 72.079 |84.080 |86.095 |87.100 [115.087 {136.073 [173.128 [175.120 |201.122 [230.091 |246.142 |258.087 [296.197 (360.200 [371.179 |399.160 |422,229*2 |473.283 |478.771*2 |586.364 (746.407 (843.452 |956.526 |1043.580
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Result Summary

SPI MH* MH"  MH®  Protein Accession
Rank Score |, . BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Protein Name
(%) #
s ®©a)  (a) (ppm)  (P3)
1 1383 785 8 825 K243k (K)VQQLPKYTSQIVGR(F) 1616.9119 114.0425

-0.3 47873.4/6.19 HUMAN Q9UNS2 COP9 signalosome complex subunit 3 OS=Homo sapiens GN=COPS3 PE=1 SV=3

Detailed Results

# MH* MH*  MH*  Protein . .
Rank Score ?,Z; BCS Unmatched Variable sites Calculated Error Error MWi/pl Species Acce:s'on Mlicll)elgis‘ Protein Name
lons (Da) (Da) (ppm)  (Da)
1 13.83 785 8 8/25 K243k (K) v Q\QIL|P k/¥/T/S Q/1/V G R (F) 1616.9119 114.0425 -0.3 47873.4/6.19 HUMAN Q9UNS2 64255

COP?9 signalosome complex subunit 3 0S=Homo sapiens GN=COPS3 PE=1 SV=3

Fragment-ion (m/z) 72.079 84.041 84.078 [86.094 |121.078 [132.084 141.099 185.154 [200.134 [211.103 [214.150 [228.132 [331.206 (338.160 356.188 [382.211 |444.282 |453.278 |469.280 \(;31,347+2 659.408 \533,394"2 \743,415*2 760.431 (923.483

Frac. Inten.(% of TIC)

1655 272 358
Rel. Inten.(% of BP) 100.00 1644 | 2161
Score 1.50 1.50 0.50
lon-type y10*2 1172 ly12-H20*2
Delta ppm 19 82 79
.12 Reset
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Result Summary

+

MH MH®  MH®  Protein Accession
Rank Score (,,/) BCS Unrmtched Variable sites Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1949 845 9 4/25 K116k (K)GVTIASGGVLPNIHPELLAKK(R) 2114.2332 114.0746 14.2 39617.3/9.80 HUMAN ~ 075367 Core histone macro-H2A.1 OS=Homo sapiens GN=H2AFY PE=1 SV=4
2 1782 810 8 5/25 K117k (K)GVTIASGGVLPNIHPELLAKK(R) 2114.2332 114.0746 14.2 39617.3/9.80 HUMAN 075367 Core histone macro-H2A.1 OS=Homo sapiens GN=H2AFY PE=1 SV=4
Detailed Results
# . MH* MH* MHT  Protein . o
Rank Score (,,/) BCS Unmatched Vasr;l':I;Ie Sequence Calculated Error Error MWipl Species Acce:slon M:‘gg;st Protein Name
lons (Da) (Da) (ppm) (Da)
1 1949 845 9 4/25 K116k (K)6 Vv T\I 2 S G G V/L/P N I/H/P E L/L/A/k/K (R) 2114.2332 114.0746 14.2 39617.3/9.80 HUMAN 075367 271841  Core histone macro-H2A.1 OS=Homo sapiens GN=H2AFY PE=1 SV=4

Fragment-ion (m/z) [70.065 |72.081 |74.061 |84.081 [86.097 87.058 [87.098 110.069 [120.078 [129.101 |187.145 |212.104 |258.143 |325.185 (340.182 (389.254 |440.252 |458.611*3 [460.285 (462.249 ‘525 3222 |573.385 ‘687 402*2 ‘743 934*2 |912.556

Frac. Inten.(% of TIC) 475
Rel. Inten.(% of BP) 2347
Score 0.75
lon-type PNI
Delta ppm -84
w2 Reset
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Result Summary

+ + + i
SPI # MH’ MH’ MH’ Protein

Rank Score | BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species A°®351 protoin Name
lons (Da) (Da)  (ppm) (Da)
1 2161977 8 1125 K117k (K)GVTIASGGVLPNIHPELLAKK(R) 2114.2332 114.0382 -2.1 39617.3/9.80 HUMAN Q75367 Core histone macro-H2A 1 OS=Homo sapiens GN=H2AFY PE=1 SV=4
1 2161977 8 1125 K116k  (K)GVTIASGGVLPNIHPELLAKK(R) 2114.2332 114.0382 -2.1 39617.3/9.80 HUMAN 075367 Core histone macro-H2A 1 OS=Homo sapiens GN=H2AFY PE=1 SV=4
2 902 670 2 12125 K620k K630k  (R)EKKQIQPFQVLTTRKR(K) ~ 2000.1764 228.0950 4.1 101736.6/549 HUMAN  P18858 DNA ligase 1 OS=Homo sapiens GN=LIG1 PE=1SV=1
3 847 T10 2 13125 K634k (R)KGEVTLLSRLHHENIVR(Y) ~ 2114.2193 114.0521 4.1 186839.5/5.90 HUMAN P2K8  Eukaryotic translation initiation factor 2-alpha kinase 4 OS=Homo sapiens GN=EIF2AK4 PE=1 SV=2
4 766 653 1 12125 None (K)VRLDNEKEGFPITAIREIK(I) ~ 22282397 0.0316 14.2 164924.0/9.71 HUMAN ~ Q14004 ~Cell division cycle 2-like protein kinase 5 OS=Homo sapiens GN=CDC2L5 PE=1 SV=2
Detailed Results
+ + + i
Rank Score (n/) BCS Unmatched Vasrii‘:ZIe Sequence call\:‘:a‘“ .':_v::‘o, g,:,, PMN\,A(IIepI:‘ Species Acce:sion Mﬁ:lig;ﬁ Protein Name
lons (Da) (0a)  (ppm) (D3
1 2161 977 8 1125 K117k (K)G WT\I/A/S/G G V/L/P N | H/P E L L AK k (R) 2114.2332 1140382 -2.1 39617.3/9.80 HUMAN O75367 271841 Core histone macro-H2A.1 OS=Homo sapiens GN=H2AFY PE=1SV=4

Fragment-ion (miz) [70.065 [72.082 [84.081 [86.097 [129.102 [157.098 [167.144 [212.102 [215.137 [258.146 [325.190 [ 434.252 [56.777*2 [ase.604*3 [459.271 [462.248 [496.206%3 | 625.329 [667.307"2 [124.397 [743.939%2 [p50.490"2 [894.019" [912.548 | 929.534*2

Frac. Inten.(% of TIC) 222 214 552 1.55 5.72 2.71
Rel. Inten.(% of BP) 6.40 6.16 15.90 447 16.46 7.81
core 1.50 0.75 1.50 1.50 1.50 1.50
lon-type yi2'3 | baH20 yi22 | yis*? 33': b1g+H20*2
Deita ppm . - 20 -8.0 3 9.2
PP 38| seavipn w2
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Result Summary

# MH" MH*  MH®  Protein Accession N
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1755775 8 5/25 K292k (K)EVIHCNSPVWGADKCEELLEKTVK(N) 2859.4168 114.0591 5.4 39617.3/9.80 HUMAN ~ O75367 Core histone macro-H2A.1 OS=Homo sapiens GN=H2AFY PE=1 SV=4
2 1383 67.2 6 7125 K295k (K)EVIHCNSPVWGADKCEELLEKTVK(N) 2859.4168 114.0591 5.4 39617.3/9.80 HUMAN 075367 Core histone macro-H2A.1 OS=Homo sapiens GN=H2AFY PE=1 SV=4
3 1362 641 6 7125 K285k (K)EVIHCNSPVWGADKCEELLEKTVK(N) 2859.4168 114.0591 5.4 39617.3/9.80 HUMAN 075367 Core histone macro-H2A.1 OS=Homo sapiens GN=H2AFY PE=1 SV=4
Detailed Results
+ + + i
Rank Score (,,/, BCS Unmatched Va;;ia;:le Sequence Cal!:’ll:ated évlr:lor évlr:lor PM’C:I?;:? Species Al:ce;sion Ma:?ei)?;ﬁ Protein Name
fon: (Da) (Da)  (ppm) (Da)
1 1755 775 8 5/25 K292k (K)F v I H\C N S\P V/W/GADKCE E L/L/E k T/V/K (N) 2859.4168 114.0591 5.4 39617.3/9.80 HUMAN 075367 271841 Core histone macro-H2A.1 OS=Homo sapiens GN=H2AFY PE=1 SV=4

Fragment-ion (m/z) |60.044 |70.065 |72.080 |84.081 |86.096 (102.055 |110.069 120.079 {129.100 (130.073 [147.110 159.089 [169.132 [219.148 [246.183 (354.184 ‘407 196*2 |497.281 ‘812 253 ‘ 661.270 (718.406 (831.489 |858.397 |g67.438*2 (060.489*2

Frac. Inten.| (% of TIC) | 4.27 3.99 4.23
Rel. Inten.(% of BP) | 29.78 27.78 29.44
Score -0.30 -0.28 0.75
lon-type IHCNS
Delta ppm -6.0

Reset
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2
1.040+3: Back
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Result Summary

+ + + i
Rank Score ?,Z)I BCS Unma’:ched Variable sites Sequence Cal'\:l:ated g.':o, g.':o, Pn;;!’;al;ln Species Accession Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1863 836 10 8/25 K16k (R)VVDFDETWNKLLTTIK(A) 1922.0270 114.0529 4.9 86983.6/6.46 HUMAN Q13617 Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=2
2 1298 753 6 11/25 K22k (R)VWDFDETWNKLLTTIk(A) 1922.0270 114.0529 4.9 86983.6/6.46 HUMAN Q13617 Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=2
3 740 636 3 15/25 K849k (R)VWKDMLKWCKEVMKK(D) 1922.0424 114.0374 -2.7 99647.4/6.10 HUMAN RP22681 REVERSE E3 ubiquitin-protein ligase CBL OS=Homo sapiens GN=CBL PE=1 SV=1
3 740 636 3 15/25 K853k (R)VWKDMLKWCKEVMKK(D) 1922.0424 114.0374  -2.7 99647.4/6.10 HUMAN RP22681 REVERSE E3 ubiquitin-protein ligase CBL OS=Homo sapiens GN=CBL PE=1 SV=1
3 740 636 3 15/25 K842k (R)VVkDMLKWCKEVMKK(D) 1922.0424 114.0374  -2.7 99647.4/6.10 HUMAN RP22681 REVERSE E3 ubiquitin-protein ligase CBL OS=Homo sapiens GN=CBL PE=1 SV=1
Detailed Results
+ + + .
Rank Score (,/) BCS Unma!ched Variable sites Sequence c;ﬂh‘ated g',:,, ;_TO, PI:I‘S\‘;;;I“ Species Acce:sm" MI?‘ fei)g(;St Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1863 836 10 8/25 K16k (R)V/VID|F/D E T/W/N k/L/L/T T I/K (A) 1922.0270 114.0529 4.9 86983.6/6.46 HUMAN Q13617 132065 Cullin-2 OS=Homo sapiens GN=CUL2 PE=1 SV=2

Fragment-ion (m/z) (72.079 |73.082 [86.098 [129.101 [147.114 [159.087 |171.146 [199.138 |235.103 [242.185 |314.170 340.166 |364.158 (392.185 [462.287 575.382 (655.846 (688.459 |788.441*2 [861.974 |862.450 \919 470%2 ‘gag 008*2 \1044 621 \1230 723
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Result Summary

# MH* MH* MHY  Protein .
Rank Score (S;)I BCS Unmatched Variable sites C: Error Error MW/pl Species Mce:slon Protein Name
fo
lons (Da) (Da)  (ppm) (Da)
1 1359 777 6 7125 K63k (R)IYDAQNELSAATHLTSKLLK(E) 2216.1921 114.0720 12.5 79663.9/5.28 HUMAN Q9UKG1 DCC-interacting protein 13-alpha OS=Homo sapiens GN=APPL1 PE=1 SV=1
2 M1M397M2 5 925 K66k (R)IYDAQNELSAATHLTSKLLK(E) 2216.1921 114.0720 12.5 79663.9/5.28 HUMAN Q9UKG1 DCC-interacting protein 13-alpha OS=Homo sapiens GN=APPL1 PE=1 SV=1
Detailed Results
: MH* MH* MH*  Protein . .
Rank Score (,/) BCS Unrmtched Variable Sequence Calculated Error Error MWipl Species Accession Mﬁ;‘g;ﬁ Protein Name
fon ©a (2 (ppm) (0a)
1 1359 77.7 6 7/125 K63k (R)I YD\AQNE/L/S/AATH/LTS kL L/K(E) 2216.1921 114.0720 12.5 79663.9/5.28 HUMAN Q9UKG1

169043 DCC-interacting protein 13-alpha OS=Homo sapiens GN=APPL1 PE=1 SV=1

Fragment-ion (miz) (70.065 (84.044 (84.081 (86.097 87.055 (87.101 |101.072 [102.055 110.071 |120.082 [129.102 (130.084 |136.074 [147.112 [159.078 [249.159 [339.161 (392.178 |436.249 ‘452 o724 ‘643 889*2 ‘esz 413*2 ‘743 957*2 (833.472 |916.582

Frac. Inten.(% of TIC) 3.02 3.06 3.04 13.37 6.50
Rel. Inten.(% of BP) ggg g.?g ?.gg 41.2& zggg
Score -0 -0. B - E
lon-type vi12 | yi2*? | ya®?
Delta ppm 52 16.7 18.6
Reset
a
2200439 1l Back
100.% _—
+2
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o 2
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Result Summary

SPI # N " MH* MH®  MH®  Protein ;. Accession "
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (0a) (ppm)  (Da)
1 1291 662 9 8/25 K109k (R)TNEKVELQELNDR(F) 1587.7973 114.0409 -1.2 53536.0/5.21 HUMAN  P17661 Desmin OS=Homo sapiens GN=DES PE=1 SV=3
1 1291 662 9 8/25 K104k (R)TNEKVELQELNDR(F) 1587.7973 114.0409 -1.2 53651.9/5.06 HUMAN  P08670 Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4

#
Rank Score ?;; BCS Unmatched Variable sites Sequence
v lons
1 1291 662 9 8/25 K109k (R) T\N\E k\V E/L/Q/E/L/N D/R (F)
1 1291 662 9 8/25 K104k (R) T\N\E k\V E/L/Q/E/L/N D/R (F)

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Detailed Results

Protein

+ + +
MH MH MH . Accession MS-Digest .
Calculated  Error  Error MWipl Species # Index# Frotein Name
(Da) (Da)  (ppm) (Da)
1587.7973 114.0409  -1.2 53536.0/5.21 HUMAN P17661 157549
1587.7973 114.0409  -1.2 53651.9/5.06 HUMAN P08670 837031

Fragment-ion (miz) (70.062 (72.079 | 84.047 (84.080 (86.093 (101.070 [102.052 [155.039 [175.115 [216.105 [248.127 [294.152 |307.115 |354.168 |371.183 404.191 (441.750*2 |517.283 | 519.700%2 [585.298 |646.316 |677.361*2 |756.355 774.382 887.439

Score
lon-type
Delta ppm
Reset
Y5
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100.% _—
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Result Summary

SPI # MH* MH®  MH®  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWI/pl  Species Protein Name
A
lons (Da) (Da)  (ppm) (Da)
1 1455 724 11 6/25 K159k (K)KIIENELEGFGIR(L) 1517.8322 114.0561 8.1 40542.4/9.00 HUMAN  Q9Y295 Developmentally-regulated GTP-binding protein 1 OS=Homo sapiens GN=DRG1 PE=1 SV=1

Detailed Results

. MH* MH* MH*  Protein . .
Rank Score , , BCS Unmatched Va|:|ab|e Sequence Calculated Error Error MWipl Species Accession MS-Digest Protein Name
( /) sites # Index #
lons (Da) (Da) (ppm)  (D2)
1 1455 724 11 6/25 K159k  (K) k\I\I\E\N\E|L/E/G/F/G I/R (L) 1517.8322 114.0561 8.1 40542.4/9.00 HUMAN  Q9Y295 85945  Developmentally-regulated GTP-binding protein 1 OS=Homo sapiens GN=DRG1 PE=1 SV=1

Fragment-ion (m/z) |70.065 (84.044 (84.081 86.096 (89.060 [102.054 |116.066 |120.080 |175.122 [243.136 (328.221 (345.223 (356.229 |469.200*2 [469.303 (492.295 (549.316 (579.203 |598.354 |616.331 [660.337 (678.353 |712.393 791.432 841.442

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
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Result Summary

¥ MH® MH®  MH®  Protein Accession
Rank Score (n/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1462 722 9 10/25 K123k (R)QYTSLLGKMNSEEEDEVWQVIIGAR(A) 2895.4193 114.0591 5.4 27131.0/5.68 HUMAN  Q9NR28 Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=1

Detailed Results

# MH* MH* MH*  Protein . .
Rank Score (5;: BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Mce:sm" Mii‘g;s‘ Protein Name
© lons (Da) (Da)  (ppm) (Da)
1 1462 722 9 10/25 K123k (RIQYTSLLGkMNSEEED E/V/WQ/V|I/I/G/A/R (A) 2895.4193 114.0591 5.4 27131.0/5.68 HUMAN ~ Q9NR28 148915  Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=1
Fragment-ion (m/z) [175.118 |243.142 |246.165 [264.128 |303.172 (416.268 |447.218%2 |471.789*2 |529.342 (558.250 |628.414 |688.352 756.467 |757.464™3 |836.445 (935.492 (942.556 ‘975 981*2 ‘1010 332 ‘1025476+2 ‘1041 605 ‘1153548 ‘1241 016*2 |1283.587*2 |1360.182*2
Frac. Inten.(% of TIC) X . 2.92 3.21 2.94 3.55 2.87 2.82 2.46 263
Rel. Inten.(% of BP) 2498 | 2743 2510 | 30.30 | 2449 24.09 21.03 2246
Score 025 -027 0.25 150 | -0.24 0.50 0.50 -0.22
lon-type b17-H20*2 ¥9 b20*? a21*?
Delta ppm 180 | 144 -40.1 -18.8
Reset
s
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Result Summary

# MH* MH* MH* Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 16.80 824 11 5/25 K191k (R)NHIQLVKLQVEEVHQLSR(K) 2170.2091 114.0568 6.1 27131.0/5.68 HUMAN Q9NR28 Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=1
Detailed Results
# MH* MH* MH*  Protein . .
Rank Score 37; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species N:ce:slon le“?e'g(::t Protein Name
/o)
lons (Da) (Da)  (ppm) (Da)
1 16.80 824 11 5/25 K191k (R)N H\I\Q\L\V/k L Q/V E E/V/H/Q/L S/R (K) 2170.2091 114.0568 6.1 27131.0/5.68 HUMAN Q9NR28

148915  Diablo homolog, mitochondrial OS=Homo sapiens GN=DIABLO PE=1 SV=1

Fragment-ion (miz) (72.080 (84.045 (84.080 (86.096 |110.070 (129.100 [136.077 [141.101 [175.117 [235.078 [252.109 |320,691*2 [347.189 [365.197 [370.210 (375.231 [382.216 |476.240 |493.246 (502.600 (503.300 |527.209*3 |548.795*2 606.333 640.369

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (cy) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ons ©a)  (©a) (ppm)  (P3)
1 1934 889 7 4/25 K158k (K)YKLLPEYPGVLSDVQEEK(G) 2107.0958 114.0640 9.5 21452.9/6.85 HUMAN P00374 Dihydrofolate reductase OS=Homo sapiens GN=DHFR PE=1 SV=
2 584 501 1 12/25 M4936m K4935k  (K)VKPGkmHLDVDPMSIKPAK(l)  2091.1453 130.0144 -10.5 629104.8/5.80 HUMAN RQ09666 i protein AHNAK OS=Homo sapiens GN=AHNAK PE=1 SV=2
3 463 539 1 14/25 None (R)KQHPYTFPGGSGTVFARNTR(R) 22211261 0.0336 15.1 64733.1/8.63 HUMAN Q10471 Polypeptide N-acetylgalactosaminyltransferase 2 0S=Homo sapiens GN=GALNT2 PE=1 SV=1
Detailed Results
# . MHY MHY  MH* Protein
Rank Score :“;Z)' BCS Unmatched Vas'i":';" Sequence Calculated Error Error  MWipl  Species A“ess'““ Ma:'g;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1934 889 7 4/25 K158k (K)Y k L LIP EIY|P/G V/L/S/D V Q E E K (G) 2107.0958 114.0640 9.5 21452.9/6.85 HUMAN  P00374 177907 Dihydrofolate reductase OS=Homo sapiens GN=DHFR PE=1 SV=2

Fragment-ion (miz) |70.064 [72.080 [84.080 |86.095 136.075 [155.079 | 226.152 [227.102 [254.150 [339.237 390.168 \497 208*2 \soo 81172 [632.371 [682.345"2 [710.307*2 [734.037 [147.375 [795.371*2 [834.387 [858.470 [947.471 [1021.537 [1103.560 [1200.617

[Frac. Inten.(% of TIC) (% of TIC) 276 2.87
Rel. Inten.(% of BP) 1452 15.09
core 1.50 -0.15
lon-type yi2*2
Delta ppm 6.0
43 Reset
1508+ it
) Back
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b7 j?
] Grow
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T — T
400 800 1000 1200
Has (3) Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

106



100

Result Summary
# MH* MHY MHT  Protein N
Rank Score (S‘,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accession Protein Name
fons (Da) (Da) (ppm) (D3
1 1230 687 7 7125 K158k K174k (K)YKLLPEYPGVLSDVQEEKGIK(Y) 2405.2963 228.0943 3.2 21452.9/6.85 HUMAN ~ P00374 Dihydrofolate reductase OS=Homo sapiens GN=DHFR PE=1 SV=2
2 9.15 587 6 9/25 K158k K177k (K)YKLLPEYPGVLSDVQEEKGIK(Y) 2405.2963 228.0943 3.2 21452.9/6.85 HUMAN ~ P00374 Dihydrofolate reductase OS=Homo sapiens GN=DHFR PE=1 SV=2
Detailed Results
# MH* MH* MH*  Protein . .
Rank Score (S.’Z'I BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Aoce:slon M:‘:’e'gis‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1230 687 7 7125 K158k K174k  (K)Y k L L\P E\Y/P/G VL S D V Q/E/E k G /K (Y) 2405.2963 228.0943 3.2 21452.9/6.85 HUMAN P00374 177907  Dihydrofolate reductase OS=Homo sapiens GN=DHFR PE=1 SV=2

Fragment-ion (m'z) {70.066 (72.079 |84.079 (86.097 |101.072 |120.080 (129.099 (136.073 147.107 (300.177 316.124‘ 454.242

Frac. Inten.(% of TIC)

‘472.238 519.261 ‘533_239*3 616.362 |619.327 (632.366 (688.385 (729.412%2 |758.306%2 |806.934%2 817.433 [858.482 |888.951
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Result Summary

+

sPI # MH MH* MH*  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (ba) (Da)  (ppm) (ba)
1 1432 648 8 10/25 K112k  (K)MQEVVANLQYDDGSGMkR(E) 2040.9477 114.0569 6.5 126968.6/5.14 HUMAN Q16531 DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1
Detailed Results
# MH* MHY  MHT Protein N "
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon M:‘f;geSt Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1432 648 8 10/25 K1121k (K)M Q/E V/V/IA/N\L Q/Y/D D/G S/G Mk R (E) 2040.9477 114.0569 6.5 126968.6/5.14 HUMAN Q16531 152761 DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1

Fragment-ion (miz) [86.090 [104.051 [136.071 [201.119 [258.105 [260.096 [328.185 [339.159 [394.126 [433.216*2 [490.256 [571.736 [593.228 [605.310 [668.354 [749.366 [772.348 [784.831 ‘934333"‘2 ls84.427*2 [ga7.126*2 [948.426 \948 942*2 (979.436 \1142431

Frac. Inten.(% of TIC)

3.27 4.41 2.85 2,62 2.95

Rel. Inten.(% of BP) 24.90 33.58 21.72 19.96 2243
Score 1.50 -0.34 -0.22 -0.20 1.50
lon-type y14*2 ¥9

Delta ppm 76 72

Reset
Back
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
lons (0a)  (pa) (ppm)  (D3)
1 1496 808 7 5/25 K1131k (R)EATADDLIKVVEELTR(l) 1801.9542 114.0537 5.6 126968.6/5.14 HUMAN Q16531

DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1

Detailed Results

#
Rank Score SPI BCS Unmatched Variable sites

%) lons

1 1496 808 7 5/25 K1131k

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Sequence

(RIEA T A DD L/I\k/V/V/E/E/L T R (I

MH* MH*
Calculated  Error
(Da) (Da)

1801.9542 114.0537

MH*  Protein
Error MWipl Species
(ppm) (Da)

5.6 126968.6/5.14 HUMAN

Accession MS-Digest
# Index #

Q16531 152761

Protein Name

DNA damage-binding protein 1 OS=Homo sapiens GN=DDB1 PE=1 SV=1

Fragment-ion (m/z) |72.078 |84.079 102.055 [141.106 | 155.082 [173.095 |183.079 [215.135 |284.122 [314.223 |342.217 |389.236 |397.166 [455.301 |498.232*3 |518.290 |585.208 |g00.839*2 |647.337 (698.304 746.407 (811.376 (829.398 (845.484 |953.503

Score
lon-type
Delta ppm
Reset
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Result Summary

SPI # MH* MH®  MH*  Protein Accession
Rank Score o, BCS Unmatched Variable sites Sequence Calculated Error Error ~ MWipl  Species " ;> " Protein Name
lons (Da) (Da) (ppm) (Da)
1 2181 876 15 3125 K600k  (R)SVLHEVMEQQTLSIAKAGIICQLNAR(T) 2909.5336 114.0870 14.6 96558.4/6.28 HUMAN ~ P33991 DNA replication licensing factor MCM4 OS=Homo sapiens GN=MCM4 PE=1 SV=5
Detailed Results
# N mMHY MHY MH*  Protein N .
Rank Score (S,Z: BCS Unmatched Vaslglta::le Sequence Calculated Error Error MWipl Species Pcoe:slon Mﬁ‘:‘;g;ﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2181 876 15 3/25 K600k (R)S V L H E V\M\E\Q Q/T|L/S I/A/k/A/G I/I/C/Q/L/N A R (T) 2909.5336 114.0870 14.6 96558.4/6.28 HUMAN ~ P33991 381743 DNAreplication licensing factor MCM4 OS=Homo sapiens GN=MCM4 PE=1 SV=5
Fragment-ion (miz) [72.080 [84.044 [84.081 [86.096 [166.084 [251.152 [360.200 [473.288 [601.345 [ 632.811*2 [641.8102 [665.366 ‘579 382°2 [114.804*2 [761.380 [796.409 ‘314955*2 [s71.500%2 [874.464 ‘57547,5*2 ‘922 0362 [925.464 ‘1001,00‘)*2 ‘1044574 [1115.612
Frac. Inten.(% of TIC) [ 0. 3.44 535 5.20 3.88 6.88 7.30 3.27 } 3.14 531 5.87 4.55
Rel. Inten.(% of BP) 39.10 60.72 58.98 44.05 78.15 8287 37.09 35.68 60.22| 6662| 51.64
Score 1.50 0.25 0.50 1.50 1.50 1.50 1.50 -0.36 -0.60 1.50 1.50
lon-type Y5 Ib11-H20*2 | b11*2 yi1? | oy yia? | ys™? » y10
Delta ppm 59 1.4 14.6 5 86 11.0 14 19
Reset
Y5
2.616+3: - 5,2 Back
100.% y12 14
Yy
LH . I:e Vm
b ¥y 7 Grow
Shrink
1
400 800 1000
Wass {miz) Labels
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Result Summary

SPI # MH* MH®  MH"  Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1411 769 9 5/25 K145k (R)REELYFQGPSSNkPR(V) 1825.9344 114.0614 9.5 81308.4/6.08 HUMAN  P33993 DNA replication licensing factor MCM7 OS=Homo sapiens GN=MCM7 PE=1 SV=4
Detailed Results
# i MH*  MH* WMH' Protein ) )
Rank Score ?,Z)I BCS Unmatched Vasrizzt:e Sequence Calculated Error Error MWipl Species Acce:slon Mhs,"d[:;?(?t Protein Name
lons (Da) (Da)  (ppm)  (Da)
1 1411769 9 5/25 K145k (R)R F E\L\Y\F Q/G P/S/S/N k/P/R (V) 1825.9344 114.0614 9.5 81308.4/6.08 HUMAN  P33993

190904 DNA replication licensing factor MCM7 OS=Homo sapiens GN=MCM7 PE=1 SV=4

Fragment-ion (m/z) |70.065 72.080 (84.045 |84.080 (86.095 |101.069 [103.053 |120.080 [136.074 [140.081 [175.117 [259.154 [272.167 (354.173 405.223 |433.219 |518.308 |533.250*2 |546.301 |628.343 |681.375 709.370 |715.382 (802.420 |956.500

Frac. Inten.(% of TIC) | 0.02 047] 057 o416 377[ os81| o098| 345] 598[ 339 511[ 436[ 413[ 1120 276 020 415[ 413[ 342
Rel. Inten.(% of BP) | 0.15 423| 505| 144| 3364| 727| 876| 3080 | 5335| 3023 | 4565| 38.95| 36.89 | 100.00 24,61 8217 | 37.01| 3684 | 30.50
Score 0.20 050 | 0.22 034 100| 100| 025 150| -0.30| 1.50| -0.39| 0.50| 0.50 1.50 050| 150 | 150| 150
lon-type PR KQ | ka F Y |b1-NH3 vi v a3 b3 4 bs ¥5 ¥6 a7
Delta ppm 75 57| -18.9 56| -102| -174| 117 162 64| 23 -145 24| 30 338 00
8
96
Reset
h3
1.02e+3 by . Back
100.% 5 e
¥, 533,
1 ¥, 35
2 342 o b ¥ Grow
-NH 258 3 5 8
™ v, 5
1 | T Shrink
I
= - T T T T T T T T
200 300 400 500 aon 700 800 800
Mass (miz} Lahels‘
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
ons (Da) (Da) (ppm)  (Da)
1 1254 670 6 7125 K75k (R)YAKLFADAVQELLPQYK(E) 1997.0742 114.0605 8.3 81308.4/6.08 HUMAN  P33993 DNA replication licensing factor MCM7 OS=Homo sapiens GN=MCM7 PE=1 SV=4

Detailed Results

# . MH* MH* MH*  Protein . D
Rank Score (,/) BCS Unmatched Vasri::l;Ie Sequence Calculated Error Error MWipl Species Acce:sm" Mf‘gg?t Protein Name
lons (Da) (0a) (ppm)  (Da)
1 1254 670 6 7125 K75k (R)Y A k L F AD\\ Q/E|L/L/P Q Y K (E) 1997.0742 114.0605 8.3 81308.4/6.08 HUMAN  P33993 381807  DNA replication licensing factor MCM7 OS=Homo sapiens GN=MCM7 PE=1 SV=4

Fragment-ion (m/z) W 72.080 |84.043 (84.078 (86.097 [101.069 [120.082 [136.080 [143.120 |187.072 |258.106 [367.276 442.222 (499.282 |535.285 648.391 |666.332*2 |675.837*2 |761.464 780.403 [347.438*2 [890.492 [923.448 (994.470 [1000.519

Frac. Inten.(% of TIC) 0.1

Rel. Inten.(% of BP) 0.65
Score
lon-type KQ
Delta ppm
Reset
Y =
3708+ Back
100.% .
Y
o 7.3 s ¥ ¥yHz0 Crow
GF 422 BO4 BAT4
I L alr ] ==
T T T T
20 400 600 (] 1000
) Labels
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error ~ MWipl  Species “““®25'°" Protein Name
lons ©a)  (0a) (ppm)  (Da)
1 1463 810 5 6/25 K252k (K)LSPKAEEVATFFAK(M) 1537.8261 114.0582 9.2 90726.2/9.33 HUMAN P11387 DNA topoisomerase 1 OS=Homo sapiens GN=TOP1 PE=1 SV=2
2 914 575 2 8/25 K44k K49k (R)LLEPLVTQVTTLVNTSNKGPSGKK(K) ~ 2524.4345 228.0344 -18.7 105313.5/5.52 HUMAN ~ P26232 Catenin alpha-2 OS=Homo sapiens GN=CTNNA2 PE=1 §
3 817 637 2 825  M560m K555k (R)RNLAESSGVGRVGAGSRPKPEAPMAK(G) 2622.3893 130.0796 152 97502.7/9.63 HUMAN  Q8IY33 MICAL-like protein 2 0S=Homo sapiens GN=MICALL2 PE=1 SV=1
4 680 521 3 9125 K71k (K)KLEPIWNEVGLEMKSIGSPVKVGK(M) ~ 2638.4637 114.0052 -13.7 51872.3/480 HUMAN ~Q96JJ7 Protein disulfide-isomerase TXNDC10 OS=Homo sapiens GN=TXNDC10 PE=1 SV=2
5 642 555 1 7125 None (K)HQMINLLEARSIPMVIFELSVPSK(E) ~ 27524888 -0.0199 -7.2 115192.6/6.30 HUMAN ~ Q3MIS4 Uncharacterized protein C6orf224 OS=Homo sapiens GN=C6orf224 PE=2 SV=2
Detailed Results
+ + + i
Rank Score ?,Z)' BCS Unm::ched Vz';iae‘;'e Sequence Ca::.::a.ed é",:,, g:,, an;!: Species A“’e:s““ Mﬁ'dneigis‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1463 810 5 6/25 K252k (K)L S|P k A E E V/A/T F E/A/K (M) 1537.8261 114.0582 9.2 90726.2/9.33 HUMAN P11387 394331 DNAtopoisomerase 1 OS=Homo sapiens GN=TOP1 PE=1 SV=2

Fragment-ion (m/z) 70.064 (72.080 (84.043 [84.081 [86.095 [120.079 |129.099 [130.087 |147.111 |157.095 |173.127 |185.093 |201.122 |218.150 |340.196 [390.188 |411,229%3 |511.272 520.284 |607.353 |613.334 |669.322 684.376 (726,380*2 (835.443

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
a
12743 1 Back
100.%
% Y5 Grow
b Pk PKAE
P G 5113 s Shrink
< Al | ||
] 1 1l I
T — T T T T
100 200 300 400 500 600 700
Mass (méz) Labels
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Result Summary

SPI # : " MH* MH®  MH" Protein ;. Accession "
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2258 935 8 3125 K129k (R)ILLMPSQLVSQVGKELLR(L) 1911.1096 114.0560 6.4 25370.7/4.87 HUMAN QO9NX09 DNA-damage-inducible transcript 4 protein OS=Homo sapiens GN=DDIT4 PE=1 SV=1
2 1177 611 4 9/25 K104k (R)LLEKGVQSVLQSPMLLR(A) 1911.1096 114.0560 6.4 25370.7/4.87 HUMAN RQINX09 REVERSE DNA-damage-inducible transcript 4 protein OS=Homo sapiens GN=DDIT4 PE=1 SV=1
3 6.17 646 2 16/25 K276k (K)ILMANKINENLKPERK(E) ~ 1911.0844 114.0811 18.9 35583.1/10.00 HUMAN RQ9H7B2 REVERSE Brix domain-containing protein 1 OS=Homo sapiens GN=BXDC1 PE=1 SV=2
3 6.17 646 2 16/25 K282k (K)ILMANKINENLKPERK(E) ~ 1911.0844 114.0811  18.9 35583.1/10.00 HUMAN RQ9H7B2 REVERSE Brix domain-containing protein 1 OS=Homo sapiens GN=BXDC1 PE=1 SV=2
3 6.17 64.6 2 16/25 K286k (K)ILMANKINENLKPERK(E) ~ 1911.0844 114.0811 18.9 35583.1/10.00 HUMAN RQ9H7B2 REVERSE Brix domain-containing protein 1 OS=Homo sapiens GN=BXDC1 PE=1 SV=2
Detailed Results
+ + + i
Rank Score (S"Z)I BCS Unma‘:ched Vasriil:I;Ie Sequence Callrlnated glr:‘lo, éVIr:'Ior PM"‘\’I;Tp‘I“ Species Acce;sion MI?‘ -dDeig;sl Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2258 935 8 3125 K129k (R)L L|M/P S Q L V/S Q/V/G k/E L/L/R (L) 1911.1096 114.0560 6.4 25370.7/4.87 HUMAN  QINX09 154071 DNA-damage-inducible transcript 4 protein OS=Homo sapiens GN=DDIT4 PE=1 SV=1

Fragment-ion (m/z) |70.065 |72.079 |86.096 |101.068 |104.052 [175.120 [199.181 |200.181 |216.094 227.174 |288.201 ‘ 295136 |313.156 ‘415.259‘2 426.243 ‘525.306 530.333 ‘555,(;51"3 ‘600.334*3 829.493 ‘334_433*‘2 874.417 ‘399_991*‘2 928.561 ‘1143.640

Frac. Inten.(% of TIC) 17.84
Rel. Inten.(% of BP) 100.00
Score 1.50
lon-type y14*2
Delta ppm 9.
2 Reset
18
2.97e+3m Back
100% | _—
+3 Grow
Y45 ¥ Yy
0d.1 PsaL i
2009 PSQ-H,0 2 y‘l | | Shrink
b | IR 1 l i 1
T T T T
200 400 600 800 1000
B Labels
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Rank Score (%)
18.95
7.68
6.01
5.53
5.05

87.9
69.0
63.2
63.9
64.2

s e I =

#
BCS Unmatched Variable sites
lons

10 5/25 K344k
4 13/25 None
3 16/25 None
2 16/25 None
1 15/25 K620k

Sequence

(K)LSLLEKLLPER(K)
(R)LRGAAERPRRSR(D)
(RILRLOLGSPGSLQR(K) 1424.8332
(K)LNGVKLWITAGPR(E)
(K)LPVADIKAVVT Gk(D)

MH* MH*
Calculated Error
(Da) (Da)
1310.8042 114.0505
1424.8305  0.0242
0.0215
1424.8372  0.0175

1310.8042 114.0505

Result Summary

MH*  Protein .
Error MWipl Species Accession
(ppm) (Da)

5.3 45610.1/6.65 HUMAN  P31689
17.0 103656.7/8.57 HUMAN ~ Q9Y2I9
15.1 178278.3/6.19 HUMAN
12.3 49991.9/5.14 HUMAN  Q9Y366
5.3 84571.6/5.89 HUMAN

Protein Name

DnaJ homolog subfamily A member 1 OS=Homo sapiens GN=DNAJA1 PE=1 SV=2
TBC1 domain family member 30 OS=Homo sapiens GN=TBC1D30 PE=2 SV=2
Laminin subunit gamma-3 OS=Homo sapiens GN=LAMC3 PE=2 SV=2

Intraflagellar transport protein 52 homolog OS=Homo sapiens GN=IFT52 PE=2 SV=3
Engulfment and cell motility protein 1 OS=Homo sapiens GN=ELMO1 PE=1 SV=2

SPI
Rank Score %)

18.95

87.9 10

#
BCS Unmatched Variable sites

lons

5/25 K344k

Detailed Results

(K) L/S\L/L/E\k/L|L/R/E/R (K)

MH* MH*  MH*  Protein
[ Error  Error MWipl Species
(Da) (Da)  (ppm) (Da)

1310.8042 114.0505

5.3 45610.1/6.65 HUMAN

Acce;slon MS-Digest Protein Name

Index #
P31689

83416 DnaJ homolog subfamily A member 1 0S=Homo sapiens GN=DNAJA1 PE=1 SV=2

Fragment-ion (m/z) |70.065 (84.078 (86.096 [173.128 (175.118 |201.117 |243.136 [206.194 [304.163 |328.224 |341.205 [356.220 [384.196 |401.213 |433.295 |440.246 (485.280 (490.316*2 |514.300 |556.337 |598.354 |627.386 |656.378*2 [911.562 [998.578

Frac. Inten.(% of TIC) 293 1.36 248 3.08
Rel. Inten.(% of BP) 12.00 556 10.15 12.63
Score 0.50 0.75 0.25 1.50
lon-type a2 LE |b3-H20 bs
Delta ppm SL-OZg 7.3 8.7 52
yH+g
-0.3 17.7
Reset
¥3 _
474043 Back
100.% _—
Grow
8 b 4 ;
2 .o 4402, o1 by v Shrink
{__[¥ 1o 0 %
o — | 'ETHIN I [ | & ! - 1 }
200 400 800 800 1000
Mz {mfz) Labels
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Result Summary

MH*  MH* MH®  Protein Accession
Rank Score ¢ BCS Unmau:hed Variable sites Sequence Calculated Error Error  MWpl  Species *“°s5°" Protein Name
©a)  (©a) (ppm) (03)
1 1748779 11 1025 K82k  (R)IQINPONKADFQGISPER(A) 2055.0618 114.0624 9.0 12496.8/6.52 HUMAN  P61803  Dolichyi-di i protei subunit DAD1 OS=Homo sapiens GN=DAD1 PE=1 SV=3
Detailed Results
) MH*  MH*  MH*  Protein
Rank Score ‘,,/) BCS Unma(ched Vi:;:‘;'e Sequence Calculated Error Error MWipl  Species ‘“"ss"‘“ ms- Df”' Protein Name
®a)  (©a) (pm)  (D3)
11748 779 11 1025 K8k (R)I QITIN/P @ N k/A/D F/Q/G/1/S/P B/R (A) 2055.0618 1140624 9.0 12496.8/6.52 HUMAN  P61803 144453 Doiichyl-i

subunit DAD1 OS=Homo sapiens GN=DAD1 PE=1 SV=3

Fragment-ion (m/z) (86.097 (116.071 [131.117 [175.120 199.179 [225.119 [242.148 |355.230 |401.228 (488.245 (529.208 601.320 (608.818 (658.350 (680.049 (706.726 |786.413 (794.889 ‘342944*2 ‘5509232 884.419 ‘901 954*2 ‘964520"7 1048.507 1119579

[Frac. Inten.(% of TIC) 1.80

Nature Biotechnology: doi: 10.1038/nbt.1654
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206 1673 331
Rel. Inten.(% of BP) 10.78 1231|  100.00 1976
Score -0.11 012 150 1,50
lon-type ya®? e
Delta ppm 36 1241
- Reset
Yig
734042 Back
100.%
H b,
by Y - Grow
i 6 Y16
ik ms.zl | Yoy, %5 g | Yo Shrink
1 I I T I I Y
200 400 600 800 1000
Mass (miz) Labels
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error  MWIpl  Species ““*;°" Protein Name
(Da) (Da) (ppm)  (Da)
1 17.04 669 9 6125 K67k (R)FLAEEGFYKFHNWFDDR(A) 2221.0138 114.0632 8.7 80530.1/8.28 HUMAN ~ P46977 Dolichyl prote subunit STT3A OS=Homo sapiens GN=STT3A PE=1 SV=2
Detailed Results
# i MH* MH* MH*  Protein . )
Rank Score (S,Z)' BCS Unmatched V‘;'i":';'e Sequence Calculated Error Error MWipl  Species “‘”:s“" Mi'zg;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 17.04 669 9 6125 K67k  (R)F L/A E/E G F/Y/k/F B/N W E/D/D/R (A) 2221.0138 1140632 87 80530.1/8.28 HUMAN ~ P46977 737579 Dolichyidi subunit STT3A OS=Homo sapiens GN=STT3A PE=1 SV=2

Fragment-ion (m/z) [84.042 [84.081 [86.096 [102.054 [110.074 [120.080 [121.082 [136.075 [155.004 [157.133 [173.091 [175.115 [177.095 [201.086 [233.165 [290.149 [405.168 [619.605"3 [689.821%2 \591327*3 |771 357*2 [852.366 [373.891"2 \937901*2 1136506
5.
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Frac. Inten.(% of TIC) 0.07 4.22 3.26 5.20 3.03
Rel. Inten.(% of BP) 0.76 100.00 43.75 33.80 53.96 31.41
Score 150 0.50 150 150
lon-type E ¥3 ly13-H20*3 w2 yis®
Delta ppm -7 68 38 298
Reset
5.98e+2 az Back
95.2% ) —
+2
- v, Yo 8738
. Yg
A ! O Mol Lo 2 Yy Grow
1 4 v
13 )
Shrink
1 T T T T
200 400 800 800 41000
Mass (miz) Labels
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spI #
Pl BCS Unmatched Variable sites
) |
ons
1597 69.9 10 10/25 K255k

Sequence

MH* mMH*
Calculated  Error
(Da) (Da)

(R)MAAAGGTVSGPSSACKPGR(S) 1761.8371 114.0539

MH*

Error
(ppm)

Result Summary

Protein
MWipl  Species

(Da)

Accession

5.8 289596.3/5.29 HUMAN QOULTS8 E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=2

Rank Score

SPI
o
(%) lons
15.97 69.9 10 10/25 K255k

#
BCS Unmatched Variable sites

Sequence

(R)M A|A|A/G/G T V/S/G/P/S S A/C k/P G R (S)

MH*

(Da)
1761.8371 114.0539

Detailed Results

mMH*  MH*  Protein
Calculated Error Error ~ MWipl
(Da)  (ppm) (Da)

5.8 289596.3/5.29 HUMAN  QOULTS8

Protein Name

E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=2

Fragment-ion (m/z) (84.079 [104.052 [173.125 [175.098 (176.095 [203.083 (214.117 [269.154 (274.120 [288.110 (296.173 329.194 (364.172 |565.761*2 |609.323%2 [731.354 |737.859 ‘735_354*2 ‘801_917+2 ‘537_408*2 ‘835_919+2 976.447 ‘1073.526 ‘1130.537 ‘1217.570
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Frac. Inten.(% of TIC) 4.80 2.28 247 417 3.29 6.45
Rel. Inten.(% of BP) 44.37 21.12 22.88 38.55 30.47 59.61
Score 1.50 1.50 -0.23 1.50 1.50 1.50
lon-type y15+2 a1g*? ¥o y10 yi1
Delta ppm 43 208 94 0.3 0.7
72
4.1
Reset
Vg +2
9.756+2 ¥ig Back
100.% —_—
¥,
o By 2 il
el +gos.a 15 Yy Grow
X a1 [3042 b ¥y 8389 v -
L L I AT -
y T T T T T T
200 400 600 800 1000 1200
Mass (miz) Labels



112

Rank Score

("/)

12148 922 11

225

K3345k

BCS Unmatched Variable sites Sequence
los

MH*

Calculated  Error

(Da)

(R)HVLDTLIQLAKVFPSHFTQQR(T) 2478.3616 114.0586

MH*
Error
(ppm)

Result Summary

Protein
MWipl Species
(Da)

Accession
#

6.0 481893.3/5.10 HUMAN ~ Q7Z6Z7  E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3

S|
Rank Score (%)

1 2148 922 11

2/25

K3345k

Pl #
BCS Unmatched Variable sites

Sequence

(R)H V\L D T\L\I|Q|L/A/k/V/E/P S H/F T Q Q R (T)

2478.3616 114.0586

Detailed Results

MH*  MH*  Protein
Calculated Error Error ~ MWipl
(Da)  (ppm) (ba)

6.0 481893.3/5.10 HUMAN

Frac. Inten.(% of TIC) 4.56 4.92 4.38 2.97
Rel. Inten.(% of BP) 29.05 31.32 27.88 18.89
Score -0.29 1.50 0.50 1.50
lon-type 2 y14-H20*3 y10+2 be-H20
Delta ppm 33 1.1
Reset
5
4.450+3 Back
100.%
+2 Y yoH %8 Grow
b % Y142
2 be—H Y, YQ )
Shrink
il Ll L I
L
T T T T T
200 400 600 800 1000
Wass (miz) Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

119

Protein Name

E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=3

Fragment-ion (m'z) |84.079 [86.096 [101.071 [110.071 [120.080 [209.137 [237.135 ‘433 2742 [500.753*2 [566.294 [574.287°2 [504.983"3 ‘523 820*2 [661.369 [679.374 [744, 393“2 780.405 [780.914 [792.464 [536.948"2 [ 891.979"2 [900.977*2 [920.525 [1000.502 ‘1147 566

319 395 532 543 381
2029 | 2513 33.87 3458 | 2425
-0.20 0.50 1 50 0. 50 1.50

b7 b14- NH3 yia-H20%2 | y14*2
56 20
yi3*2
16

6.94
4417
1.50

3.90
24.81
1.50

16
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Result Summary

MH* MHY  MHT Protein N
Rank Score ?,7; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acoe;slon Protein Name
/o)
lons (Da) (ba)  (ppm) (Da)
1 1592 762 8 6/25 K446k (K)EFDPLGPLPPGWEKR(T) 1737.8959 114.0602 9.3 102803.3/5.94 HUMAN  Q96J02 E3 ubiquitin-protein ligase ltchy homolog OS=Homo sapiens GN=ITCH PE=1 SV=2
Detailed Results
# mH* mMHY  wmH* Protein . .
Rank Score (S;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species N:ce:smn Mf“?e')g(;ﬁ Protein Name
o]
ons (Da) (Da)  (ppm) (Da)
1 1592 762 8 6/25 K446k

(K)E F/D/P/L/G\P\L|P/P G W E k R (T) 1737.8959 114.0602 9.3 102803.3/5.94 HUMAN ~ Q96J02 328773  E3 ubiquitin-protein ligase ltchy homolog OS=Homo sapiens GN=ITCH PE=1 SV=2

Fragment-ion (miz) 70.064 (84.081 (86.096 [120.079 [183.145 (231.112 [249.121 |374.142 \443 735%2 (471.180 \473 305 ‘492 258+2 [507.790 |584.272 |584.369 625821"2 640.374 |659.316 682.352 (730,932*2 |756.371 |788.390 (869.414 (886.456 983.518

[Frac. Inten.(% of TIC) (% of TIC) 5.50 3.83
Rel. Inten.(% of BP) 23.25 16.18
Score 1.50 0.75
lon-type ys+2 bg-| H20 LGPLP
Delta ppm 10.8 36
. Reset
7
1.62e+3 Back
100.% E—
Grow
2 +2 J?
¥y Y12 e ¥ ;
s, byHo0 | 78 584.4 o | Ao 'ERL 7 Shrink
1 ] 1 1111 L1 |
T T T T T T T
300 400 500 €00 700 800 800
e Labels
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Result Summary

MH* MH* MH*  Protein

Rank Score (SG/P)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;sion Protein Name
f]
lons (Da) (Da)  (ppm) (Da)
1 1640 638 7 6/25 K28k (K)IWGKQDGGEGHVGTVR(S) 1582.7721 114.0489 3.5 110136.6/6.47 HUMAN Q86YT6 E3 ubiquitin-protein ligase MIB1 OS=Homo sapiens GN=MIB1 PE=2 SV=1

Detailed Results

MH* mMHY  MH* Protein
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:sion Mﬁ:'geﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1640 638 7 6/25 K28k (KYW G k Q/D/G G E/G/H/V/IG T VIR (S) 1582.7721 114.0489 3.5 110136.6/6.47 HUMAN  Q86YT6 395271  ES3 ubiquitin-protein ligase MIB1 OS=Homo sapiens GN=MIB1 PE=2 SV=1

Fragment-ion (m/z) (72.081 (84.043 (84.081 | 87.054 |88.037 [101.069 [110.070 |115.049 [129.100 [130.062 [132.080 [141.102 [142.093 [159.088 [167.094 [170.058 (175.115 [195.086 (227.075 |334.702 (432.255 |484.753*2 |531.326 |542.275%2 725.419

Frac. Inten.(% of TIC) 0.08 0.14
Rel. Inten.(% of BP) 0.50 0.90
Score 0.20
lon-type RKQ w
Delta ppm -19.7
Reset
¥, S
4
12184 Back
100.% " —_—
2
"o Grow
+ +2 [
*''a " v || shrink
o T T T . I T T T I
3 400 4350 500 330 830 &30 700
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (u/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 17.90 89.2 11 3125 K421k (K)KLFETQESGDLNEELVK(A)  1978.9968 114.0606 8.4 110136.6/6.47 HUMAN ~ Q86YT6 E3 ubiquitin-protein ligase MIB1 OS=Homo sapiens GN=MIB1 PE=2 SV=1
2 6.25 588 3 12/25 K533k (K)IKIEHAPSPSSGGTLKNDK(A) 1979.0556 114.0017 -19.7 164924.0/9.71 HUMAN Q14004 Cell division cycle 2-like protein kinase 5 OS=Homo sapiens GN=CDC2L5 PE=1 SV=2
Detailed Results
N MH* MHY  MH* Protein
Rank Score (n/) BCS Unrmtched Vasri;aeI;Ie Sequence Calculated Error Error MW/pl Species A‘:cesswn Mlife')g(es‘ Protein Name
lons (Da) (Da) (ppm) (Da)
1 17.90 89.2 11 3/25 K421k

0.10

Frac. Inten.(% of TIC)

(K) x L\F\E\T Q|E|S/G D L/N/E/E/L V/K (A)

1978.9968 114.0606

8.4 110136.6/6.47 HUMAN  Q86YT6 395271 E3 ubiquitin-protein ligase MIB1 OS=Homo sapiens GN=MIB1 PE=2 SV=1

Fragment-ion (m/z) 84.042 |84.081 [86.097 {102.053 [129.100 [130.091 |147.112 [201.119 [213.084 |230.112 [356.225 [359.255 (488.310 |503.301 |537.272 |617.350 |632.347 |672.326*2 |714.378 (731.404 [861.458 |990.482 1016.535 |1103.568 {1232.605

Rel. Inten.(% of BP) 0.75
Score
lon-type E
Delta ppm
Reset
'8
B.11642 ey
100.% _
Yy
1 Y19
kg Graw
¥yl 201.1 b, A by §
| il | [ =
T T T T T
200 400 600 800 1000 1200
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Result Summary
# MH* MH®  MH®  Protein .. Accession "
Rank Score (,,/’ BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Protein Name
lo (Da) (pa) (ppm)  (Da)
1 1352 805 9 4125 K197k (K)RPEPPSTSTLKQVTK(V) 1668.9279 114.0488 3.3 56194.9/7.17 HUMAN QINS91 E3 ubiquitin-protein ligase RAD18 OS=Homo sapiens GN=RAD18 PE=1 SV=1
2 6.33 641 7 8/25 K201k (K)RPEPPSTSTLKQVTk(V) 1668.9279 114.0488 3.3 56194.9/7.17 HUMAN ~ Q9NS91

E3 ubiquitin-protein ligase RAD18 OS=Homo sapiens GN=RAD18 PE=1 SV=1

Detailed Results

Rank Score SPI

1 1352 805 9

Frac. Inten.(% of TIC)

425

#
BCS Unmatched Variable sites
(%) lo

K197k

Sequence

(K)R P|E\P\P S\T\S/T|L/k Q V/T/K (V)

Fragment-ion (m/z) |70.065 74.059 |84.080 86.095 129.101 {130.083 |147.111 |248.163 |254.161 ‘ 365.194  |383.201 ‘453 231*2

MH* mMH*  MH*
Calculated ~ Error  Error
(Da) (Da)  (ppm)

1668.9279 114.0488 3.3 56194.9/7.17 HUMAN

Species A:ce;slon MS-Digest

Index # Protein Name

QINS91 277676

E3 ubiquitin-protein ligase RAD18 OS=Homo sapiens GN=RAD 18 PE=1 SV=1

480.255 ‘433 284%2 [524.771%2 [571.321%3 [646.324 [664.352 [717.424 ‘713 434%2 [765.302°2 [830.518 ‘334 415*2 [931.572 [053.458

4.99 5.44 3.07
Rel. Inten.(% of BP) 66.55 7252 40.94
Score 0.25 -0.73 0.25
lon-type I:g—HzO+2 hﬂH“ZO"2
Delta ppm 46 74
Reset
7184
481042 7
b by ba.® ] Back
100.% s P 62
1 b,
H prinA o 13 yﬂﬂ .
¥ by N Grow
L |
Shrink
LI
200 400 00 800
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Result Summary

+ + + i
Rank Score ﬁ:; BCS Unm:ched Variable sites Sequence Cal::nl:aled g::,r gl:,r m;;zlﬂ Species Accession Protein Name
lons (Da) (Da)  (ppm)  (Da)
1 2347 1000 11 0/25 K309k (K)SAAEIVQEIENIEKTR(M) 1829.9603 114.0639 10.8 56194.9/7.17 HUMAN ~ QI9NS91 E3 ubiquitin-protein ligase RAD18 OS=Homo sapiens GN=RAD18 PE=1 SV=1
2 835 592 2 11/25 None (K)QLTEKEARIAELSAQTR(V)  1944.0509 -0.0266 -13.7 76068.7/5.58 HUMAN RQ8N6Y0 REVERSE USH1C-binding protein 1 OS=Homo sapiens GN=USHBP1 PE=1 SV=1
3 766 604 3 11/25 K626k (R)LEVQVMQGTQkSQTPR(V) 1829.9538 114.0704 14.2 70519.5/5.60 HUMAN ~ A4FU49 SH3 domain-containing protein C1orf113 OS=Homo sapiens GN=C1orf113 PE=1 SV=2
4 696 556 1 11/25 None (K)EPLSAEAELDNLVYPKR(V) 1944.0073  0.0170 8.7 21188.5/9.94 HUMAN RQ9Y3C1 REVERSE Nucleolar protein 16 OS=Homo sapiens GN=NOP16 PE=1 SV=2
5 672 518 3 13/25 None (K)DCPVVVSAGNSELSLQLR(L) 1943.9855 0.0387 19.9 52901.5/7.07 HUMAN Q15036 Sorting nexin-17 OS=Homo sapiens GN=SNX17 PE=1 SV=1
Detailed Results
+ + + i
Rank Score (SOZ)I BCS Unmatched Var_i;l:le Sequence Cal'rl:ated éwr:,, éwr:‘m Pl\;z\tlle;;r Species Accesslon MI?\(?IE;S‘ Protein Name
(Da) (Da)  (ppm)  (P3)
1 2347 1000 11 0/25 K309k (K) s A|A\E|I|V Q/E/I/E/N/I E/k T/R (M) 1829.9603 114.0639 10.8 56194.9/7.17 HUMAN QO9NS91 555351  E3 ubiquitin-protein ligase RAD18 OS=Homo sapiens GN=RAD18 PE=1 SV=1

Fragment-ion (miz) [72.080 [84.041 [84.081 [86.095 [131.082 [159.077 [173.094 [175.116 [201.088 [215.139 [228.138 [230.116 [243.139 [359.157 [472.254 [518.301 [ 678.346"2 \735395& 760.440 ‘79342.#2 874.471 \393 451%2 \1003 513 [1116.507 ‘1245625
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Result Summary

SPI # MH* MH®  MH®  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
ons (Da) (Da) (ppm)  (Da)
1 1442 751 7 9/25 K318k (R)LEASKLNESVMVFTK(D) 1695.8986 114.0584 8.5 56194.9/7.17 HUMAN  Q9NS91 E3 ubiquitin-protein ligase RAD18 OS=Homo sapiens GN=RAD18 PE=1 SV=1
Detailed Results
# MH* MH* MH*  Protein . .
Rank Score ?,/P)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon M:‘-d[:)g(;st Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 1442 751 7 925 K318k (R)IL E|A S k L N E/S/V/M V/F/T/K (D) 1695.8986 114.0584 8.5 56194.9/7.17 HUMAN  QINS91 555351

E3 ubiquitin-protein ligase RAD18 OS=Homo sapiens GN=RAD18 PE=1 SV=1

Fragment-ion (m/z) |70.064 (72.080 (84.080 (86.097 |87.056 [102.054 |129.099 (141.100 [147.111 [187.142 [215.139 [243.132 |244.085 [248.160 |311.685"2 [395.233 |494.292*2 (502.255 (573.328 (625.323 724.429 |727.396*2 (738.362 |784.400*2 |811.448

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
a
257e+3q 1| Back
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Result Summary

+ MHY  MH* Protein

Rank Score ?,Z)' BCS Unmatchod Variable sites Sequence Calewtatod Emor Emor  MWpl  Species AGCSSION protein Name
lons (Da) (Da)  (ppm) (Da)
1 1878 864 9 6124 K334k  (R)LGETQKAMLDPPKPSR(G) 1767.9422 114.0784 18.8 51219.0/6.10 HUMAN Q96BH1 E3 ubiquitin-protein ligase RNF25 OS=Homo sapiens GN=RNF25 PE=1 SV=1
2 976 741 3 12124 None (RILWSRSLESLEPIPQVK(L) 1882.0433 -0.0227 -12.1 233116.3/5.96 HUMAN RQ92614 REVERSE Myosin-XVilla OS=Homo sapiens GN=MYO18A PE=1SV=3
3 684 509 3 13124 None  (K)TLDPKLNPASAEIMLLR(K) 1882.0466 -0.0261 -13.9 84648.3/5.09 HUMAN Q9UJC3 Protein Hook homolog 1 OS=Homo sapiens GN=HOOK1 PE=1 SV=2
4 651 610 2 12124 K672k (K)GKLAPQQEESVAKNIR(N) 1767.9712 114.0494 3.4 95926.2/6.41 HUMAN RQBNE71 REVERSE ATP-binding cassette sub-family F member 1 OS=Homo sapiens GN=ABCF1 PE=1 SV=2
5 648 618 1 12124 None (RIHKKYEDERDAIKPPR(H) ~ 1881.9930  0.0276 14.7 145816.2/6.59 HUMAN RO75533 REVERSE Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=2
Detailed Results
+ + + i
Rank Score ?,Z: BCS Unma’:ched Vzriitae\t;Ie Sequence Cal'tv:::ated g::" éw,:,, l:\Irl"\;\tlle;;ln Species Acce;sion MI?\ -:eig;sl Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1878 864 9 6124 K334k  (R)L G\E/T O k/A/M L D/P/B/K/P S/R (G) 1767.9422 114.0784 18.8 51219.0/6.10 HUMAN Q96BH1 639369 E3 ubiquitin-protein ligase RNF25 OS=Homo sapiens GN=RNF25 PE=1 SV=1

Fragment-ion (m/z) (70.066 |72.081 [84.081 |86.097 87.100 [102.057 [104.052 [127.087 [129.102 [141.099 [150.076 [171.116 [175.117 [226.156 |292.683 [323.203 |341.209%2 [359.207 [487.301 |520.789*2 |528.289*2 |556.303*2 |584.356 |681.408

Frac. Inten.| (% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
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Result Summary

+ + + i
Rank Score (S,Z)I BCS Unm::ched Variable sites Sequence cm’!ﬁmed EM:or g::,r 1;3;7.;:' Species Ame;sm" Protein Name
lons (Da) (Da)  (ppm) (Da)

1 1445 777 6 9/24 K334k K341k  (R)LGETQKAMLDPPkPSR(G) 1767.9422 228.1000 7.1 51219.0/6.10 HUMAN Q96BH1 E3 ubiquitin-protein ligase RNF25 OS=Homo sapiens GN=RNF25 PE=1 SV=1

2 881 758 4 10/24 None (K)KQSKQPDMTHLTELALR(L) 1996.0644 -0.0223 -11.1 109563.3/6.82 HUMAN 7Z3J2  UPF0505 protein C160rf62 OS=Homo sapiens GN=C160rf62 PE=1 SV=2

3 827 667 3 12/24 K114k (R)KSSTLEVKDVQLHLER(Q) 1882.0393 114.0029 -20.0 17924.6/7.78 HUMAN Q16514 Transcription initiation factor TFIID subunit 12 OS=Homo sapiens GN=TAF12 PE=1 SV=1

4 789 561 2 12/24 K239k (R)IHRKNAPAGGSGMASAKTK(T) 1882.0076 114.0346 -4.2 51486.9/9.26 HUMAN  P35348 Alpha-1A adrenergic receptor OS=Homo sapiens GN=ADRA1A PE=2 SV=2

5 723 626 4 13/24 K267k (K)VEIVCPPQSPPKNCTR(N) 1881.9310 114.1112 34.2 31076.3/9.45 HUMAN Q8WXH6 Ras-related protein Rab-40A OS=Homo sapiens GN=RAB40A PE=2 SV=2

Detailed Results

# . mMH* MH* MH*  Protein . D
Rank Score (Su/P)I BCS Unmatched Vas::ael;Ie Sequence Calculated Error Error MWi/pl Species Acce;slon M:':e'g;s' Protein Name
: lons ®©a)  (Da) (ppm)  (Da)
1 1445777 6 o4 Kook RyLcerokamMLDE/EIR/E/S/R (G) 17679422 2281000 74 51219.0/6.10 HUMAN QOGBH1 319685  E3ubiquitin-prolein ligase RNF25 OS=Homo sapiens GN=RNF25 PE=1 SV=1

Fragment-ion (m/z) |70.065 (72.079 (84.081 (85.024 |86.099 [104.053 [110.072 [127.086 [120.102 [175.123 [203.095 [231.095 [262.152 341.190*2 |349.700*2 [354.159 |359.205 (398.224+2 [412.416 (437.236*2 |521.248 |601.327 (698.382 [795.449

Frac. Inten.(% of TIC) [210
Rel. Inten.(% of BP) 8.90
Score -0.09
lon-type
Delta ppm
o Reset
s =
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Result Summary

+ MHY MHY  Protein

MH "
Rank Score (,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce:S'O" Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1233 729 7 7/125 K172k (R)YEEIVKEVSTYIK(K) 1600.8469 114.0515 5.0 50141.1/9.10 HUMAN  P68104 Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1
1 1233 729 7 7125 K172k (R)YEEIVKEVSTYIK(K) 1600.8469 114.0515 5.0 50185.3/9.15 HUMAN QS5VTEOQ Putative elongation factor 1-alpha-like 3 OS=Homo sapiens GN=EEF1AL3 PE=5 SV=1
Detailed Results
# MH* MH* MH*  Protein . i
Rank Score ﬁ;’l BCS Unmatched Variable sites C Error Error MWi/pl Species k:ce:swn M:K:;)?;St Protein Name
A
lons (Da) (Da)  (ppm) (Da)
1 1233 729 7 7125 K172k (R) Y ENENI V/Kk E V/S/T Y/I/K (K) 1600.8469 114.0515 5.0 50141.1/9.10 HUMAN  P68104 180287  Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1
1 1233 729 7 7125 K172k (R)Y ENENI V/k E V/S/T Y/1/K (K) 1600.8469 114.0515 5.0 50185.3/9.15 HUMAN  QS5VTEOQ 180333  Putative elongation factor 1-alpha-like 3 OS=Homo sapiens GN=EEF1AL3 PE=5 SV=1
Fragment-ion (m/z) |72.082 (84.080 (86.096 [129.098 [130.083 (136.074 |147.113 [185.121 |202.079 [231.089 [260.194 [265.115 [293.102 [394.169 |422.150 | 453.248 |471.259 |474.203 |524.300 |535.240*2 |541.291*2 |593.326 |611.351 710.404+2 (840.467
Frac. Inten.(% of TIC) | 0.14 . . 3.13 3.30 3.38 | 1045 6.74 4.40
Rel. Inten.(% of BP) 1.33 29.97 | 31.61| 3232 100.00 64.54 | 42.09
Score 0.50 -0.30 | -0.32 1.50 0.75 -0.65| -042
lon-type v y2 a2
Delta ppm 225 22| -154
TY
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Reset
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Result Summary

# MH* MHY  MH* Protein
BCS Unmatched Variable sites Sequence Calculated Error Error MWipl

lons (Da) (Da) (ppm)  (Da)
1 1543 744 10 11/25 K244k (K)DGNASGTTLLEALDCILPPTRPTDKPLR(L) 3021.5674 114.0760 10.6 50141.1/9.10 HUMAN P68104 Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1

1 1543 744 10 11/25 K244k (K)DGNASGTTLLEALDCILPPTRPTDKPLR(L) 3021.5674 114.0760 10.6 50185.3/9.15 HUMAN QSVTEOQ Putative elongation factor 1-alpha-like 3 OS=Homo sapiens GN=EEF1AL3 PE=5 SV=1

2 495 502 4  19/25 M103mM110m (R)GADEQRRSVPFQmLLLLEKmQDSRQK(A) 3103.6139 32.0204 12.6 43011.1/8.04 HUMAN QOUMWE Ubl carboxyl-terminal hydrolase 18 OS=Homo sapiens GN=USP18 PE=1 SV=1

2 495 502 4 19/25 M103mM110m (R)GADEQRRSVPFQmLLLLEKmQDSRQK(A) 3103.6139 32.0294 12.6 41394.4/8.36 HUMAN Q3LFD5 Putative ubiquitin carboxyl-terminal hydrolase 41 OS=Homo sapiens GN=USP41 PE=2 SV=2

Rank Score (,/) Species

“”e:s“’" Protein Name

Detailed Results

# i mH* mH*  MmH*  Protein
Rank Score f;z)' BCS Unmatched V’;f':‘;'e Sequence Calculated Error Error MWipl  Species AcceSsion le“:’e'f“‘ Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1543 744 10 1125 K244k (K)D G NAS G T T L L/E A L/D/C/I/L/P/P T R/P T D/k P LR (L) 3021.5674 1140760 10.6 50141.1/9.10 HUMAN ~P68104 180287 Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1
1 1543 744 10 1125 K244k (K)D G MAS G T T L L/E A L/D/C/I/L/P/P T R/P T D/k P LR (L) 3021.5674 1140760 10.6 50185.3/9.15 HUMAN QSVTEQ 180333  Putative elongation factor 1-alpha-ike 3 OS=Homo sapiens GN=EEF1AL3 PE=5 SV=1

Fragment-ion (m/z) |70.062 |86.094 88.038 |157.132 [287.096 (313.109 |400.175*2 |409.148 |428.264 \454 602*3 \540 787*2 (627.391 \647 875*2 \670 350*2 ‘596 393*2 \752 930*2 \aos 474*2 |877.083 \sss 501*2 (940.519 \947 009*2 \943 970*2 \1004 060*2 [1039.558*2 1103.590

Frac. Inten.(% of TIC) [ 180 2.06 206 229 2467[ 1174 5.30 174 231 247
Rel. Inten.(% of BP) 7.32 836 835 928| 10000| 4760 2149 7.05 937 10.03
Score 025 1.50 150 | -0.09 150 150 150 |  -0.07 -0.09 -0.10
fon-type bo-Hp0*2 yi1*? yio™2 v oyt 152
Delta ppm 203 10.7 14.9 20 46 48
. Reset
]
1,090+ Back
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= Grow
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e Shrink
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#
Rank Score ;,,, BCS Unmatched Variable sites
(/) lons

Result Summary

MH* MH*  MH*  Protein .
. Accession
Sequence Calculated Error Error ~MWIpl  Species
(Da) (Da)  (ppm) (Da)

Protein Name

1 1491 779 9 7125 K255k (R)LPLQDVYKIGGIGTVPVGR(V) 1982.1433 114.0484 2.6 50141.1/9.10 HUMAN  P68104 Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1
1 1491779 9 7125 K255k (R)LPLQDVYKIGGIGTVPVGR(V) 1982.1433 114.0484 2.6 50470.4/9.11 HUMAN Q05639 Elongation factor 1-alpha 2 OS=Homo sapiens GN=EEF1A2 PE=1 SV=1
1 1491779 9 7125 K255k (R)LPLQDVYKIGGIGTVPVGR(V) 1982.1433 114.0484 2.6 50185.3/9.15 HUMAN QS5VTEOQ Putative elongation factor 1-alpha-like 3 OS=Homo sapiens GN=EEF1AL3 PE=5 SV=1
Detailed Results
i mH* MH* MH*  Protein . -
Rank Score (,Z)I BCS Unmatched Variable Sequence Calculated Error Error MWipl Species Accession M:"Ee'g;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1491 779 9 7125 K255k (R)L P\L Q D V\Y/k I/G/G/I/G/T V/P V G R (V) 1982.1433 114.0484 2.6 50141.1/9.10 HUMAN  P68104 180287  Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1
1 1491 779 9 7125 K255k (R)L P\L Q D V\Y/k I/G/G/I/G/T V/P V G R (V) 1982.1433 114.0484 2.6 50470.4/9.11 HUMAN Q05639 180317  Elongation factor 1-alpha 2 OS=Homo sapiens GN=EEF1A2 PE=1 SV=1
1 1491 779 9 7125 K255k (R)L P\L Q D V\Y/k I/G/G/I/G/T V/P V G R (V) 1982.1433 114.0484 2.6 50185.3/9.15 HUMAN QS5VTEO 0333  Putative elongation factor 1-alpha-like 3 OS=Homo sapiens GN=EEF1AL3 PE=5 SV=1

Fragment-ion (miz) |70.065 (84.081 |86.096 [183.106 [211.141 [212.144 344.183 (356.224 |406.207 |410.263 ‘428 253 \504292"2 \578 8472 |583.355 \519 311 (628.362 \534 376%2 \655 3663 666.394 (685.307 (692.402 (798.501 (846.469 (855.508 912.526

[Frac. Inten.(% of TIC) (% of TIC) 2.55
Rel. Inten.(% of BP) 23.59
Score 0.50
lon-type y11-H20"?
Delta ppm 2 231
Reset
v
10
443042 v7 Back
100.% ]
o % 554 ]
5 o i Grow
40g .H20‘2 a 4]
Shrink
‘ | | 1
T T T T Y T T T T
100 200 300 400 S00 800 700 800 800
LE3(t) Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

130



124

Result Summary

SPI # MH* MH®  MH'  Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
ons (Da) (Da)  (ppm) (Da)
1 13.04 712 7 9/25 K273k (R)VETGVLKPGMVVTFAPVNVTTEVK(S) 2515.3840 114.0586 6.0 50141.1/9.10 HUMAN  P68104 Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1
1 1304 712 7 925 K273k (R)VETGVLKPGMVVTFAPVNVTTEVK(S) 2515.3840 114.0586 6.0 50185.3/9.15 HUMAN QS5VTEOQ Putative elongation factor 1-alpha-like 3 OS=Homo sapiens GN=EEF1AL3 PE=5 SV=1
Detailed Results
# ) MH*  MH* MH*  Protein ) ™
Rank Score SuPI BCS Unmatched Var_nable Sequence Calculated Error Error MWi/pl Species Accession MS-Digest Protein Name
(%) ites # Index #
n: (Da) (Da) (ppm)  (Pa)
1 1304 71.2 7 9/25 K273k (R)VE\T GV L k\P GMV V/T/F/A/PV/NV T TE VK (S) 2515.3840 114.0586 6.0 50141.1/9.10 HUMAN  P68104 180287  Elongation factor 1-alpha 1 OS=Homo sapiens GN=EEF1A1 PE=1 SV=1
1 1304 71.2 7 9/25 K273k (R)VE\T GV L k\P GM V V/T/F/A/PV/NV T TE VK (S) 2515.3840 114.0586 6.0 50185.3/9.15 HUMAN  Q5VTEOQ 180333  Putative elongation factor 1-alpha-like 3 OS=Homo sapiens GN=EEF1AL3 PE=5 SV=1

Fragment-ion (miz) {70.062 |72.080 (86.097 [187.145 |201.119 [215.135 [220.118 340.213 385.190 | 456.260 | 484.255 |493.783*2 |511.257 [528.257 |509.332*2 (714.378 |790.420 [325,623*3 (841.481 900.465*2 |986.549 987.690 |1057.578 (1204.639 |1305.683

Frac. Inten(% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
%
6.25042 Back
100.% _
Y.
b, 340.2 i Grow
+ Y.
0.1 | T e a,"" 744y, | 9005 g7 il Shrink
] M | |
T T T T
200 800 800 1000 1200
Mass (miz) Labels
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Result Summary

# MH* MH* MH*  Protein .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon Protein Name
lons (Da) (Da) (ppm) (Da)
1 1409 717 8 10/25 K147k (R)ILGLLDAYLKTR(T) 1375.8308 114.0550 8.1 50119.1/6.25 HUMAN ~ P26641

Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=3

Detailed Results

# MH* MH*  MH*  Protein ) -
Rank Score :/P)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon Mizs;ﬁ Protein Name
o)
lons (Da) (Da)  (ppm) (ba)
1 14.09 717 8 10/25 K147k

(R) I L/G\L/L/D A Y/L/k/T/R (T) 1375.8308 114.0550 8.1 50119.1/6.25 HUMAN P26641 180797  Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=3
Fragment-ion (m/z) |70.066 |72.084 (84.081 (86.095 (87.100 (89.059 [129.102 [136.073 [143.115 [171.106 [175.119 [199.179 [228.179 [229.131 [276.161 [284.194 369.287 |399.218*2 [457.297 |512.308 |518.310 |631.385 |632.3752 (980.522 |1093.585
Frac. Inten.(% of TIC) .

Rel. Inten.(% of BP) .

Score

lon-type
Delta ppm
Reset
a
1.880+3m 1] Back
100.% _—
Grow
1 ¥, .
b, a Shrink
814 2 G'q_ s Lelj,n Yy % Y
Ja [ I 1 1 [ | 1 1 1 I
T T T
200 400 &00 800 1000
s Labels
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1538 737 7 8/24 K239k (K)FAAKGEGQLGPAER(A) 1430.7387 114.0549 7.7 95338.7/6.41 HUMAN  P13639 Elongation factor 2 0S=Homo sapiens GN=EEF2 PE=1 SV=4
Detailed Results
# MH* mMHY  MH* Protein . .
Rank Score :;)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWi/pl Species Acce;slon MI?\(?elgjls' Protein Name
f]
lons (Da) (Da)  (ppm) (Da)
1 15.38 73.7 7 8/24 K239k (K)F A\A /G E G Q|L/G/P/A E/R (A) 1430.7387 114.0549 7.7 95338.7/6.41 HUMAN P13639 180869  Elongation factor 2 0S=Homo sapiens GN=EEF2 PE=1 SV=4

Fragment-ion (m/z) (84.042 (84.079 (86.097 [120.080 |141.104 (175.118 |186.084 (187.068 [191.110 [219.119 [236.632 (271.134 |316.215 (321.666 |330.681*2 |375.208 [424.217 |472.250 (529.273 |642.362 \564 361"2\ 685.333 (903.462 \1013471

Nature Biotechnology: doi: 10.1038/nbt.1654
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Frac. Inten.(% of TIC) 2.66 3.41 3.78 16.54 | 12,98 3.89 272 3.83 3.32
Rel. Inten.(% of BP) 16.08 | 20.60 22.85 100.00 | 78.51 2354 1642 | 2343 | 20.05
Score -0.16 0.50 -0.23 1.50 1.50 -0.24 0.75 0.50 1.50
lon-type b2 y5 ¥6 AKGEGQ bg ¥10
Delta ppm 246 05 8.0 79| 319| -300
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Result Summary
# MH* MHY MH*  Protein .
Rank Score ?,/P)I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce;slon Protein Name
o]
ons (Da) (Da) (ppm) (Da)
1 1765 774 10 6/25 Ka2k (K)STLTDSLVCKAGIIASAR(A) 1863.0004 114.0574 7.3 95338.7/6.41 HUMAN  P13639 Elongation factor 2 0S=Homo sapiens GN=EEF2 PE=1 SV=4
Detailed Results
# MH* MHY  mHY Protein . .
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce:slon Mﬁzﬂ?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 17.65 77.4 10 6/25 K42k (K)s T|L/T D/S L V/C k/A/G 1I/I/A/S A/R (A) 1863.0004 114.0574 7.3 95338.7/6.41 HUMAN P13639 180869  Elongation factor 2 0S=Homo sapiens GN=EEF2 PE=1 SV=4

Frac. Inten.(% of TIC)

Fragment-ion (m/z) |70.064 84.081 86.097 |116.068 |120.080 [161.091 [171.079 (175120 |187.142 [189.085 (284.161 [316.152 [333.183 [341.220 |404.227 (474.211 |517.314 \530 815%2 \630 376%2 (687.417 \730 423%2 [758.452 ‘835 452*2 [goa.085"2 ‘1160 628

4.08 381 6.86 541 388
Rel. Inten.(% of BP) 4089| 3820 6879 | 5424| 3891
Score } : } 1.50 -0.38 1.50 1.50 1.50
lon-type bz b3-H20 | y3-| NH3 y1o+2 vi5 +2 Y16*2 Y10
Delta ppm 26 96 02 6.1
Reset
¥
1.230+3 v Back
100.% 8 42 =
187.1 b " a
- A - Y15
BH,O Y10 o 3 Yo Grow
¥ o o 13
‘H I" | Shrink
T T T T
200 400 800 800 1000
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Result Summary

MH* MH®  MH"  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1458 714 8 7125 K845k (K)GLKEGIPALDNFLDKL(-) 1742.9687 114.0570 7.6 95338.7/6.41 HUMAN  P13639 Elongation factor 2 0S=Homo sapiens GN=EEF2 PE=1 SV=4
Detailed Results
# MH* mMH* mH* Protein . .
Rank Score ?;)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce:swn M:‘::g;s‘ Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 1458 714 8 7125 K845k (K)G L k E\G I|P/A/L/D/N F/L/D/K L () 1742.9687 114.0570 7.6 95338.7/6.41 HUMAN P13639 180869

Elongation factor 2 0S=Homo sapiens GN=EEF2 PE=1 SV=4

Fragment-ion (m/z) (70.064 |84.079 |86.096 [129.101 [141.101 [169.090 [226.116 |260.193 |342.714*2 [375.223 |391.244*2 (397.202 [411.206 |446.211 |488.308 542.293 |573.308%2 694.399 [712.404 |748.436 (864.427 [886.429 |977.530 1048.586 |1145.597

[Frac. Inten.(% of TIC) (% of TIC) 434
Rel. Inten.(% of BP) 27.16
Score -0.27
lon-type
Delta ppm
y 2 Reset
6.98e+2 w Back
100.%
b,
a;z 5 ] ] ¥ 4 Grow
v|2 H Y R r‘“ % '1|° Shrink
AT N
400 600 800 1000
PE) Labels
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Result Summary

# MH* MH* MH*  Protein .
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acn:e:slon Protein Name
o]
lons (Da) (a)  (ppm) (D3
1 1286 653 8 10/25 K256k (R)DLEKPFLLPVEAVYSVPGR(G) 2129.1641 114.0525 4.3 49541.8/7.26 HUMAN  P49411 Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=2

Detailed Results

# i MH*  MH* WMH*  Protein ) -
Rank Score (S,,Z)I BCS Unmatched Vasri::l:e Sequence Calculated Error Error MWipl Species A‘:ce:s'on Mli zg;St Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1286 653 8 10/25 K256k (R)D L E/k P F L L|P V\E A/V/Y/S/V/P G R (G) 2129.1641 114.0525 4.3 49541.8/7.26 HUMAN  P49411 186445  Elongation factor Tu, mitochondrial OS=Homo sapiens GN=TUFM PE=1 SV=2

Fragment-ion (m/z) (86.095 [102.047 [120.077 |143.117 [197.129 |262.156 (326.164 [329.191 |358.217 397.212 |428.259 440.250 |481.253 |513.439*3 |515.290 |571.368 |599.375 678.350 |759.860 (777.430 |943.514 (978.523 [1070.584 (1173.636 |1266.700

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
s
3258+ Back
100.5% —
Y
PVE s b
B
v 481.3 5604 ¥ 8785 Grow
3 451 A‘,,,‘I Yy By TS
LA (- | ==
= T T T T T
200 a0 L 1000 1200
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Result Summary

SPI # MH* MH®  MH*  Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species # Protein Name
lons (Da) (Da) (ppm)  (Pa)
1 1184 671 6 10/24 K133k (R)VSAALEEADKMFLR(T) 1579.8149 114.0547 6.9 20875.7/3.89 HUMAN Q9Y6B2 EP300-interacting inhibitor of differentiation 1 OS=Homo sapiens GN=EID1 PE=1 SV=1

Detailed Results

# . MH* MH* MH*  Protein . Di
Rank Score ?,Z)I BCS Unmatched Vas';'t:zle Sequence Calculated Error Error MWi/pl Species Acoe:smn Mi(z‘g?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)

1 1184 671 6 10/24 K133k (R)V S/A A L/E/E/A D/k M F L/R (T) 1579.8149 114.0547 6.9 20875.7/3.89 HUMAN Q9Y6B2 187729  EP300-interacting inhibitor of differentiation 1 OS=Homo sapiens GN=EID1 PE=1 SV=1

Fragment-ion (m/z) |72.081 |84.081 |86.097 |87.056 |115.085 |120.079 |129.095 |136.070 |159.107 |175.118 |187.145 |230.113 |240.131 |384.254 |392.199 |400.270 |499.318 |627.311 |663.335 |754.362 |808.449 |994.511 |1123.541 |1252.604

Frac. Inten.(% of TIC) 010 357 o0714[ 4e6| 346 780[ 516 331 o975[ 356[ 324 334 382[ 331 38| 350 432[ 59| 607 5.18 5.23
Rel. Inten.(% of BP) 103 | 36.57| 1.40| 47.75| 3551 | 80.04| 5294 | 3397 |100.00| 3650 | 33.18| 3430 | 39.20| 3394 | 3946| 3591 | 44.29| 6090 | 6228 53.11| 53.60
Score 033| -012| 100| -016| -012| 050| 150| -042| 075 025| -011| 075| -013| -0.42| -0.13| -012| 150| 1.50| 150 1.50 1.50
lon-type NR F a2 vi SAA |b3-H20 MFL Y12 ¥5 y7 ¥8 ¥9
Delta ppm 116 -16.5 434 | 77 62| -194 7.0 275| 04| 26| -138 4.
Reset
SAA
3.05a+2: Back
100.% | 2 =
¥, ¥
¥, H f % ¥
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b0 03 o0 ;
Shrink
T + T T T T
200 400 600 800 1000 1200
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Result Summary

# mMH* MHY MHY  Protein N
Rank Score (s,,/P)I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Accession Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 2025 838 14 424 K107k (K)ENMYAVQTLKDFQYVDR(D) 2120.0117 114.0558 5.8 57575.6/4.77 HUMAN ~ Q9Y6I3  Epsin-1 OS=Homo sapiens GN=EPN1 PE=1 SV=1

Detailed Results

MH* MH* MH* Protein . DI
Rank Score (S,Z: BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon MlidDeIg;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2025 838 14 4/24 K107k (K) E N\M/Y/A/V/Q/T/L/k/D/F/Q/Y V/D/R (D) 2120.0117  114.0558 5.8 57575.6/4.77 HUMAN QIY6I3 195733 Epsin-1 0S=Homo sapiens GN=EPN1 PE=1 SV=1
Fragment-ion (miz) |84.048 (86.095 [104.053 [136.073 [175.117 [226.083 [244.094 [290.142 [357.117 |492.189 [520.183 [552.274 \592 228*2 ‘549 348*2 (680.316 ‘599 872*2 \754893"2 ‘763 868*2 ‘813 428*2 [827.400 ‘au 949*2 ‘930 464*2 (942.423 ‘1184 588
Frac. Inten.(% of TIC) A 5.81 . 5.18 7.27 4.19 3 3.41
Rel. Inten.(% of BP) 79.92 71.22 100.00 57.59 46.85
Score -0.80 1.50 0.50 1.50 1.50
lon-type y10'2 ly11-H20"2 | arp*? 8
Delta ppm 253 196 25 162
yi1*2
-20.7
.2 Reset
Y0
736842 b,H,0 o Y Back
100.% w22 +2 Yiq —_—
Yo 12
Y,
b, H,0 4 L
¥y
Y 4822 % 8 o
Shrink
T  — T T
200 400 600 800 1000 1200
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Result Summary

# MH* MH*  MH*  Protein .
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:sm" Protein Name
ons (Da) (Da) (ppm)  (Da)
1 1852 814 10 4/25 K146k (R)AEVQKLQMEAPHIIVGTPGR(V) 2174.1750 114.0707 12.2 46154.2/5.32 HUMAN  P60842 Eukaryotic initiation factor 4A-l OS=Homo sapiens GN=EIF4A1 PE=1 SV=1
Detailed Results
# mMH* MH* MH*  Protein . .
Rank Score ‘S,Z: BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:sm" Mi:;g?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1852 81.4 10 4/25 K146k (R)2 E\V o/k L Q/M E A/P H/I/I/V/G T/P G/R (V) 21741750 114.0707 12.2 46154.2/5.32 HUMAN  P60842 312285

Eukaryotic initiation factor 4A-1 OS=Homo sapiens GN=EIF4A1 PE=1 SV=1

Fragment-ion (miz) |70.065 [72.081 |84.044 |84.080 [86.096 (102.059 173.092 [175.119 (201.088 [228.135 (235.119 [243.152 |312.171 [320.197 [351.173 | 356.224*2 [487.275 (586.330 \621_009"3 [657.323%3 [689.375*2 [699.430 \744_395*2 812.519 ‘1046.640

Frac. Inten.(% of TIC)

286 6.35 619 745 6.25 341
Rel. Inten.(% of BP) 2024| 6507| 6337 | 7628 63.97 34.88
Score 150 |  -065 150 | 150 0.50 1550
lon-type yi6™® y13*2 Y7 |y14-H20*2 y10
Delta ppm -0.0 87 212 21 277
Reset
5.98a+2: Back
100.5% , =
7
2 73 b 0%
PH 312 v
Ys 5 Yy
vy 43 v Gromy
a2 Yig 1o
| Shrink
¥ v
200 400 600 800 1000
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Result Summary

# MH* MH* MHY  Protein .
Rank Score ﬁ;; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon Protein Name
/o)
lons (Da) (Da)  (ppm) (Da)
1 1408 659 9 8/25 K177k (K)YIkMFVLDEADEMLSR(G) 1959.9554 114.0642 10.3 46154.2/5.32 HUMAN  P60842 Eukaryotic initiation factor 4A-1 OS=Homo sapiens GN=EIF4A1 PE=1 SV=1

Detailed Results

# MH* MH*  MH*  Protein
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Mce:sm" M:“f:feSt Protein Name
lons (Da) (Da) (ppm)  (Da)
1 14.08 659 9 8/25 K177k (K)Y | k\M F VL/D/E/A/D/E/M L/S\R (G) 1959.9554 114.0642 10.3 46154.2/5.32 HUMAN P60842 312285  Eukaryotic initiation factor 4A-l OS=Homo sapiens GN=EIF4A1 PE=1 SV=1

Fragment-ion (m/z) (72.080 (84.044 (84.080 (86.096 |102.057 [120.082 |136.076 [217.070 [245.076 [249.156 [250.163 |262.149 (374.226 |384.214*2 |445.325%2 |474.230 |506.277 |519.293 (635.304 (750.353 (821.381 |349.968*2 |932.388 |950.426 |1065.462

Frac. Inten.(% of TIC) 0.09
Rel. Inten.(% of BP) 0.73
Score
lon-type E
Delta ppm
Reset
¥y e
3458+ Batk
100.5% —_—
Ya
. L/ b+,
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| | Shrink
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Result Summary

MH* MH®  MH®  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
ons (Da) (0a) (ppm)  (Pa)
1 1053 69.6 6 8125 K193k (R)GFKDQIYDIFQK(L) 1501.7686 114.0614 11.4 46154.2/5.32 HUMAN  P60842 Eukaryotic initiation factor 4A-l OS=Homo sapiens GN=EIF4A1 PE=1 SV=1
Detailed Results
# MH* MH*  MH*  Protein . .
Rank Score ?;)I BCS Unmatched Variable sites q C Error Error MWi/pl Species Acce:slon Mlid[:g;s' Protein Name
o)
lons (Da) (Da)  (ppm) (Da)
1 10.53 69.6 6 8/25 K193k (R)G F k\D Q\1/Y/D I/F Q/K (L) 1501.7686 114.0614 11.4 46154.2/5.32 HUMAN P60842 312285  Eukaryotic initiation factor 4A-1 OS=Homo sapiens GN=EIF4A1 PE=1 SV=1
Fragment-ion (m/z) |84.042 |84.080 |86.096 (91.055 [120.081 |129.099 (136.075 [147.111 |165.097 [177.101 |198.120 |244.092 |257.165 |258.146 |276.133 |339.180 |358.149 |387.203 |392.185 |422.244 |447.248 486.232 |650.350 (690.309 |813.428
Frac. Inten.(% of TIC) | 3.86 . . . . . 3 . .
Rel. Inten.(% of BP) | 43.07
Score -0.43
lon-type
Delta ppm
Reset
5930+ % ] ¥ Back
¥,
100.% 3|72 5 l
v, -NH,
273 [7+]
165, o 02 by |,
1881 4
i I | |
Ll
T = T T T T T
200 300 400 500 800 700 800
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Result Summary

SP # N . MH* MH®  MH®  Protein - Accession .
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2587 981 11 125 K54k (R)GIYAYGFEKPSAIQQR(A) 1827.9388 114.0436 0.4 46154.2/5.32 HUMAN  P60842 Eukaryotic initiation factor 4A- OS=Homo sapiens GN=EIF4A1 PE=1 SV=1
1 2587 981 1 125 K55k (R)GIYAYGFEKPSAIQQR(A) 1827.9388 114.0436 0.4 46402.5/5.33 HUMAN Q14240 Eukaryotic initiation factor 4A-Il OS=Homo sapiens GN=EIF4A2 PE=1 SV=2
1 2587 981 M 125 K60k (R)GIYAYGFEKPSAIQQR(A) 1827.9388 114.0436 0.4 46871.3/6.30 HUMAN  P38919 Eukaryotic initiation factor 4A-ll OS=Homo sapiens GN=EIF4A3 PE=1 SV=4
2 939 5.2 2 11/25 K353k (R)QQIASPKEFGYAYIGR(L) 1827.9388 114.0436 0.4 46154.2/5.32 HUMAN RP60842 REVERSE Eukaryotic initiation factor 4A-| OS=Homo sapiens GN=EIF4A1 PE=1 SV=1
2 939 562 2 11/25 K353k (R)QQIASPKEFGYAYIGR(L) 1827.9388 114.0436 0.4 46402.5/5.33 HUMAN RQ14240 REVERSE Eukaryotic initiation factor 4A-Il OS=Homo sapiens GN=EIF4A2 PE=1 SV=2
Detailed Results
+ + + i
Rank Score (suz)l BCS Unms::ched Variable sites Sequence Cam:a(ed EM:M g::,r PI\:I?I&?;;:‘ Species Acce;sw" Mli ;‘Deig;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2587 981 11 125 K54k (R)G I|Y|A|Y/G/F E/k/P/S/A/I/Q Q R (A) 1827.9388 114.0436 0.4 46154.2/5.32 HUMAN  P60842 312285  Eukaryotic initiation factor 4A- OS=Homo sapiens GN=EIF4A1 PE=1 SV=1
1 2587 981 1 125 K55k (R)G I1Y|A|Y/G/F E/k/P/S/A/I/Q Q R (A) 1827.9388 114.0436 0.4 46402.5/5.33 HUMAN Q14240 312305  Eukaryotic initiation factor 4A-ll OS=Homo sapiens GN=EIF4A2 PE=1 SV=2
1 2587 981 11 125 K60k (R)G I|Y|A|Y/G/F E/k/P/S/A/I/Q Q R (A) 1827.9388 114.0436 0.4 46871.3/6.30 HUMAN  P38919 312323  Eukaryotic initiation factor 4A-lll OS=Homo sapiens GN=EIF4A3 PE=1 SV=4

Fragment-ion (m/z) |84.081 [86.097 |136.076 [143.118 [171.113 [207.114 [235.106 [334.174 |400.224*2 |405.213 |431.233 521.297 544.320 [576.272 |615.355 |659,3452 |687.857 |688.366 702.386 \739 331 \769 302*2 |799.440 \804,904'2 [s8s.434°2 [1041.575

Frac. Inten.(% of TIC)
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360 6.04 873 166
Rel. Inten.(% of BP) 1916 23| 4pd9)  8se
Score 75 5 1.5( .51
Jon-type YGFEK 32| yat2 V8
Delta ppm -14.7 7.9 87 -46
Reset
bid
1.030+4: Back
100.% —
a v 2
2 @] Y a
k7
Y28 | ¥y s, | _Shrink
n [oo o] || | |
y T T T
200 400 600 1000
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Result Summary

MH* MH*  MH* Protein Accession
Rank Score (u/) BCS Unma(ched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 19.96 89.4 10 5125 K69k (R)AIPCIKGYDVIAQAQSGTGK(T) 2190.1587 114.0659 10.0 46402.5/5.33 HUMAN Q14240 Eukaryotic initiation factor 4A-l OS=Homo sapiens GN=EIF4A2 PE=1 SV=2
1 1996 894 10 5/25 K68k (R)AILPCIKGYDVIAQAQSGTGK(T) 2190.1587 114.0659 10.0 46154.2/5.32 HUMAN  P60842 Eukaryotic initiation factor 4A-l OS=Homo sapiens GN=EIF4A1 PE=1 SV=1
2 549 536 2 1525 K83k (R)AIIPCIKGYDVIAQAQSGTGK(T) 2190.1587 114.0659 10.0 46402.5/5.33 HUMAN Q14240 Eukaryotic initiation factor 4A-ll OS=Homo sapiens GN=EIF4A2 PE=1 SV=2
2 549 536 2 15/25 K82k (R)AILPCIKGYDVIAQAQSGTGK(T) 2190.1587 114.0659 10.0 46154.2/5.32 HUMAN  P60842 Eukaryotic initiation factor 4A-| OS=Homo sapiens GN=EIF4A1 PE=1 SV=1
£ ALPOING YDOVIARALS G TGk ry
3 49 529 3 16125 None  (R)ALLEMLNHTAHLRQLSDTK(L) 2304.2493 -0.0246 -10.7 193080.5/7.34 HUMAN RQ149N8 REVERSE E3 ubiquitin-protein ligase SHPRH OS=Homo sapiens GN=SHPRH PE=1 SV=2
Detailed Results
# i MH*  MH*  MH*  Protein
Rank Score (n/) BCS Unmatched V2riable Sequence Calculated Error Error  MWipl  Species A°025Sion MSDIGest pryioin Name
fons ©a (@) (ppm)  (03)
1 19.96 894 10 5/25 K69% (R)A I|I|PC Ik GY D VII/A/Q/A/Q/S/G T/G K (T) 2190.1587 114.0659 10.0 46402.5/5.33 HUMAN Q14240 312305 Eukaryotic initiation factor 4A-Il OS=Homo sapiens GN=EIF4A2 PE=1 SV=2
Fragment-ion (m/z) (84.078 (86.095 [87.097 [157.133 |185.128 [204.132 [258.085 [298.214 (362.204 [371.176 |449.228 |510.251*2 |560.263 (577.288 |577.364 (648.330 |759.360 (776.387 847.427 960.515 \1004012+2 ‘1047476 \1050 554*2 ‘1160 572 ‘1344685
Frac. Inten.(% of TIC) 20.78 270 3.82 2.60 1.64
Rel. Inten.(% of BP) 100.00 | 13.01 1838 | 1251 7.88
Score 1.50 -0.13 1.50 -0.13 0.50
lon-type yig*2 yie*? b1t
Delta ppm 10.0 93 -107
2 Reset
18
3.40e+3 Back
100.% _
b,
Y9 Grow
v, +2 -
71 by Y5y 3 Yo | Y19 11608 Shrink
b 2 Y5 ra l Py
] talw 1ol ! [ 11 ] ]
T T
200 400 600 800 1000 1200
Mass (mf2) Labels
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#
Rank Score (S;)I BCS Unmatched Variable sites Sequence
o lons (Da)

MH*
Calculated  Error

Result Summary

MH* MH*  Protein
Error  MWipl
(Da) (ppm)  (Da)

;e Accession
Species #

Protein Name

1 1838 783 10 5/25 Kesk (K)KYEDICPSTHNMDVPNIK(R) 2161.0053 114.0509 3.5 16832.4/5.08 HUMAN ~ P63241 Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=2
1 1838 783 10 5/25 K68k (K)KYEDICPSTHNMDVPNIK(R)  2161.0053 114.0509 3.5 16793.3/5.38 HUMAN Q9GZV4 Eukaryotic translation initiation factor 5A-2 OS=Homo sapiens GN=EIF5A2 PE=1 SV=3
1 1838 783 10 5/25 K68k (K)KYEDICPSTHNMDVPNIK(R) 2161.0053 114.0509 3.5 16773.3/4.85 HUMAN  Q6IS14 Eukaryotic translation initiation factor 5A-1-like OS=Homo sapiens GN=EIF5AL1 PE=2 SV=2
2 6.88 50.0 2 14/25 K55k (R)ASQSFGKGCEECKFLKER(T) 2161.0165 114.0397  -1.4 92033.5/9.11 HUMAN RQ86WZ6 REVERSE Zinc finger protein 227 OS=Homo sapiens GN=ZNF227 PE=2 SV=1
2 6.88 50.0 2 14125 K58k (R)ASQSFGKGCEECKFLKER(T) 2161.0165 114.0397  -1.4 92033.5/9.11 HUMAN RQ86WZ6 REVERSE Zinc finger protein 227 OS=Homo sapiens GN=ZNF227 PE=2 SV=1
Detailed Results
+ + + i
Rank Score ?,Z)I BCS Unma’:ched Vasriit:I;Ie Sequence c;::;n.:med éwr:'lor g::,, PIGCV':IIe;;I" Species Accesslon MI?‘ ;1'3;“ Protein Name

lons (Da) (Da)  (ppm) (Da)
1 1838 783 10 525 K68k (K)k Y\E D\I|C/P/S/T/H N M/D V/P N I/K (R) 2161.0053 114.0509 3.5 16832.4/5.08 HUMAN  P63241 312563  Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=2
1 1838 783 10 5/25 Kesk (K)k Y\E D\I|C/P/S/T/H N M/D V/P N I/K (R) 2161.0053 114.0509 3.5 16793.3/5.38 HUMAN  Q9GZv4 312591  Eukaryotic translation initiation factor 5A-2 OS=Homo sapiens GN=EIF5A2 PE=1 SV=3
1 18.38 783 5/25 K68k (K) k Y\E D\I|C/P/S/T/H N M/D V/P N I/K (R) 2161.0053 114.0509 3.5 16773.3/4.85 HUMAN  Q6IS14 312619  Eukaryotic translation initiation factor 5A-1-like OS=Homo sapiens GN=EIF5AL1 PE=2 SV=2

Fragment-ion (m/z) |70.066 (72.082 [84.081 [86.097 [116.017 |129.103 133.043 [147.114 |368.189%2 [406.203 |451.560"3 [452.229 [471.292 ‘504 902*3 [534.272 ‘534 793+2 ‘623 304*2 |650.276 ‘ees 325%2 ‘575 836™2 |685.388 ‘755 856"2 |763.361 [783.311 |882.376

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
2 Reset
2.18e+4: 2 Back
100.% _—
Grow
b5
2 L N w2 2 Shrink
¥ o ¥z LI TR | —
1 1 L i | 1 I 1 ]
T T T T T T
200 aao 400 500 600 700
Maxss (mfz) Labels ‘
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Result Summary

+ + + i
Rank Score ﬁ/f)l BCS Unms::ched Variable sites Sequence cmﬂﬂated gl:,, ém,, l;;s;?;‘ Species Acce;sion Protein Name
lons (Da) (Da)  (ppm)  (P3)
1 1240 646 7 9/25 K85k (K)YEDICPSTHNMDVPNIKR(N) 2189.0114 114.0508 3.4 16832.4/5.08 HUMAN  P63241 Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=2
1 1240 646 7 9/25 K85k (K)YEDICPSTHNMDVPNIKR(N) 2189.0114 114.0508 3.4 16793.3/5.38 HUMAN 9GZV4  Eukaryotic translation initiation factor 5A-2 OS=Homo sapiens GN=EIF5A2 PE=1 SV=3
1 1240 646 7 9/25 K85k (K)YEDICPSTHNMDVPNIKR(N) 2189.0114 114.0508 3.4 16773.3/4.85 HUMAN  Q6IS14 Eukaryotic translation initiation factor 5A-1-like OS=Homo sapiens GN=EIF5AL1 PE=2 SV=2
Detailed Results
+ + + i
Rank Score (u/) BCS Unm::ched Vasrii'ael:e Sequence Callc\:nlr:ated 2",:,, g,:,, l:;;\‘lzll" Species Acce;sion MI?‘:’Dei)g(;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1240 646 7 9/25 K85k (K)Y E\D\I C P S T HNMD V/P/N/I/k/R (N) 2189.0114 114.0508 3.4 16832.4/5.08 HUMAN  P63241 312563  Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens GN=EIF5A PE=1 SV=2
1 1240 646 7 9/25 K85k (K)Y E\D\I C P S T H N MD V/P/N/I/k/R (N) 2189.0114 114.0508 3.4 16793.3/5.38 HUMAN 9GZv4 312591  Eukaryotic translation initiation factor 5A-2 0S=Homo sapiens GN=EIF5A2 PE=1 SV=3
1 1240 646 7 9/25 K85k (K)Y E\D\I C P ST H N M D V/P/N/I/k/R (N) 2189.0114 114.0508 3.4 16773.3/4.85 HUMAN ~ Q6IS14 Eukaryotic translation initiation factor 5A-1-like OS=Homo sapiens GN=EIF5AL1 PE=2 SV=2

Fragment-ion (m/z) ’m 72.082 84.080 |86.097 110.071 |136.076 [137.077 [175.116 |201.120 [202.091 |265.118 |293.117 |343.209 (362.709*2 |371.222*2 [399.132 |408.141 |417.265 530.337 | 537.237 |644.386 (720.049 {741.435 783.311 |943.348

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
Y5
8.83e+2: Back
100.% s  —
¥s
8, 5
g
2011 B 4 Grow
20b1 Z VNH %m ¥ 7200
| |l | .
T T T T T
200 LD 500 600 700
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Result Summary

SPI # MH" MH®  MH®  Protein Accession
Rank Score (/. BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species ““*;°" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1109 820 3 1225 K224k (K)YLSFLEKRQK(L) ~ 1311.7419 1140270  -11.2 58305.1/5.50 HUMAN QBNHP7 Exonuclease 3-5' domain-like-containing protein 1 0S=Homo sapiens GN=EXDL1 PE=2 SV=3
2 897 796 2 14125 K227k (K)YLSFLEKRQK(L) ~ 1311.7419 1140270  -11.2 58305.1/5.50 HUMAN QBNHPT7 Exonuclease 3-5' domain-like-containing protein 1 0S=Homo sapiens GN=EXDL1 PE=2 SV=3
3 897 796 2 14125  MO2mK97k  (K)YLSAFmIPLIKD) 12957432 130.0257  -8.5 56194.0/6.29 HUMAN RQ15172 REVERSE Serinefthreonine-protein phosphatase 2A 56 kDa regulatory subunit alpha isoform OS=Homo sapiens GN=PPP2RSA PE=1 SV=1
4 888 775 5 1325 KI969kK1971k  (K)AYIPDLFKSK(T)  1197.6849 228.0840 11240.7 305413.8/5.90 HUMAN ~QBTD26 Chromodomain-helicase-DNA-binding protein 6 OS=Homo sapiens GN=CHD6 PE=1SV=3
5 770 726 2 15125 None  (K)YLSNSLDAKITGK(Y) 14257919 -0.0220 -16.1 116454.0/7.92 HUMAN RO76041 REVERSE Nebulette OS=Homo sapiens GN=NEBL PE=1 SV=1
Detailed Results
# i MH*  MH' MH®  Protein ) -
Rank Score (suz; BCS Unmatched V2riable Sequence Galculated Error  Error  MWipl  Species A°°5Sion MSDigest p oy yamg
lons (Da) (Da)  (ppm) (Da)
1 1100 820 3 1225 K224k (K)Y LISIFLEKRQK (L) 13117419 1140270  -11.2 583051/550 HUMAN QBNHP7 201371 Exonuclease 3-§' domain-like-containing protein 1 OS=Homo sapiens GN=EXDL1 PE=2 SV=3
Fragment.ion (miz) [70.066 [86.098 [130.089 [136.078 [147.115 [249.166 [250.170 [277.161 [278.164 [310.184 [341.152 [364.193 [423.270 [523.276 [531.792*2 [538.301 [566.307*2 [575.307*2 [609.342 [122.421 [127.342 [850.486 [965.524 [1062.567 [1149.600
Frac. Inten.(% of TIC) 291 131 179 133[ a2 ose[ 111 745 111 167 1451 217[ 170 ose[ 114
Rel. Inten.(% of BP) 1353 608| 833| 619| 2152| 459| 517 3468| 518 779|  6760| 1040| 792 445| 532
Score 014 006| -0.08| -006| 050| -005| -0.05 150 | -0.05 0.50 150 -010| -008| -0.04| -0.05
fon-type b3 s ye-H20*2 &2
Delta ppm 154 27.2 175 273
Reset
=l Back
100.%
Yy
Grrow
Shrink
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L L 1
r L
1000
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Result Summary

MH* MH* MH*  Protein .
Rank Score ?,7; BCS Unmatched Variable sites Seq Calculated Error Error MWipl Species Acce;slon Protein Name
)
lons (Da) (0a) (ppm) (D)
1 1297 709 8 7124 K157k (K)TGDVEDSTVLKSLHLPK(N) 1838.9858 114.0584 7.9 73954.5/4.81 HUMAN QOUNN5 FAS-associated factor 1 OS=Homo sapiens GN=FAF1 PE=1 SV=2
2 828 567 5 924 K163k  (K)TGDVEDSTVLKSLHLPk(N) 1838.9858 114.0584 7.9 73954.5/4.81 HUMAN QOUNN5 FAS-associated factor 1 0S=Homo sapiens GN=FAF1 PE=1 SV=2
Detailed Results
# MH* MHY MH*  Protein . .
Rank Score ?,7; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species MCE:SIDH Mli;;g;ﬂ Protein Name
)
lons (Da) (Da) (ppm)  (Da)
1 1297 709 8 7124 K157k (K)T\G\D\V E D § T/V/L k/S L H L/B/K (N) 1838.9858 114.0584 7.9 73954.5/4.81 HUMAN QOUNN5 208781 FAS-associated factor 1 OS=Homo sapiens GN=FAF1 PE=1 SV=2
Fragment-ion (miz) [60.043 [70.065 [72.080 [74.060 | 84.044 [84.080 [86.095 [102.054 [110.069 ‘120.079 [129.101 ‘159.075 ‘173.126 [185.163 ‘187.108 [244.165 ‘251.150 [274.104 [335.183*2 [451.262 ‘459.292 l525.330°2 [574.868*2 [694.428
Frac. Inten.(% of TIC) 019 016 404 o019[ 345] 376 346] 616] 1059 451[ 823 390 435 332 870 376 356
Rel. Inten.(% of BP) 090| 078| 1951| 093| 1664| 1818 | 1670| 2973 | 5117 | 21.78| 39.74 1882 | 21.02| 1604 | 4204 1817 | 17.18
Score 100| 100| -020| 020| 050| -018| -017| -030| 150 0.75| 050 019 075| -0.16 1.50 150 |  1.50
lon-type b1 H RKQ b2 y2 HL b3 SLHL Y8+2 yg+2 ¥6
Delta ppm <191 207 88| -164 44| 70| -20 125 6.6 14| 43
E
Reset
2
2.90e+3 Back
100.% ——
Yz +2
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Result Summary

MH* MH®  MH*  Protein Accession
Rank Score (,,/) BCS Unrm!ched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (a) (ppm)  (Pa)
1 1398 792 6 7125 K457k (K)TDQFPLFLIIMGKR(S) 1678.9349 114.0552 6.9 73954.5/4.81 HUMAN Q9UNN5 FAS-associated factor 1 OS=Homo sapiens GN=FAF1 PE=1 SV=2
2 597 625 2 14/25 K386k (R)ISLIFEKISKSEER(R) 1678.9374 114.0527 5.5 78569.0/8.45 HUMAN  Q8IZF7 Probable G-protein coupled receptor 111 OS=Homo sapiens GN=GPR111 PE=2 SV=1
Detailed Results
# . MH* MH* WMH*  Protein . .
Rank Score (,,/) BCS Unmatched Va;i;ael;le Sequence Calculated Error Error MWI/pl  Species Acce:slon leu?;g;s‘ Protein Name
lons (Da) (Da) (ppm) (Da)

1 1398 792 6 7125 K457k (K)T D Q/F P L F|L|I/I/M/G k R (S) 1678.9349 114.0552 6.9 73954.5/4.81 HUMAN QOUNN5 208781 FAS-associated factor 1 OS=Homo sapiens GN=FAF1 PE=1 SV=2

Fragment-ion (m/z) |70.065 (84.080 86.095 [101.069 [104.051 [120.079 [171.078 [175.111 [183.151 [189.083 [211.140 (245.133 439.245 |471.303 |474.278 |523.287 |572.273 |605.320 |700.348 718.404 724.933*2 |831.498 |849.409 |944.587 |962.527

Frac. Inten.(% of TIC) 0.14
Rel. Inten.(% of BP) 0.83
Score
lon-type QK
Delta ppm
Reset
, ¥
9.33e+2 s Back
100.% —_—
3
Y8 Grow
L-28
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™ 4389 | goag 5723 b, 8 Shrink
b1 1111 |l T
b T T T T T T T T
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M MH*  MH*

Protein

Result Summary

# MH Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (0a)  (ppm)  (D2)
1 2154 91.2 12 4/25 K28k (R)IVAPGKGILAADESTGSIAK(R) 1898.0593 114.0544 5.7 39420.2/8.30 HUMAN ~ P04075 Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=2
2 367 63.0 2 16/25 K42k (R)IVAPGKGILAADESTGSIAK(R) 1898.0593 114.0544 5.7 39420.2/8.30 HUMAN ~ P04075 Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=2
Detailed Results
# . mMH* MH* MH*  Protein
Rank Score (,,/) BCS Unmatched VasE;ael;Ie Sequence Calculated Error Error MW/pl Species Accesslon Ms- [:gest Protein Name
lo (Da) (Da)  (ppm) (Da)
1 2154 91.2 12 4/25 K28k (R)I VIA|P G k\G/I L/A/A/D/E/S/T/G s I/A K (R) 1898.0593 114.0544 5.7 39420.2/8.30 HUMAN  P04075 9442 Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=2

Fragment-ion (miz) 70.064 (72.079 (84.079 86.096 |185.163 [213.158 |218.156 [284.195 |362.218 |462.743*2 468.252 |475.283 |567.317 (576.346 | 638.364 (663.360 | 680.411 |751.433 [792.426 (822.486 |864.965"2 (900.477*2 [907.450 (978.467 [1049.507

Frac. Inten. (% of TIC) [271
Rel. Inten.(% of BP) 20.38
Score 1.50
lon-type Y5
Delta ppm -9.6
W Reset
b, 17
1348439 2. 2 42
o Vi Back
100.% _—
Grow
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C"I;L 1822 ¥ s ¥ g2l | i Shrink
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Result Summary
# mMH* MHY  MH* Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species . Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1370 726 8 10/25 K42k (K)GILAADESTGSIAKR(L) 1488.8016 114.0539 6.8 39420.2/8.30 HUMAN  P04075 Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=2
2 575 596 3 16/25 None (K)IGVSEAAEFALLLNR(K) 1602.8850 -0.0294 -18.4 118585.6/6.29 HUMAN RQ5M775 REVERSE Sperm antigen with calponin homology and coiled-coil domains 1 OS=Homo sapiens GN=SPECC1 PE=1 SV=1
3 448 519 1 14/25 M180m (R)JFGPTmMQLAVAVLSPR(V) 1586.8723 15.9832 -7.3 77188.4/6.18 HUMAN RO15228 D OS=Homo sapiens GN=GNPAT PE=1 SV=1
4 379 532 2 15/25 K74k (K)MVKPVASQFVINR(I) 1488.8355 114.0200 -14.3 70384.6/5.18 HUMAN RQOUJY5 ADP-ri factor-binding protein GGA1 OS=Homo sapiens GN=GGA1 PE=1 SV=1
Detailed Results
) MH* MH* MH*  Protein
Rank Score (o/; BCS Unmatched Vasri:abls Sequence Calculated Error Error MWipl Species Acoesslon MlidBeIESSt Protein Name
(Da) (Da) (ppm) (D2
1 1370 726 8 10/25 K42k  (K)G I|L|A A D E/S/T/G/S I/A k/R (L) 1488.8016 114.0539 6.8 39420.2/8.30 HUMAN  P04075 18883  Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=2

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Fragment-ion (m/z) [84.079 (86.096 [87.098 |129.101 |136.072 [143.116 [157.132 [171.112 |175.118 |185.127 284.192 [313.204 |381.155 |387.143*2 |478.245 488.291 |498.320*2 [625.304 [660.337 |661.206*2 [688.392 |716.886*2 |745.440 (846.479 (933.513

Score
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Delta ppm
Reset
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Result Summary

spl # MH®  MH®  MH®  Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWI/pl  Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1139 693 7 10/25 K55k (R)GFFKVLGQLTETGVVSPEQFMK(S) 24422737 114.0616 7.3 20749.2/8.17 HUMAN Q96EK6 Gl ine 6- N- 0S=Homo sapiens GN=GNPNAT1 PE=1 SV=1
Detailed Results
SPI # Variable MH®  MH®  MH"  Protein Accession MS-Digest
Rank Score 5. BCS Unmatched o Sequence Calculated Error Error MWipl  Species Protein Name
(%) sites # Index #
lons (Da) (0a) (ppm)  (P3)
1 1139 693 7 10/25 K55k (R)G F F k VL\GQLTE|T/G/V/V/S/PE QF MK (S) 2442.2737 114.0616 7.3 20749.2/8.17 HUMAN Q96EK6 256965 i N- 0OS=Homo sapiens GN=GNPNAT1 PE=1 SV=1
Fragment-ion (m/z) 72.079 (85.044 86.097 [102.097 [120.079 (407.189 (519.292 |543781%2 | 504.325%2 |640.375%2 724.362 [729.458 ‘733 406%2 ‘745 947+2 |779.361 ‘737 420%2 |796.933 806.441 |866.415 965.475 ‘1064 554 ‘1121 539 ‘1137 553%2 ‘1222 592 ‘1334 679
Frac. Inten.(% of TIC) 249 2.87 4.20 3.75| 1044 3.57 4.59 2.58 2383 2.96 249
Rel. Inten.(% of BP) 14.84 17.12 25.05 2238 | 6224 21.28 27.39 15.40 16.90 17.65 14.84
Score -0.15 -0.17 0.25 -0.22 1.50 0. 25 1.50 1.50 -0.17 1.50 0.50
lon-type b13-NHz*2 Y6 |b14-1 HzO ¥9 ¥10 yi1 b11
Delta ppm 4 -19.0 34 93| -239 75| 244
y12-NH3.
36.8
Reset
7
6.27e42 Back
100.%
Yg g
Grow
+2
b, H_O b, ,NH ¥y
arm  S18PhoT * 78 ¥y b Shrink
| T
T T T T T
400 &00 800 1000 1200
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (0/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm) (Da)
1 1277 631 8 9/24 K194k (K)TVDGPSGKLWR(D) 1215.6480 114.0506 5.8 36053.4/8.57 HUMAN  P04406 Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3
Detailed Results
# . MH* MHY MH*Y  Protein . .
Rank Score S"PI BCS Unmatched Var.|able Sequence Calculated Error Error MW/pl Species Accession MS-Digest Protein Name
(%) sites # Index #
lons (Da) (Da)  (ppm) (Da)
1 1277 631 8 9/24 K194k  (K) T V/D/G/P/S/G/K/L W/R (D)

1215.6480 114.0506

5.8 36053.4/8.57 HUMAN

P04406

230149  Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3

Fragment-ion (miz) |70.063 [72.081 [74.058 [84.079 [86.094 ‘101 069 ‘123 103 ‘129 104 ‘131 125 ‘173 127 ‘175 119 ‘201 110 ‘225 110 ‘339 133 ‘378 133 ‘474 27 ‘479 273%2 ‘453 274 ‘507 767 ‘555 200%2 ‘716418 ‘773 426 ‘342 433 ‘360 462
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Frac. Inten.(% of TIC) 379 401| 0411| 537 1993| 484| 329| 286| 267 266 436 464| 278 246 395 284| 614 251 426
Rel. Inten.(% of BP) 19.03| 2011 | 057 | 2696 | 100.00 | 24.26 | 1651| 1436 | 1338 | 1333 | 21.85 23.26 | 13.95| 12.34 19.82 | 14.24| 30.81| 1259 | 21.40
Score 0.19| -020| 020| -027| 050 150| -017| -0.14| -013| -0.13| 150 150 | -0.14| 150 150 | 150| 150 050| 1.50
lon-type RKQ a2 vt ¥3 yr*2 yH+g yo2 v4 ¥5 | y6-H20 ¥6
Delta ppm 10.5 136 2.0 -24.1 12,0 -20.3 o3| 28| -199| -357| -138
Reset
o 3 [
& Back
100.% —_—
841
Grow
1311 +2 a2 Y5 R
11 7 ¥y s ;
£ 3 N =
T II T I Il ll T II T I
100 200 00 40 500 800 700 800
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Result Summary

SPI MH* MH® - MH* Protein . Accession :
Rank Score ) BCS Unrmtched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1741 872 8 4/25 K215k (R)GALQNIIPASTGAAKAVGK(V) 1767.0123 114.0566 7.3 36053.4/8.57 HUMAN  P04406 ) 3 deh genase OS=Homo sapiens GN=GAPDH PE=1 SV=3
2 1432 814 6 6/25 K219k (R)GALQNIIPASTGAAKAVGK(V) 1767.0123 114.0566 7.3 36053.4/8.57 HUMAN  P04406 Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3
3 829 632 2 12/25 K679k (R)ISVPAKRTGILQEAKR(R) 1767.0599 114.0090 -18.0 117514.7/8.75 HUMAN Q9UMSE Synaptopodin-2 OS=Homo sapiens GN=SYNPO2 PE=1 SV=2
Detailed Results
; * * * Protein
Rank Score (,/) BCS Unrmtched Vasril‘zlile Sequence Cal’:ﬁ‘l‘ated gl,:'.,, gl,:,, M;;?pl Species Accessmn MS-Iilgest Protein Name
lons (Da) (Da) (ppm) (Da)
1 1741 872 8 4/25 K215k (R)G A L\Q N\I/I/P A S T/G A/A k/A V/G K (V) 1767.0123 114.0566 7.3 36053.4/8.57 HUMAN  P04406 115075  Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3

Fragment-ion (m/z) |70.065 [84.081 (86.096 [101.071 [169.096 [173.128 [199.180 |200.146 [204.135 [228.133 (242.150 (339.167 (341.219 [356.191 374.240 |467.227 (469.277 |484.268 |568.317 | 577.326*2 |586.330*2 |642.867%2 |687.423 [815.482 [1171.646

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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12
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200 600 800 1000
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Result Summary

MH* MH* MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species . Protein Name
ons ©a)  (Da) (ppm)  (Da)

1 1601 801 8 7125 K219k (R)GALQNIIPASTGAAKAVGK(V) 1767.0123 114.0548 6.3 36053.4/8.57 HUMAN  P04406 3 OS=Homo sapiens GN=GAPDH PE=1 SV=3

2 1576 801 8 7125 K215k (R)GALQNIIPASTGAAKAVGK(V) 1767.0123 114.0548 6.3 36053.4/8.57 HUMAN  P04406 3 OS=Homo sapiens GN=GAPDH PE=1 8V=3

3 805 711 3 13/25 None (K)LIQQNLAARQNQLKSR(G)  1881.0777 -0.0106 -5.6 76993.7/6.36 HUMAN RQ8IUC4 REVERSE Rhophilin-2 0S=Homo sapiens GN=RHPN2 PE=1 SV=1

4 573 546 2 15/25 None (R)EPIEKIAIRVQNSLDR(G) 1881.0552  0.0119 6.3 147437.9/542 HUMAN RQ6ZN16 REVERSE Mitogen-activated protein kinase kinase kinase 15 OS=Homo sapiens GN=MAP3K15 PE=2 SV=2

4 573 546 2 15/25 None (R)EPIEKIAIRVQNSLDR(G) 1881.0552 0.0119 6.3 154537.7/5.52 HUMAN RQ99683 REVERSE Mitogen-activated protein kinase kinase kinase 5 OS=Homo sapiens GN=MAP3K5 PE=1 SV=1

Detailed Results
N mH* mMHY  MH* Protein . Di
Rank Score ‘%: BCS Unmalched Variable Sequence Calculated Error Error MWipl Species szsmn Mlifelgis' Protein Name
(Da) (Da)  (ppm) (Da)
1 16.01 801 8 7125 K219k (R)G A L\Q/N\I/I/P A/S T/G A/A K AV G k (V) 1767.0123 114.0548 6.3 36053.4/8.57 HUMAN  P04406 230149 OS=Homo sapiens GN=GAPDH PE=1 SV=3

Fragment-ion (m/z) |70.065 [84.042 84.080 |86.096 (87.101 [101.069 [129.096 | 200.135 |228.134 |240.136 (242.147 256.122 |313.174 [339.163 (356.190 |466.224 469.272 |484.264 |586.322*2 |642.873%2 |687.427 (756.443 |815.469 1003.559 (1171.643

[Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
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1 Y12 |
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Result Summary
# MH* MH* MH*  Protein .
Rank Score (SG/P)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acoe:slon Protein Name
/o)
ons (Da) (Da)  (ppm) (Da)
1 902 674 6 14/25 K216k (K)LTKAICGLIDDYSMVR(F) 1854.9452 114.0660 11.7 32761.5/4.38 HUMAN Q9UHWS5 GPN-loop GTPase 3 0S=Homo sapiens GN=GPN3 PE=1 SV=2
Detailed Results
# MH* MH*Y  MmHT Protein
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;smn M?] Dlgest Protein Name
lons (Da) (Da)  (ppm) (Da)
1 9.02 674 6 14/25 K216k (K)L T k A1 CG\L|1/D/D Y/S M V/R (F) 1854.9452 114.0660 11.7 32761.5/4.38 HUMAN  Q9UHWS5 261527

GPN-loop GTPase 3 OS=Homo sapiens GN=GPN3 PE=1 SV=2

Fragment-ion (m/z) |70.065 (84.044 (84.082 (86.095 (89.057 [102.052 136.076 [175.117 |187.150 (357.713%2 |421.236 |442.229 |450.206+2 [472.277 [472.777 |486.261 (492.268 (728.323 (757.411 (770.350 (858.450 (885.381 (971.541 (998.458 (1110.586

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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Delta ppm
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Result Summary

SPI # MH* MH®  MH®  Protein Accession
Rank Score (o, BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species ", " Protein Name
lons. (Da) (Da) (ppm)  (Da)

1 1626 785 10 7125 K18k K29k (R)MDKVGDALEEVLSKALSQR(T) 2089.0958 228.0976 5.1 18335.9/4.36 HUMAN

P24522  Growth arrest and DNA-damage-inducible protein GADD45 alpha OS=Homo sapiens GN=GADD45A PE=1 SV=1

Detailed Results

# N MH* MH* MH*  Protein . D
Rank Score (,/) BCS Unmatched Vi’i"“‘e‘;"’ Sequence Calculated Error Error MWIpl  Species ‘“";S'“ Mf‘fe'g;s‘ Protein Name
fon ©a  (a) (ppm (3
K18k

1 1626 785 10 7125 K29k (R)M D k VG D A\L/E/E V/L/S/K/A|L/S Q R (T) 2089.0958 228.0976 5.1 18335.9/4.36 HUMAN  P24522 231797  Growth arrest and DNA-damage-inducible protein GADD45 alpha OS=Homo sapiens GN=GADD45A PE=1 SV=1

Fragment-ion (miz) |72.081 [84.081 [86.097 [87.101 [104.052 [136.075 [259.094 ‘330 207*2 [390.210 ‘451 2532 [472.232*7 [496.015% [503.294 [514.287°2 [574.331 [588.278 ‘594 8152 [622.042*2 | 678.386"2 ‘537 369*2 [816.464 [831.363 [903.501 [907.928*2 [1016.593

[Frac. Inten.(% of TIC) 261 658 395 3.74 284 282 3.33
Rel. Inten.(% of BP) 20.86 5265| 3157 29.90 2275| 2251 26.62
Score 021 1.50 032 030 023 1.50 0.50
lon-type +2 2ly11-H20"2
Delta ppm -1.9 -15.6 26.8
Reset
s
100.%
Y
o b, Grow
+ e"'" .2
ard 1284 EE b ¥y
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Result Summary

# MH* MH®  MH®  Protein Accession
Rank Score (‘,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1720 829 8 6/24 K29k (K)VGDALEEVLSKALSQR(T) 1714.9334 114.0535 5.8 18335.9/4.36 HUMAN  P24522 Growth arrest and DNA-damage-inducible protein GADD45 alpha OS=Homo sapiens GN=GADD45A PE=1 SV=1
Detailed Results
# : MH* MH* MH*  Protein . .
Rank Score (,/) BCS Ummtched Vasl;l':l;Ie Sequence Calculated Error Error MWipl Species Acoe:slon Mﬁi‘giﬁ Protein Name
(Da) (Da) (ppm)  (Da)
1 17.20 829 8 6/24 K29k  (K)Vv/GID A L E E V|L/S/k/A/L/S Q R (T) 1714.9334 114.0535 5.8 18335.9/4.36 HUMAN  P24522 231797  Growth arrest and DNA-damage-inducible protein GADD45 alpha OS=Homo sapiens GN=GADD45A PE=1 SV=1

Fragment-ion (miz) |72.081 [86.095 [98.092 [142.101 [157.094 |201.117 [312.153 [357.163 [372.183 [390.221 | 452.244*2 [503.299 |508,751*2 524.669 [557.310 |574.315 [813.383 [816.464 | 336.945*2 | 856455 |865.451 903.507 1016.501 [1245.714

Frac. Inten.(% of TIC)

ot

Rel. Inten.(% of BP)
Score 1.50
lon-type y3
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Result Summary

MH* MH* MH*  Protein .
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species kce:sm" Protein Name
ons (Da) (Da) (ppm) (D)
1 1697 69.7 8 8/25 K159k (K)SNYNFEKPFLWLAR(K) 1784.9119 114.0557 6.7 24423.2/7.01 HUMAN  P62826 GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=3
Detailed Results
# MH* MHY  MH* Protein . .
Rank Score (S;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon MI?“’[:S;S' Protein Name
fo
lons (Da) (Da)  (ppm) (Da)
1 16.97 69.7 8 825 K159k (K) s N\Y N/F E k/P/F/L/W/L/A R (K)  1784.9119 114.0557 6.7 24423.2/7.01 HUMAN P62826 556919

GTP-binding nuclear protein Ran OS=Homo sapiens GN=RAN PE=1 SV=3

Fragment-ion (m/z) |60.043 |70.063 |72.078 |84.080 |86.095 [115.049 |120.078 (136.075 |159.089 [202.081 (245.127 246.149 |264.652 [278.105 (359.241 (415.214 ‘451 761%2 |545.315 ‘573 331%2 ‘530 766*2 |584.321 (658.394 |710.892*2 (805.480 [902.526

Frac. Inten.(% of TIC)

273 245
Rel. Inten.(% of BP) 17.59 16.75
Score -0.18 -0.16
lon-type
Delta ppm
Reset
t
1.338+3 Back
100.% _—
by Yy
. . 2 Vg Grow
3 7 +2 ¥,
N | 4152 5733 Y1 i5 Shrink
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Result Summary

SPI # e i MH* MH  MH'  Protein .o Accession .
Rank Score (o, BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1223 764 8 10/25 K829k (K)IDVIKQADYVPSDQDLLR(C) ~ 2088.0972 114.0654 10.2 111025.1/4.91 HUMAN ~ Q5JWF2 Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas OS=Homo sapiens GN=GNAS PE=1 SV=2
1 1223 764 8 10/25 K186k (K)IDVIKQADYVPSDQDLLR(C) ~ 2088.0972 114.0654 10.2 45664.8/5.59 HUMAN  P63092  Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=1
2 785 723 5 12/25 K226k (R)VLDLFSPNLKKGTEEELR(L) 2088.1335 114.0290 -6.3 62565.0/8.68 HUMAN RO15244 REVERSE Solute carrier family 22 member 2 OS=Homo sapiens GN=SLC22A2 PE=1 SV=1
3 643 573 3 16/25 M236m (R)MNDLGSLSIRRPVLTCEPK(K) 2186.1420 16.0205 11.6 65588.9/6.83 HUMAN RQ8WWW8 REVERSE GRB2-associated-binding protein 3 0S=Homo sapiens GN=GAB3 PE=2 SV=1
4 557 609 2 15/25 None (K)DSSKTTIVKTVVEEIDPRGK(V) 2202.1976 -0.0351 -15.9 49823.6/5.06 HUMAN  Q7Z3Y8 Keratin, type | cytoskeletal 27 OS=Homo sapiens GN=KRT27 PE=1 SV=1
Detailed Results
+ + + i
Rank Score (,,/) BCS Unrmtched Ve:;i;l;le Sequence Cal':L:ated éﬂr:,r :,:-,r Pl;;;?;;r Species Acce;sion M:‘ ':Sg?‘ Protein Name
(Da) (Da) (ppm)  (Da)
1 1223 764 8 10/25 K829k (K)I D\V\I|k Q A D Y\V/P/S D/Q D L L\R (C) 2088.0972 114.0654 10.2 111025.1/4.91 HUMAN ~ Q5JWF2 257093  Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas OS=Homo sapiens GN=
1 1223 764 8 10/25 K186k (K) I D\V\I|k Q A D Y\V/P/S D/Q D L L\R (C) 2088.0972 114.0654 10.2 45664.8/5.59 HUMAN P63092 257101 Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=

Fragment-ion (miz) |70.064 [72.080 84.079 [86.095 [136.078 (229.119 [328.180 [441.265 |472.246*2 |478.183*2 |508.243 [550.301 \m 816*2 [644.381 [g55.851*2 [688.405 \309475*2 819.401 833.304 846.438 [g51.437*2 (943.479 [1014.519 |1017.565 [1160.607

Frac. Inten.(% of TIC) 1.98 1.93 223

Rel. Inten.(% of BP) 817 793 919
Score -0.08 -0.08 -0.09
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Delta ppm
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Rank Score

BCS Unrm(ched Variable sites
lons

Sequence

MH* mMH*
Calculated  Error
(Da) (Da)

Result Summary

MH*  Protein
Error  MWipl
(ppm) (Da)

AcCeSSION protein Name

Species

7.7 111025.1/4.91 HUMAN ~ Q5JWF2 Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas OS=Homo sapiens GN=GNAS PE=1 SV=2

1 1633 760 8 7125 K917k (R)LQEALNLFKSIWNNR(W) 1845.9970 114.0581
1 1633 760 8 7125 K274k (R)LQEALNLFKSIWNNR(W) 1845.9970 114.0581 7.7 45664.8/5.59 HUMAN  P63092 Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=1
Detailed Results
# : MH* MH* MH*  Protein . .
Rank Score (ﬂ/) BCS Unmatched Va::::l;le Sequence Calculated Error Error MWipl Species Acce:slon MI?“::S;S' Protein Name
lons (Da) (Da) (ppm) (Da)

1 1633 76.0 8 7125 K917k  (R)L Q|E AL N L|F/k/S//W/N/N R (W) 1845.9970 114.0581 7.7 111025.1/4.91 HUMAN Q5JWF2 257093  Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas OS=Homo sapiens GN=GNAS PE=1 SV=2

7.7 45664.8/5.59 HUMAN  P63092 257101 Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=1

1 1633 76.0 8 7125 K274k (R)L Q|E AL N L|F/k/S/I/W/N/N R (W) 1845.9970 114.0581
Fragment-ion (m/z) (84.079 |86.096 |87.058 120.079 [131.116 [225.127 |242.147 [258.108 |272.136 |289.166 |325.184 (397.215 403.195 |452.236 (572.326 |589.282 | 610.206*3 |696.381*2 |702.351 [758.395 |782.441 (789.385 359945*2 1031.527 (1178.621

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm

Reset

Back

Gironw

Shrink

Labels
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+

MH mMH*

MH* Protein

Result Summary

# "
Rank Score (S,,Z: BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:slon Protein Name
lo (Da) (Da) (ppm) (Da)
1 177 61.7 6 9/25 K950k (K)SKIEDYFPEFAR(Y) 1501.7322 114.0630 12.4 111025.1/4.91 HUMAN Q5JWF2 Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas OS=Homo sapiens GN=GNAS PE=1 SV=2
1 177 617 6 9/25 K307k (K)SKIEDYFPEFAR(Y) 1501.7322 114.0630 12.4 45664.8/5.59 HUMAN P63092 Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=1
Detailed Results
# N MH* MHY  MHT Protein N DI
Rank Score (S,,Z: BCS Unmatched V:-;l;::l;le Sequence Calculated Error Error MWipl Species N:ce:smn Mlitz)?;s' Protein Name
lons (Da) (Da)  (ppm) (ba)
1 1177 617 6 9/25 K950k (K)s k\I E D\Y\F/P E/F A/R (Y) 1501.7322 114.0630 12.4 111025.1/4.91 HUMAN  Q5JWF2 257093  Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas OS=Homo sapiens GN=GNAS PE=1 SV=2
1 1177 617 6 9/25 K307k (K)s kx\I E D\Y\F/P E/F A/R (Y) 1501.7322 114.0630 12.4 45664.8/5.59 HUMAN  P63092 257101  Guanine nucleotide-binding protein G(s) subunit alpha isoforms short OS=Homo sapiens GN=GNAS PE=1 SV=1

Fragment-ion (m/z) |70.064 72.078 |84.079 |86.096 |120.081 [136.074 |175.116 |227.104 |243.143 [245.068 |249.121 |310.171 |330.176 (356.231 |374.172 |393.219 |402.174 |422.205 |432.213 |444.208 |516.209 |619.320 |620.314 |687.335 |850.382

Frac. Inten.(% of TIC)
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Score
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Result Summary

# MH* MH* - MH* Protein . Accession "
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1517 805 7 7125 K130k (K)TIKLWNTLGVCK(Y)  1432.7981 114.0517 5.6 35076.9/7.60 HUMAN  P63244 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3
2 591 555 2 13/125 None (K)TLIQPKEGLSWFK(S) 1546.8628 -0.0130 -8.4 312282.1/8.57 HUMAN RQ9NR99 REVERSE Matrix-remodeling-associated protein 5 OS=Homo sapiens GN=MXRA5 PE=2 SV=2
3 559 513 4 15/25 None (R)VSASFGKHLITVCK(S) 1546.8410 0.0087 5.6 47685.0/5.36 HUMAN RQ01344 REVERSE Interleukin-5 receptor subunit alpha OS=Homo sapiens GN=ILSRA PE=1 SV=2
Detailed Results
+ + + i
Rank Score (,,/) BCS Unmatched Vasriitael;Ie Sequence Cal'\:l::ated évlr:” g',',‘o, ';357;;:‘ Species ﬁccesslan MS Dlgest Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1517 805 7 7125 K130k (K)T Nk L W N/T/L/G/V/C/K (Y) 1432.7981 114.0517 5.6 35076.9/7.60 HUMAN  P63244 237111

Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3

Fragment-ion (m/z) |72.079 (74.060 (84.080 (86.094 (129.100 [130.064 |133.043 [141.102 159.090 (187.143 |188.146 |215.140 | 289.133 (307.144 (317.134 |406.209 |455.260 |458.275%2 |463.230 (483.248 |576.308 637.342 | 657.844*2 (677.368 (773.382

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm

0.12
0.45

TLge
Y,
¥y /]
1981 .
C ¥ 2 8 N ¥ H 0
| 111 1 1 | 111 L
T v T T T
200 300 400 500 800 700
Mass {mvz)
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Grow
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Result Summary

" " + ;

Rank Score ?,Z)' BCS Unrmr#tched Variable sites Sequence Ca::.na‘ed 2’1’,‘0, EM,?or WQT Species A“’e:s“"
lons (Da) (Da)  (ppm) (Da)

1 230399 7 225 K175k (R)FSPNSSNPIVSCGWDKLVK(V) 2248.1431 1140701 11.5 35076.9/7.60 HUMAN P63244

1 230399 7 225 K172k (R)ESPNSSNPIVSCGWDKLVK(V) 2248.1431 1140701 11.5 35076.9/7.60 HUMAN P63244

2 978 632 2 1325  K29kK31k  (KIFSEWKFKLFRVRSFEK(T)  2134.1506 228.0535 -13.7 119116.8/8.96 HUMAN  P15918

3 888 682 2 1225 K1373k  (RIESPGEPSMIVFIHLNKYIR(K) 22481947 114.0184 -10.4 399896.9/6.52 HUMAN

4 836 664 2

Protein Name

Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3
Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3
V(D)J recombination-activating protein 1 OS=Homo sapiens GN=RAG1 PE=1 SV=

RQOVDD8 REVERSE Dynein heavy chain 14, axonemal OS=Homo sapiens GN=DNAH14 PE=2 SV=3
12/25 K1064k (K)SFSkSDLVNWFKAHRGPGSK(M) 2248.1622 114.0510 3.4 131572.3/4.89 HUMAN 043847 Nardilysin OS=Homo sapiens GN=NRD1 PE=1 SV=2

Detailed Results

Variable MH®  MH'  MH'  Protein
Rank Score (%) BCS Unrmtched sites Sequence Calculated Error Error MWipl Species
(Da) (Da)  (ppm) (Da)
1 23.03 939 7 2/25 K175k (R)F S|P N/S S N/P I 1/V/S/C/G WD K L V k (V) 2248.1431 114.0701 11.5 35076.9/7.60 HUMAN

P63244

Accession MS-Digest
#

Index #

237111

Protein Name

Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3

Frac. Inten.(% of TIC)

Fragment-ion (m'z) [70.065 [72.082 [84.080 [86.095 [120.080 [207.110 [212.110 [235.109 [299.135 [324.221 ‘ 55,6782 ‘412 223*2 ‘ 500.214 ‘603 799%2 ‘553 320*2 ‘704 037%3 ‘710 039%3 ‘814 964*2 [823.440 [958.995 [959.516 ‘1064 544*2 ‘1119 557 ‘1205 591 ‘1305 682
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224 317 336 273 263 383 4128 778 247 438[ 29
Rel. Inten.(% of BP) 543 768| 815 6.60 6.36 929 100,00 1884 527| 1060| 7.7
Score 075 -008| 075 1,50 1.50 0.50 1.50 150| 150 150|150
lon-type PNSSNPI*2 NSSNP 2| y10* yigH0* | yie®d yig*2 8 w| v
Delta ppm o 63 30| 218 95 84 D7 39| 24| 153
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Result Summary

+

SPI MH MH®  MH* Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ons (Da) (a) (ppm)  (P3)
1 17.36 878 8 5/25 K175k (K)LVKVWNLANCK(L) 1344.7457 114.0679 17.1 35076.9/7.60 HUMAN  P63244 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3
Detailed Results
# . mMH* MH* MH*  Protein . .
Rank Score ?;; BCS Unmatched Vasl;lt:l;le Sequence Calculated Error Error MW/pl Species Acn:e:slon le‘:el)g(;ﬂ Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 1736 878 8 5/25 K175k (K) L VIK\V W/N/L/A/N/C/K (L) 1344.7457 114.0679 17.1 35076.9/7.60 HUMAN  P63244 237111 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3

Fragment-ion (m/z) |70.064 |72.081 |84.082 |85.084 |86.097 87.055 [129.101 |130.070 [132.078 [133.045 |141.102 |147.113 |159.093 |185.165 |213.160 (307.146 |314.219 |342.215 |404.166 [421.192 |455.300 |492.232 |605.308 |623.831 |719.361

Frac. Inten.(% of TIC) 0.19
Rel. Inten.(% of BP) 0.67
Score
lon-type w
Delta ppm
Reset
5708+ Back
100.5% —_—
Ve Grow
Yy —_—
¥,
, 11 . | 5, K :] ¥, % Shrink
l|_| ] | 1l |, 1
T T T T T T T
10 20 300 400 500 620 00
a0 Labels
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Result Summary

# MH*  MH® MH®  Protein !
Rank Score ?,Z)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species A°°®551°" protein Name
lons (Da) (Da)  (ppm) (Da)
1 1840 801 12 225 K185k  (K)LKTNHIGHTGYLNTVTVSPDGSLCASGGK(D) 29844894 114.0774 11.1 35076.9/7.60 HUMAN  P63244 Guanine nucleotide-binding protein subunit beta-2-like 1 0S=Homo sapiens GN=GNB2L1 PE=1 SV=3
Detailed Results
# ) MH*  MH®* MH*  Protein . .
Rank Score (S,,Z)' BCS Unmatched V’;'izl;'e Sequence Calculated Error Error MWipl  Species Me;sm" le‘:i'g:s' Protein Name
lons (Da) (Da)  (ppm) (Da)
11840 891 12 2025 K185k (K)L k TN H 1 GH T G Y\L\\\TWAT V S/P D/G S L/C/A/S/G G/K (D) 29844894 114.0774 11.1 35076.9/7.60 HUMAN ~ P63244 237111  Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3
Fragment-ion (m'z) [70.064 [72.079 [74.060 [64.081 [86.095 [110.072 [120.103 [136.077 [173.125 [261.155 [348.181 [419.220 [524.742*2 [ 549.608°3 [570.261 [668.843 [ 716.364"2 [125.381° [r82.405"2 [ 823.924'2 [p32.940"2 [836.396 [ss2.468 [023.971 [1048.463
Frac. Inten.(% of TIC) 7.43 7.02 244 5.30 643 6.58 4.89 345
Rel. Inten.(% of BP) 5125 48.44 1682| 3657 | 4433 4540 3373 2382
Score 051 150 | 050 025 0.50 050 025 0.50 024
lon-type ¥6 | b1 b5 1p0*2 | b12*2 | b13™2 |b1a-H20™2 | b1g*2
Delta ppm 98| 09 212 37 03 0.0 123
Reset
L Back
100%
734 2
, b, H.0
8 14y
e by e ; Grow
¥, b 2 240 11
P LCH LT T
Y
M T - 1 Y
200 400 L =00 1000
Masa {miz) Labels
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Result Summary

MH* MHY  MHY Protein

Rank Score (SHZ)I BCS Unma’:ched Variable sites Sequence Calculated Error Error MWipl Species Acce;sm" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2495 899 11 325 K257k (R)YWLCAATGPSIKIWDLEGK(l)  2208.1158 114.0522 4.0 35076.9/7.60 HUMAN P63244 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3
2 1839 792 7 7125 K264k (R)YWLCAATGPSIKIWDLEGK(l)  2208.1158 114.0522 4.0 35076.9/7.60 HUMAN P63244 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3
3 643 628 2 1425 M2102m  (R)LmAMFPLKGNEILEEWVSAK(N) 2306.1923 15.9756 -8.3 290491.5/8.27 HUMAN RQ99973 REVERSE Telomerase protein component 1 OS=Homo sapiens GN=TEP1 PE=1 SV=2

Detailed Results

# . MHY MHY  MH* Protein N .
Rank Score (SHZ)I BCS Unmatched Vasrilt:l;Ie Sequence Calculated Error Error MWipl Species Mce:sm" M?‘:e'g?t Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2495 899 11 3/25 K257k (R)Y WIL|C A/A/T/G/P S I/K/INI/D L E/G K () 22081158 114.0522 4.0 35076.9/7.60 HUMAN  P63244 237111 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3

Fragment-ion (m/z) |84.079 (86.096 |136.074 |159.090 |187.085 [191.080 (204.134 |303.112 |322.152 (345.154 |350.149 463.229 ‘551 811*2 [561.288 ‘700 385*2 ‘723 902*2 [747.365 ‘ 779.425*2 ‘314 931*2 (848.398 (850.943 [860.460 930.470*2 |987.004*2 |1102.580

Frac. Inten.(% of TIC) 213 315 387 3.09
Rel. Inten.(% of BP) 11.06 16.37 2012 16.07
Score 0.75 1.50 150 1.50
lon-type LeA yi1*? ¥6 |b13-H0*2
Delta ppm -18.3 30 26 339
132
96
= Reset
¥ ISt
17
247e#! Back
10a0.%
52 y 72
l\2 ®
Grow
A . b y Ys h;. H,0 ¥y | Shrink
2
| ] [T Ll l |
r — T
200 400 1000
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Result Summary
MH* MH* MH* Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
fons ©a)  (0a) (ppm)  (D3)
1 2288 926 11 425 K271k (K)IVDELKQEVISTSSK(A) ~ 1788.9953 114.0483 2.8 35076.9/7.60 HUMAN P63244 Guanine nucleotide-binding protein subunit beta-2-ike 1 OS=Homo sapiens GN=GNB2L1 PE=1 SV=3
2 138 772 6 1025 K280k (K)IVDELKQEVISTSSk(A) ~ 1788.9953 114.0483 2.8 35076.9/7.60 HUMAN P63244 Guanine ide-binding protein subunit beta-2-like 1 0S=Homo sapiens GN=GNB2L1 PE=1SV=3
3 746 693 3 14/25 None  (R)IDEVWNKFLDDLGNAK(S) 1903.0171 00265 139 23772.4/625 HUMAN 095816 BAG family molecular chaperone regulator 2 0S=Homo sapiens GN=BAG2 PE=1 SV=1
4 744 689 3 14125 K36k (RILLQELVEDKTRWMK(W) ~ 1788.9677 1140760 17.4 142507.9/6.73 HUMAN ~QICOC7 Activating molecule in BECN1-regulated autophagy protein 1 0S=Homo sapiens GN=AMBRAT PE=1 SV=2
5 662 725 3 14125 None  (R)LIVQVQGEGSVLYTLQR(L) 1903.0647 -0.0211 -11.1 446704.2/6.12 HUMAN RQSTCZ9 REVERSE Fibrocystin OS=Homo sapiens GN=PKHD1 PE=1 SV=1
Detailed Results
# ! MH*  MH* MH*  Protein ) -
Rank Score (SZ)' BCS Unmatched Vas’i;:';'e Sequence Calculated Error Error MWl  Species ”‘”;s”" Mlidt’e'g;s' Protein Name
lons (0a)  (Da) (ppm)  (Da)
1 2288 926 11 4125 K271k (K) 1/1|V/D/E|L/k/Q/E/V 1/s T/s S K (A) 1788.9953 114.0483 2.8 35076.97.60 HUMAN P63244 237111 Guanine binding protein subunit beta-2-like 1 0S=Homo sapiens GN=GNB2L1 PE=1 SV=3
Fragment-ion (m/z) |72.081 [84.081 [86.007 [199.181 [200.184 [227.176 [321.180 [344.147 [509.257 [570.311 [610.828 [611.328 [g7.373*2 [699.368 [721.406 \m 4132 [731.891%2 [781.909*2 [789.400*2 [829.935"2 [538.937*2 [850.451 [g95.485"2 [978.506 \1220 638

Frac. Inten.(% of TIC)

223 173 204 359 265 269 1.06
Rel. Inten.(% of BP) 11.18 869| 1025| 1805 13.30 13.51 5.30
Score 011 150 [ -0.10 1.50 050 1.50 150
lon-type 122 y13*2 ly1a-H20*2 152 yio
Delta ppm 05 54 17 44 83
o Resst
14
371048 Back
a a,
1003 | 11 2 —
b, Grow
Y 42
5 42 2 .
3y,
s 20 D 13 Yig 2 - Shrink
L1 i | | I| ] 1 h
1 T T T
200 400 600 800 1000 1200
Mass (miz) Labels
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Result Summary

SPI # MH* MH* MH* Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWI/pl  Species # Protein Name
/o)
lons (Da) (Da)  (ppm) (Da)
1 1782 842 8 4/25 K112k (K)GETKAFYPEEISSMVLTK(M) 2030.0151 114.0684 11.9 70052.6/5.48 HUMAN  P08107 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5
Detailed Results
# MH* MH* MH*  Protein
Rank Score ﬁ,/P; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accesslon Mlic?'geﬂ Protein Name
/o)
ons (Da) (Da) (ppm) (Da)
1 17.82 842 8 4/25 K112k (K)G ENT k A F/Y|P E/E/1/S/S M V/L T K (M) 2030.0151 114.0684 11.9 70052.6/5.48 HUMAN  P08107 300447 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5

Fragment-ion (m/z) |70.065 (72.079 |84.044 (84.082 (86.097 [120.080 [129.101 [136.073 |187.072 [227.106 |343.124 |356.137 |361.246 |433.203 |517.317 |617.327+2 |638.790 |678.381 |g9g.858*2 |725.360 |765.424 (878.494 |893.420 (911.424 |1007.564

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
= Reset
8.9t 'I'”
’ Back
100%
PE PEE 3 7 Grow
Y5 —
by 4332 5173 98,8 H A Shrink
v | | i —
. I I |
= T T T
200 400 1000
——— Labels
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Result Summary
# MH* MH* MHY  Protein .
Rank Score (saz; BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:slon Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1696 79.7 8 6/25 K126k (K)AEYPEEISSMVLTKMK(E) 1873.9438 114.0550 6.1 70052.6/5.48 HUMAN  P08107 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5
2 1524 766 7 7125 K128k (K)AFYPEEISSMVLTKMK(E) 1873.9438 114.0550 6.1 70052.6/5.48 HUMAN  P08107 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5
Detailed Results
# MH* MH* MHY  Protein . Di
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species N:ce:slon MS-Digest
o]
lons (Da) (Da)  (ppm) (Da)
1 1696 79.7 8 6/25 K126k (K)a FIYIP E E I/S S M/V/L/T/k/M K (E)  1873.9438 114.0550 6.1 70052.6/5.48 HUMAN P08107

Frac. Inten.(% of TIC)

Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5

Fragment-ion (miz) [70.063 [72.079 [84.077 [86.095 [104.051 [120.079 [136.075 [191.114 [199.107 [219.114 [220.115 [227.103 [278.154 [343.182 [356.140 [382.176 [507.284 [520.296 [621.331 [134.420 [g03.913*2 [go5.434°2 [833.503 [gs5.425*2 [1138.562
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13.88 3.21 8.30 3.34
Rel. Inten.(% of BP) 100.00 2312 59.82 24.05
Score 1.50 -0.23 1.50 1.50
lon-type v 3+2 )’14sz
Delta ppm 0.8 214 -12.1
9.360+2
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Result Summary

SPI # MH* MH®  MH®  Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm) (Da)
1 1485743 7 5/24 K126k (K)AFYPEEISSMVLTKMK(E) 1873.9438 114.0640 10.6 70052.6/5.48 HUMAN  P08107 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5
2 1366 70.2 7 6/24 K128k (K)AFYPEEISSMVLTKMk(E) 1873.9438 114.0640 10.6 70052.6/5.48 HUMAN  P08107 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5
Detailed Results
# . MH* MH* MH*  Protein . .
Rank Score f:;)l BCS Unmatched Vas?tzk:e Sequence Calculated Error Error MWipl Species Acce;slon le‘:e'?(?t Protein Name
]
lons (Da) (Da) (ppm)  (Da)
1 1485 743 7 5/24 K126k (K)AF|Y/PEE /S S/M V/L/T/k M K (E) 1873.9438 114.0640 10.6 70052.6/5.48 HUMAN  P08107 300447  Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5

Fragment-ion (miz) [70.064 [72.079 [84.080 [86.096 [120.079 [132.102 [136.076 [191.113 [219.110 [356.142 [374.192 [469.225 [500.232 [520.289 [621.338 [716.415 [724.409 [734.413 [789.402*2 [803.908 [804.400 [885.455 [964.561 [1138.591

Frac. Inten.(% of TIC)

Nature Biotechnology: doi: 10.1038/nbt.1654
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031 424 o042 791 666 912 407 379 484[ 353 497 354[ 368 595 402 625 893 879 456 3.75
Rel. Inten.(% of BP) 339 | 46.48| 4.65| 86.67| 7297 |100.00 | 44.61| 4157| 5302 | 3873 | 5444 | 38.82| 40.36| 6518 4402 | 6847 | 97.92| 9633 | 50.02| 41.15
Score 100| -046| 1.00| 050/ 050| 075/ 075| 075| -053| 150| 150/ 050| -0.40| 150 044| 150 -098| 150 1.50 1.50
lon-type F Y a2 b2 | PEE kM | PEEI ¥3 y4 |y5-H20 ¥5 y+H+13 Y14 y7 ¥9
Delta ppm -12.3 45| -251| -114| 99| 175| -87 34| -06 4.2 134 57 120 303 -4.1
Reset
PEE 804.4 e
¥+t
2.410+2: L] Back
100% | 1o, —
(A
500.2 ¥y v,
KM 788,
PEEI 724 Y Grow
Shrink
T T T 7 T
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Result Summary

# MH* MH* MH*  Protein .
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWI/pl  Species Accession Protein Name
o]
lons (a)  (Da) (ppm)  (D2)
1 2079 944 11 2/24 K524k (R)IMVQEAEKYKAEDEVQR(E) 1952.9382 114.0664 11.3 70052.6/5.48 HUMAN  P08107 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5
2 1912 920 10 3/24 K526k (R)IMVQEAEKYKAEDEVQR(E) 1952.9382 114.0664 11.3 70052.6/5.48 HUMAN  P08107 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5
Detailed Results
# MH* MH* MHT  Protein . i
Rank Score (s,,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accession M:‘dli'g::t Protein Name
lons (Da) (Da)  (ppm) (Da)
11.3 70052.6/5.48 HUMAN  P08107 300447  Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5

1 2079 944 11 2/24 K524k (R)M V Q/E/A E/k Y/K/A/E/D/E/V/Q/R (E)

Fragment-ion (m/z) |61.010 |72.080 (84.044 (84.080 (101.070 |102.055 [104.052 |129.102 |158.099 [175.118 |203.121 [286.152 |303.179 |402.247 |531.288 ‘569.280*3 ‘606.963*3 646.320 ‘590.353"’2 775.359 ‘790_339“1 846.398 ‘554.914"’2 974.490
X . . . X 2.93

1952.9382 114.0664

261 10.42 2.66 255

Frac. Inten.(% of TIC) 0.14 0.17
Rel. Inten.(% of BP) 102 121 19.00 75.88 19.39 1855 21.34
Score -0.19 050 1.50 1.50 1.50
lon-type Ka E y14-H20™3 y10*2 yi2'2 y13*2
Delta ppm 7.8 5.0 -0.1 4.6
Reset
]
1.40a44
1005 | *1 0™ —Back
- Y1472
¥ K
vy 2 ¥y % . Grow
s .2 +2
N, =603 Y19 Yo 7 Y Shrink
§ I | Ll I
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- T T T T
300 00 600 800
Mass (miz) Labals

Nature Biotechnology: doi: 10.1038/nbt.1654

171



165

Result Summary

MH* MH* MH*  Protein

Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species An:ce:smn Protein Name
ons (Da) (Da)  (ppm) (Da)
1 1009 633 5 9/23 K524k K526k (R)MVQEAEKYKAEDEVQR(E) 1952.9382 228.1036 8.1 70052.6/5.48 HUMAN  P08107 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5
Detailed Results
# . MH* MH* MH*  Protein . .
Rank Score s,,PI BCS Unmatched Var'lable Sequence Calculated Error Error MWipl Species Accession MS-Digest Protein Name
(%) sites # Index #
lons (Da) (Da) (ppm) (Da)
1 1009 633 5 9/23 ﬁggé: (RIMVQEAEk Yk A E/D/E/V Q/R (E) 1952.9382 228.1036 8.1 70052.6/5.48 HUMAN  P08107 300447  Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5

Fragment-ion (m/z) |70.067 [72.082 [84.043 [84.080 [86.095 ‘104.053 ‘141.103 ‘158.099 ‘175.113 ‘203.119 ‘211.110 ‘228.135 ‘240.093 ‘329.130 ‘350_575"2 ‘371_177+2 ‘402.238 ‘441.221 ‘531.274 ‘633.961 ‘646.301 ‘740.368 ‘1088.528

Frac. Inten.(% of TIC) 410 549| 549| 11.26| 479| 1409| 360| 359 375( 363 3.33 374| 619| 508| 555| 392 425| 369 3.47
Rel. Inten.(% of BP) 29.08 | 38.96| 38.96| 79.88| 34.00 | 100.00 | 25.56 | 25.49 | 26.63 | 25.78 23.67 2658 | 4391| 3607 | 3939 | 27.82| 3017 | 26.21| 24.66
Score 029| 050 -0.39| 050 150| 050| -026| 075| -027| 075 -0.24 027 150| -036| 150| -028| 1.50| -0.26 1.50
lon-type a1 y1-NH3 y1 a2 va QEA y3 a5 ¥5 y8
Delta ppm 9.1 386 -34.0| -18.0 0.7 324 -19.5 26.1 232 6.8
4
-26.4
Reset
b
4.12042:
Back
100 | ¥17NHs —
¥.
&y, 8 25 Grow
1] 2401 712 Y5 740.4 Y
RN I | =
- T T T T T
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Result Summary

# MH* MH* MH*  Protein .
Rank Score (s,,z)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species A"”;sm" Protein Name
lons (a)  (Da) (ppm)  (Da)
1 M78793 6 724 K524k (R)MVQEAEKYKAEDEVQR(E) 1952.9382 114.0604 8.4 70052.6/5.48 HUMAN PO08107 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1SV=5
1 178793 6 7124 K526k (R)MVQEAEKYKAEDEVQR(E) 19529382 114.0604 8.4 70052.6/5.48 HUMAN P08107 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5
2 653 572 3 11124 M61m (K)TEDKVRVMADSmQEKQR(M) ~ 2051.0008 15.9977 1.4 43262.5/569 HUMAN P49662 Caspase-4 OS=Homo sapiens GN=CASP4 PE=1 SV=1
3 464 502 2 1124 None (JMVADIKGNEQIEKYSWR(E) ~ 2067.0328 -0.0342 -16.6 22529.6/5.27 HUMAN Q8N1N2 Uncharacterized protein C180rf26 OS=Homo sapiens GN=C180rf26 PE=2 SV=1
4 391 513 2 12/24 None  (MVRFGDELGGRYGGPGGGER(A) 2066.9825 0.0161 7.8 262497.7/8.78 HUMAN Q00975 Voltage-dependent N-type calcium channel subunit alpha-18 OS=Homo sapiens GN=CACNA1B PE=1SV=1
Detailed Results
: MH* MH* MH*  Protein . o
Rank Score |, Pl BCS Unmatched Var_lable Sequence Calculated Error Error MWipl Species ssion MS-Digest Protein Name
1 %) sites # Index #
(Da) (Da)  (ppm) (Da)
1 1178 793 6 7124 K524k (R)M VNQ E A E k Y K/A E D/E/V/Q/R (E) 1952.9382 114.0604 8.4 70052.6/548 HUMAN PO08107 300447 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5

Fragment-ion (m/z) 61.009 (72.080 [84.043 (84.079 [101.071 [102.053 [104.051 [129.101 |155.079 [155.117 [158.098 175.118 [203.119 [224.101 [231.115 [258.107 |303.176 [314.166 [402.244 |460.281 |531.305 | 606.964*3 |609.628™3 [846.408

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
" Reset
¥y H50
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160.% _
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VI 8 Y[ —
100 20 00 a0 500 00 700 ]
Murss {mvzh Lahels

Nature Biotechnology: doi: 10.1038/nbt.1654

173



167

Result Summary

Pl # MH* MH®  MH®  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1021 603 7 11/25 K550k (K)NALESYAFNMkSAVEDEGLK(G) 2216.0540 114.0721 12.5 70052.6/5.48 HUMAN  P08107 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5
Detailed Results
# MH* MH* MH*  Protein . "
Rank Score (S,,Z)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;snon Mli }:De'f;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 10.21 603 7 11/25 K550k (KN ALIE/SYAIFNMKk/SAVIED/EG LK (G) 2216.0540 114.0721 125 70052.6/5.48 HUMAN P08107 300447

Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5

Fragment-ion (m/z) |84.078 |86.095 (88.038 (99.059 (158.091 |186.084 (250.121 |278.113 (299.175 (362.122 (393.137 l423.260 [446.253 [583.273 [690.327 791.376*2 |911.999*2 (947.466 ‘951 948*2 ‘1007 496*2 [1016.472*2 [1017.069*2 ‘1025 524 ‘1073 014*2 |1112.580*2

Frac. Inten.(% of TIC)

433 308 10.57 2.76 460 273 378 5.70 287
Rel. Inten.(% of BP) 41.01 2911 100.00 26.15 43.55 25.80 35.76 53.94 27.16
Score 150 029 1.50 050 150 026| -0.36 1.50 027
lon-type 13*2 vi6'2 y17-H20%2 | y17*2 yig*?
Delta ppm -8.4 -1.1 31.2 23 14
= Reset
¥
L. 370ty Back
100.% W)
2501 - +2
2784 2 +2718
b 4233 % ¥, Yoz Cirow
821 SYAEN 9120
| I Bhrink
200 400 600 B30 1000
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Result Summary

Pl # - MH® - MH®  MH®  Protein - Accession
Rank Score (/) BCS Unmatched Variable sites Sequence Calculated Error Error  MWIpl  Species ““°;%'°" Protein Name
lons (Da) (0a) (ppm) (D)
1 2254 974 15 125 K597k  (K)RKELEQUCNPIISGLYQGAGGPGPGGFGAQGPK(G) 3339.6903 114.0501 4.7 70052.6/5.48 HUMAN  P0B107  Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPATA PE=1 SV=5
2 837 541 5 1425 K628k  (K)RKELEQUCNPIISGLYQGAGGPGPGGFGAQGPK(G) 3339.6903 114.0591 4.7 70052.6/5.48 HUMAN ~ P0B107  Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPATA PE=1SV=5
3 623 511 4 1425 Kegk (K)TVDLKPDWGKGYSRKAAALEFLNRFEEAK(R) ~ 3339.7484 114.0009 -12.2 62639.6/6.40 HUMAN ~ P31948  Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=1
4 386 539 3 1525  K397kK413k (K)DTTPNNAKYQQLDIEKMEYNDGKRK(C) 32256200 228.1285 12.4 97776.4/6.67 HUMAN RQIUKWA REVERSE Guanine nucleotide exchange factor VAV3 OS=Homo sapiens GN=VAV3 PE=1 SV=1
4 386 539 3 1525  K397kKa15k (K)DITPNNAIKYQQLDIEKMEYNDGKRK(C) 3225.6200 228.1285 12.4 97776.4/6.67 HUMAN RQOUKWA REVERSE Guanine nucleotide exchange factor VAV3 OS=Homo sapiens GN=VAV3 PE=1 SV=1
Detailed Results
SPI # Variable MH* MH®  MH*  Protein . Accession MS-Digest .
Rank Score (/' BCS Unmatched "o Sequence Calculated Error Error  MWIpl  Species “°°%) ndess | Protein Name
lons (a)  (0a) (ppm)  (P2)
1 2254 974 15 125 K597k (K)R k E L E Q V C N\P\I\I\S G L\Y\Q/G\A/GIG|B/G/P G G F/G A 0/G P K (G) 3339.6903 114.0501 47 70052.6/5.48 HUMAN ~ P08107 300447 Heat shock 70 kDa protein 1 OS=Homo sapiens GN=HSPA1A PE=1 SV=5

Fragment-ion (miz) [70.064 [86.095 [136.074 [301.187 [458.237*2 [486.752" [535.277*2 [557.298 [563.787"2 [592.206° [656.331"2

J684.845%2 [734.040%2 [141.385°2 [197.918"2 [915.467 [026.488"2 [972.495 [1008.014"2 [1069.540 [1071.547*2 [1164.585"2 [1184.586"2 [1193.111°2 1271618

Nature Biotechnology: doi: 10.1038/nbt.1654

Frac. Inten.(% of TIC) 853 195 7.55 275 1.90 250 273 321 290 225 403 505 191
Rel. Inten.(% of BP) 38.18 8.74 3381 | 1233 850 | 1117| 1220| 1437 12.99 10.09 18.04 262| 854
Score 150 150 150 150 150 050 050 050 13 050 0.25 050| 050
lon-type yio'2 | yin*? w32 | yia? | oy | 02| bie| b2 5202 |b21-NH3*2 b212 bs
Delta ppm 14 - 82 92 55 56 - 29 62 .
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Result Summary

# MH* MH* MH*  Protein "
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species N:ce:smn Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1143 703 6 10/25 K126k (K)SFYPEEVSSMVLTKMK(E) 1875.9231 114.0624 9.8 70898.4/5.38 HUMAN  P11142 Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1
1 1143 703 6 10/25 K128k (K)SEYPEEVSSMVLTKMk(E) 1875.9231 114.0624 9.8 70898.4/5.38 HUMAN ~ P11142 Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1
Detailed Results
# MH* MH* MH*  Protein . .
Rank Score (S‘,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon MI?‘:;E;S‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1143 703 6 10/25 K126k (K)S FIY/P E E V\S S M W/L/T/k M K (E) 1875.9231 114.0624 9.8 70898.4/5.38 HUMAN P11142 300597  Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1
Fragment-ion (miz) [70.065 72.084 |84.080 (86.096 [104.052 [120.081 [136.074 [162.093 207.114 [227.104 [235.106 [298.177 [356.144 |376.836"3 [455.219*2 |483.747 |520.281 (621.338 |734.428 ‘795_903*2 852.361 ‘573_439*2 ‘1005.951 ‘11384696 ‘1238.656
Frac. Inten.(% of TIC) . 8 . 3 . . 8 10.19 2.32 247 233
Rel. Inten.(% of BP) 68.40 15.57 16.55 15.64
Score 1.50 -0.16 -0.17 -0.16
lon-type y1a™2
Delta ppm 34
Reset
2 2 —
LELZ: LE] Back
100.% 42 ——
Y1a
Yy
. PEE 4552 ¥y Grow
2 4837
" Cor B it | || T Shrink
0 40 0 800
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Result Summary

SPI # MH" MH"™  MH®  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
ons (Da) (Da) (ppm)  (Da)
1 1515 754 9 8/25 K388k (R)GCALQCAILSPAFKVR(E) 1790.9404 114.0577 7.8 96865.5/5.28 HUMAN Q92598 Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=1
1 1515 754 9 8/25 K388k (R)GCALQCAILSPAFKVR(E) 1790.9404 114.0577 7.8 94487.0/5.63 HUMAN 095757 Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=2
1 1515 754 9 8/25 K388k (R)IGCALQCAILSPAFKVR(E) 1790.9404 114.0577 7.8 94331.4/511 HUMAN  P34932 Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=4
Detailed Results
# MH* MH* MH*  Protein . .
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species kce;sm" Migg:‘s‘ Protein Name
lons (Da) (0a) (ppm)  (Da)
1 1515 754 9 8/25 K388k (R)G c\a\L Q C A|I|L/S/P/A/F/k V R (E) 1790.9404 114.0577 7.8 96865.5/5.28 HUMAN Q92598 296579  Heat shock protein 105 kDa OS=Homo sapiens GN=HSPH1 PE=1 SV=1
1 1515 754 9 825 K388k (R)G C\A\L Q C A|I|L/S/P/A/F/k V R (E) 1790.9404 114.0577 7.8 94487.0/5.63 HUMAN 095757 296699  Heat shock 70 kDa protein 4L OS=Homo sapiens GN=HSPA4L PE=1 SV=2
1 1515 754 9 8/25 K388k (R)G c\A\L @ C A|I|L/S/P/A/F/k V R (E) 1790.9404 114.0577 7.8 94331.4/5.11 HUMAN  P34932 300517  Heat shock 70 kDa protein 4 OS=Homo sapiens GN=HSPA4 PE=1 SV=4

Fragment-ion (m/z) 70.067 |75.054 (84.081 86.095 (89.059 |101.069 198.084 [218.053 [289.095 343.111 [380.077 |401.197 |416.256%2 |450.773*2 |516.327 |529.285 (663.404 (734.434 |743.435%2 |761.293 |831.480 (874.393 (918.509 1031.605 [1144.653
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Result Summary

+ + + i
Rank Score (SDZ)I BCS Unma’:ched Variable sites Sequence Calﬂ:ated g,:,, g',:,, PM"\)A‘IIe;;:‘ Species Pcce;sion Protein Name
lons (Da) (Da)  (ppm)  (D2)
1 16.65 86.3 10 6/25 K188k (R)IINEPTAAAIAYGLDKK(G) 1787.9902 114.0536 5.6 70021.3/5.56 HUMAN  P54652 Heat shock-related 70 kDa protein 2 OS=Homo sapiens GN=HSPA2 PE=1 SV=1
1 16.65 86.3 10 6/25 K189k (R)INEPTAAAIAYGLDKK(G) 1787.9902 114.0536 5.6 70021.3/5.56 HUMAN  P54652 Heat shock-related 70 kDa protein 2 OS=Homo sapiens GN=HSPA2 PE=1 SV=1
1 16.65 86.3 10 6/25 K187k (R)INEPTAAAIAYGLDKK(V) 1787.9902 114.0536 5.6 70898.4/5.38 HUMAN  P11142 Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1
1 16.65 86.3 10 6/25 K188k (R)INEPTAAAIAYGLDKK(V) 1787.9902 114.0536 5.6 70898.4/5.38 HUMAN  P11142 Heat shock cognate 71 kDa protein OS=Homo sapiens GN=HSPA8 PE=1 SV=1
Detailed Results
+ + + i
Rank Score (S,,Z)I BCS Unm::ched Variable sites Sequence Cal:::ated g,:,, 2",:,, Tmf;;r Species Acce;sion M:":ei)g(;s‘ Protein Name
lons (Da) (a)  (ppm) (P2
1 16.65 863 10 6/25 K188k (R) 1 1IN E/P T ANANANI/A/Y/G/L D/k K (G)  1787.9902 114.0536 5.6 70021.3/5.56 HUMAN  P54652 300485  Heat shock-related 70 kDa protein 2 0S=Homo sapiens GN=HSPA2 PE=1 SV=1

Fragment-ion (m/z) (70.066 [84.081 {86.095 |136.075 [199.181 [227.174 [370.193 [389.251 [412.216 ‘419,222“2 512.272 ‘5254299 617.353 ‘656.370'2 674.379 716.914 (717.420 |739.399 ‘753_403'2 810.435 ‘537_447"2 ‘535_452*2 838.608 (881.476 (908.474

Frac. Inten.(% of TIC) 1.70 3.05 3.81
Rel. Inten.(% of BP) 6.84 12.26 15.32
Score -0.07 -0.12 1.50
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Delta ppm 18.3
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Result Summary

# MH* MH* MH*  Protein Accession

Rank Score (,/’ BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name

lons (Da) (Da) (ppm)  (Da)

1 1340 668 7 11/25 K350k (R)SSGPYGGGGQYFAKPR(N) 1628.7816 114.0567 7.9 38846.0/9.26 HUMAN  P09651 us nuclear ril otein A1 OS=Homo sapiens GN=HNRNPA1 PE=1 SV=4
Detailed Results
# i MH*  MH* MH*  Protein

Rank Score (,, ’ BCS Unmatched Vasri:aebsle Sequence Calculated Error Error MWipl Species Accesslon Mlit:)elgest Protein Name

lons (Da) (Da)  (ppm) (Da)

1 1340 668 7 11/25 K350k (R)s s G P/Y G G G G Q/Y/F/A/k/P/R (N) 1628.7816 114.0567 7.9 38846.0/9.26 HUMAN  P09651 645661  Heterogeneous nuclear ribonucleoprotein A1 OS=Homo sapiens GN=HNRNPA1 PE=1 SV=4

Fragment-ion (m/z) 60.043 [75.053 (86.098 |120.083 130.074 [136.075 |157.060 [175.115 |229.635 [258.137 (272171 | 357.142 |375.163 [508.226 514.309 562.271 |585.345 624.204 (650.289 (685.362 |707.852*2 [720.372%2 732.421 [747.293 (895.477

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1318 674 7 10/25 K57k (R)EHFEKWGTLTDCVVMR(D) 2007.9415 114.0578 7.0 39595.1/9.09 HUMAN  P51991 Heterogeneous nuclear ribonucleoprotein A3 OS=Homo sapiens GN=HNRNPA3 PE=1 SV=2
Detailed Results
. MH* MH* MH*  Protein . D
Rank Score (,/’ BCS Unmatched V::;:t;le Sequence Calculated Error Error MWipl Species Acce:slon Mﬁﬂzg?‘ Protein Name
(Da) (a) (ppm) (D)
1 1318 674 7 10/25 K57k (R)E H\F\E k W G T L T D/C/V/V/M/R (D) 2007.9415 114.0578 7.0 39595.1/9.09 HUMAN  P51991

645687  Heterogeneous nuclear ribonucleoprotein A3 OS=Homo sapiens GN=HNRNPA3 PE=1 SV=2

Fragment-ion (m/z) (70.063 (72.080 |74.058 (84.080 (86.096 |110.070 {116.016 [133.048 |159.092 [173.128 (175.118 [187.143 |203.118 |221.103 |249.098 (267.108 [289.128 [306.161 |329.183 (405.226 |414.177 |463.200*2 |504.288 |506.254*2 |664.320

[Frac. Inten.(% of TIC) Inten.(% of TIC)
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Result Summary

# mMH* MH* MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
fons ©2) (2 (pm) (02)
1 2093 874 9 525 K197k (K)IFVGGLSPDTPEEKIR(E) 1757.9432 114.0552 6.6 38434.4/7.61 HUMAN Q14103 + nuclear ri in DO OS=Homo sapiens GN=HNRNPD PE=1 SV=1
Detailed Results
# MH* MH*  MH*  Protein . -
Rank Score ?,Z)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species A°°%s%ion MSDIOSSt prgtoin Name
lons (Da) (Da)  (ppm) (Da)
1 2093 874 9 5025 K197k (K)I FIV/G G L/S/P D/T/P E/E/k /R (E) 1757.9432 114.0552 6.6 38434.4/7.61 HUMAN Q14103 203629 Hi s nuclear i DO OS=Homo sapiens GN=HNRNPD PE=1 SV=1
Fragment-ion (mz) (70.065 (72.078 86.095 120.080 |175.113 [213.087 |233.166 (234.163 |261.158 [291.199 (315.156 |443.240%2 |493.751 (530.346 ‘590 8162 ‘599 806*2 ‘534 3132 ‘543 317*2 (659.380 ‘755 897+2 ‘757 8712 ‘aoe 4232 (885.477 |914.007 [1198.617
Frac. Inten.(% of TIC) 1.58 7.88 2.20 334 3.74 1.87
Rel. Inten.(% of BP) 9.67 48.25 13.47 2046 2293 11.42
Score 0.50 1.50 0.50 150 150 0.1
lon-type v yo-H20*2 y9*2 ly10-H20*2 | y10*2 y13*2
Delta ppm 249 0.6 71 9.0 147
Reset
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Result Summary

# MH'  MH® MH'  Protein )
Rank Score ?,Z)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species A“e:sm" Protein Name
ons ©a)  (Da) (ppm)  (Da)
1 2872 959 15 225 K22k (KILFIGGLNTETNEKALEAVFGK(Y) 2251.1969 114.0682 10.7 42332.0/10.06 HUMAN  P38159  Heterogeneous nuclear ribonucleoprotein G OS=Homo sapiens GN=RBMX PE=1SV=3
2 2230 896 11 625 None  (KILFIGGLNRETNEKMLKAVFGK(H) 23653060 -0.0410 -17.3 55783.8/9.95 HUMAN Q15414 RNA-binding motif protein, Y chromosome, family 1 member A1/C OS=Homo sapiens GN=RBMY1A1 PE=1 SV=1
2 2230 896 11 625 None  (KILFIGGLNRETNEKMLKAVFGK(H) 2365.3060 -0.0410 -17.3 558349/9.96 HUMAN ASNDE4 RNA-binding moif protein, Y chromosome, family 1 member B OS=Homo sapiens GN=RBMY1B PE=2 SV=2
2 2230 896 11 625 None  (KJLFIGGLNRETNEKMLKAVFGK(H) 2365.3060 -0.0410 -17.3 55774.8/9.95 HUMAN POC7P1 RNA-binding moif protein, Y chromosome, family 1 member D OS=Homo sapiens GN=RBMY1D PE=2 SV=1
2 2230 806 11 6025 None  (KILFIGGLNRETNEKMLKAVFGK(H) 2365.3060 -0.0410 -17.3 55758.8/9.95 HUMAN ASNEQO RNA-binding moif protein, Y chromosome, family 1 member E OS=Homo sapiens GN=RBMY1E PE=2 SV=1
Detailed Results
) MH'  MH*  MH'  Protein ) o
Rank Score (S%) BCS Unrra(ched V";’i":';'e Sequence Calculated Error Error MWl  Species “"’e;s"’" Mai‘f‘j‘s‘ Protein Name
©a)  (Da) (ppm)  (Da)
1 2872 959 15 225 K22k (K) L/F|1/G/G/L/N/T E/T N E k/A/L/E/A/V/F/G K (Y) 2251.1969 114.0682 10.7 42332.0/10.06 HUMAN ~ P38159 293647  Heterogeneous nuclear ribonucleoprotein G OS=Homo sapiens GN=RBMX PE=1 SV=3
Fragment-ion (m'z) [84.081 [86.096 [120.079 [204.134 [233.165 [234.167 [261.160 [262.164 [351.206 [450.272 [521.307 [650.347 \702 271*3 [763.437 \525 9262 [834.472 \aaz 943*2 \939 484%2 \957 996*2 \987 509%2 ‘ggs 5072 [1044.041°2 [1053.056*2 [1126.610*2 [1420.731
Frac. Inten.(% of TIC) 170 4.05 246 155 343 221[  13.39 173 14.81
Rel. Inten.(% of BP) 150 2735 1663| 1046 2317 1492|9039 1165| 10000
Score 150 150 1550 150 150 0.50 150 0.50 150
lon-type Bl yig* vis2| s | yi7*2 yie20*2 | yig*? |yro-H20" yio*?
Delta ppm 57 15 03 18 93 18 13 86
" Reset
218044 Y
' Back
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Result Summary

SPI # N " MH* MH®  NMH®  Protein - Accession "
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Protein Name
lons (Da) (Da)  (ppm) (ba)
1 18.01 744 10 7125 K167k (R)STGEAFVQFASQEIAEKALK(K) 2154.1077 114.0551 5.4 49229.7/5.89 HUMAN ~ P31943 1s nuclear ribor protein H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=4
1 18.01 744 10 7125 K167k (R)STGEAFVQFASQEIAEKALK(K) 2154.1077 114.0551 5.4 49263.9/5.89 HUMAN  P55795 | s nuclear ribor protein H2 0S=Homo sapiens GN=HNRNPH2 PE=1 SV=1
2 1612 71 9 8/25 K170k (R)STGEAFVQFASQEIAEKALK(K) 2154.1077 114.0551 5.4 49229.7/5.89 HUMAN  P31943 | s nuclear ribor protein HOS=Homo sapiens GN=HNRNPH1 PE=1 SV=4
2 1612 71 9 8/25 K170k (R)STGEAFVQFASQEIAEKALK(K) 2154.1077 114.0551 5.4 49263.9/5.89 HUMAN  P55795 | s nuclear ribor protein H2 0S=Homo sapiens GN=HNRNPH2 PE=1 SV=1
Detailed Results
+ + + i
Rank Score ‘sﬂz; BCS Umra‘:ched Vasl;i'aezle Sequence CaI':Il::aled 2:,, 2:,, PM"‘;;T;;:‘ Species Acce;sion Mli_:eig;s' Protein Name
ons (Da) (Da)  (ppm) (ba)
1 18.01 744 10 7125 K167k (R)S T|G E/A/F/V Q/F A/S Q E I/A/E/K/A L K (K) 2154.1077 114.0551 5.4 49229.7/5.89 HUMAN ~ P31943 293587  Heter nuclear il H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=4
1 18.01 744 10 7125 K167k (R)S T|G E/A/F/V Q/F A/S Q E I/A/E/K/A L K (K) 2154.1077 114.0551 5.4 49263.9/5.89 HUMAN ~ P55795 293595  Heter nuclear ril H2 OS=Homo sapiens GN=HNRNPH2 PE=1 SV=1

Fragment-ion (miz) (70.065 72.080 84.078 [86.093 |120.082 [143.078 |161.094 (189.085 [200.137 [258.111 [259.108 331.234 (427.262 488.262 |573.361 ‘5153174 702.404 ‘724 8762 [773.455 ‘333450” ‘912 001*2 ‘947 521*2 ‘1040 537 ‘1041 052 ‘1230 693
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Result Summary

SPI # MH®  MH'  MH®  Protein Accession
Rank Score | BCS Unmatched Variable sites Sequence Calculated Error Error  MWIpl  Species ““°551°" protein Name
lons ©a)  (a) (ppm  (Pa)
1 1838 916 13 325 K62k  (RILKTDNAGDQHGGGGGGGGGAGAAGGGGGGENYDDPHK(T) 3222.3816 1140598 5.1 64133.1/8.46 HUMAN  P14866  Heterogeneous nuclear ribonucieoprotein L OS=Homo sapiens GN=HNRNPL PE=1SV=2
Detailed Results
. MH*  MH* MH*  Protein
Rank Score (%; BCS Unmatched Variable Sequence Caloulated Error Error  MWipl  Species A°°%s5ion MS MS- " igest Protein Name
(Da) (Da) (ppm)  (Da)
1 1838 o16 13 325 K6k (RILKTDNAGDQHG GGG GIG\G\G\G\A GWAG/G G G G G E/N Y/D D/P H/K (T) 32223816 1140508 5.1 64133.1/8.46 HUVAN P14866 293671 Heterogeneous nuclear ribonucleoprotein L OS=Homo sapiens GN=HNRNPL PE=1 SV=2
Fragment-ion (miz) [84.079 [87.056 [110.068 [115.049 [120.065 [147.112 [235.122 [363.214 [381.221 [s12.808"2 [531.002" [550.915" [569.031°3 [611.269 [651.750"2 [680.285"2 [115.705"2 [r40.346"2 [768.274"2 [180.342 [r07.345"2 [ 845.364°2 [ss4.369"2 [888.302 \915.4:7'2
Frac. Inten.(% of TIC) ). 471 3.68 5.12 4.50 6.95 3.41 276 3.50 248 344 4.24 5.08
Rel. Inten.(% of BP) 3463| 27.08| 37.60 3309| 5110 2505 2025| 2569 | 18.26| 2525| 3112 3734
Score 050| 050| 050 150| 150 150 050| -0.26| -018| 050 025 050
lon-type bis® | 617" b1g™ vis'? |y yis™ | bis™? b17"2 |b1e-H20"? b21*2
Delta ppm 5.0 52 -187 45 6.7 187 104 7.0 247
" Reset
b, —
21 1.
Back
100% L
¥ 2
PH i ] o] 2 || g
o b -2 -2h row
1 ‘g‘a "3 v -2 7881 bmﬂ n
| 1 NN
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100 00 300 400 500 800 a00 00
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Result Summary
# MH* MH*  MH* Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 18.08 783 9 7125 K667k (RINLPFDFTWKMLK(D) 1539.8028 114.0545 7.0 77516.1/8.85 HUMAN  P52272 Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=3
2 1485 731 7 9/25 K670k (R)NLPFDFTWKMLK(D) 1539.8028 114.0545 7.0 77516.1/8.85 HUMAN  P52272 Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=3
3 768 615 3 14/25 None (R)LNPNTTVKQSYFGGK(R) 1653.8595 -0.0021 -1.3 51260.7/5.88 HUMAN RQ92484 Acid inase-like pt 3a OS=Homo sapiens GN=SMPDL3A PE=1 SV=2
4 766 581 3 14/25 K434k (R)AVGPSPPAGIGGFEKR(T) 1539.8278 114.0295 -8.1 173104.0/7.18 HUMAN RO43426 REVERSE Synaptojanin-1 0S=Homo sapiens GN=SYNJ1 PE=1 SV=2
5 705 631 2 15/25 None (K)LNNLVLFDKATYDK(L) 1653.8846 -0.0273 -16.5 13742.2/10.12 HUMAN  P62851 40S ribosomal protein S25 OS=Homo sapiens GN=RPS25 PE=1 SV=1
Detailed Results
5 MR MH* MH*  Protein 5 .
Rank Score (,/) BCS Unmatched Val;:ble Sequence Calculated Error Error MWipl Species Pcce;snon M:ﬁl]);g;sl Protein Name
lons (Da) (Da) (ppm) (Da)
1 18.08 783 9 7125 K667k (R)N L|P/F/D/F/T/W/k/M L/K (D) 1539.8028 114.0545 7.0 77516.1/8.85 HUMAN  P52272 293675 1s nuclear ril

in M OS=Homo sapiens GN=HNRNPM PE=1 SV=3

Fragment-ion (m/z) 70.066 84.081 [86.097 [87.052 [89.059 [120.082 [133.087 [147.112 [155.119 [183.113 [200.141 [201.140 [217.133 [228.135 [360.153 |391.238 \47525&3 633,373 [665.329"2 [713.861"2 [775.422*2 [819.455 [920.498 [1067.566 [1182.595

Nature Biotechnology: doi: 10.1038/nbt.1654

Frac. Inten.(% of TIC) 209 1.90 181 2331
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Result Summary

MH* MH*  ™mH* Protein

Rank Score (,,/)I BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:snon Protein Name
lons (Da) (Da) (ppm)  (Pa)
1 1611 844 5 6/25 K83k (R)AFITNIPFDVKWQSLK(D)  1907.0425 114.0511 4.0 77516.1/8.85 HUMAN ~ P52272 Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=3
2 1450 825 4 7125 Ksgk (R)AEITNIPFDVKWQSLK(D) ~ 1907.0425 114.0511 4.0 77516.1/8.85 HUMAN ~ P52272 Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=3
3 5.05 556 2 11/25 M262m K263k K270k (R)SLLASGmMKLNESVTKAK(N) 1776.9888 244.1049 11.9 93697.3/7.82 HUMAN RQ9UJA3 REVERSE DNA replication licensing factor MCM8 O lomo sapiens GN=MCM8 PE=1 S!
4 450 507 2 12/25 M262m K263k K272k (R)SLLASGmMKLNESVTKAK(N) 1776.9888 244.1049 11.9 93697.3/7.82 HUMAN RQ9UJA3 REVERSE DNA replication licensing factor MCM8 OS=Homo sapiens GN=MCM8 PE=1 SV=
Detailed Results
# MH* mMH* MH*  Protein
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accesslon ms- De'geg Protein Name
lons (Da) (Da)  (ppm) (ba)
1 1611 844 5 6/25 K83k (R)A FII/T N/I/P FD V k W Q/S L K (D) 1907.0425 114.0511 4.0 77516.1/8.85 HUMAN ~ P52272 293675 Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=3
Fragment-ion (m/z) [72.081 [86.097 [87.100 [120.081 [133.088 [191.119 [192.123 |200.144 [215.134 [216.098 [219.113 [228.135 | 311.174 |329.182 [347.229 ‘414 269 |442.260 ‘499 8993 ‘501 235%2 ‘681 3612 ‘737907+2 ‘345460” 901.989 (902.495 [1361.720
Frac. Inten.| (% of TIC) 1.93 241 18.12 4.81
Rel. Inten.(% of BP) 10.66 13.33 100.00 26.55
Score -0.11 -0.13 1.50 1.50
lon-type yio2|  yn*2
Delta ppm 5.1 04
2 Reset
5.88e+3 i Back
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Result Summary

MH* MH* MH*  Protein

Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ﬁcce;slon Protein Name
ons (Da) (Da)  (ppm)  (P2)
1 1690 825 9 6/25 K463k (K)EKPYFPIPEEYTFIQNVPLEDR(V) 2724.3556 114.0686 9.0 90513.8/5.76 HUMAN Q00839 Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=5
Detailed Results
N MH* MHY MHY  Protein N .
Rank Score (,,/) BCS Unmatched V:ril‘:zle Sequence Calculated Error Error MWi/pl Species Acce;s fon MI?‘ :el)?:lﬂ Protein Name
fon: (Da) (Da)  (ppm) (Da)
1 1690 825 9 6/25 K463k (K)Ek P Y F P I|PEE Y\T F|I/Q/N/V/P L E/D/R (V) 2724.3556 114.0686 9.0 90513.8/5.76 HUMAN Q00839 293689 + nuclear i in U OS=Homo sapiens GN=HNRNPU PE=1 SV=5

Fragment-ion (m/z) (70.065 |86.096 |120.079 [175.120 243,155 [258.149 [290.145 (354.171 |407.215 (437.240 |602.254 |618.344 (629.326 (728.384 ‘754 369%2 [842.434 ‘575 452*2 ‘915943*2 ‘925 468+2 |953.491 970.487 (989.517 |1083.602 [1094.593 |1106,054*2

Frac. Inten.(% of TIC) 3.02 3.07 243
Rel. Inten.(% of BP) 13.44 13.67 10.79
Score 0.75 0.50 0.50
lon-type YFPIP b13*2 ly15-NH3 "2
Delta ppm 230 395 43
Reset
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Result Summary

# MH* MH* MH*  Protein N
Rank Score (SGZ; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species Accession Protein Name
lons (Da) (Da) (ppm)  (Pa)
1 1646 86.3 10 4/25 K523k (K)HAAENPGKYNILGTNTIMDK(M) 2187.0863 114.0643 9.3 90513.8/5.76 HUMAN Q00839 Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens GN=HNRNPU PE=1 SV=5
Detailed Results
: MH* MHY MHY  Protein N D
Rank Score (;)I BCS Unmalched Vasri':‘:e Sequence Calculated Error Error MWipl Species Acce;swn Mﬁ“z'f;st Protein Name
(Da) (Da)  (ppm)  (P2)
1 1646 863 10 4/25 K523k (K)H A\A E\N\P G\k Y N I\L/G T/N T I/M/D/K (M) 2187.0863 114.0643 9.3 90513.8/5.76 HUMAN Q00839 293689  Heter is nuclear ril in U OS=Homo sapiens GN=HNRNPU PE=1 SV=5

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Fragment-ion (m/z) |70.065 W W W W 110.072 |136.076 |147.111 |209.104 (262.135 (278.114 393.184 |409.186 |494.259 |523.225 (599.287 | 646.824*2 (655.328 | 674.327 |677.308 |694.325 721.363 787.403 [861.414 (879.433

Score
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Reset
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Result Summary

MH* MH* MH*  Protein N
Rank Score (SGZ; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species Acce:slon Protein Name
lons (Da) (a) (ppm) (D)
1 1951 850 9 4/25 K46k (R)INYYEQWGKLTDCVVMR(D) 2061.9521 114.0559 5.9 37429.9/8.97 HUMAN ~ P22626 nuclear ri ins A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=2

Detailed Results

# . MHY MH* MHY  Protein " DI
Rank Score (;)I BCS Unmalched v::i"zzle Sequence Calculated Error Error MWipl Species me;s")n MI?‘ :e'fjft Protein Name
(Da) (a) (ppm) (D2
1 1951 850 9 4/25 K46k (R)N Y|Y/E Q W/G k/L/T/D/C V/V/M R (D) 2061.9521 114.0559 5.9 37429.9/8.97 HUMAN  P22626 645677  Heter is nuclear ribor A2/B1 OS=Homo sapiens GN=HNRNPA2B1 PE=1 SV=2

Fragment-ion (m/z) (84.042 (84.079 |86.095 [129.105 [136.074 [187.144 |215.138 [250.118 (278.111 [293.110 |306.158 |385.154%2 |405.224 (421.176 |646.825"2 664.321 (779.347 \795352*2 ‘aes 393*2 (880.406 ‘949963+2 958.492 \m 021+2 993.498 ‘1035479"2

Frac. Inten.(% of TIC)

401 5.90 7.81 312 331
Rel. Inten.(% of BP) 3109| 4575 60.62 2422 2571
Score 1.50 050 1.50 0.24 026
lon-type ¥8 ly12-NHz*2 y1a*?
Delta ppm 8.7 0.3 159
Reset
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Result Summary

# mMH* MH* MH*  Protein Accession
Rank Score (o/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1401 752 6 7125 K15k (K)ELVEYKSAVEK(K)  1312.7147 114.0516 6.1 49512.9/5.52 HUMAN 014929 Histone acetyltransferase type B catalytic subunit OS=Homo sapiens GN=HAT1 PE=1 SV=1
2 1039 555 5 10/25 K20k (K)ELVEYKSAVEK(K)  1312.7147 114.0516 6.1 49512.9/5.52 HUMAN 014929 Histone acetyltransferase type B catalytic subunit OS=Homo sapiens GN=HAT1 PE=1 SV=1
3 745 611 2 10/25 K405k (K)EVASKYEVLFK(E) ~ 1312.7147 114.0516 6.1 49512.9/5.51 HUMAN RO14929 REVERSE Histone acetyltransferase type B catalytic subunit OS=Homo sapiens GN=HAT1 PE=1 SV=1
4 691 590 1 10/25 None (K)TMNLGFKVELFK(L) 1426.7763 -0.0099 -7.0 83756.1/8.41 HUMAN RQ7Z388 REVERSE Protein dpy-19 homolog 4 OS=Homo sapiens GN=DPY19L4 PE=2 SV=1
5 637 563 3 13/25 None (R)LSSQLFEK(F) 951.5146 -0.0012 -1.3 23718.4/6.18 HUMAN RP05231 REVERSE Interleukin-6 OS=Homo sapiens GN=IL6 PE=1 SV=1
Detailed Results
. MH* MH* MH*  Protein . .
Rank Score (%) BCS Unrmtched Var.ltael;Ie Sequence Calculated Error Error MWipl Species Acce:slon Mﬁ“z‘g?t Protein Name
ot (Da) (Da)  (ppm) (Da)
1 1401 752 6 7125 K15k (K)F L\V/E Y/k/s a/V E/K (K) 1312.7147 114.0516 6.1 49512.9/5.52 HUMAN 014929 273751 Histone acetyltransferase type B catalytic subunit OS=Homo sapiens GN=HAT1 PE=1 SV=1

Fragment-ion (m/z) (60.041 72.080 (84.079 |85.083 [86.096 (87.055 (120.080 [129.100 (130.081 [136.074 147.109 [201.124 229.118 [233.165 | 240.136 [258.142 |261.157 (375.229 |390.193 (441.231 |496.764*2 |517.781 |533.290 |534,268*2 775.437
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species # Protein Name
lon: (Da) (Da) (ppm)  (P3)
1 1242 638 6 8/25 K74k (K)ELTSLVKEVYPEAR(K) 1633.8796 114.0545 6.6 17561.2/9.38 HUMAN 000422 Histone deacetylase complex subunit SAP18 OS=Homo sapiens GN=SAP18 PE=1 SV=1
Detailed Results
# . MH* MH* MHY  Protein . D
Rank Score (,,/) BCS Unmatched Va;;:l;le Sequence Calculated Error Error MWi/pl Species Acce:slon Mﬁzf?‘ Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1242 638 6 8/25 K74k (K)E L T s L V/k/E/V/¥/P E/A R (K) 1633.8796 114.0545 6.6 17561.2/9.38 HUMAN 000422 706743

Histone deacetylase complex subunit SAP18 OS=Homo sapiens GN=SAP18 PE=1 SV=1

Fragment-ion (m/z) [70.065 (72.080 (74.062 84.042 |84.080 (86.093 |110.071 [113.073 [136.076 | 197.127 |215.139 [246.154 |353.155 (395.192 | 453.256 |471.272 |472.249 (516.302 |525.298 |553.289%2 |625.357 (635.318 |677.689 |734.384 (863.430

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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Result Summary

+

SPI # N - MH MH®  MH" Protein - Accession N
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Protein Name
lons (Da) (Da)  (ppm) (ba)
1 948 684 5 10/25 K100k (K)GTLVQTKGTGASGSFK(L) 1538.8173 114.0494 3.9 21842.2/10.99 HUMAN Q02539 Histone H1.1 OS=Homo sapiens GN=HIST1H1A PE=1 SV=3
1 948 684 5 10/25 K97k (K)GTLVQTKGTGASGSFK(L) 1538.8173 114.0494 3.9 21364.9/10.94 HUMAN 6403  Histone H1.2 OS=Homo sapiens GN=HIST1H1C PE=1 SV=2
1 9.48 684 5 10/25 Kok (K)GTLVQTKGTGASGSFK(L) 1538.8173 114.0494 3.9 22350.0/11.02 HUMAN 16402 Histone H1.3 OS=Homo sapiens GN=HIST1H1D PE=1 SV=2
1 948 684 5 10/25 K97k (K)GTLVQTKGTGASGSFK(L) 1538.8173 114.0494 3.9 21865.4/11.03 HUMAN 0412 Histone H1.4 OS=Homo sapiens GN=HIST1H1E PE=1 SV=2
1 948 684 5 10/25 K100k (K)GTLVQTKGTGASGSFK(L) 1538.8173 114.0494 3.9 22580.3/10.91 HUMAN  P16401 Histone H1.5 OS=Homo sapiens GN=HIST1H1B PE=1 SV=3
Detailed Results
+ + + i
Rank Score ?,Z)I BCS Unma’iched Variable sites Sequence cm’!‘.ﬂmed F_M:o, .':_\12,, PI\;(\;\‘;;F Species Acce;sw“ M:‘ :::f:s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 948 684 5 10/25 K100k (K)e T L/V Q/T k/G T/G A/S G S F K (L) 1538.8173 114.0494 3.9 21842.2/10.99 HUMAN Q02539 271327  Histone H1.1 OS=Homo sapiens GN=HIST1H1A PE=1 SV=3
1 948 684 5 10/25 K97k (K)G T L/V Q/T k/G T/GA/S G S F K (L) 1538.8173 114.0494 3.9 21364.9/10.94 HUMAN P16403 271345  Histone H1.2 0S=Homo sapiens GN=HIST1H1C PE=1 SV=2
1 948 684 5 10/25 K98k (K)G T L/V Q/T k/G T/G A/S G S F K (L) 1538.8173 114.0494 3.9 22350.0/11.02 HUMAN P16402 271361  Histone H1.3 OS=Homo sapiens GN=HIST1H1D PE=1 SV=2
1 948 684 5 10/25 K97k (K)6 T L/V Q/T k/G T/G A/S G S F K (L) 1538.8173 114.0494 3.9 21865.4/11.03 HUMAN P10412 271371 Histone H1.4 OS=Homo sapiens GN=HIST1H1E PE=1 SV=2
1 948 684 5 10/25 K100k (K)e T L/V Q/T k/G T/G A/S G S F K (L) 1538.8173 114.0494 3.9 22580.3/10.91 HUMAN 271381  Histone H1.5 OS=Homo sapiens GN=HIST1H1B PE=1 SV=3

Fragment-ion (m/z) 72.080 84.042 (84.080 (86.058 |86.096 (96.041 [101.069 [113.067 [117.100 [120.078 129.101 [131.078 |185.163 [228.132 [254.151 |437.204 |454.252 |525.267 |577.794*2 |624.315*2 | 632.817*2 (653.334 (682.351 |g9q.353*2 (811.393
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Result Summary

SPI # MH* MH"  MH* Protein e Accession "
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 19.93 954 10 225 K67k (K)KALAAAGYDVEK(N) 1235.6630 114.0588 11.8 21842.2/10.99 HUMAN Q02539 Histone H1.1 OS=Homo sapiens GN=HIST1H1A PE=1 SV=3
1 19.93 954 10 225 K64k (K)KALAAAGYDVEK(N) 1235.6630 114.0588 11.8 21364.9/10.94 HUMAN  P16403 Histone H1.2 OS=Homo sapiens GN=HIST1H1C PE=1 SV=2
1 19.93 954 10 225 K65k (K)KALAAAGYDVEK(N) 1235.6630 114.0588 11.8 22350.0/11.02 HUMAN  P16402 Histone H1.3 OS=Homo sapiens GN=HIST1H1D PE=1 SV=2
1 19.93 954 10 225 K64k (K)KALAAAGYDVEK(N) 1235.6630 114.0588 11.8 21865.4/11.03 HUMAN  P10412 Histone H1.4 OS=Homo sapiens GN=HIST1H1E PE=1 SV=2
1 19.93 954 10 225 K68k (K)KALAAAGYDVEK(N) 1235.6630 114.0588 11.8 22019.1/11.71 HUMAN  P22492 Histone H1t OS=Homo sapiens GN=HIST1H1T PE=1 SV=4
Detailed Results
+ + + i
Rank Score (SQZ)I BCS Unma’iched Variable sites Sequence Cal’:l::ated éVIrl:or éwr:'m l:;\;;le; Species Acce:sion Mﬁﬂfiﬁ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 19.93 954 10 2/25 K67k (K) k a\L\a|a|a/G|¥/D/V/E/K (N) 1235.6630 114.0588 11.8 21842.2/10.99 HUMAN Q02539 271327  Histone H1.1 OS=Homo sapiens GN=HIST1H1A PE=1 SV=3
1 19.93 954 10 2/25 K64k (K) k a\L\a|a|a/G|¥/D/V/E/K (N) 1235.6630 114.0588 11.8 21364.9/10.94 HUMAN P16403 271345  Histone H1.2 OS=Homo sapiens GN=HIST1H1C PE=1 SV=2
1 19.93 954 10 2/25 K65k (K) k a\L\a|a|a/G|¥/D/V/E/K (N) 1235.6630 114.0588 11.8 22350.0/11.02 HUMAN P16402 271361  Histone H1.3 OS=Homo sapiens GN=HIST1H1D PE=1 SV=2
1 19.93 954 10 2/25 K64k (K) k a\L\a|a|a/G|¥/D/V/E/K (N) 1235.6630 114.0588 11.8 21865.4/11.03 HUMAN P10412 271371 Histone H1.4 OS=Homo sapiens GN=HIST1H1E PE=1 SV=2
1 19.93 954 10 2/25 K68k (K) k a\L\a|a|a/G|¥/D/V/E/K (N) 1235.6630 114.0588 11.8 22019.1/11.71 HUMAN P22492 271477  Histone H1t OS=Homo sapiens GN=HIST1H1T PE=1 SV=4

Fragment-ion (m/z) |72.081 |84.080 |86.095 |115.085 |129.100 |136.074 [143.081 [147.111 |258.140 |276.157 |314.185 [336.119 |375.229 |384.183 |407.172 |427.259 |455.203 |490.246 |498.308 |569.341 |653.315 |697.387 (710.336 (781.371 |852.426

Frac. Inten.(% of TIC) 0.09 227

5.66 2.49 4.49 18.55
Rel. Inten. (% of BP) 050 12.26 3051 1344 24.18 100.00
Score 0.20 0.75 0.75 0.13 1.50 1.50
lon-type RKQ AA GYD ¥5 ¥6
Delta ppm -16.6 -2.8 -0.0 14 04
Reset
% |
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MH MH*

Result Summary

MH* Protein

Rank Score (,,/) BCS Unma’:ched Variable sites Sequence Calculated Error Error MWipl Species Accession Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2577 979 1 1125 K46k (K)ASGPPVSELITKAVAASK(E) 1725.9745 114.0436 0.4 21364.9/10.94 HUMAN ~ P16403 Histone H1.2 OS=Homo sapiens GN=HIST1H1C PE=1 SV=2
1 2577 979 11 1125 K47k (K)ASGPPVSELITKAVAASK(E) 1725.9745 114.0436 0.4 22350.0/11.02 HUMAN  P16402 Histone H1.3 OS=Homo sapiens GN=HIST1H1D PE=1 SV=2
1 2577 979 11 125 K46k (K)ASGPPVSELITKAVAASK(E) 1725.9745 114.0436 0.4 21865.4/11.03 HUMAN ~ P10412 Histone H1.4 OS=Homo sapiens GN=HIST1H1E PE=1 SV=2
2 1868 827 7 5/25 K52k (K)ASGPPVSELITKAVAASK(E) 1725.9745 114.0436 0.4 21364.9/10.94 HUMAN  P16403 Histone H1.2 OS=Homo sapiens GN=HIST1H1C PE=1 SV=2
2 1868 827 7 5/25 K53k (K)ASGPPVSELITKAVAASK(E) 1725.9745 114.0436 0.4 22350.0/11.02 HUMAN  P16402 Histone H1.3 OS=Homo sapiens GN=HIST1H1D PE=1 SV=2
Detailed Results
+ + + i
Rank Score 4\ BCS Unmatched  Variabl sites Sequence Comtted o o Wil Spocies AoceSSiOn MS-Digest Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2577 979 11 1/25 K46k (K)A s|G/p/P V/S E L/I/T/k/A/V/A A/S K (E) 1725.9745 114.0436 0.4 21364.9/10.94 HUMAN P16403 271345  Histone H1.2 0OS=Homo sapiens GN=HIST1H1C PE=1 SV=2
1 2577 979 1 1/25 K47k (K)a s|G/p/P V/S E L/I/T/k/A/V/A A/S K (E) 1725.9745 114.0436 0.4 22350.0/11.02 HUMAN P16402 271361 Histone H1.3 OS=Homo sapiens GN=HIST1H1D PE=1 SV=2
2577 979 11 125 K46k (K)A s|G/p/P V/S E L/I/T/k/A/V/A B/S K (E) 1725.9745 114.0436 0.4 21865.4/11.03 HUMAN P10412 271371 Histone H1.4 OS=Homo sapiens GN=HIST1H1E PE=1 SV=2

Fragment-ion (miz) (70.064 (84.080 (86.094 127.085 [131.080 | 141.065 [155.080 [159.074 169.127 [198.083 [234.144 (376.218 |413.196 ‘445 261+2 [475.284 ‘542 323%3 [546.320 ‘551 317%3 ‘665 379*2 ‘754433” 788.457 ‘512955+2 ‘341 478*2 [889.501 ‘1002 585

Nature Biotechnology: doi: 10.1038/nbt.1654

194

Frac. Inten.(% of TIC) 861 206 363 240
Rel. Inten.(% of BP) 6158 1472 | 2598 17.20
Score 1.50 1.50 1.50 1.50
lon-type y15™ vi6™ | oy ¥
Delta ppm 17.9 6.5 18 88
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#
Rank Score ?,Z; BCS Unmatched Variable sites

27.25 100.0 13
27.25 1000 13
27.25 100.0 13
27.25 1000 13
27.25 1000 13
27.25 1000 13

lons
025
0125
0125
0125
0/25
0/25

K119k
K120k
K119k
K120k
K119k
K120k

MH*

Calculated
(Da)

Sequence

+ +
MH MH
Error

Error

Result Summary

Protein "
MWipl Acce:smn

Species Protein Name

©a) (ppm)  (Da)

(K)LLGGVTIAQGGVLPNIQAVLLPKK(T) 2399.4748 114.0460
(K)LLGGVTIAQGGVLPNIQAVLLPKK(T) 2399.4748 114.0460
(K)LLGGVTIAQGGVLPNIQAVLLPKK(T) 2399.4748 114.0460
(K)LLGGVTIAQGGVLPNIQAVLLPKK(T) 2399.4748 114.0460
(K)LLGGVTIAQGGVLPNIQAVLLPKK(T) 2399.4748 114.0460
(K)LLGGVTIAQGGVLPNIQAVLLPKK(T) 2399.4748 114.0460

1.2 14233.6/10.86 HUMAN
1.2 14233.6/10.86 HUMAN
1.2 13995.4/10.88 HUMAN 8IUE6

1.2 13995.4/10.88 HUMAN ~ QBIUE6
1.2 15144.6/10.74 HUMAN ~ P16104
1.2 15144.6/10.74 HUMAN ~ P16104

Q96QV6 Histone H2A type 1-A OS=Homo sapiens GN=HIST1H2AA PE=1 SV=3
Q96QV6 Histone H2A type 1-A OS=Homo sapiens GN=HIST1H2AA PE=1 SV=3
QBIUE6 Histone H2A type 2-B OS=Homo sapiens GN=HIST2H2AB PE=1 SV=3
Histone H2A type 2-B OS=Homo sapiens GN=HIST2H2AB PE=1 SV=3
Histone H2A.x OS=Homo sapiens GN=H2AFX PE=1 SV=2
Histone H2A.x OS=Homo sapiens GN=H2AFX PE=1 SV=2

SPI
Rank Score %)

27.25 100.0 13

0/25

#
BCS Unmatched Variable sites
lons

K119k

Sequence

(K)L L/G G V|T/I/A Q/G G VIL|P N 1|Q/A]V/L/L/P K K (T)

Detailed Results

MH* MH*  MH*  Protein
Calculated Error Error ~ MWipl
(Da) (Da)  (ppm) (Da)

2399.4748 114.0460

Species

1.2 14233.6/10.86 HUMAN  Q96QV6

Accession MS-Digest
# Index #

271549

Protein Name

Histone H2A type 1-A OS=Homo sapiens GN=HIST1H2AA PE=1 SV=3

Fragment-ion (miz) |86.096 [199.183 [212.103 [412.294 [440.285 [453.237 [486.305 [524.278 [509.390 \557 909*2 [112.473 \724 461%2 [752.445*2 [p11.530 \331 023*2 \352 001*2 [882.568 \930 5562 [987.104*2 [1010.643 [1037.618*2 [1066.628 [1144.158*2 [1179.692 [1334.806

Nature Biotechnology: doi: 10.1038/nbt.1654

195

Frac. Inten.(% of TIC) 5.51 195 291 454 218 517 322 333
Rel. Inten.(% of BP) 57.69 |  2045| 3051 4752 | 2283 5400 | 3367| 3489
Score 150 150 | 150 150| 050 150 050|  1.50
lon-type vir? | yis™ Y| oyig'2|  b12| yppt2) b3l v
Delta ppm o7 52 67 a4 09 Cre| 81| 67
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Result Summary

# MH* MH*  MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1997 899 8 325 K119k (R)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0592 7.5 14135.6/11.05 HUMAN ~ P04908 Histone H2A type 1-B/E OS=Homo sapiens GN=HIST1H2AB PE=1 SV=2
1 1997 899 8 3125 K119k (R)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0592 7.5 14105.5/11.05 HUMAN Q93077 Histone H2A type 1-C OS=Homo sapiens GN=HIST1H2AC PE=1 SV=3
1 1997 899 8 325 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0592 7.5 14107.5/10.90 HUMAN  P20671 Histone H2A type 1-D OS=Homo sapiens GN=HIST1H2AD PE=1 SV=2
1 1997 899 8 325 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0592 7.5 13906.3/10.88 HUMAN ~ Q96KK5 Histone H2A type 1-H OS=Homo sapiens GN=HIST1H2AH PE=1 SV=3
1 1997 899 8 3125 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0592 7.5 13936.3/10.88 HUMAN Q99878 Histone H2A type 1-J OS=Homo sapiens GN=HIST1H2AJ PE=1 SV=3
1 1997 899 8 325 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0592 7.5 14091.5/10.90 HUMAN  POCO0S8 Histone H2A type 1 OS=Homo sapiens GN=HIST1H2AG PE=1 SV=2
1 1997 899 8 325 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0592 7.5 14095.6/10.90 HUMAN  Q6FI13 Histone H2A type 2-A OS=Homo sapiens GN=HIST2H2AA3 PE=1 SV=3
1 1997 899 8 325 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0592 7.5 13988.4/10.90 HUMAN Q16777 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
1 1997 899 8 3125 K119k (R)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0592 7.5 14121.5/11.05 HUMAN ~ Q7L7LO0 Histone H2A type 3 OS=Homo sapiens GN=HIST3H2A PE=1 SV=3
1 1997 899 8 3/25 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0592 7.5 14019.5/10.90 HUMAN Q9BTM1 Histone H2A.J OS=Homo sapiens GN=H2AFJ PE=2 SV=1
2 19.08 871 8 4/25 K120k (R)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0592 7.5 14135.6/11.05 HUMAN  P04908 Histone H2A type 1-B/E OS=Homo sapiens GN=HIST1H2AB PE=1 SV=2
Detailed Results
# MH* MH*  mH* Protein .
Rank Score (S,,Z)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acoe;slon Ms‘z?‘?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1997 899 8 3/25 K119k (R)V T IAIQ/GGVLIPNIIQAIVL/L/EkEK(T) 2059.2638 114.0592 7.5 14135.6/11.05 HUMAN P04908 271551  Histone H2A type 1-B/E OS=Homo sapiens GN=HIST1H2AB PE=1 SV=2
1 19.97 899 8 325 K119k (R)V T IAIQ/GGVLIPNIIQAIVL/L/PkEK(T) 2059.2638 114.0592 7.5 14105.5/11.05 HUMAN Q93077 271553  Histone H2A type 1-C OS=Homo sapiens GN=HIST1H2AC PE=1 SV=3
1 1997 899 8 325 K119k (K)V T IAIQ/GGVLIPNIIQAIVL/L/PkK(T) 2059.2638 114.0592 7.5 14107.5/10.90 HUMAN P20671 271557  Histone H2A type 1-D OS=Homo sapiens GN=HIST1H2AD PE=1 SV=2
1 1997 899 8 325 K119k (K)V T IAQ/GGVLIPNIIQAIVL/L/RkKI(T) 2059.2638 114.0592 7.5 13906.3/10.88 HUMAN  Q96KK5 271565  Histone H2A type 1-H OS=Homo sapiens GN=HIST1H2AH PE=1 SV=3
1 1997 899 8 325 K119k (K)V T IAQ/GGVLIPNIIQAIVL/L/RkEKI(T) 2059.2638 114.0592 7.5 13936.3/10.88 HUMAN Q99878 271569  Histone H2A type 1-J OS=Homo sapiens GN=HIST1H2AJ PE=1 SV=3
1 19.97 899 8 3125 K119k (K)V T IAQ/GGVLIPNIIQAIVL/L/EkEK(T) 2059.2638 114.0592 7.5 14091.5/10.90 HUMAN Pocos8 271585  Histone H2A type 1 OS=Homo sapiens GN=HIST1H2AG PE=1 SV=2
1 19.97 899 8 3/25 K119k (K)VTIAIQ/GGYVLIPNTIIQA|IVL/L/PkEKI(T) 2059.2638 114.0592 7.5 14095.6/10.90 HUMAN Q6FI13 271625  Histone H2A type 2-A OS=Homo sapiens GN=HIST2H2AA3 PE=1 SV=3
1 19.97 899 8 3/25 K119k (K)VTIAQ/GGYVLIPNTIIQA|IVL/L/PkKI(T) 2059.2638 114.0592 7.5 13988.4/10.90 HUMAN Q16777 271635  Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
1 1997 899 8 325 K119k (R)V T IAIQ/GGVLIPNIIQAIVL/L/RkKI(T) 2059.2638 114.0592 7.5 14121.5/11.05 HUMAN  Q7L7LO 271685  Histone H2A type 3 OS=Homo sapiens GN=HIST3H2A PE=1 SV=3
1 19.97 899 8 3125 K119k (K)V T IAQ/GGVLIPNIIQAIVL/L/EkEK(T) 2059.2638 114.0592 7.5 14019.5/10.90 HUMAN  Q9BTM1 271761 Histone H2A.J OS=Homo sapiens GN=H2AFJ PE=2 SV=1
Fragment-ion (m/z) |72.079 (86.094 212.103 [296.192 |297.199 |325.184 |340.201 (385.244 453.240 |486.303 |536.208 [582.326™2 599.392 667.926 ‘ess 416*2 ‘531 .908%2 (811.530 ‘330 997*2 (839.499 850.503 |882.576 ‘335 527+2 ‘395 0342 ‘1 010.631 ‘1334 822
Frac. Inten.(% of TIC) [ 246 5.26 3.07 262 2.54 3.27
Rel. Inten.(% of BP) 11.26 24.09 14.05 11.98 11.63 14.97
Score 0.50 150 0.50 150 150 1.50
lon-type b122 Y7 lyieNHg ™2 | yie™? Y| o au
Delta ppm 298 -17 22 52 -45 31.0
yi1
4.5
Reset
3
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Result Summary
# MH* MH*  MHY Protein Accession
Rank Score (a/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2016 923 8 225  KM19KK120k (R)VTIAQGGVLPNIQAVLLPKKTESHHK(A) 2778.5989 2281125 8.9 14135.6/11.05 HUMAN  P04908  Histone H2A type 1-B/E OS=Homo sapiens GN=HIST1H2AB PE=1 SV=2
1 2016923 8 225  K119KkK120k (R)VTIAQGGVLPNIQAVLLPKKTESHHK(A) 2778.5989 2281125 8.9 14105.5/1.05 HUMAN Q93077 Histone H2A type 1-C OS=Homo sapiens GN=HIST1H2AC PE=1SV=3
1 2016 923 8 2125  K119kK120k (K)\VTIAQGGVLPNIQAVLLPKKTESHHK(A) 2778.5089 228.1125 89 14107.510.90 HUMAN  P20671  Histone H2A type 1-D OS=Homo sapiens GN=HIST1H2AD PE=1 SV=2
1 2016 923 8 225  KM19kK120k (K)VTIAQGGVLPNIQAVLLPKKTESHHK(A) 2778.5989 2281125 8.9 13906.3/10.88 HUMAN Q9BKK5 Histone H2A type 1-H OS=Homo sapiens GN=HIST1H2AH PE=1 SV=3
1 2016 923 8 225  K119kK120k (K)VTIAQGGVLPNIQAVLLPKKTESHHK(T) 2778.5989 2281125 8.9 13936.3/10.88 HUMAN Q99878  Histone H2A type 1-J OS=Homo sapiens GN=HIST1H2AJ PE=1 SV=3
1 2016 923 8 225  K119kK120k (K)VTIAQGGVLPNIQAVLLPKKTESHHK(A) 2778.5089 228.1125 8.9 14091.5/10.90 HUMAN POCOS8  Histone H2A type 1 0S=Homo sapiens GN=HIST1H2AG PE=1 SV=2
1 2016 923 8 225  KM9KK120k (K)VTIAQGGVLPNIQAVLLPKKTESHHK(A) 2778.5089 2281125 8.9 14095.6/10.90 HUMAN  QEFI3  Histone H2A type 2-A OS=Homo sapiens GN=HIST2H2AA3 PE=1 SV=3
1 2016 923 8 225  K119kK120k (R)VTIAQGGVLPNIQAVLLPKKTESHHK(A) 2778.5089 2281125 8.9 14121.5/11.05 HUMAN Q7L7LO Histone H2A type 3 OS=Homo sapiens GN=HIST3H2A PE=1 SV=3
2 1848 897 7 3125  K120kK126k (R)VTIAQGGVLPNIQAVLLPKKTESHHK(A) 27785089 228.1125 8.9 14135.6/11.05 HUMAN  P04908  Histone H2A type 1-B/E OS=Homo sapiens GN=HIST1H2AB PE=1 SV=2
Detailed Results
# . MH* MHY  MHY Protein N D
Rank Score ?,Z)I BCS Unmatched Vasri::Ie Sequence Calculated Error Error MWipl Species Acce;smn Mﬁ‘zf;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2016 923 8 225 O RIVTIAQGGVWL/ENI/QA VLR KTESB/HK (A 27785989 228.1125 8.9 14135.6/11.05 HUMAN  P04908 271551  Histone H2A type 1-BE OS=Homo sapiens GN=HIST1H2AB PE=1SV=2
1 2016 923 8 225 ok (RIVTIAQGGYV/L/ENI/Q/AV/L/L/E X k TESH/HK (A 27785089 228.1125 89 14105.5/11.05 HUMAN Q93077 271553  Histone H2Atype 1-C OS=Homo sapiens GN=HISTTH2AC PE=1 SV=3
1 2016 923 8 225 o (VTIAQGGVL/ENI/QAV/LL/EKKTES /HK (A 27785089 2281125 89 14107.510.90 HUVAN  P20671 271557  Histone H2Atype 1-D OS=Homo sapiens GN=HIST1H2AD PE=1 SV=2
1 2016 923 8 225 ok (K)VTTIAQGGYV/L/ENI/Q/AVL/L/E Xk TESH/HEK(A) 27785989 2281125 89 13906.3/10.88 HUVAN QOEKKS 271565 Histone H2A type 1-H OS=Homo sapiens GN=HIST1H2AH PE=1 SV=3
1 2016 923 8 225 o (KVTIAQGGV/L/ENT/Q/AV/L/L/EKKTES /MK (T) 27785089 228.1125 8.9 13936.3/10.88 HUMAN Q99878 271569  Histone H2Atype 1-J OS=Homo sapiens GN=HIST1H2AJ PE=15V=3
1 2016 923 8 225 K (KVTIAQGGVL/ENI/QAVLA/EX.TES /HK (A 27785089 2281125 8.9 14091.510.90 HUMAN POCOS8 271585  Histone H2A ype 1 OS=Homo sapiens GN=HISTIH2AG PE=1 SV=2
1 2016 923 8 225 m;:: (K)VTIAQGGV/L/PNI/QAV/L/L/EkkTES H/HK (A 27785989 2281125 8.9 140956/10.90 HUMAN ~Q6FM3 271625 Histone H2A type 2-A OS=Homo sapiens GN=HIST2H2AA3 PE=1 SV=3
1 2016 923 8 225 R (RIVTIAQGGVL/ENI/QAVLAL/EKKTESB/HK () 27785089 2281125 89 1412151105 HUAN QTLTLO 271685  Histone H2Alype 3 OS=Homo sapiens GN=HIST3H2A PE=1 SV=3

Fragment-ion (miz) |70.065 [72.081 [84.081 [86.096 [87.099 [101.071 [110.071 [212.102 [284.181 [313.188 [325.186 [453.251 [507.250 [524.282 [609.336 \551 346*2 [660.349°2 [708.411 \715 8872 [723.409*3 [761.100*3 [773.424*2 [g58.485°2 [020.511°2 [1319.683
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Frac. Inten.(% of TIC) 320 17.41 564  11.97 234 347 326 259 372
Rel. Inten.(% of BP) 1891 100.00 3243| 6878| 1344 | 1819| 1874| 1489| 2137
Score 050 1,50 150 1.50 1.50 1.50 1,50 150| 150
lon-type PNIQA|b7-HO |y 1072 | yg?2 a0 | yo2 |y | 3| el el e ¥
Delta ppm -15 108 7.6 14 93 152 5.1 4.1 09 11
9 Reset
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Result Summary

+ + + i
Rank Score ?,Z; BCS Unma’:ched Variable sites Sequence Cal’:l:':ated é‘r:lor g::,, Pnlrlzv‘fplr Species Acce:sion Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2375 1000 11 0/25 K120k (R)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14135.6/11.05 HUMAN ~ P04908 Histone H2A type 1-B/E OS=Homo sapiens GN=HIST1H2AB PE=1 SV=2
1 2375 100.0 11 0/25 K119k (R)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14135.6/11.05 HUMAN  P04908 Histone H2A type 1-B/E OS=Homo sapiens GN=HIST1H2AB PE=1 SV=2
1 2375 100.0 11 0/25 K120k (R)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14105.5/11.05 HUMAN Q93077 Histone H2A type 1-C OS=Homo sapiens GN=HIST1H2AC PE=1 SV=3
1 2375 100.0 11 0/25 K119k (R)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14105.5/11.05 HUMAN Q93077 Histone H2A type 1-C OS=Homo sapiens GN=HIST1H2AC PE=1 SV=3
1 2375 100.0 11 0/25 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14107.5/10.90 HUMAN ~ P20671 Histone H2A type 1-D OS=Homo sapiens GN=HIST1H2AD PE=1 SV=2
1 2375 1000 11 0/25 K120k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14107.5/10.90 HUMAN ~ P20671 Histone H2A type 1-D OS=Homo sapiens GN=HIST1H2AD PE=1 SV=2
1 2375 1000 11 0/25 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 13906.3/10.88 HUMAN ~ Q96KK5 Histone H2A type 1-H OS=Homo sapiens GN=HIST1H2AH PE=1 SV=3
1 2375 1000 11 0/25 K120k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 13906.3/10.88 HUMAN Q96KK5 Histone H2A type 1-H OS=Homo sapiens GN=HIST1H2AH PE=1 SV=3
1 2375 1000 11 0/25 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 13936.3/10.88 HUMAN Q99878 Histone H2A type 1-J OS=Homo sapiens GN=HIST1H2AJ PE=1 SV=3
1 2375 100.0 11 0/25 K120k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 13936.3/10.88 HUMAN Q99878 Histone H2A type 1-J OS=Homo sapiens GN=HIST1H2AJ PE=1 SV=3
1 2375 1000 11 0/25 K120k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14091.5/10.90 HUMAN  POC0S8 Histone H2A type 1 OS=Homo sapiens GN=HIST1H2AG PE=1 SV=2
1 2375 100.0 11 0/25 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14091.5/10.90 HUMAN  POCO0S8 Histone H2A type 1 OS=Homo sapiens GN=HIST1H2AG PE=1 SV=2
1 2375 1000 11 0/25 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14095.6/10.90 HUMAN ~ Q6FI13 Histone H2A type 2-A OS=Homo sapiens GN=HIST2H2AA3 PE=1 SV=3
1 2375 100.0 11 0/25 K120k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14095.6/10.90 HUMAN  Q6FI13 Histone H2A type 2-A OS=Homo sapiens GN=HIST2H2AA3 PE=1 SV=3
1 2375 100.0 11 0/25 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 13988.4/10.90 HUMAN ~ Q16777 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
1 2375 100.0 11 0/25 K120k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 13988.4/10.90 HUMAN Q16777 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
1 2375 100.0 11 0/25 K119k (R)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14121.5/11.05 HUMAN  Q7L7L0 Histone H2A type 3 OS=Homo sapiens GN=HIST3H2A PE=1 SV=3
1 2375 1000 11 0/25 K120k (R)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14121.5/11.05 HUMAN  Q7L7LO0 Histone H2A type 3 OS=Homo sapiens GN=HIST3H2A PE=1 SV=3
1 2375 1000 11 0/25 K120k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14019.5/10.90 HUMAN Q9BTM1 Histone H2A.J OS=Homo sapiens GN=H2AFJ PE=2 SV=1
1 2375 100.0 11 0/25 K119k (K)VTIAQGGVLPNIQAVLLPKK(T) 2059.2638 114.0440 0.5 14019.5/10.90 HUMAN Q9BTM1 Histone H2A.J OS=Homo sapiens GN=H2AFJ PE=2 SV=1
2 342 522 2 19/25 K869k (K)KCKTKVFSKIPFLPPIR(Y) 2059.2249 114.0828 18.4 207721.9/5.30 HUMAN RP38398 REVERSE Breast cancer type 1 susceptibility protein OS=Homo sapiens GN=BRCA1 PE=1 SV=2

Detailed Results

# N MH* mMH*  MH* Protein N DI
Rank Score (SQZ)I BCS Unmatched Vasrin‘zzle Sequence Calculated Error Error MWipl Species Acce;snon MI?N?&‘E;S( Protein Name
lons (Da) (Da)  (ppm) (Da)
2375 100.0 11 0/25 K120k (R)V T/VA]Q|G/G V|L|P N 1 Q A/VIL|L|P K k (T) 2059.2638 114.0440 0.5 14135.6/11.05 HUMAN  P04908 271551  Histone H2A type 1-B/E OS=Homo sapiens GN=HIST1H2AB PE=1 SV=2
Fragment-ion (m/z) |296.197 [313.188 |385.244 [486.303 |495.295 513.302 |526.298 |599.386 609.336 (708.403 712.470 |726.413 (811.523 |821.485 ‘331 006*2 [839.496 ‘395 039*2 ‘930 555+2 ‘937 0932 ‘1334 812 ‘1447 893 ‘1574 924 ‘1603 988 ‘1661 .009 ‘1658 004
Frac. Inten.(% of TIC) 2.07 3.82 175 15.66 7.01 1.27 1.22 3.15 3.13
Rel. Inten.(% of BP) 8.98 16.61 7.60 67.99 30.43 5.52 531 13.69 1361
Score 1.50 1.50 1.50 1.50 1.50 0.50 1.50 1.50 0.50
lon-type vis | w72 e a4 vi2 b16 14 15 b17
Delta ppm 1A 7 55 2;1'.? -46 14 038 11 42
24
Reset
¥y
5.07ehs 1
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8,
1
o B "1z
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Result Summary

Protein

Rank Score | BCS Unmatched Variabe sites Sequence Calculated Error Error  MWIpl  Species ““°s5°" protein Name
lons (Da) (Da)  (ppm) (Da)
1 1635 856 5 5/25 K100k (K)LLGKVTIAQGGVLPNIQAVLLPK(K) 2342.4534 114.0489 2.4 14107.5/10.90 HUMAN  P20671 Histone H2A type 1-D OS=Homo sapiens GN=HIST1H2AD PE=1 SV=2
1 1635 856 5 5/25 K100k (K)LLGKVTIAQGGVLPNIQAVLLPK(K) 2342.4534 114.0489 2.4 13906.3/10.88 HUMAN Q96KK5 Histone H2A type 1-H OS=Homo sapiens GN=HIST1H2AH PE=1 SV=3
1 1635856 5 5/25 K100k (K)LLGKVTIAQGGVLPNIQAVLLPK(K) 2342.4534 114.0489 2.4 13936.3/10.88 HUMAN Q99878 Histone H2A type 1-J OS=Homo sapiens GN=HIST1H2AJ PE=1 SV=3
1 1635856 5 525 K100k (K)LLGKVTIAQGGVLPNIQAVLLPK(K) 2342.4534 114.0489 2.4 14091.5/10.90 HUMAN  POCO0S8 Histone H2A type 1 OS=Homo sapiens GN=HIST1H2AG PE=1 SV=2
1 1635856 5 525 K100k (K)LLGKVTIAQGGVLPNIQAVLLPK(K) 23424534 114.0489 2.4 14095.6/10.90 HUMAN  Q6FI13  Histone H2A type 2-A OS=Homo sapiens GN=HIST2H2AA3 PE=1 SV=3
1 1635 856 5 525 K100k (K)LLGKVTIAQGGVLPNIQAVLLPK(K) 2342.4534 114.0489 2.4 13988.4/10.90 HUMAN Q16777 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
1 1635 856 5 5/25 K100k (K)LLGKVTIAQGGVLPNIQAVLLPK(K) 23424534 114.0489 2.4 14019.5/10.90 HUMAN Q9BTM1 Histone H2A.J OS=Homo sapiens GN=H2AFJ PE=2 SV=1
Detailed Results
+ + + i
Rank Score o) BCS Unmatched Variable sites Sequence Comrated ooy e MWl Species Accession MS-DIGeSt protein Name
lons (Da) (Da)  (ppm) (Da)
1 16.35 856 5 5/25 K100k (KILLGk VT\IAQGGVILIPNI/QAVLL/PK(K) 23424534 114.0489 2.4 14107.5/10.90 HUMAN P20671 271557  Histone H2A type 1-D OS=Homo sapiens GN=HIST1H2AD PE=1 SV=2
1 16.35 856 5 5/25 K100k (KILLGkVT\IAQGGVILIPNI/QAVLL/PK(K) 23424534 114.0489 2.4 13906.3/10.88 HUMAN  Q96KKS5 271565  Histone H2A type 1-H OS=Homo sapiens GN=HIST1H2AH PE=1 SV=3
1 16.35 856 5 5/25 K100k (K\ILLGkVT\IAQGGV|LIPNI/QAVLL/PK(K 23424534 114.0489 2.4 13936.3/10.88 HUMAN Q99878 271569  Histone H2A type 1-J OS=Homo sapiens GN=HIST1H2AJ PE=1 SV=3
1 1635 856 5 5/25 K100k (KNLLGkVT\IAQGGV|LIPNI/QAVLL/PK(K 23424534 114.0489 2.4 14091.5/10.90 HUMAN  P0C0S8 271585 Histone H2A type 1 OS=Homo sapiens GN=HIST1H2AG PE=1 SV=2
1 16.35 856 5 5/25 K100k (KILLGkVT\IAQGGVILIPNI/QAVLL/PK(K) 23424534 114.0489 2.4 14095.6/10.90 HUMAN Q6FI13 271625  Histone H2A type 2-A OS=Homo sapiens GN=HIST2H2AA3 PE=1 SV=3
1 16.35 856 5 5/25 K100k (KNLLGkVT\IAQGGUV|LIPNI/QAVLL/PK(K 23424534 114.0489 2.4 13988.4/10.90 HUMAN Q16777 271635 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
1 16.35 856 5 5/25 K100k (KNLLGkVT\IAQGGUV|LIPNI/QAVLL/PK(K 23424534 114.0489 2.4 14019.5/10.90 HUMAN Q9BTM1 271761  Histone H2A.J OS=Homo sapiens GN=H2AFJ PE=2 SV=1

Fragment-ion (m/z) |70.064 |72.080 |86.095 199.180 |212.097 (244.165 |325.185

1453.253 | 537.816*2 |546.847*2 |603.391 (603.889 ‘612 3702

‘623.347 ‘526,334*2 700.417 ‘726.449 ‘ 736.420 768.499 [849.523 [909.509 ‘1092.675 ‘1205.756 ‘1251.734‘1364.305

Frac. Inten.(% of TIC) 4.09
Rel. Inten.(% of BP) 24.34
Score 050
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Result Summary

p # mMH* mMHY  mH* Protein

Rank Score ?,/n; BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:sm" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1720 845 5 4/25 K119k (K)VTIAQGGVLPNIQAVLLPKKTESHK(A) 2641.5399 114.0859 15.6 13988.4/10.90 HUMAN Q16777 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
1 1720 845 5 4/25 K120k (K)VTIAQGGVLPNIQAVLLPKKTESHK(A) 2641.5399 114.0859 15.6 13988.4/10.90 HUMAN Q16777 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
2 1498 795 4 6/25 K125k (K)VTIAQGGVLPNIQAVLLPKKTESHk(A) 2641.5399 114.0859 15.6 13988.4/10.90 HUMAN Q16777 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
Detailed Results
. mH* mMHY  MH* Protein . .
Rank Score (,/' BCS Unmalched Vasriltael;le Sequence Calculated Error Error MWi/pl Species Acce;slon MIidDeIg;St Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1720 845 5§ 4/25 K1M9% (K)VTIAQGGVL/PNIQA/VL/L/PkKTE/SHRK (A 2641.5399 114.0859 15.6 13988.4/10.90 HUMAN Q16777 271635  Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4

Fragment-ion (m/z) {70.065 |72.081 |84.045 (86.096 |87.100 |101.070 |110.070 |120.080 129.101 130.085 167.082 [212.102 |214.120 [296.195 [313.187 [325.171 |367.224 |371.213 |453.244 |526.288 ‘534 797*2 |591.331 ‘539 692*3 697.421 ‘1068 591

Frac. Inten.(% of TIC)

4.00
Rel. Inten.(% of BP) 2358
Score 1.50
lon-type y8
Delta ppm 10.5
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Result Summary

+ P i
Rank Score ?Z)I BCS Unm;:ched Variable sites Sequence Cam:a.sd EMr:‘,r EMr:‘,r ';23',7.,'? Species ”“"’;sw" Protein Name
fons ©a (2 (ppm) (D2
1 1366776 4 524 KI20kK125k (K)VTIAQGGVLPNIQAVLLPKKTESHK(A) 26415399 228.1024 5.8 13988.4110.90 HUMAN Q16777 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
1 1366776 4 524 KI19kK125k (K)VTIAQGGVLPNIQAVLLPKKTESHK(A) 26415399 2281024 5.8 13988.4110.90 HUMAN QU677 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
1 1366 776 4 524  K119kK120k (K)VTIAQGGVLPNIQAVLLPKKTESHK(A) 2641.5399 228.1024 58 13988.4/10.90 HUMAN Q16777 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4
2 791 69.7 1

9/24 M322m (RILKmSTFPTLFRYSVALAQARQRLR(E) 2853.6032 16.0392 15.4 104576.9/8.48 HUMAN RQ86UX2 REVERSE Inter-alpha-trypsin inhibitor heavy chain H5 OS=Homo sapiens GN=ITIH5 PE=2 SV=2

Detailed Results

# ) wH* MH*  MH*  Protein
Rank Score (SOZ: BCS Unmatched Vas';';‘;'e Sequence Calculated Error Error  MWipl  Species “""ss"’" le‘ D'ges‘ Protein Name
lons (Da) (Da) (ppm)  (D2)
1 1366 776 4 5/24 migt (K)VT IAQGGVL/PNIQAVLA/MRKKTESH Kk (A) 26415399 2281024 5.8 13988.410.90 HUMAN Q16777 271635 Histone H2A type 2-C OS=Homo sapiens GN=HIST2H2AC PE=1 SV=4

Fragment-ion (miz) [70.066 [72.080 (84.044 (84.079 [86.096 [101.071 110.071 [120.080 [136.074 [171.112 [187.110 [212.103 [206.200 [313.189 |325.185 (385.242 \420 543*3 [524.287 [591.822*2 [ 623,349  [sa.357"2 \577 719*3 [707.385 [1182.614

[Frac. Inten.(% of TIC) 15.50 3.01 436
Rel. Inten.(% of BP) 10000 | 1943| 2816
Score 1.50 075 1.50
lon-type y6*2 | PNIQAV o2
Delta ppm 15 5.5 07

= Reset

8
TEer Back
100.%
"
o Grow
PHI PHIOA ylﬁl Yy
Ce e 074
g ]
T T T T T
ano 600 Bon 1000 1200
i Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

201



195

Result Summary

SPI # MH* MH® - MH* Protein e Accession 0
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2583 975 12 125 K110k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 14167.6/10.31 HUMAN  Q96A08 Histone H2B type 1-A OS=Homo sapiens GN=HIST1H2BA PE=1 SV=3
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13950.3/10.31 HUMAN  P33778 Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=2
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13819.1/10.31 HUMAN  P62807 Histone H2B type 1-C/E/F/G/l OS=Homo sapiens GN=HIST1H2BC PE=1 SV=3
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13936.2/10.31 HUMAN  P58876 Histone H2B type 1-D OS=Homo sapiens GN=HIST1H2BD PE=1 SV=2
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13892.2/10.31 HUMAN Q93079 Histone H2B type 1-H OS=Homo sapiens GN=HIST1H2BH PE=1 SV=3
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13904.2/10.31 HUMAN  P06899 Histone H2B type 1-J OS=Homo sapiens GN=HIST1H2BJ PE=1 SV=3
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13890.2/10.31 HUMAN 060814 Histone H2B type 1-K OS=Homo sapiens GN=HIST1H2BK PE=1 SV=3
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13952.3/10.31 HUMAN Q99880 Histone H2B type 1-L OS=Homo sapiens GN=HIST1H2BL PE=1 SV=3
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13989.3/10.31 HUMAN Q99879 Histone H2B type 1-M OS=Homo sapiens GN=HIST1H2BM PE=1 SV=3
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13922.2/10.31 HUMAN Q99877 Histone H2B type 1-N OS=Homo sapiens GN=HIST1H2BN PE=1 SV=3
1 2583 975 12 1/25 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13906.2/10.31 HUMAN  P23527 Histone H2B type 1-O OS=Homo sapiens GN=HIST1H2BO PE=1 SV=3
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13920.2/10.31 HUMAN Q16778 Histone H2B type 2-E OS=Homo sapiens GN=HIST2H2BE PE=1 SV=3
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13920.2/10.31 HUMAN Q5QNWE Histone H2B type 2-F OS=Homo sapiens GN=HIST2H2BF PE=1 SV=3
1 2583 975 12 1/25 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13908.2/10.31 HUMAN ~ Q8N257 Histone H2B type 3-B OS=Homo sapiens GN=HIST3H2BB PE=1 SV=3
1 2583 975 12 125 K109k (R)LLLPGELAKHAVSEGTK(A) 1763.0062 114.0532 5.5 13944.3/10.37 HUMAN  P57053 Histone H2B type F-S OS=Homo sapiens GN=H2BFS PE=1 SV=2
2 1589 821 6 8/25 K118k (R)LLLPGELAKHAVSEGTk(A) 1763.0062 114.0532 5.5 14167.6/10.31 HUMAN  Q96A08 Histone H2B type 1-A OS=Homo sapiens GN=HIST1H2BA PE=1 SV=3
Detailed Results
+ + + i
Rank Score ‘SQZ)I BCS Unma’:ched Variable sites Sequence Cal'\:l:ated EN::” g,:,, lT\lrl?l\tlleplln Species N:ce;sion le‘:zi)g(;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2583 975 12 1/25 K110k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 14167.6/10.31 HUMAN Q96A08 272051  Histone H2B type 1-A OS=Homo sapiens GN=HIST1H2BA PE=1 SV=3
1 2583 975 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13950.3/10.31 HUMAN P33778 272057  Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=2
1 2583 97.5 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13819.1/10.31 HUMAN P62807 272061 Histone H2B type 1-C/E/F/G/I OS=Homo sapiens GN=HIST1H2BC PE=1 SV=3
1 2583 975 12 1/25 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13936.2/10.31 HUMAN P58876 272065 Histone H2B type 1-D OS=Homo sapiens GN=HIST1H2BD PE=1 SV=2
1 2583 975 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13892.2/10.31 HUMAN Q93079 272069  Histone H2B type 1-H OS=Homo sapiens GN=HIST1H2BH PE=1 SV=3
1 2583 975 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13904.2/10.31 HUMAN P06899 272073 Histone H2B type 1-J OS=Homo sapiens GN=HIST1H2BJ PE=1 SV=3
1 2583 975 12 1/25 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13890.2/10.31 HUMAN 060814 272077  Histone H2B type 1-K OS=Homo sapiens GN=HIST1H2BK PE=1 SV=3
1 2583 975 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13952.3/10.31 HUMAN Q99880 272083  Histone H2B type 1-L OS=Homo sapiens GN=HIST1H2BL PE=1 SV=3
1 2583 975 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13989.3/10.31 HUMAN Q99879 272085  Histone H2B type 1-M OS=Homo sapiens GN=HIST1H2BM PE=1 SV=3
1 2583 975 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13922.2/10.31 HUMAN Q99877 272091  Histone H2B type 1-N OS=Homo sapiens GN=HIST1H2BN PE=1 SV=3
1 2583 975 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13906.2/10.31 HUMAN P23527 272093  Histone H2B type 1-O OS=Homo sapiens GN=HIST1H2BO PE=1 SV=3
1 2583 975 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13920.2/10.31 HUMAN Q16778 272153 Histone H2B type 2-E OS=Homo sapiens GN=HIST2H2BE PE=1 SV=3
1 2583 975 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13920.2/10.31 HUMAN Q5QNW6 272159 Histone H2B type 2-F OS=Homo sapiens GN=HIST2H2BF PE=1 SV=3
1 2583 975 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13908.2/10.31 HUMAN  Q8N257 272199  Histone H2B type 3-B OS=Homo sapiens GN=HIST3H2BB PE=1 SV=3
1 2583 975 12 125 K109k (R)L L|L/P/G/E/L/A k/H/A/V/S E/G T/K (A) 1763.0062 114.0532 5.5 13944.3/10.37 HUMAN P57053 272295  Histone H2B type F-S OS=Homo sapiens GN=H2BFS PE=1 SV=2

Fragment-ion (m/z) |70.064 |84.080 |86.096 (87.098 (110.070 |129.101 |130.085 [147.111 |155.081 |199.179 |227.174 (284.124 (305.180 |[397.207 ‘513 272“3 521.257 ‘550 955"3 ‘571 304"2 620.324 ‘527 345“2 691.361 ‘592 351"2 ‘720 876'2 ‘759 404“2 828.421

Frac. Inten.(% of TIC) 1.55. 3.28
Rel. Inten.(% of BP) 4.41 9.31
Score 1.50 1.50
lon-type yi2? | yis*?
Delta ppm -5.5 1.0
Reset
a,
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Result Summary

SPI # N " MH* MH®  MH" Protein - Accession N
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)

1 1183 59.7 9 9/25 K122k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 14167.6/10.31 HUMAN  Q96A08 Histone H2B type 1-A OS=Homo sapiens GN=HIST1H2BA PE=1 SV=3

1 1183 59.7 9 9/25 K121k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 13950.3/10.31 HUMAN  P33778 Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=2

1 1183 597 9 9/25 K121k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 13936.2/10.31 HUMAN  P58876 Histone H2B type 1-D OS=Homo sapiens GN=HIST1H2BD PE=1 SV=2

1 1183 59.7 9 9/25 K121k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 13892.2/10.31 HUMAN Q93079 Histone H2B type 1-H OS=Homo sapiens GN=HIST1H2BH PE=1 SV=3

1 1183 59.7 9 9/25 K121k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 13952.3/10.31 HUMAN Q99880 Histone H2B type 1-L OS=Homo sapiens GN=HIST1H2BL PE=1 SV=3

1 1183 597 9 925 K121k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 13989.3/10.31 HUMAN Q99879 Histone H2B type 1-M OS=Homo sapiens GN=HIST1H2BM PE=1 SV=3

1 1183 59.7 9 9/25 K121k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 13922.2/10.31 HUMAN Q99877 Histone H2B type 1-N OS=Homo sapiens GN=HIST1H2BN PE=1 SV=3

1 1183 59.7 9 9/25 K121k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 13906.2/10.31 HUMAN  P23527 Histone H2B type 1-O OS=Homo sapiens GN=HIST1H2BO PE=1 SV=3

1 1183 597 9 925 K121k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 13920.2/10.31 HUMAN Q16778 Histone H2B type 2-E OS=Homo sapiens GN=HIST2H2BE PE=1 SV=3

1 1183 59.7 9 9/25 K121k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 13920.2/10.31 HUMAN Q5QNW6 Histone H2B type 2-F OS=Homo sapiens GN=HIST2H2BF PE=1 SV=3

1 1183 59.7 9 9/25 K121k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 13908.2/10.31 HUMAN ~ Q8N257 Histone H2B type 3-B OS=Homo sapiens GN=HIST3H2BB PE=1 SV=3

2 911 526 7 11/25 K118k (K)HAVSEGTKAVTKYTSSK(-) 1793.9392 114.0510 4.2 14167.6/10.31 HUMAN  Q96A08 Histone H2B type 1-A OS=Homo sapiens GN=HIST1H2BA PE=1 SV=3

Detailed Results
+ + + i
Rank Score (s,,z)l BCS Unrm::ched Variable sites Sequence Caln:::a!ed g‘r:;.- g‘r:;.- ':m;z;l" Species Accessm" MI?‘ dDe'g;St Protein Name
lons (Da) (Da)  (ppm) (Da)

1 1183 597 9 9/25 K122k (K)H A\V S E G/T K/A\V T k/Y/T/S/S/K () 1793.9392 114.0510 4.2 14167.6/10.31 HUMAN  Q96A08 272051  Histone H2B type 1-A OS=Homo sapiens GN=HIST1H2BA PE=1 SV=3

1 1183 597 9 9/25 K121k (K)H A\V S E G/T K/A\V T k/Y/T/S/S/K () 1793.9392 114.0510 4.2 13950.3/10.31 HUMAN P33778 272057  Histone H2B type 1-B OS=Homo sapiens GN=HIST1H2BB PE=1 SV=2
1 1183 597 9 9/25 K121k (K)B A\V S E G/T K/A\V T k/Y/T/S/S/K () 1793.9392 114.0510 4.2 13936.2/10.31 HUMAN P58876 272065 Histone H2B type 1-D OS=Homo sapiens GN=HIST1H2BD PE=1 SV=2
1 1183 597 9 9/25 K121k (K)H A\V S E G/T K/A\V T k/Y/T/S/S/K () 1793.9392 114.0510 4.2 13892.2/10.31 HUMAN Q93079 272069  Histone H2B type 1-H OS=Homo sapiens GN=HIST1H2BH PE=1 SV=3
1 1183 597 9 9/25 K121k (K)H A\V s E G/T K/A\V T k/Y/T/S/S/K (-) 1793.9392 114.0510 4.2 13952.3/10.31 HUMAN Q99880 272083  Histone H2B type 1-L OS=Homo sapiens GN=HIST1H2BL PE=1 SV=3

1 1183 597 9 925 K121k (K)B A\V S E G/T K/A\V T k/Y/T/S/S/K () 1793.9392 114.0510 4.2 13989.3/10.31 HUMAN Q99879 272085 Histone H2B type 1-M OS=Homo sapiens GN=HIST1H2BM PE=1 SV=3
1 1183 597 9 9/25 K121k (K)H A\V S E G/T K/A\V T k/Y/T/S/S/K () 1793.9392 114.0510 4.2 13922.2/10.31 HUMAN Q99877 272091  Histone H2B type 1-N OS=Homo sapiens GN=HIST1H2BN PE=1 SV=3
1 1183 597 9 9/25 K121k (K)H A\V S E G/T K/A\V T k/Y/T/S/S/K () 1793.9392 114.0510 4.2 13906.2/10.31 HUMAN  P23527 272093  Histone H2B type 1-O OS=Homo sapiens GN=HIST1H2BO PE=1 SV=3
1 1183 597 9 925 K121k (K)B A\V S E G/T K/A\V T k/Y/T/S/S/K () 1793.9392 114.0510 4.2 13920.2/10.31 HUMAN Q16778 272153  Histone H2B type 2-E OS=Homo sapiens GN=HIST2H2BE PE=1 SV=3
1 1183 597 9 9/25 K121k (K)B A\V S E G/T K/A\V T k/Y/T/S/S/K () 1793.9392 114.0510 4.2 13920.2/10.31 HUMAN Q5QNW6 272159 Histone H2B type 2-F OS=Homo sapiens GN=HIST2H2BF PE=1 SV=3

1 1183 597 9 9/25 K121k (K)H A\V S E G/T K/A\V T k/Y/T/S/S/K () 1793.9392 114.0510 4.2 13908.2/10.31 HUMAN  Q8N257 272199  Histone H2B type 3-B OS=Homo sapiens GN=HIST3H2BB PE=1 SV=3

Fragment-ion (m/z) [60.044 (72.082 74.061 (84.081 85.085 [102.058 |110.068 [129.100 {136.070 [181.112 [209.100 [234.139 |321.177 (377.200 |385.710*2

416.544 |422.224 441.226 |449.493*2 |462.582 |518.787 |549.794 |562.805+2 (585.293 |664.34612

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
Y3
2.1504+2 Back
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¥y .
*2 4628 g
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Result Summary

sPI # o MH MH'  MH'  Protein _ Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1149 662 7 10/24 K123k (R)VTIMPKDIQLAR(R) 1384.7981 114.0544 7.6 15508.3/11.13 HUMAN Q16695 Histone H3.1t OS=Homo sapiens GN=HIST3H3 PE=1 SV=3
1 1149 662 7 10/24 K123k (R)VTIMPKDIQLAR(R) 1384.7981 114.0544 7.6 15404.2/11.13 HUMAN  P68431 Histone H3.1 OS=Homo sapiens GN=HIST1H3A PE=1 SV=2
1 1149 662 7 10/24 K123k (R)VTIMPKDIQLAR(R) 1384.7981 114.0544 7.6 15388.1/11.27 HUMAN  Q71DI3 Histone H3.2 OS=Homo sapiens GN=HIST2H3A PE=1 SV=3
1 1149 662 7 10/24 K123k (R)VTIMPKDIQLAR(R) 1384.7981 114.0544 7.6 15328.0/11.27 HUMAN  P84243 Histone H3.3 OS=Homo sapiens GN=H3F3A PE=1 SV=2
1 1149 662 7 10/24 K122k (R)VTIMPKDIQLAR(R) 1384.7981 114.0544 7.6 15213.8/11.11 HUMAN Q6NXT2 Histone H3-like OS=Homo sapiens PE=2 SV=3
Detailed Results
+ + + i
Rank Score ?,Z)I BCS Unm::ched Variable sites Sequence CaI':II:ated E"::,, éﬂ,:,r T\;I(\’I;?plr Species Acce;sion MI?\ -dDeig(;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1149 662 7 10/24 K123k (R)v T\1/M/P k/D/I Q L/A/R (R) 1384.7981 114.0544 7.6 15508.3/11.13 HUMAN Q16695 272455  Histone H3.1t OS=Homo sapiens GN=HIST3H3 PE=1 SV=3
1 1149 662 7 10/24 K123k (R)v T\1/M/P k/D/I Q L/A/R (R) 1384.7981 114.0544 7.6 15404.2/11.13 HUMAN P68431 272467  Histone H3.1 OS=Homo sapiens GN=HIST1H3A PE=1 SV=2
1 1149 662 7 10/24 K123k (R)v T\1/M/P k/D/I Q L/A/R (R) 1384.7981 114.0544 7.6 15388.1/11.27 HUMAN Q71DI3 272515  Histone H3.2 OS=Homo sapiens GN=HIST2H3A PE=1 SV=3
1 1149 662 7 10/24 K123k (R)v T\1/M/P k/D/I Q L/A/R (R) 1384.7981 114.0544 7.6 15328.0/11.27 HUMAN P84243 272631  Histone H3.3 OS=Homo sapiens GN=H3F3A PE=1 SV=2
1 1149 662 7 10/24 K122k (R)v T\1/M/P k/D/I Q L/A/R (R) 1384.7981 114.0544 7.6 15213.8/11.11 HUMAN Q6NXT2 272715  Histone H3-like OS=Homo sapiens PE=2 SV=3

Fragment-ion (miz) |70.064 [72.080 [84.080 [86.096 ‘104.051 ‘128.106 ‘138.088 ‘169.133 ‘173.127 ‘175.117 ‘137.137 ‘195.188 ‘201.120 ‘223.176 232.138 ‘240.155 ‘296.197 ‘357.192 ‘397.217 ‘527_305+z ‘593_321+2 ‘600.399 ‘715.418 ‘1054.509

Frac. Inten.(% of TIC) 238 7.83
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457| 456| 373| 340| 242 530| 503| 266| 224| 313| 429 290 352 22.85 218| 266| 7.20 6.17
Rel. Inten.(% of BP) 1040 | 3424 | 2002| 19.95| 1631 | 14.87| 1059 | 2318 | 2202 | 11.62| 978| 1371| 1878 | 1270| 1541 | 100.00 9.54 | 11.63| 31.50 | 27.00
Score 0.10| -034| -020| -020| 050| 1.50| -0.11| -023| 050| -012| -010| 150| 025/ -0.13| -0.15 1.50 150 | 150 150 1.50
lon-type a2 v1 b2 y2 |b3-H20 ya+2 yg+2 ¥5 ¥6 y8
Delta ppm 42| 134 242 43| 46 19 58| 274| 116 8.2
2 Reset
¥
1.30e+3 Back
100.% —_—
5 Grow
1952, 2 Ys -
£ 3872 vy | Shrink
_I_I]l a1 il
¥ T T T
200 400 &00 800 1000
Wass {miz) Labels



198

Result Summary

+ + + i
Rank Score ?,Z; BCS Unm::ched Variable sites Sequence Cal’:-:ated g',:,, g',:,, m\tue;r Species Accession Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1512 780 8 6/25 K57k (R)YQKSTELLIR(K) 1250.7103 114.0514 6.2 15508.3/11.13 HUMAN Q16695 Histone H3.1t OS=Homo sapiens GN=HIST3H3 PE=1 SV=3
1 1512 780 8 6/25 K57k (R)YQKSTELLIR(K) 1250.7103 114.0514 6.2 15404.2/11.13 HUMAN  P68431 Histone H3.1 OS=Homo sapiens GN=HIST1H3A PE=1 SV=2
1 1512 780 8 6/25 K57k (R)YQKSTELLIR(K) 1250.7103 114.0514 6.2 15388.1/11.27 HUMAN  Q71DI3 Histone H3.2 OS=Homo sapiens GN=HIST2H3A PE=1 SV=3
1 1512 780 8 6/25 K57k (R)YQKSTELLIR(K) 1250.7103 114.0514 6.2 15328.0/11.27 HUMAN  P84243 Histone H3.3 OS=Homo sapiens GN=H3F3A PE=1 SV=2
1 1512 780 8 6/25 K56k (R)YQKSTELLIR(K) 1250.7103 114.0514 6.2 15213.8/11.11 HUMAN Q6NXT2 Histone H3-like OS=Homo sapiens PE=2 SV=3
Detailed Results
+ + +
Rank Score ?,Z)I BCS Unma’iched Variable sites Sequence Cal':;‘::ated é‘r:lor énr:'or F;\;e;/e';:l Species Acce:SiO" Mﬁfei?(?t Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1512 780 8 6/25 K57k (R) Y Q\k/S/T/E/L/L/1/R (K) 1250.7103 114.0514 6.2 15508.3/11.13 HUMAN Q16695 272455  Histone H3.1t OS=Homo sapiens GN=HIST3H3 PE=1 SV=3
1 1512 780 8 6/25 K57k (R) Y Q\k/S/T/E/L/L/1/R (K) 1250.7103 114.0514 6.2 15404.2/11.13 HUMAN P68431 272467  Histone H3.1 OS=Homo sapiens GN=HIST1H3A PE=1 SV=2
1 1512 780 8 6/25 K57k (R) ¥ 9\k/S/T/E/L/L/1/R (K) 1250.7103 114.0514 6.2 15388.1/11.27 HUMAN Q71DI3 272515  Histone H3.2 OS=Homo sapiens GN=HIST2H3A PE=1 SV=3
1 1512 780 8 6/25 K57k (R) Y Q\k/s/T/E/L/L/1/R (K) 1250.7103 114.0514 6.2 15328.0/11.27 HUMAN P84243 272631  Histone H3.3 0OS=Homo sapiens GN=H3F3A PE=1 SV=2
1 1512 78.0 8 6/25 K56k (R) Y Q\k/S/T/E/L/L/1/R (K) 1250.7103 114.0514 6.2 15213.8/11.11 HUMAN QBENXT2 272715  Histone H3-like OS=Homo sapiens PE=2 SV=3

Fragment-ion (miz) [70.065 [84.044 [84.080 [86.096 [87.055 [91.054 [102.054 [129.102 [136.075 [137.080 [141.101 [156.109 [158.091 [175.119 [181.096 [199.180 [271.176 [288.202 [292.132 [401.287 [514.372 [625.409 [643.414 [744.466 [831.499
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Frac. Inten.(% of TIC) 345[ 0.0 244| 276| 1319 581 379 458| 865 1653 | 1421 229 499 2,67
Rel. Inten.(% of BP) 2090 | 064 14.75| 1669 | 79.84| 3514 | 2291 27.69| 5235 100.00 | 86.00 | 13.86| 30.18 16.18
Score 0.21 015| 050| 150| -035| -023| 050| 150 150 | 150| 050| 150 1.50
lon-type E y1-NH3 y1 y2-NH3 ¥2 y3 y4 |y5-H20 ¥5 y7
Delta ppm -10.1 14 36| 25 0.2 17| 100 12 6.6
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Result Summary

+ + + i
Rank Score ?’Z)I BCS Unma’:ched Variable sites Sequence Cal’:u:ated é\drl;ior éwrl:or PM“\;\‘I?;:I" Species Acce;sion Protein Name
ons (Da) (Da) (ppm)  (Da)
1 1685 752 8 6/25 K80k (R)EIAQDFKTDLR(F)  1335.6903 114.0521 6.4 15508.3/11.13 HUMAN Q16695 Histone H3.1t OS=Homo sapiens GN=HIST3H3 PE=1 SV=3
1 1685 752 8 6/25 K80k (R)EIAQDFKTDLR(F)  1335.6903 114.0521 6.4 15404.2/11.13 HUMAN  P68431 Histone H3.1 OS=Homo sapiens GN=HIST1H3A PE=1 SV=2
1 1685 752 8 6/25 K80k (R)EIAQDFKTDLR(F)  1335.6903 114.0521 6.4 15388.1/11.27 HUMAN ~ Q71DI3 Histone H3.2 OS=Homo sapiens GN=HIST2H3A PE=1 SV=3
1 1685 752 8 6/25 K80k (R)EIAQDFKTDLR(F)  1335.6903 114.0521 6.4 15328.0/11.27 HUMAN  P84243 Histone H3.3 OS=Homo sapiens GN=H3F3A PE=1 SV=2
2 849 518 4 12/25 None (R)EEEIGKLFTDLR(S) 1449.7584 -0.0159 -11.0 133504.9/5.87 HUMAN RQ66GS9 REVERSE Centrosomal protein of 135 kDa OS=Homo sapiens GN=CEP135 PE=1 SV=1
Detailed Results
+ + + i
Rank Score :,Z)l BCS Unm::ched Variable sites S C: - éﬂr:'m 2‘,‘0, PI\:I“\’A‘IIE[;:‘ Species N;ce:sion M:' ;’Deig;“ Protein Name
lons (Da) (ba)  (ppm) (Da)
1 1685 752 8 6/25 K80k (R)E 1/A o/D/F/k/T/D/L/R (F) 1335.6903 114.0521 6.4 15508.3/11.13 HUMAN Q16695 272455 Histone H3.1t OS=Homo sapiens GN=HIST3H3 PE=1 SV=3
1 1685752 8 6/25 K80k (R)E 1/A 9/D/F/k/T/D/L/R (F) 1335.6903 114.0521 6.4 15404.2/11.13 HUMAN  P68431 272467  Histone H3.1 OS=Homo sapiens GN=HIST1H3A PE=1 SV=2
1 1685752 8 6/25 K80k (R)E 1/A o/D/F/k/T/D/L/R (F) 1335.6903 114.0521 6.4 15388.1/11.27 HUMAN ~ Q71DI3 272515  Histone H3.2 0S=Homo sapiens GN=HIST2H3A PE=1 SV=3
1 1685 752 8 6/25 K80k (R)E I/A @/D/F/k/T/D/L/R (F) 1335.6903 114.0521 6.4 15328.0/11.27 HUMAN  P84243 272631 Histone H3.3 OS=Homo sapiens GN=H3F3A PE=1 SV=2

Fragment-ion (m/z) (84.043 |84.080 (86.096 (87.055 |89.070 (102.054 120.079 [129.065 129.099 141.101 [175.118 [197.129 [200.102 |215.138 [288.203 (289.206 |298.100 (315.128 345.195%2 |403.227 |504.279 |604.314+2 (746.418 893.474 [1008.516

Frac. Inten.(% of TIC) 0.08
Rel. Inten.(% of BP) 0.30
Score
lon-type QKR
Delta ppm
Reset
Y2
1.00e+4: Back
100.% S
167.1 % Grow
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Result Summary

+

MH MH®  MH* Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (ba)
1 1591 855 7 5/25 K32k (R)IDNIQGITKPAIR(R)  1325.7536 114.0625 13.6 11367.4/11.36 HUMAN  P62805 Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2
2 684 541 2 1425 None  (R)EHYVVEVKLPAR(M) 1439.8005 0.0155 10.8 104738.6/5.87 HUMAN 015327 Type llinositol-3,4-bisphosphate 4-phosphatase OS=Homo sapiens GN=INPP4B PE=2 SV=4
Detailed Results
# : MH* MH* MH*  Protein
Rank Score (,,/) BCS Unmatched Va;ilt:t;le Sequence Calculated Error Error MWipl Species Accesslon M?‘d[:;g;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1591 855 7 5/25 K32k (R)D N\1\Q G I/T/k/P/A I/R (R) 1325.7536 114.0625 13.6 11367.4/11.36 HUMAN  P62805 136470  Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2

Fragment-ion (m/z) (70.065 W 84.081 |86.096 W 141.100 [143.116 {169.098 [175.120 [185.057 |195.041 [212.066 (213.051 (228.649 [230.077 [298.142 [299.172 (343.162 |349.725*2 [359.240 |400.250*2 [439.267 |456.296 |540.317*2 |799.489

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
/]
1.03e+4 Back
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1 2 Mo N
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Result Summary
+ + + i
SPI # N " MH MH MH Protein : .o Accession "
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da)  (ppm) (ba)
1 1747 719 7 4/25 K60k (R)GVLKVFLENVIR(D)  1386.8467 114.0550 8.0 11367.4/11.36 HUMAN  P62805 Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2
2 667 501 3 925 None (K)RINVELSTKGQKK(G) 1500.8857  0.0161 10.7 69492.0/9.68 HUMAN Q96PK6 RNA-binding protein 14 OS=Homo sapiens GN=RBM14 PE=1 SV=2
3 6.66 59.0 3 11/25 K571k (R)KNLLKEMKKVR(S) ~ 1386.8614 114.0404 -1.7 73675.4/9.73 HUMAN ABPVS8 Leucine-rich repeat and IQ domain-containing protein 3 0S=Homo sapiens GN=LRRIQ3 PE=2 SV=1
4 611 582 2 11/25 K54k (R)VKKMEKLLNKR(Y)  1386.8614 114.0404 -1.7 73675.4/9.73 HUMAN RABPVS8 REVERSE Leucine-rich repeat and IQ domain-containing protein 3 0S=Homo sapiens GN=LRRIQ3 PE=2 SV=1
5 367 514 3 11/25 K186k K188k  (K)QASKSKLKVKR(Q)  1272.8110 228.0907 3.2 25631.9/10.95 HUMAN  P60008 Spermatid-specific linker histone H1-like protein OS=Homo sapiens GN=HILS1 PE=1 SV=1
Detailed Results
# N MH* MHY  wmHY Protein N .
Rank Score ?,Z; BCS Unmatched V"".'ab'e Sequence Calculated Error Error MWipl Species Acoe;slon Mazf;ﬂ Protein Name
lons (Da) (0a) (ppm) (D3
1 1747 7119 7 4/25 K60k (R)G V|L/k/V/F/L/E N V I/R (D) 1386.8467 114.0550 8.0 11367.4/11.36 HUMAN  P62805 272939  Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2

Fragment-ion (m/z) (72.080 84.080 |86.096 [87.055 |102.052 |120.079 |129.101 [141.100 |157.095 |158.092 |175.118 |186.125 |271.155 [314.220 |342.214 |356.229 {455.299 |484.284 |612.354 |616.353 |630.357 |672.896 |743.442 |890.510 |989.572

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
281043 R Back
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Result Summary

MHY MHY  MHY Protein .
Rank Score (S,;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;smn Protein Name
A
ons (Da) (Da)  (ppm) (Da)
1 1422 667 8 8125 K92k (K)TVTAMDVVYALKR(Q) 1466.8036 114.0569 8.8 11367.4/11.36 HUMAN  P62805 Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2
Detailed Results
MH* MH* MH* Protein . .
Rank Score :7; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce:slon Mﬁ,,ﬂgiﬁ Protein Name
o)
lons (Da) (Da)  (ppm) (Da)
1 1422 667 8 8/25 K92k (K) T V\T A M/D V/V/Y/A/L/k/R (Q) 1466.8036 114.0569 8.8 11367.4/11.36 HUMAN P62805 136470  Histone H4 OS=Homo sapiens GN=HIST1H4A PE=1 SV=2

Fragment-ion (m/z) |70.065 |72.079 |74.060 [84.081 |86.096 |101.068 |104.052 |120.080 |136.075 |173.128 |175.115 |187.139 |201.126 {300.199 ‘348.186 356.234 ‘400.212 ‘417.241 530.338 ‘601.278 601.385 |764.443 |764.547 |863.511 |1077.578

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1530 729 8 6/25 K199k (R)ESVELALKLLDEDEIR(G) 1871.9961 114.0567 6.9 85853.2/4.29 HUMAN 043719 HIV Tat-specific factor 1 OS=Homo sapiens GN=HTATSF1 PE=1 SV=1
Detailed Results
MH* MHY  mH* Protein . .
Rank Score 3,:; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species AGCE:SIOI\ MI?‘ :;g;ﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1530 729 8 6/25 K199k (R)E s V E/L/A/L/k/L/L/D E D E I/R (G) 1871.9961 114.0567 6.9 85853.2/4.29 HUMAN 043719 151350  HIV Tat-specific factor 1 OS=Homo sapiens GN=HTATSF1 PE=1 SV=1
Fragment-ion (m/z) |72.081 (84.083 |86.097 (102.057 |129.100 |175.117 |201.123 |215.147 |217.074 |229.117 |280.128 |384.216 |427.181 |427.271 (469.313 |611.308 |22. 525+Z 679.3662 |714.904 |724.375 ‘771 434*2 |776.348 ‘777 352+2 (889.438 ‘1002 505
[Frac. Inten.(% of TIC) (% of TIC) . . . 3 . X . . . . . . . . 4.84 6.89
Rel. Inten.(% of BP) 46.75 66.47
Score -0.47 1.50
lon-type y8
Delta ppm -4.9
Reset
s
5.020+2 Back
100.% 2 _—
8 ¥ ¥,
W y; 2 7 B
215.1 8 4
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Result Summary

SPI # " MH* MH®  MH* Protein .. Accession "
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1595 846 7 6/24 K175k (R)SVGYKPDFVGFEIPDK(F) 1797.9058 114.0563 7.0 24579.5/6.21 HUMAN  P00492 Hypoxanthine-guanine phosphoribosyltransferase OS=Homo sapiens GN=HPRT1 PE=1 SV=2
2 533 600 1 13/24 M221m K232k K234k (R)LmQETTLGSVDFkAK(Q) 1667.8673 244.0948 7.3 50199.9/5.29 HUMAN RQ86TP1 REVERSE Protein prune homolog OS=Homo sapiens GN=PRUNE PE=1 SV=2
3 388 519 1 15/24 K140k K151k (K)kSGCGWASVKYkGQK(L) 1683.8635 228.0985 6.6 50662.3/5.49 HUMAN Q8N594 MPN domain-containing protein OS=Homo sapiens GN=MPND PE=1 SV=1
4 343 528 2 14/24 K994k (K)QELEADVSHKETKRK(L) 1797.9454 114.0167 -13.7 207530.0/9.26 HUMAN Q96QE3 ATPase family AAA domain-containing protein 5 OS=Homo sapiens GN=ATAD5 PE=1 SV=3
4 343 528 2 14/24 K997k (K)QELEADVSHKETKRK(L) 1797.9454 114.0167 -13.7 207530.0/9.26 HUMAN Q96QE3 ATPase family AAA domain-containing protein 5 OS=Homo sapiens GN=ATAD5 PE=1 SV=3
Detailed Results
+ + i
Rank Score (S,,/) BCS Unma’:ched Vasrii'ael;Ie Sequence Calculated g::,, :,:,, :;3;?; Species Acce;sion Mﬁ;[)eig;st Protein Name
lons (Da)  (ppm) (Da)
1 1595 846 7 6/24 K175k (R)s V|G ¥/k/P D F V/G F E/I/P D/K (F) 1797.9058 114.0563 7.0 24579.5/6.21 HUMAN  P00492 295277 Hy 0OS=Homo sapiens GN=HPRT1 PE=1 SV=2

Fragment-ion (m/z) |70.065 [72.079 [84.080 (86.095 [120.079 [129.100 |136.077 [147.113 [159.112 [177.101 |187.109 |213.089 [291.198 [359.192 432.190 |463.232 |472.279 |617.371 |753.392*2 |805.410 836.424 (g63.432*2 |903.456 (1263.624
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Rel. Inten.(% of BP)
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Result Summary

MH* MH®  MH" Protein Accession
Rank Score (,,/) BCS Unrmtched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1458 797 9 7125 K240k

(R)NKNPAPPIDAVEQILPTLVR(L) 2185.2339 114.0608 7.8 57862.2/5.25 HUMAN ~ P52292

Importin subunit alpha-2 OS=Homo sapiens GN=KPNA2 PE=1 SV=1

Detailed Results

# MH* MHY  MH* Protein
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accesslon MI?‘ De'fes' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1458 797 9 7125 K240k

(R)N k\N\P A|P P I D A\V|E/Q/I|L/P T L VR (L) 2185.2339 114.0608 7.8 57862.2/5.25 HUMAN P52292 318397  Importin subunit alpha-2 OS=Homo sapiens GN=KPNA2 PE=1 SV=1

Fragment-ion (m/z) |70.064 (84.081 179.111 |215.136 [258.112 [312.178 [357.184 423.228 |471.231 (485.224 5667882 |585.372 |616.320*2 [639.309 (698.456 728.356 [g01.430*2 811.538 |530.991*2 (861.446 [939.588 ‘940 587*2 ‘1068 660 ‘1231 626 ‘1679 720

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

3.01 3.01 3.07 427
1659 | 1657 | 1694 | 2355
Score -0.17 1.50 0.50 -0.24
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Result Summary

# MH* MH* MHY  Protein N
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;s'on Protein Name
lon: (Da) (0a) (ppm)  (Da)
1 1379 688 7 9/25 K300k (K)TGVVPQLVKLLGASELPIVTPALR(A) 2471.4960 114.0576 5.7 57862.2/5.25 HUMAN  P52292 Importin subunit alpha-2 OS=Homo sapiens GN=KPNA2 PE=1 SV=1
Detailed Results
# MH* MH* MH*  Protein N "
Rank Score (SOZ; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Accession MI?":E'E;S' Protein Name
lons (Da) (0a)  (ppm)  (Da)
1 1379 688 7 9/25 K300k

(K)T\G V\VIPQ LVk LLGASE/L/PI/V/TPALR(A 2471.4960 114.0576 5.7 57862.2/5.25 HUMAN  P52292 318397  Importin subunit alpha-2 OS=Homo sapiens GN=KPNA2 PE=1 SV=1

Fragment-ion (m/z) (72.080 |86.094 101.069 [102.055 |258.142 (288.112 329.214 [357.210 |366.187 |418.205 433.781*2 |557.328 |581.810*2 |656.412 |663.379 |677.009 |680.410 | 696.427 (763.709 |764.381*3 |866.539 (926.503 [979.621 |1095.999%2 [1115.160*2

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
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Result Summary

# MH* MH* MH*  Protein .
Rank Score ?,Z)I BCS Unmatched Variable sites Seq Calculated Error Error MWipl Species Acce;slon Protein Name
lons (Da) (Da) (ppm) (Da)
1 1562 869 10 624 K459k (K)LGETEKLSIMIEECGGLDK(I) 2122.0406 1140501 3.2 57862.2/5.25 HUMAN  P52292  Importin subunit alpha-2 OS=Homo sapiens GN=KPNA2 PE=1 SV=1
Detailed Results
. MH* MH* MH*  Protein . .
Rank Score ?;)I BCS Unmatched Vasri;:l;le Sequence Calculated Error Error MWipl Species Accession Mli:e'gj:t Protein Name
A
lons (Da) (Da)  (ppm) (Da)
1 1562 869 10 6124 K459k  (K)L G E\T E K\L\S\I|M|I/E/E/C/G G L D K () 2122.0406 114.0501 3.2 57862.2/5.25 HUMAN P52292 318397 Importin subunit alpha-2 OS=Homo sapiens GN=KPNA2 PE=1 SV=1
Fragment-ion (miz) |70.066 [84.081 [86.095 [87.099 ‘104.051 ‘120,079 ‘217.132 ‘233.163 ‘244.091 ‘245.130 ‘300.150 ‘356.222 ‘489.264 ‘529_29:#2 ‘549.301 ‘772.383 ‘773.335 ‘385.464 ‘907.386 ‘972,504 ‘1020.477 ‘1085.588 ‘1151.511 ‘1216.637
Frac. Inten.(% of TIC) 194 ae8| 249 205 so00[ 192 223 235 214] 226 337 537 202[ 646] 296[ 1177[ 269 o922 305 448] 252
Rel. Inten.(% of BP) 929| 1765| 1194 14.12| 1438| 920 1070| 11.24| 1023| 1084| 1616| 2574 | 970| 30.94| 1419| 5636 | 1290 | 4417 | 1461| 2148 1209
Score 009| -018| -012| 050| -014| -009| 150 050| 075 150 050| 150| 050 150| 050 150 050| 150 050| 150 050
lon-type MI-28 Y5 b3 kL ¥5 ag*? ¥6 be y7 b7 y8 bg ¥9 bg ¥10 b1o
Delta ppm 28.1 200| -216| -289| 58| q00| 49| 20| 60| 52| 38 35 105 28 34 94
M :
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Result Summary

SPI # N " MH* MH®  MH®  Protein . Accession N
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ons (Da) (Da)  (ppm) (Da)
1 1143 625 8 10/25 K537k (R)SSAYESLMEIVKNSAK(D) 1756.8786 114.0594 8.8 97170.8/4.68 HUMAN Q14974 Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2
2 766 556 6 12/25 K541k (R)SSAYESLMEIVKNSAKk(D) 1756.8786 114.0594 8.8 97170.8/4.68 HUMAN Q14974 Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2

Detailed Results

# MHY MHY MH* Protein 5 .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce:smn MI?‘ dDe'g(;St Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1143 625 8 10/25 K537k (R)S S A’Y E/S L M/E I/V/k/N SIAIK (D) 1756.8786 114.0594 8.8 97170.8/4.68 HUMAN Q14974 159221 Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2

Fragment-ion (m/z) 70.063 (84.077 [86.096 (87.052 |102.054 [104.052 |120.080 [129.088 [136.073 [147.076 [147.109 [157.061 [159.086 [171.110 [218.151 [228.099 (419.227 (661.365 |667.360*2 (682.342 (760.417 ‘313,409"2 825.923 ‘874.501"2 ‘1002.539

Frac. Inten.(% of TIC) 516 282 275 3.81
Rel. Inten.(% of BP) 56.84 | 31.10 3031 | 42.00
Score 150 | -0.31 -0.30 1.50
lon-type a142 ¥8
Delta ppm 16.2 -19.3
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Result Summary

SPI # MH* MH*  MH"  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1941 905 10 3/25 K730k (K)KYLEVVLNTLQQASQAQVDK(S) 22752292 114.0652 9.3 97170.8/4.68 HUMAN Q14974 Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2
Detailed Results
# MH* MH* MH*  Protein
Rank Score (S,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon le‘ zgeﬁ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 19.41 905 10 3/25 K730k (K)k Y L E V V|L N T\L/Q/Q|A/S Q A/Q/V/D/K (S) 22752292 114.0652 9.3 97170.8/4.68 HUMAN Q14974 318441  Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2

Fragment-ion (miz) 72.080 (84.042 (84.080 (86.097 [101.070 [147.109 [257.127 |262.143 |311.159 (328.172 |361.208 (461.209 [471.265 489.266 \542 761%2 (567.301 \573 829%2 \587 836*2 \772 411%2 [775.395 (846.460 |957.470 (974.506 [1085.550 1102.558

[Frac. Inten.(% of TIC) (% of TIC) 0.11 4.25
Rel. Inten.(% of BP) 0.96 36.47
Score 0.50
lon-type KQ ¥4 ly10-H20*2
Delta ppm 1.7 211
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Result Summary

# MH*  MH* WMH*  Protein )
Rank Score (s,/:)l BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ;slcn Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2206923 9 425 K213k (RILLVPTQYVGAIGKEGATIR(N) 2099.2223 114.0498 3. 63456.8/9.26 HUMAN ~QONZI8  Insuiin-like growth factor 2 mRNA-binding protein 1 OS=Homo sapiens GN=IGF2BP1 PE=1 SV=1
2 906 820 2 14125 K164k K166k (K)LLVKVDAKTKAQLDEWK(A) 1985.1430 228.1202 19.6 100186.0/6.06 HUMAN ~ P49756 RNA-binding protein 25 OS=Homo sapiens GN=RBM25 PE=1 SV=3
2 906 820 2 1425 K166k K173k (K)LLVKVDAKTKAQLDEWK(A) 1985.1430 228.1292 19.6 100186.0/6.06 HUMAN  P49756 RNA-binding protein 25 OS=Homo sapiens GN=RBM25 PE=1 SV=3
2 906 820 2 14125  K164kK173k (K)LLVKVDAKTKAQLDEWK(A) 1985.1430 228.1292 19.6 100186.0/6.06 HUMAN  P49756 RNA-binding protein 25 OS=Homo sapiens GN=RBM25 PE=1 SV=3
3 824 802 2 1525  K160kK173k (K)LLVKVDAKTKAQLDEWK(A) 1985.1430 228.1202 19.6 100186.0/6.06 HUMAN ~ P49756 RNA-binding protein 25 OS=Homo sapiens GN=RBM25 PE=1 SV=3
Detailed Results
# MH* MHY  MHY Protein N o
Rank Score (sf)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWpl  Species ‘“e:sw“ M;:zg;s' Protein Name
° lons (Da) (Da)  (ppm) (Da)
2206 923 9 425 K213k (RILLVPT/QYV/GAUVGK/E/GAT IR (N) 2099.2223 114.0498 3.1 63456.89.26 HUMAN QONZIB 309997 Insulin-ike growth factor 2 mRNA-binding protein 1 OS=Homo sapiens GN=IGF2BP1 PE=1 SV=1
Fragment-ion (m'z) |72.082 [86.097 [199.182 [227.177 [228.178 [326.244 \473;55*2 517.306 \529 804°2 [589.297 [ 624.025™ [630.016°3 [646.348 \“303{3\ 717359 [730.381%2 [781.441%2 [830.433 [345.451°2 [p87.490 \935 508%2 [9a4.521%2 \994055*1 1058.598 [1299.738
Frac. Inten.(% of TIC) 123 11 771 0.91 4.06 0.97 0.91 093 26.16 526 147
Rel. Inten.(% of BP) 470 426 20.48 348| 1551 370 349 355| 10000| 2010
Score 150 050 150 075 016 150 150 | -0.03 050 150 150
lon-type 2 PTQYV y17- H20 *3 yig*3 | PTQYVGA yia*2 yi5*2 yi7H0*2 |yt | yig*?
Delta ppm 55 24 37 30 195 5.1 3.1 25
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S Yoz
" Grow
18 .2
Al | s | Shrink
s P | 4] % Y
L ——a L, i : .
200 400 &s00 [ ] 1000 1700
W (i) Labels
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Result Summary

+ + + i
Rank Score (SQZ; BCS Umm’:ched Variable sites Sequence Cal::n::ated glr:,, g::" Plactwe; Species Acce;sion Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1812 834 7 7125 K450k (K)IAPPETPDSKVR(M) ~ 1309.7110 114.0412 -1.2 63456.8/9.26 HUMAN  Q9NZI8 Insulin-like growth factor 2 mRNA-binding protein 1 OS=Homo sapiens GN=IGF2BP1 PE=1 SV=1
2 6.18 675 3 15/25 None (R)IASNFKPGSYPSR(Y) 1423.7328 0.0194 13.6 59379.9/10.10 HUMAN RQ14498 REVERSE RNA-binding protein 39 OS=Homo sapiens GN=RBM39 PE=1 SV=2
3 553 642 2 16/25 None (K)LARTGNFFLTQR(A) 1423.7805 -0.0282 -19.8 42785.5/5.92 HUMAN RQ8NFZ8 REVERSE Cell adhesion molecule 4 OS=Homo sapiens GN=CADM4 PE=1 SV=1
4 502 565 2 16/25 None (R)ALEELGEELHKR(E) 1423.7540 -0.0017 -1.2 150587.8/6.37 HUMAN Q2M1P5 Kinesin-like protein KIF7 OS=Homo sapiens GN=KIF7 PE=1 SV=2
5 498 60.7 2 17/25 None (R)LAAAEAPSGPEVRR(I) 1423.7652 -0.0130 -9.1 37413.9/7.91 HUMAN RQ15599 REVERSE Na(+)/H(+) exchange regulatory cofactor NHE-RF2 OS=Homo sapiens GN=SLC9A3R2 PE=1 SV=2
Detailed Results
+ + + i
Rank Score (,y) BCS Umm(ched Varable Sequence Camitted i o WWpl  Spocies Accession MS-DIGest protein Name
fon (©a  (0a) (pm (03
1 1812 834 7 7125 K450k (K)1 a|p/P E T/P/D/S k/V/R (M)  1309.7110 114.0412 -1.2 63456.8/9.26 HUMAN  QINZI8 309997  Insulin-like growth factor 2 mRNA-binding protein 1 OS=Homo sapiens GN=IGF2BP1 PE=1 SV=1

Fragment-ion (m/z) ’m W’m 157.133 [175.117 [185.131 |227.103 [274.189 [324.159 [369.197 [375.870 |389.211%3 |408.212%2 |413.877*3 [413.994 [425.202 |571.799%2 [580.982 603.361 |620.319%2 | 637.276 |643.313 718.386 [740.355 |815.426

[Frac. Inten.(% of TIC) Inten.(% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
2 Reset
Y10
3.47e+3
a Back
100.%
+3
Yo
1 Grow
% PE 9 Shrink
L] Ya I PPETPD 20 ¥ rini
] III| L1 '.-' | .I
100 200 300 600 T00 800
Labels
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Result Summary

MH'  MH'  MH®  Protein . Accession .
Rank Score (.,” BCS Unr:ﬁlched Variable sites Sequence Calculated Error Emor ~ MWpl  Species “*®;%°" Protein Name
ons (a)  (Da) (ppm) (D)
1 1888 821 8 7125 K14tk (K)ILPTLEAVAALGNKVVESLR(A) 2093.2329 1140780 159 43290.6/519 HUMAN Q12905 Interleukin enhancer-binding factor 2 OS=Homo sapiens GN=ILF2 PE=1SV=2
2 715 663 2 1525 K585k (K)LLEKVPVDTGWGLLIGKSR(T) 2093.2693 114.0416 -0.6 124153.0/553 HUMAN RQ8IZS8 REVERSE Voltage-dependent calcium channel subunit alpha-2/defta-3 OS=Homo sapiens GN=CACNAZD3 PE=1 SV=
2 715 663 2 1525 K599  (K)LLEKVPVDTGVVGLLIGKSR(T) 2093.2693 114.0416 -0.6 124153.0/5.53 HUMAN RQ8IZS8 REVERSE Voitage-dependent calcium channel subunit alpha-2/delta-3 OS=Homo sapiens GN=CACNA2D3 PE=1 SV=1
3 663 647 3 1625  K65kK67k  (K)LLLLTCGIWLLHIGKTK(E)  1979.1874 2281234 17.0 136184/9.15 HUMAN RQUBZI9 REVERSE Putative transcript 11 protein OS=Homo sapiens GN=TTTY11 PE=5 SV=1
4 654 628 2 1625 None  (RILIKEALSYRGLQHLILALR(Q) 2207.3387 -0.0278 -12.6 950355/6.45 HUMAN RQ86TV6 REVERSE Tetratricopepiide repeat protein 78 OS=Homo sapiens GN=TTC7B PE=1SV=3
Detailed Results
+ + + i
Rank Score (,,” BCS Unrmlched V"si;:';'e Sequence c;m::md é’:‘o, éﬁ'o, ':;3\‘17;:‘ Species k”:s“’" Mﬁf;f;s' Protein Name
lon (Da) (Da)  (ppm) (Da)
1 1888 821 8 7125 K141k (K)ILIP T L/E A V/A A L/G N k|V/V/E S L/R (A) 20032320 114.0780 159 43290.6/5.19 HUMAN Q12905 315817 Interleukin enhancer-binding factor 2 OS=Homo sapiens GN=ILF2 PE=1SV=2

Fragment-ion (miz) [70.064 [84.080 [86.097 [171.116 [175.117 [199.110 [ 199.179 [200.184 [227.174 [441.249 [504.268 [558.322"2 [603.356 [655.418" [661.053" [662.376"2 [685.887 [102.418 [753.428 [771.436 535.467*2 [982.568 [991.051 [991.575 [1115.634

Frac.Inten.(%of TIC) [ 000 [ 207[ 740 190 130 220 769 135 282 143 166 282 349 3155 178 249 188 131] 156 320 147[ 879 614 1.90
Rel.Inten.(% of BP) | 001| 6572347 | 603| 411| 698| 2438| 429| 894| 454 5.61 526 895 1107 | 100.00 565 7.89| 596| 4.17| 495 1014 | 467 2786 1947| 602
core 020| -007| 050| 075 150| 075 050| -004| 050| 075 1.5 150| 150 0.1 1.50 006 150| 150| 050| -0.05 150 | -005| 150| -0.19 1.50
lon-type PR at LG % PT a by | PTLE v w2 5 yis™ Y12 ¥ | br+1g ns'2 yrHig ¥o
Delta ppm 132 55| 198| -94| 89| -50 40| 331| -199 83| 173 19.0 6.1 57| -129 25 67 154
050 | PT-28 - g -
Li| 198
55
o1 Reset
18
4,026+ Back
100.%
Grow
2% e .
b, 8544 y +2 Shrink
L | 2 A 7714 Y15 Yo |
J all " P | L g 1
1 T T T
200 400 600 800 1000
s (miz) Labels
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Result Summary

# MH* MH* MHY  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (a) (ppm)  (P3)
1 1112 617 8 12/25 K328k (R)KILGQEGDASYLASEISTWDGVIVTPSEK(A) 3093.5627 114.0640 6.6 43062.4/5.19 HUMAN Q12905 Interleukin enhancer-binding factor 2 0S=Homo sapiens GN=ILF2 PE=1 SV=2
Detailed Results
. MH* MH*  MH*  Protein 5 .
Rank Score (%) BCS Ummlched V:"::Ie Sequence Calculated Error Error MWipl Species Acce:slon Ma;);g;sl Protein Name
lons (Da) (Da) (ppm) (Da)
1 1112 617 8 12/25 K328k (R)k IL\GQEGDASYLASEI/STWDG V/I/V/T/P/SE K (A) 3093.5627 114.0640 6.6 43062.4/5.19 HUMAN Q12905 315817  Interleukin enhancer-binding factor 2 0S=Homo sapiens GN=ILF2 PE=1 SV=2

Fragment-ion (mi/z) 86.094 [258.140 [363.173 |385.180 |441.141 |460.230 (469.329 |478.749 |543.264 (540.336 |561.285 | 585.311 |660.342 |717.864 |765.368 |773.426 ‘ 820.921*2 [839.421 \971 449*2 [1044.504 ‘1039 550 ‘1142150 ‘1257 007 ‘1399712 ‘141& 706

Frac. Inten.(% of TIC) 258 [ 287 314 3.90 248 404 409 308[ 240 386 245 313
Rel. Inten.(% of BP) 1415 | 1574 17.24 2143 13.62 2017 | 2248| 1693| 1321| 2120| 1345| 1720
Score 0.14| -0.16 -0.17 021 0.25 022 150 -0.47| -043| -021| -0.13| 1.50
lon-type Y7 |bys-H20*2 y10 y13
Delta ppm 182 188 126 73
Reset
488042 o
100.%
Grow
¥y H0 839.4
2 2
¥ 1287.1 )
7914 | i“ 11424 | i3 Shrink
LIl 1 1 1
800 1200 1400
Mass (miz) Labels
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Result Summary

MH* MH®  MH* Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1203 606 5 11/25 K804k (R)IADLQGKTSYHLVLR(A) 1713.9646 114.0679 13.7 123743.8/5.50 HUMAN  P42702 Leukemia inhibitory factor receptor OS=Homo sapiens GN=LIFR PE=1 SV=1
Detailed Results
# MH*  MH* MH*  Protein ) -
Rank Score (S“/P)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:sm" Milzg;ﬂ Protein Name
f]
lons (Da) (Da)  (ppm) (Da)
1 1203 606 5 11125 K804k (R)ITADLQGKTS Y/H/L/N/L/R (A) 1713.9646 114.0679 13.7 123743.8/5.50 HUMAN  P42702 360053  Leukemia inhibitory factor receptor OS=Homo sapiens GN=LIFR PE=1 SV=1

Fragment-ion (m/z) 044 (84.080 |86.096 (87.054 (91.053 |110.071 |119.048 |136.075 [137.078 [141.101 |175.119 [200.139 |223.155 [233.092 [251.150 [261.087 (278.114 (288.204 |319.212*2 [350.218 (387.271 |469.795%2 |500.358 |525.310*2 |637.414

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
HT —
1. 25e+d Back
1C0.%
Y
2
, ¥, vy ¥ Qrow
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“1' | : |"L HLY | 4508 | cagy Shrink
N AT | ||
100 200 400 500 800
Manse {mzh Labels
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Result Summary

SPI # MH* MH*  Protein Accession
Rank Score ,,, BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
(%) #
lons (Da) (ppm) (Da)
1 1538 838 8 5/25 K118k (R)NVNIFKFIIPNVVK(Y) 1644.9836 114.0589 9.1 36688.9/8.44 HUMAN  P00338 L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2
Detailed Results
MH* MH* MH*  Protein . .
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:smn Mlit?elgiﬂ Protein Name
o]
ons (Da) (0a) (ppm)  (Da)
1 1538 838 8 5/25 K118k (R)N V\N\I\F k/F/I/I/P N V V/K (Y) 1644.9836 114.0589 9.1 36688.9/8.44 HUMAN  P00338 351281  L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2

Fragment-ion (m/z) |70.064 |72.081 |84.080 [86.096 |87.053 [88.038 |120.081 [141.101 |147.112 |186.123 |187.121 {200.138 ‘212.103 ‘214.120 ‘311.169 ‘328.159 ‘382.255 ‘390.219 441.249 ‘503.292 ‘537.321 ‘556.344 ‘669.425 782.517 ‘929.601
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Frac. Inten.(% of TIC) 304 545[ 634 675 322 283] 272 258 298| 1461] 612 335
Rel. Inten.(% of BP) 19.62| 3514 | 40.89| 4351 | 2077 | 1824 | 17.54 16.66 | 19.23 | 94.23| 39.46 2163
Score 020| 075| 075| 075| 050| -0.18| 075 075| 075| 150| 150 1.50
lon-type PN b2| PNV b3 KF KkFl | IPNV 5 ¥6 8
Delta ppm 4.1 18| 99| -105 12.1 40| -37.4| 31| -63 20.0
NV
1.8
Reset
3 ¥,
2. 18e+3 3 5 Back
100.% ——
b Y Vg Grow
b
1 0. | by a3 4 IIPN ¥z Yy Shrink
A | S ' Y S S A
200 300 400 500 &00 700 8O0 a0d
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Result Summary

# MH* MH*  MH*  Protein Accession
Rank Score (a/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species
lons (Da) (Da) (ppm)  (Da)
1 1339 747 7 7125 K14k (K)DQLIYNLLKEEQTPQNK(I) 2074.0815 114.0590 7.4 36688.9/8.44 HUMAN  P00338 L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2
2 695 567 4 11/25 K22k (K)DQLIYNLLKEEQTPQNK(I) 2074.0815 114.0590 7.4 36688.9/8.44 HUMAN  P00338 L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2
3 491 532 3 14/25 K462k K465k (K)RSIGSKELDQSQKVEKK(T) 1960.0822 228.0584 -12.6 56564.2/7.32 HUMAN RQ6Y288 OS=Homo sapiens GN=B3GALTL PE=1 SV=2
3 491 532 4 14/25 K462k K466k (K)RSIGSKELDQSQKVEKK(T) 1960.0822 228.0584 -12.6 56564.2/7.32 HUMAN RQ6Y288 REVERSE Beta-1,3-glucosyltransferase OS=Homo sapiens GN=B3GALTL PE=1 SV=2
3 491 532 4 14/25 K465k K466k (K)RSIGSKELDQSQKVEkK(T) 1960.0822 228.0584 -12.6 56564.2/7.32 HUMAN RQ6Y288 REVERSE Beta-1,3-glt OS=Homo sapiens GN=B3GALTL PE=1 SV=2
Detailed Results
sPI # . . MH* MH* MH*  Protein
Rank Score BCS Unmatched Variable sites Sequence
[

(%)

1 13.39 747 7

lons
7125

K14k

Calculated Error Error ~ MWipl

(K)D QILII ¥ N/L L/k E/E Q/T/P Q N K (I)

2074.0815 114.0590

(Da) (0a) (ppm)  (D3)

7.4 36688.9/8.44 HUMAN

Species

L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2

Fragment-ion (miz) (70.064 (84.081 (86.094 |133.061 |226.085 |227.066 [244.093 278.110 (309.157 [340.157 (357.177 (371.188 |457.197 |469.224 |486.263 587.309 ‘603799” 714.455 ‘721 3872 [844.436 ‘359 512*2 ‘915436* ‘954532& ‘973 030*2 ‘1215 580

Frac. Inten.(% of TIC)
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7.26 323 004 264
Rel. Inten.(% of BP) 5837 2597| 7983| 21.20
Score 1.50 0.50 1.50 1.50
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Reset
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Result Summary

SPI # MH* MH®  MH'  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 1247 727 5 8/25 K243k (K)QVVESAYEVIKLK(G) 1505.8574 114.0574 8.9 36688.9/8.44 HUMAN  P00338 L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2
2 949 636 4 10/25 K245k (K)QVVESAYEVIKLk(G) 1505.8574 114.0574 8.9 36688.9/8.44 HUMAN  P00338 L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2
Detailed Results
# mMH* MH* MH*  Protein . .
Rank Score (S;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:smn Mﬁg;g;ﬁ Protein Name
fo
lons (Da) (Da)  (ppm) (Da)
1 1247 727 5 8/25 K243k (K)\Q VvV E s A YE/V/I/k/L K (G) 1505.8574 114.0574 8.9 36688.9/8.44 HUMAN  P00338 351281  L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2

Fragment-ion (m/z) |70.064 |72.081 |84.045 [84.081 |86.097 (91.051 |102.054 [129.101 |136.074 |183.116 |200.139 |260.195 ‘271.141 ‘293.119 ‘308.204 ‘356.235 ‘368.185 ‘397.180 502.338 ‘578.297 ‘596.292 ‘615.429 ‘678.318 714.490 ‘343.536

Frac. Inten.(% of TIC) 0.20 361 719 853 59 352 320[ 1019 435 365[ 1238 4.78
Rel. Inten.(% of BP) 1.60 2918 | 5807 | 68.89| 48.16| 28.42| 2661 | 82.33| 3515| 2946 | 100.00 38.59
Score 029| 075| 150| 075| -0.28| -027| 150| -035| 025| 1.50 1.50
lon-type E YE | y++q kL y3 bg-H20 v4 ¥6
Delta ppm 174| 284 120 6.9 212 159 74
Reset
Yy
5.700+2:
¥ Back
100.% Y, _—
Yy s
YE
KL
Y, Grow
% 2711 o2 578.3 s
6763 )
|| | | | Shrink
= T T T ) T T
200 0o 400 500 600 700 800
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Result Summary

MH* MH* MH*  Protein .
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:slon Protein Name
ons (Da) (Da) (ppm)  (Da)
1 1586 733 8 8/25 K81k (K)IVSGKDYNVTANSK(L) 1495.7751 114.0488 3.7 36688.9/8.44 HUMAN  P00338 L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2

Detailed Results

# MH* mMHY  wmHY Protein . .
Rank Score ‘s;)l BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Accezslon MI?“’Delg;s' Protein Name
3
lons (Da) (Da)  (ppm) (Da)
1 1586 73.3 8 825 K81k (K)1 v s 6/k/p/Y N/V/T/A/N/S K (L)  1495.7751 114.0488 3.7 36688.9/8.44 HUMAN P00338 351281  L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2

Fragment-ion (m/z) |72.080 (84.080 [86.096 (87.055 |129.099 [136.073 |141.098 [153.105 |185.165 [186.167 [234.143 |312.674*2 |333.156 [348.187 (387.198 |419.228 (502.228 (520.275 |551.791 |600.324 619.345 ‘627 289*2 ‘sgs 8422 (896.425 ‘1011 495

Frac. Inten.(% of TIC) 2.88 4.90 227
Rel. Inten.(% of BP) 12.63 21.45 9.93
Score 1.50 -0.21 1.50
lon-type yi0*2 ¥9
Delta ppm 325 20.6
Reset
a
948042 1l Back
100.5% _
a v, Grow
595.8 )
1411 | | sek ssk] ¥ Yo 9 Shrink
9
K
JE L el o | I I
T T T T T
200 400 a00 a00 1000
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Result Summary

SPI # : " MH* MH®  MH®  Protein - Accession "
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (0a)  (Da) (ppm) (D)
1 1477 820 7 524 K244k (K)MVVESAYEVIKLK(G) 1508.8393 114.0548 7.3 36638.7/5.71 HUMAN  P07195 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2
2 1026 70.0 5 8/24 K246k (K)MVVESAYEVIKLk(G) 1508.8393 114.0548 7.3 36638.7/5.71 HUMAN  P07195 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2

Detailed Results

# . MH* MH* MHT  Protein . .
Rank Score ?,/P)I BCS Unmatched Vasriltael;Ie Sequence Calculated Error Error MWI/pl  Species Acce;smn lel:elgjft Protein Name
3
(Da) (0a) (ppm)  (Da)
1 1477 820 7 5/24 K244k (K)M V\V E S A Y/E/V/I/k/L/K (G) 1508.8393 114.0548 7.3 36638.7/5.71 HUMAN  P07195 351361 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2
Fragment-ion (miz) [72.080 [84.044 [84.081 86.096 [102.055 [104.052 [129.101 [136.075 [147.111 [158.009 [201.124 [203.121 [229.117 [231.116 [260.198 [271.142 [356.227 [371.178 [384.225*2 [468.245 [502.334 [615.419 [714.488 [343.533
Frac. Inten.(% of TIC) 019 661 017[ o68| 337 529 355| 1566 422 489| 339 345 523 338 296 290[ 1113[ 1206 610 312
Rel. Inten.(% of BP) 118| 4220| 107 | 434| 2151| 3379| 2267 |10000| 2693 | 31.26| 2164 | 2203| 3339| 2162| 1888 | 1853| 71.06| 77.06| 3895| 19.95
Score 100| 050| 020| 100| 150| -034| 050 050| 075| 050 150| -022| 075| -022| -019| -049| 150| 150| 150| 150
lon-type E a1 RKQ Y v EV-28 a2 EV b2 y2 kL y3 v4 Y5 Y6
Delta ppm 34| -158| -81| 43| -136 43| 77| -04| 42| 40 102 05| -02| 05| 34
Reset
4. 17e+3 a;
Back
100% ¥, s
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bl ¥, Grow
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22 s || Shrink
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Result Summary

# MH* MH®  MH"  Protein Accession "
Rank Score (,/’ BCS Unma(ched Variable sites Sequence Calculated Error Error  MWIpl  Species ““*;°" Protein Name
(Da) (Da) (ppm)  (Da)
1 1936 940 9 4125 K308k (R)GLTSVINQKLKDDEVAQLK(K) ~ 2099.1707 114.0505 3.4 36638.7/5.71 HUMAN  PO7195 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1SV=2
2 1779 927 8 5/25 K310k  (R)GLTSVINQKLKDDEVAQLK(K) ~2099.1707 114.0505 3.4 36638.7/5.71 HUMAN ~ P07195 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2
3 1621 910 7 6125 K318k (R)GLTSVINQKLKDDEVAQLK(K) ~ 2099.1707 114.0505 3.4 36638.7/5.71 HUMAN ~ PO7195 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1SV=2
4 875 733 4 1125 K159k  (R)GLLSSVVVLSGKSDTLSPLAR(S) 2099.2070 114.0141 -13.0 34288.6/9.76 HUMAN RQ7Z5J1 REVERSE F id 11-bet 1-like protein OS=Homo sapiens GN=HSD11B1L PE=2 SV=1
5 471 544 3 1525 None  (R)LTSRLORMTELGELPELAR(L) 22132071 0.0141 6.4 32868.8/9.65 HUMAN RP29372 DNA3 0S=Homo sapiens GN=MPG PE=1 SV=3
Detailed Results
+ + + i
Rank Score (S,Z)' BCS Unmatched Varable Sequence Coltiated Entor  Emror ".2357;7‘ Species A702pSion MS-19%5 protein Name
lons (Da) (Da)  (ppm) (Da)
1 1936 940 9 4125 K308k (R)G LIT|S/VII/N/Q/k L/K/DD EVA QLK (K)  2099.1707 1140505 3.4 36638.7/5.71 HUMAN PO7195 351361 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2

Fragment-ion (miz) |72.080 [84.080 [86.095 [129.101 [143.116 [171.110 [270.140 [272.157 [323.166 [341.180 [422.242 [440.248 [458.257 [523.282 \675 696%3 \531 702*3 \mo 900°2 [732.405 [764.914*2 [821.941%2 \m 479%2 [017.459 \m 018*2 \971 5302 [1022.056*2
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Frac. Inten.(% of TIC) 269 747 115 1054 638 11.10 9.35
Rel. Inten.(% of BP) 1394| 3747 59 | 5465 3306| 57.55 48.46
Score 050 1,50 150 1.50 1.50 1.50 1.50
lon- YR lyi7p0™3 | g yi2? | yia*? vis2| w6 yi7*?
Delta ppm 34 125 78 7.7 07 0.1 41 14

L Reset

9.276+3 s Back

100.% _—
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s Y13
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Result Summary

MH* MH* MH*  Protein

Rank Score ?,Z)I BCS Unm;:ched Variable sites Sequence Calculated Error Error MWipl Species Acce:sw" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1824 932 7 2/25 K308k (R)GLTSVINQKLKDDEVAQLK(K)  2099.1707 114.0507 3.5 36638.7/5.71 HUMAN P07195 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2
1 1824 932 7 2/25 K310k (R)GLTSVINQKLKDDEVAQLK(K)  2099.1707 114.0507 3.5 36638.7/5.71 HUMAN P07195 L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2
2 1083 687 3 10/25 None (R)IQLLLEPTLTTSDVDGLSGLK(R) 2213.2275 -0.0061 -2.8 75127.6/6.22 HUMAN RQ8WU76 REVERSE Sec1 family domain-containing protein 2 OS=Homo sapiens GN=SCFD2 PE=1 SV=2
3 985 640 4 9/25 M31m (K)EKISYLPDVLKNHVLmMLGK(F)  2197.2413 15.9800 -6.7 32668.7/6.44 HUMAN RP46926 6- 1 0S=Homo sapiens GN=GNPDA1 PE=1 SV=1
4 980 641 3 8/25 K932k (K)SQAKIVIGLDNVAGVSVTSLK(D)  2099.2070 114.0143 -12.9 118401.3/9.37 HUMAN Q9UBC5 Myosin-la OS=Homo sapiens GN=MYO1A PE=1 SV=1
Detailed Results
+ + + i
Rank Score ‘,,/) BCS Unmatched Vafi:ble Sequence Caln:l:ated 2,:,, én:or .:Vrlch[;r Species kce;SiO" Mli ':;f;ﬁ Protein Name
lon: (Da) (Da)  (ppm) (Da)
1 1824 932 7 225 K308k (R)G L\T S W/I/N Q k L K D D E/V/A Q/L/K (K) 2099.1707 114.0507 3.5 36638.7/5.71 HUMAN  P07195 351361  L-lactate dehydrogenase B chain OS=Homo sapiens GN=LDHB PE=1 SV=2

Fragment-ion (m/z) |72.080 |74.060 (84.043 |84.080 (86.096 (87.056 [101.070 [129.102 [143.116 [147.112 |159.110 [161.092 [171.110 [187.106 |189.089 [200.101 |260.198 [270.143 (371.225 (440.249 |459.289 |558.361 |579.313*2 [821. 944*2 878.489*2
. .61

Frac. Inten.(% of TIC) | 0.51
Rel. Inten.(% of BP) | 1.98
Score 0.50
lon-type v
Delta ppm -14.9
Reset
a
ET.N yade Back
100.%
+2 Grow
o "
1 4 ¥,
Iu Ny, b 5703 I | Shrink
: 1] L1 Ll
T T T T T T -
100 300 ano 500 oo 8O0
e Labels
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Result Summary

+

MH MH* MHY  Protein N
Rank Score ?,/P; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acoe:smn Protein Name
o]
ons (Da) (ba)  (ppm)  (Da)
1 1058 720 4 9/25 K152k (R)VGCKYQAEIPDR(L) 1435.6998 114.0551 7.9 75023.5/9.70 HUMAN 094776 Metastasis-associated protein MTA2 OS=Homo sapiens GN=MTA2 PE=1 SV=1
Detailed Results
# MHY MH*Y  MHY Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites S Calculated Error Error MWipl Species Acce;slon Mliil)g(;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1058 720 4 9/25 K152k (R)VGckyYo/aE/I/PD/R (L) 14356998 114.0551 7.9 75023.5/9.70 HUMAN 094776 414541 Metastasis-associated protein MTA2 OS=Homo sapiens GN=MTA2 PE=1 SV=1

Fragment-ion (m/z) (70.065 |72.080 ’m 84.043 |84.079 W 102.052 (129.103 133.039 [136.076 (141.068 [175.116 |201.107 (244.131 [292.130 (314.160 (347.662+2 [370.165 |387.197 (383.196*2 |402.227 460.178 |479.235 |500.281 (700.362

Frac. Inten.(% of TIC)

385 395
Rel. Inten.(% of BP) 3163 | 3242
Score -0.25 0.75
lon-type YQ
Delta ppm -1.0
Reset
Y3
4,480+2 % Back
100.% _—
AEI
Y ¥y "
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R 3 2421 Ya a6h2 4602 @
1q | 2ot
| | | | Shrink
T 1 T
200 300 400 600 700
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Result Summary

MH* MH®  MH" Protein Accession
Rank Score (,,/) BCS Unrmtched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1534 755 7 8/25 K241k (K)SFEAPIKLVFPQDLLEK(G) 1974.0946 114.0541 5.4 41488.6/6.00 HUMAN  Q8TCT9 Minor ility antigen H13 OS=Homo sapiens GN=HM13 PE=1 SV=1

Detailed Results

# MH* MHY  MH* Protein
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accessmn ms- Iilgesl Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1534 755 7 8/25 K241k (K)s F\E|A/P I k L/V/F/P QD L L E/K (G) 1974.0946 114.0541 5.4 41488.6/6.00 HUMAN  Q8TCT9 292483 Minor histocompatibility antigen H13 OS=Homo sapiens GN=HM13 PE=1 SV=1

Fragment-ion (m/z) [84.082 (86.094 102.051 (120.077 [147.111 [207.109 (215.133 235.103 |236.108 [247.103 341.147 364.149 ‘421 744*2 ‘435130*2 455.282 ‘495 255+2 552.342 (689.386 ‘3274330 842.456 ‘343437+Z ‘%z 986*2 (883.545 |989.525 |1088.630

Frac. Inten.(% of TIC) 6.71 4.02
Rel. Inten.(% of BP) 65.38 39.14
Score 1.50 -0.39
lon-type yr*?
Delta ppm 225
Reset
b2
280042 2
Vi Back
100.% .2 ¥g _
V7
3.4
Y Grow
236.1 5523 o004 ¥
) Shrink
dll I
T T T
200 800 1000
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Result Summary

spI # MH®  MH® MH®  Protein Accession
Rank Score ;' BCS Unmatched Variable sites Sequence Calculated Error Error  MWIpl  Species “°;5'°" Protein Name
lons ©a)  (Da) (ppm) (D)
1 2378 907 15 3025 K27k (K)LDPGLIMEQVKVQIAVANAQELLQR(M) 2776.5390 114.0651 7.7 10500.1/8.42 HUMAN ~ QOY5L4 import inner subunit Tim13 OS=Homo sapiens GN=TIMM13 PE=1 SV=1
Detailed Results
# ) MH*  MH* MH*  Protein
Rank Score (s,,/P)' BCS Unmatched V“';":l;'e Sequence Calculated Error Error MWl  Species “‘”“'m‘ Mife'g“' Protein Name
lons (Da) (Da) (ppm)  (Da)
1 2378 907 15 3025 K27k (K)L D/P G LITIM\E @ V\k V Q I/A V/A/N/A/Q/E/L/L/Q/R (M) 27765390 114.0651 7.7 10500.1/8.42 HUMAN ~QOYSL4 783265 import inner subunit Tim13 OS=Homo sapiens GN=TIMM13 PE=1 SV=1

Fragment-ion (miz) [84.079 [175.118 [268.165 |303.175 [355.191 |416.259 496.275 |529.341 [609.358 658.391 |660.365*2 | 740.411 |769.403 (786.447 (857.484 |868.462 |882.502*3 |888.160*3 |971.540 [1042.568 |1096.568 [1141.633*2 |1180.663 |1198.171*2 [1212.676
Frac. Inten.(% of TIC) [ 0.
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
L Reset
169043 g 0 Back
1005 Wy |
2 s
b b M 3"5 Y14
v, DPRU
PGL H ¥, Grow
¥ o Yy Vg b L Yoo =
|| |~ LU ==
r r - T T T T
200 400 00 800 1000 1200
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Result Summary

MH* MH*  Protein

Pl MH Accession
Rank Score (,,/) BCS u-matched Variable sites Sequence Calculated Error Eror MWl  Species “°°°35'°" Protein Name
(Da) (0a) (ppm) (D)
1 1370 633 7 725 K312k (R)TVLEHYALEDDPLAAFKQR(Q) 2216.1346 114.0760 142 39646.4/8.55 HUMAN ~Q3ZCQS8 importinner subunit TIME0 OS=Homo sapiens GN=TIMV50 PE=1 SV=2
Detailed Results
# ) MH*  MH' MH*  Protein ) g
Rank Score (,,/) BCS Unrmtched V“s‘;'t:‘;'e Sequence Calculated Error Error MWpl  Species A“"”;sm“ Mli Digest protein Name
(Da) (Da) (ppm)  (Pa)
1 1370 633 7 725 K312k (R)T WL EH Y ALEDDP L/AAMF/K/QR (Q) 22161346 1140760 14.2 39646.4/8.55 HUMAN Q3ZCQ8 783499 import inner subunit TIMS0 OS=Homo sapiens GN=TIMM50 PE=1 SV=2

Fragment-ion (m/z) (70.064 [72.080 |74.061 | 84.046 |84.082 (86.096 [104.049 [110.071 [120.079 [129.105 [136.070 |173.128 [175.114 [183.144 [201.122 |273.157 [303.169 (341.108 |341.221 |346.697*2 (543.320*3 692.381 |702.398 (763.400 834.454

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
u? |
ir whay Back
100.5%
D) )
1 g 4
1040 )
138.1 =y 5633 PR Yo Grow
u Shrink
oL T T T T T T T
100 200 300 400 500 600 00 800
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Result Summary

# mMH* MH* MH*  Protein .
Rank Score (S,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWI/pl  Species Acce;sm" Protein Name
ons (Da) (ba)  (ppm)  (Da)
1 17.64 867 8 4/25 K80k (R)EAQIVQKGGQ(-) 1075.5895 114.0457

2.3 9343.6/5.02 HUMAN ~ Q9Y5J9 Mitochondrial import inner membrane translocase subunit Tim8 B OS=Homo sapiens GN=TIMM8B PE=1 SV=1

Detailed Results

: MH* MH* MH*  Protein . .
Rank Score (,,/) BCS Unmatched Vasri;aeI;Ie Sequence Calculated Error Error MWI/pl Species Pcce:slon Mf“?e'g?t Protein Name
lons (Da) (0a)  (ppm)  (D3)
1 17.64 867 8 4/25 K80k (R)F A\Q|I|V/Q/k/G/G/Q (-) 10755895 114.0457 2.3 9343.6/5.02 HUMAN  Q9Y5J9

783559  Mitochondrial import inner membrane translocase subunit Tim8 B OS=Homo sapiens GN=TIMM8B PE=1 SV=1

Fragment-ion (m/z) (72.082 (84.081 |101.072 [120.079 |130.045 |147.076 [191.116 |200.099 [204.094 [219.112 [261.117 [324.197 (347.170 (357.179 |410.223 |430.231 |460.266 |470.278 |477.265*2 |485.244 (503.251 |614.287 (631.312 (730.384 |843.477

[Frac. Inten.(% of TIC) 0.47
Rel. Inten.(% of BP) 4.80
Score
lon-type QK
Delta ppm
Reset
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Result Summary

+ + + i
Rank Score (saz; BCS Unm;:ched Variable sites Sequence Cal’l:ll:ated g.[:,, 2:,, PM’;\‘I?pT Species Accession
lons (Da) (0a)  (ppm)  (Da)
1 1866 770 9 6/25 K209k (K)IAQDLEMYGVNYFSIKNK(K) 2133.0685 114.0583 6.9 67820.4/6.07 HUMAN  P26038
2 17.04 743 8 7125 K211k

(K)IAQDLEMYGVNYFSIKNK(K) 2133.0685 114.0583

6.9 67820.4/6.07 HUMAN

P26038

Protein Name

Moesin OS=Homo sapiens GN=MSN PE=1 SV=3
Moesin OS=Homo sapiens GN=MSN PE=1 SV=3

Detailed Results

# mMH* MH*  MH*  Protein ) -
Rank Score ?’Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accession leldDel)g(;St Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1866 77.0 9 6/25 K209k (K) 1 A\Q/D L E M Y/G V/N Y/F/S I/k/N/K (K) 2133.0685 114.0583 6.9 67820.4/6.07 HUMAN P26038 405757  Moesin OS=Homo sapiens GN=MSN PE=1 SV=3

Fragment-ion (m/z) |72.078 84.078 |85.047 |86.094 |120.078 |129.099 (136.077 [147.117 |157.132 |185.124 |244.089 |261.153 [372.229 (503.302 |564.311 |683.027 | 693.336 (695.624 |703.405 |850.470 (967.967 ‘1014 542 ‘1068 053*2 ‘1127 582 ‘1283 666
[Frac. Inten.(% of TIC) (% of TIC) 3.58 7.67 297 4.24
Rel. Inten.(% of BP) 16.23 34.75 13.47 19.22
Score -0.16 -0.35 1.50 1.50
lon-type y8 y10
Delta ppm -1.8 -6.4
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Result Summary

# MH* MH* MH*  Protein .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Pcce:slon Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1243 699 7 8/24 K109k (K)EIAKMAEMLVELVR(R) 1631.8859 114.0681 14.4 14649.7/4.69 HUMAN Q9Y605 MORF4 family-associated protein 1 OS=Homo sapiens GN=MRFAP1 PE=1 SV=1
Detailed Results
# . MH* MH* MH*  Protein . D
Rank Score S,,PI BCS Unmatched Val:lable Sequence Calculated Error Error MWipl Species Accession MS-Digest Protein Name
(%) sites # ndex #
lons (Da) (Da) (ppm)  (Da)
1 1243 699 7 8/24 K109k (K)E 1 A\k M A E/M/L/V/E/L V/R (R) 1631.8859 114.0681 14.4 14649.7/4.69 HUMAN  Q9Y605 405769 MORF4 family-associated protein 1 OS=Homo sapiens GN=MRFAP1 PE=1 SV=1

Fragment-ion (miz) [72.079 [84.079 [86.096 [104.053 ‘115.034 [120.101 ‘142.096 ‘175.117 ‘197.120 ‘201.032 [215.138 ‘229.116 [314.181 [370.230 [387.265 [445.229 [461.188 [471.267°2 [516.312 ‘615.388 [649.319 [728.478 [859.480 [869.422

Frac. Inten.(% of TIC) 046 570 190 o08[ 196[ 572 245 240[ 643] 358 193] 203 697 268[ 221 332 903| 1726 194 468[ 451[ 201
Rel. Inten.(% of BP) 268| 3302 11.03| 047| 1135| 3313 | 1419 1390| 37.29| 2073 | 11.19| 11.78| 4039 | 1551 | 12.83 1924 | 5232 | 100.00| 1123 | 27.15| 2614 | 11.66
Score 022| -033| -011| 020| -011| 150 -0.14| 075 050| 075| 075 | 050| 150| 0.75| -0.13 0.19| 150| 150| -0.11| 150| 150| 0.25
lon-type LI RKQ y1 AE a2 VE b3 | y3-NH3 y3 | AEML y4 y5 y6 y7 |b7-H20
Delta ppm 26 127 -10.6 322| 84| -148| 205 -162| -156| 379 4.1 89 161 313 25
Ak
6.3
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Result Summary

# MH* MH* MH*  Protein .
Rank Score (s,,/) BCS Unmatched Variable sites C: Error Error MWi/pl Species Mce:slon Protein Name
lons (Da) (Da) (ppm) (Da)
1 1170 622 9 11/25 K107k (R)ALGQNPTNAEVLKVLGNPK(S) 1963.0971 114.0557 6.2 22764.1/5.56 HUMAN  P14649 Myosin light chain 6B OS=Homo sapiens GN=MYL6B PE=1 SV=1
1 1170 622 9 11/25 K50k (R)ALGQNPTNAEVLKVLGNPK(S) 1963.0971 114.0557 6.2 16930.2/4.56 HUMAN  P60660 Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=2
Detailed Results
# MH* MH* MH*Y  Protein
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Accessm" Mﬁz;g;ﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1170 622 9 11125 K107k (R)YAL\G Q/N/P/IT N AE/VL/k/VL/G N/P K (S) 1963.0971 114.0557 6.2 22764.1/5.56 HUMAN P14649 429221  Myosin light chain 6B OS=Homo sapiens GN=MYL6B PE=1 SV=1
1 1170 622 9 11125 K50k (R)YAL\G Q/N/P/T N AE/VL//VL/GN/PK(S) 1963.0971 114.0557 6.2 16930.2/4.56 HUMAN  P60660 429229  Myosin light polypeptide 6 OS=Homo sapiens GN=MYL6 PE=1 SV=2
Fragment-ion (m/z) (73.080 (75.055 (84.080 (86.097 |129.066 [157.133 |185.126 [186.096 [244.157 [291.196 |313.153 [330.180 (415.233 |469.778*2 (483.272 (492.300 |528.342 |541.332 |627.385 (748.922*2 |797.456*2 [854.482 (854.990 (869.504 {948.009
Frac. Inten.(% of TIC) X 2.81
Rel. Inten.(% of BP) 22.09 A . X . .
Score -0.22
lon-type
Delta ppm
Reset
a, 2 |
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Result Summary

MH* MH*  MH*  Protein Accession
Rank Score ,, BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
(/) #
ns (Da) (0a) (ppm)  (P2)
1 1564 828 8 8/25 K91k (R)LGIGTKMLNHVLNICEK(D) 1940.0456 114.0578 7.2 19398.5/8.96 HUMAN  Q9GZZ1 N-acetyltransferase 13 OS=Homo sapiens GN=NAT13 PE=1 SV=1
Detailed Results
# MHY MH* MH*  Protein . .
Rank Score ?,/P)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acoe:slon Mﬁ:’g‘gj‘s‘ Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 15.64 828 8 8/25 K91k (R)L GV G T k/M/L N H/V/L/N VC E/K (D)  1940.0456 114.0578 7.2 19398.5/8.96 HUMAN  Q9GZZ1 435007 N-acetyltransferase 13 OS=Homo sapiens GN=NAT13 PE=1 SV=1

Fragment-ion (m/z) |69.071 72.081 ’m 86.096 (87.055 (110.070 [129.100 [130.085 |133.041 [141.102 [143.115 [147.113 [171.111 |308.170 [346.191 |365.188 |418.197 (436.185 (485.224 |620.328*2 |629.342*3 (663.327 (685.855 (776.399 (875.467

Frac. Inten.(% of TIC) 294
Rel. Inten.(% of BP) 6.67
Score 1.50
lon-type -l y7

. . . 5 . K .. A 23

Delta ppm
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Result Summary

MH* MHY  mHY Protein

Rank Score ?,Z)' BCS Unmatched Variable sites Sequence Calculated Error Emor  MWipl  Spocies ““°®5%i°" protein Name
lons (Da) (Da)  (ppm) (Da)
1 1499 681 9 925 K126k (RITLAEIAKVELDNMPLR(G) 18129888 1140564 7.0 54231.9/9.01 HUMAN Q15233  Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1SV=4
2 567 501 2 1425 MS07m  (K)ELVSVMVTLALHISVGSR() 19110732 159720 -119 446704.2/6.12 HUMAN RQSTCZ9 REVERSE Fibrocystin OS=Homo sapiens GN=PKHD1 PE=1 SV=1
Detailed Results
# ) MH*  MH'  MH*  Protein R
Rank Score ?,Z)' BCS Unmatched V2ia0le Sequence Calculated Error Eror  MWpl  Species A70%5%io" MS-DIG0St pyoioin Name
lons (Da) (Da)  (ppm) (Da)
1 1499 684 9 925 K126k  (R)T LIA\E I/A/k/V/E L/D N WP L/R (G) 18129888 114.0564 7.0 54231.9/9.01 HUMAN Q15233 447819  Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1SV=4

Fragment-ion (m/z) 70.064 (72.083 | 84.043 (84.081 [86.096 [175.116 [187.144 |201.111 |215.138 (286.169 |308.149 (312.184 |314.171 (368.252 |385.257 [596.239 |627.314 664.851 |700.372*2 |745.348 |756.395%2 (856.986 (857.444 987.500 1086.574

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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Result Summary

mMH* MH*  MH*  Protein

Rank Score (s,,z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acoe:sion Protein Name
ons (Da) (Da) (ppm)  (Pa)
1 1549 795 10 4/24 K371k (R)RQQEGFKGTFPDAR(E) 1636.8190 114.0583 8.8 54231.9/9.01 HUMAN Q15233 Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=4
2 624 509 3 10/24 K99k (R)KTNMLWQVFDQAR(R) 1636.8264 114.0509 4.6 20909.3/5.85 HUMAN RP01275 REVERSE Glucagon OS=Homo sapiens GN=GCG PE=1 SV=3

Detailed Results

# . mMH* MH* MH*  Protein . .
Rank Score (s,,z; BCS Unmatched Va?tal;Ie Sequence Calculated Error Error MWipl Species Acce:slon MI?"‘:;S;S' Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1549 795 10 4/24 K371k (R)R Q\Q\E\G\F\k/G T F/P/D/A/R (E) 1636.8190 114.0583 8.8 54231.9/9.01 HUMAN = Q15233 447819  Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=4
Fragment-ion (m/z) |70.066 72.078 |84.045 |84.081 |86.096 |87.053 |90.095 |112.085 |120.081 |158.091 |175.119 |229.624 |246.158 |247.159 |285.162 [300.166 |361.180 |413.228 |458.234 |542.265 |599.295 |718.362 |746.358 |763.393
Frac. Inten.(% of TIC) 4.11 .S 3.26 4.16
Rel. Inten.(% of BP) 22.50 17.88 | 2281
Score 1.50 0.50 0.50
lon-type yH+4 bs ap
Delta ppm 11.2 77 -26
Reset
1.3% Y2
Back
100.% —
]
y Grow
1 ¥y Yy e
W, b, b, 0
¥, s I . 5 | Shrink
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Result Summary

# MH* MH*  MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1423 785 4 8/25 K467k (R)AAPGAEFAPNKR(R) 1228.6433 114.0484 4.0 54231.9/9.01 HUMAN Q15233 Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=4
Detailed Results
. mMH* MH* MH*  Protein . i
Rank Score (,,/) BCS Unmalched Vasl;aelzle Sequence Calculated Error Error MW/pl Species Acce;smn M:‘:e'f;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1423 785 4 8/25 K467k (R)22|P G AEF A/P/N k/R (R) 1228.6433 114.0484 4.0 54231.9/9.01 HUMAN Q15233 447819 Non-POU domain-containing octamer-binding protein OS=Homo sapiens GN=NONO PE=1 SV=4

Fragment-ion (m/z) (70.065 |84.082 |115.086 {120.079 |127.087 |143.080 [155.080 [175.117 |226.116 [286.169 [309.155 |314.678 |315.188 | 327.165 |348.157 [355.160 |400.861*3 456.201 |474.274 |502.230 |513.273 |531.294 |571.319 |g00.802+2 [628.353

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
b/
1.83e+3 Back
100.%
PGAE
%
P& Yoty s
+
b, PGA PGAEF Yio Grow
2 2882 PPAE-Z8 3 4743 Ya -
31p. Shrink
| || | /]
T T I T T
200 300 400 500 600
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Rank Score
(../) lons

13.04 820 7 9125

1
2 1145 803 6

10/25

#
BCS Unmatched Variable sites

K1548k
K1556k

Sequence

MH
Calculated Error

[t

+

Da)

MH*

(Da)

(R)TLQSLLTPQPPLLKALYTYESK(M) 2504.4011 114.0523

(R)TLQSLLTPQPPLLKALYTYESK(M) 2504.4011 114.0523

Result Summary
MH*  Protein .
Error  MWpl  Species A°°°51°" protein Name
(ppm) (Da)

Nuclear pore complex protein Nup205 OS=Homo sapiens GN=NUP205 PE=1 SV=2

3.6 227921.8/5.83 HUMAN Q92621
Nuclear pore complex protein Nup205 OS=Homo sapiens GN=NUP205 PE=1 SV=2

3.6 227921.8/5.83 HUMAN Q92621

Rank Score %)

1 13.04 820 7

9/25

SPI *
BCS Unmatched Variable sites
n:

K1548k

Sequence

(R)T L\Q/S L/L/T/P Q/P PLLK/ALYTYESK (M)

Fragment-ion (m/z) (86.095 [101.067 187.141 [215.138 [216.106 [226.120 284.161 |455.247 [508.281 |515.330 |525.298 638.363 |665.851%2 [722.414 |770.366 ‘790 372*3 ‘ 796.005*3 [818.946"2 [822.534 ‘931 503*2 |974.480 \952 034*2 ‘1029 612*2 [1038.566*2 |1138.633*2
. 1933[ 247 : 1030 208 714 445

Detailed Results

+ + + .

MH MH"  MH"  Protein . Accession MS-Digest .

Calculated  Error  Error MW/pl  Species # Index# Frotein Name
(Da) (Da)  (ppm) (Da)

456475 Nuclear pore complex protein Nup205 OS=Homo sapiens GN=NUP205 PE=1 SV=2

3.6 227921.8/5.83 HUMAN Q92621

2504.4011 114.0523

214 1.58 220 3.24
10.76 36.95 23.03

Frac. Inten.(% of TIC)

Rel. Inten.(% of BP) 1105 819| 1140 1678 | 10000| 1278
Score 0.1 008| 011 0.50 150 | -0.13 150 0.1 150 150
lon-type v20-H20* | 132 yi6*2 b1g-NHz "2 yi9*2

Delta ppm 127 56 3 242 1
+2
7
62
2 Reset
¥
13 2
1.52043 Vis o
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2
yﬂﬁ 2
15 2 Gy
. 43 ¥y Vi
LT” 2842 4882 b-H,0 8650 7224720712 104 Shrink
Lyl Ll | o
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200 400 600 800 1000
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Result Summary

# MH* MH* MHY  Protein .
Rank Score 27; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Pcce;slon Protein Name
/o)
lons (a)  (0a) (ppm)  (D3)
1 1697 788 9 6/25 K302k (K)AEVVDEIAAKLGLR(K) 1483.8479 114.0526 6.0 68120.6/5.95 HUMAN Q8TAT6 Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=3

Detailed Results

# . MH* MH* MHY  Protein . D
Rank Score 37; BCS Unmatched Vasl;:zl:e Sequence Calculated Error Error MWipl Species Acce;slon M:“:Jelgest Protein Name
/o)
lons (Da) (0a)  (ppm)  (Da)
1 1697 788 9 6/25 K302k (K)a E\V\V/D E/I/A/A/k/L G L/R (K) 1483.8479 114.0526 6.0 68120.6/5.95 HUMAN Q8TAT6 449479 Nuclear protein localization protein 4 homolog OS=Homo sapiens GN=NPLOC4 PE=1 SV=3

Fragment-ion (m/z) |72.081 [84.045 (84.078 |86.095 [102.054 110.062 |155.083 [171.147 [173.090 [174.096 [175.119 [201.086 [245.076 |300.152 [314.175 (344.147 |358 161*2 [385.218 |458.308 (600.343 700.440 |771.485 |842.520 (955.604 (1199.678

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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Result Summary

MH* MH®  MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ns (Da) (0a) (ppm)  (P2)
1 1636 862 8 4/25 K55k (K)AAIVEKLSSLPFQK(I) 1530.8890 114.0541 6.8 14478.6/5.10 HUMAN  P61970 Nuclear transport factor 2 0S=Homo sapiens GN=NUTF2 PE=1 SV=1
Detailed Results
# MH* mMHY  mH*Y Protein . i
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon Mlic?elg;ﬂ Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 16.36 86.2 8 4/25 K55k (K)a a 1|V\E\k/L/S/s L/P F/Q K (I)  1530.8890 114.0541 6.8 14478.6/5.10 HUMAN P61970 454919 Nuclear transport factor 2 0S=Homo sapiens GN=NUTF2 PE=1 SV=1

Fragment-ion (m/z) |70.065 [84.080 (86.096 |115.089 [120.080 (129.103 [136.074 |185.161 (213.158 (217.135 [245.125 |256.167 |275.171 |355.232 |372.185*2 442.297 |471.260 |484.262 |500.255 (519.294 |695.393 |697.418 719.421 |806.441 (919.513

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
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Result Summary

# MH" MH" - MH* Protein . Accession .
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1495821 9 425 K56k  (K)EHYVDLKDRPEFAGLVK(Y) 2034.0807 1140410 -09 17148.8/583 HUMAN P15531 Nucleoside diphosphate kinase A OS=Homo sapiens GN=NME1 PE=1 SV=1
2 786 677 1 925 K97k (K)VLGAFFPRDKLDVYHEK(L) 2034.0807 1140410 -09 17148.8/583 HUMAN RP15531 REVERSE Nucleoside diphosphate kinase A OS=Homo sapiens GN=NVE1 PE=1 SV=1
3 553 576 1 1225  M1063m  (K)LLmRHEYKEKIMGVQEK(D) 21321355 159863 -4.0 142737.8/546 HUMAN RQ5TCY1 REVERSE Tau-tubuiin kinase 1 0S=Homo sapiens GN=TTBK1 PE=1SV=2
3 553 576 1 1225  M1072m  (K)LLMRHEYKEKIMGVQEK(D) 21321355 159863 -4.0 142737.8/546 HUMAN RQSTCY1 REVERSE Tau-tubulin kinase 1 0S=Homo sapiens GN=TTBK1 PE=1SV=2
4 518 590 2 125 M254m  (R)VKLVRQmYEHLICVESK(G) 21321355 159863 -4.0 86045.6/568 HUMAN RQBWYQS5 REVERSE Protein DGCRS OS=Homo sapiens GN=DGCR8 PE=1 SV=1
Detailed Results
. . . ;
Rank Score (,Z)' BCS Unmatohed Variable sites Sequence Caletated Envor  Entor mﬁl{' Species Accession MS-DIGest prtoin Name
lons (Da) (Da)  (ppm) (Da)
1 1495 824 4125 K56k  (K)E H\Y\V D\L/K/D/R P F F A/G L/V/K (Y) 20340807 1140410 -0.9 1714885583 HUMAN P15531 438491 Nucleoside diphosphate kinase A OS=Homo sapiens GN=NVE1 PE=1 SV=1

Fragment (m/z) |70.064 (72.079 84.080 |86.095 [110.068 |120.078 {129.100 [130.084 [136.073 [147.111 {221.099 [246.177 [249.096 [250.095 [267.105 (412.157 |416.288 |430.170 |464.284*3 |517. 800"2 575.330*2 626.252 |644.262 |672.697*3 |696.394*2

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm

2.1Be+3
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Lt Shrink
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Result Summary

MH* MH* MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ns (Da) (ba) (ppm) (D)
1 1526 853 7 5/25 K105k (R)KYAVLYQPLFDK(R) 1484.8148 114.0499 4.3 45374.4/4.36 HUMAN  P55209 Nucleosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 SV=1

Detailed Results

# MH* MH* MH*  Protein . Di
Rank Score (S;)I BCS Unmatched Variable sites C Error Error MWipl Species Acce:slon M;zs;St Protein Name
/o)
lons (Da) (ba) (ppm)  (Pa)
1 1526 853 7 5125 K105k (R)k Y A\W\L|Y Q/P L/F/D/K (R) 1484.8148 114.0499 4.3 45374.4/4.36 HUMAN  P55209 448905  Nucleosome assembly protein 1-like 1 OS=Homo sapiens GN=NAP1L1 PE=1 SV=1

Fragment-ion (m/z) (70.065 72.080 (84.080 (85.085 |86.096 [101.069 120.079 [136.075 [147.112 [159.106 [181.093 [183.148 |184.142 [211.144 (262.137 |310.175*2 |391.195 [409.209 |410.216*2 477.237 |576.308 |619.343 |689.394 (730.389 (910.466

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
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Result Summary

# MHY MH* MH*  Protein Accession
Rank Score (o/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ons (Da) (ba)  (ppm)  (Da)
1 996 629 10 11/25 K24k

(R)KVLGSSTSATNSTSVSSR(K) 1768.9035 114.0509 4.2 11986.6/9.85 HUMAN Q15004 PCNA-associated factor OS=Homo sapiens GN=PAF PE=1 SV=1

Detailed Results

# MH* mMH*  MHY Protein . .
Rank Score ‘S,Z)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce:slon MI?“I‘ZLI)g(est Protein Name
lons (Da) (Da)  (ppm) (Da)
1 9.96 629 10 11/25 K24k

(R)k V L\G S S\T\s A/T/N/S/T/S/V/S 8 R (K) 1768.9035 114.0509

4.2 11986.6/9.85 HUMAN Q15004 478119 PCNA-associated factor OS=Homo sapiens GN=PAF PE=1 SV=1

Fragment-ion (m/z) (84.080 |87.055 ‘303 6522 [314.214 |326.195 [349.182 |362.705 (388.697*2 |426.280*2 428.732 |429.243 |448.252 |455.302 |460.710*2 | 496.230*2 |535.286 |636.353 686.381 |723.365 (744.360 (787.432 (817.423 |837.412 |921.383 (938.457
Frac. Inten.(% of TIC) 3. 46 3

Rel. Inten.(% of BP) 36.04
Score -0.36
lon-type
Delta ppm
Reset
¥s
3.830+2: Yg Back
100.% 2 ¥z —
0
¥y, 0
2
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i 8887 Ya *e b |r4aa L) e
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Result Summary
SPI # MH* MH®  MH®  Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm) (Da)
1 1333766 7 9/25 K48k (K)LLNLISKLFCSGT(-) 1465.8083 114.0442 0.8 6030.1/10.30 HUMAN Q13794 Phorbol-12-myristate-13-acetate-induced protein 1 OS=Homo sapiens GN=PMAIP1 PE=1 SV=1

Detailed Results

# . MH* MH* MH*  Protein . .
Rank Score (,/) BCS Unrmtched vasri't:l:e Sequence Calculated Error Error MWi/pl Species Accession MI?"?;E;S‘ Protein Name
lon (pa) (0a) (ppm)  (Da)
1 1333 766 7 9/25 K48k  (K)L L|N\L|I|S/k L/F/C S G T (-) 1465.8083 114.0442 0.8 6030.1/10.30 HUMAN Q13794 27551 Phorbol-12-myristate-13-acetate-induced protein 1 OS=Homo sapiens GN=PMAIP1 PE=1 SV=1

Fragment-ion (m/z) |70.064 (72.082 |84.079 (86.095 87.055 |120.080 (199.187 200.150 [227.177 [228.134 |246.111 |341.214 |424.146 |443.270*2 |454.304 567.372 |571.213 |636.366 750.361 (807.392 (926.434 ‘1007448 ‘1013 467 ‘1126 562 ‘1353 668
3.02 7.82 3.28
25.82 66.92 28.05 20 03

Frac. Inten.(% of TIC)
-0.26 1.50 1.50 1.50

Rel. Inten.(% of BP)

Score
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Result Summary

SPI # MH®  MH'  MH'  Protein Accession
Rank Score /' BCS Unmatched Variable sites Sequence Calculated Error Eror MWipl  Species ““225"°" Protein Name
for ®)  ©a (pm (02
1 2102875 9 525 K86k (R)MIAPEGSLVFHEKAWNAYPYCR(T) ~ 2639.2534 114.0576 5.3 31540.216.41 HUMAN ~ P48739 Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens GN=PITPNB PE=1SV=2
2 454 509 2 1525 (KITEHEVSQKNAPFLEmL 27213487 31.9623 -10.0 31941.9/5.64 HUMAN RPOCTT9 REVERSE Putative basic leucine zipper and W2 domain-containing protein 1-like 1 0S=Homo sapiens GN=BZW 1L1 PE=2 SV=1
2 454 509 2 1525  M204mM209m (K)TFHEVSQKNAPFLEmLRNDmSVK(R) 27213487 31.9623 -10.0 48043.5/5.75 HUMAN RQ7L1Q6 REVERSE Basic leucine zipper and W2 domain-containing protein 1 OS=Homo sapiens GN=BZW1 PE=1SV=1
3 330 557 1 1525 M429m  (K)MLDFFQGHIDGCVTIPADVEIMTK(E) 2737.3034 16.0076 4.6 57073.6/6.78 HUMAN RP48454 REVERSE Serine/threonine-protein phosphatase 2B catalytic subunit gamma isoform OS=Homo sapiens GN=PPP3CC PE=2 SV=2
Detailed Results
# . MH*  MH' MH®  Protein . o
Rank Score (s,z)' BCS Unmatched v’s';;:';" Sequence Calculated Error Error MWipl  Species "":""" Mf“?e'g‘;s' Protein Name
fons (Da) (0a) (ppm)  (P2)
1 2102875 9 525 Kssk  (R)MIAJP/E/G 8LVFHEKAW/NAYP YCR (T) 26392534 1140576 53 31540.206.41 HUMAN ~P48739 501601 Phosphatidyiinositol transfer protein beta isoform OS=Homo sapiens GN=PITPNB PE=1SV=2
Fragment-ion (miz) [70.064 [84.081 [86.096 [104.052 [136.073 [159.092 [169.095 [172.115 [217.136 [218.140 [245.132 [298.142 [316.168 [595.268 [655.34172 [758.335 [ 807.385"3 [313.390"3 [829.365 [g37.085"3 [922.440*2 [943.405 [1106.530 [1129.484 [1171,053*2
Frac. Inten.(% of TIC) 168 214 178 1057[ 236 6.39 1.99
Rel. Inten.(% of BP) 875 111 927| 5497| 1228| 3822 1036
Score 0,09 011|150 050 150 150 150 150
lon-type ¥5 ly19-+H20" | 19" 6|y y7
Deita ppm 79 65 90| 14 269 58
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Result Summary

sPI # o MH®  MH®  MH'  Protein - Accession !
Rank Score ' BCS Unmatched Variable sites Sequence Calculated Error Error MWl  Species ““°%25'" Protein Name
lons ©a)  (Da) (ppm)  (Da)
1 1389 724 6 7125 K103k  (K)GAIQLGITHTVGSLSTKPER(D) 2065.1400 114.0689 11.9 62633.7/8.41 HUMAN Q99755 Phosphatidylinositol-4-phosphate 5-kinase type-1 alpha OS=Homo sapiens GN=PIP5K1A PE=1 SV=1
2 591 683 1 1125 K935kK937k  (K)DKRNYQIGKTKVFLK(E)  1951.1487 228.0602 -11.8 243559.3/8.88 HUMAN Q13459 Myosin-IXb OS=Homo sapiens GN=MYO9B PE=1 SV=2
3 524 503 2 1025 None (K)NVQALFQRNPQLFESIFK(D) 2179.1658  0.0431 19.8 121165.8/8.74 HUMAN RQOY6K5 REVERSE 2-5-oligoadenylate synthetase 3 0S=Homo sapiens GN=OAS3 PE=1SV=2
Detailed Results
+ + + .
Rank Score (%) BCS Unrmtched Vas’ii‘:';'e Sequence cm’:.:‘:aged 2",:'0, gl,:,, PMrs;le;;ln Species A“’e:s“" ME,;TE;S‘ Protein Name
(Da) (Da)  (ppm) (Da)
1 1389 724 6 7125 K103k (K)GA I\Q I\G I T B T V G S L/S/T/k/P E/R (D) 2065.1400 114.0689 119 62633.7/841 HUMAN Q99755 500231 Phosphatidylinositol-4-phosphate 5-kinase type-1 alpha OS=Homo sapiens GN=PIP5SK1A PE=1 SV=1

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Fragment-ion (m/z) 70.065 |72.080 |84.043 84.080 (86.096 87.100 [101.071 [110.070 [120.080 [129.101 [143.117 [157.129 [175.118 [197.131 |214.154 [242.149 |322.168 (401.217 |479.265 | 609.334 |634.677*3 | 640.677*3 (643.348 744.407 |831.434
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Result Summary

# MH* MH* MH*  Protein .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon Protein Name
lons (Da) (Da) (ppm) (Da)
1 1072 69.7 6 10/25 K27k (K)LPHSVLLEIQKELLDYK(G) 2038.1583 114.0587 7.3 40422.9/7.56 HUMAN  Q9Y617 Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2

Detailed Results

# i MH*  MH* WMH*  Protein ) )
Rank Score ?,;)I BCS Unmatched VZ?.:ZIE Sequence Calculated Error Error MWipl Species Acce;slon M:‘-d[:g;st Protein Name
o)
lons (Da) (Da) (ppm)  (Da)
1 1072 69.7 6 10/25 K27k (K)L P H\S V L\L E I Q/k/E L L/D/Y K (G) 2038.1583 114.0587 7.3 40422.9/7.56 HUMAN ~ Q9Y617 716561 Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2

Fragment-ion (m/z) (84.042 (84.081 |86.096 |101.070 [102.053 |129.101 |130.088 [136.076 [146.125 |243.130 |272.141 {292.184 |310.182 (348.192 |368.164 [388.720 |425.206 |567.299 (601.389 | 647.397 |652.313 680.370 758.390 |780.406 {1022.553

Frac. Inten.(% of TIC) 0.09 0.16
Rel. Inten.(% of BP) 0.29 0.51
Score
lon-type KQ E
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Reset
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100.% —
Grow
v? v ¥g T
¥, N ml 5 758, v Shrink
TEEE 1| T 1l 1
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Result Summary

+ + + i
Rank Score (saz; BCS Unnﬂ’:ched Variable sites Sequence Cal’:ll:ated g.l»:'or év:-:)r ﬁ;z:l;i;ln Species Acce;sion Protein Name
ons (Da) (a) (ppm)  (P2)
1 2294 974 9 1/25 K323k (R)ELDKALELNMLSLK(G) 1634.9186 114.0688 14.8 40422.9/7.56 HUMAN  Q9Y617 Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2
2 8.53 524 4 11/25 K333k (R)FLDKALELNMLSLk(G) 1634.9186 114.0688 14.8 40422.9/7.56 HUMAN  Q9Y617 Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2

Detailed Results

# MH* mMHY  MmHY Protein . .
Rank Score (S;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species N:ce:slon M:‘d[:;g;st Protein Name
/o)
lons (Da) (Da)  (ppm) (Da)
1 2294 974 9 125 K323k (R)F LID/k A L/E|L/N/M/L/S L/K (G) 1634.9186 114.0688 14.8 40422.9/7.56 HUMAN  Q9Y617 716561  Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2

Fragment-ion (m/z) (84.081 (86.097 [102.055 |120.081 [121.085 |129.102 {130.087 [147.113 |228.136 [233.166 |261.163 | 339.172 (347.232 |357.182 |427.261 |460.317 [542.298 (591.359 |671.347 |687.402 |705.405 (744,918*2 |818.486 [931.503 |947.532

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
%
1.48e+4 s Back
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Yy ¥
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Result Summary

MH* MH®  MH®  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
ns (Da) (ba) (ppm) (D)
1 19.26 835 11 2/25 K51k (R)SSDFAKIINNTENLVR(E) 1820.9501 114.0540 5.7 40422.9/7.56 HUMAN  Q9Y617 Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2

Detailed Results

# MH* MH*  MH*  Protein . Di
Rank Score (S;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon Mlifelgj:t Protein Name
o)
lons (Da) (Da)  (ppm) (Da)
1 19.26 885 11 2/25 K51k (R) s/s\D\F\a k I/I/N/N/T/E/N L V/R (E) 1820.9501 114.0540 5.7 40422.9/7.56 HUMAN  Q9Y617 716561  Phosphoserine aminotransferase OS=Homo sapiens GN=PSAT1 PE=1 SV=2

Fragment-ion (m/z) (60.044 70.064 (84.044 (84.082 |86.094 (87.054 |102.054 [120.082 [147.075 |175.067 |175.116 [272.085 [290.098 (356.226 |366.213*2 |437.171 |462.741*2 [501.314 (630.359 689.351 731.402 |845.447 (872.443 959.485 |1072.563

Frac. Inten.(% of TIC) 0.08
Rel. Inten.(% of BP) 0.91
Score
lon-type E
Delta ppm
Reset
¥
5 7
4.500+2: Y 8 Back
100.% v, =
ba 5 b.,-Hze
bH,
872.4 |
3 . Py A b9 H20 Grow
] DFAK|
| | Shrink
T T ~ T T T
200 400 600 800 1000
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Result Summary

# MH* MH* MH*  Protein .
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species ‘“e:s“’" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1116 624 8 9124 K207k (K)ICKPLHELIMQLLEETPEEK(Q) 2450.2669 114.0420 -0.4 25569.4/5.57 HUMAN ~ P68402 Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens GN=PAFAH1B2 PE=1 SV=1
Detailed Results
SPI # Variable MH™  MH®  MH®  Protein Accession MS-Digest
Rank Score (%) BCS Unmatched sites Sequence Calculated Error Error MWipl Species # Index # Protein Name
lons (Da)  (Da) (ppm)  (Pa)
1 1116 624 8 9124 K207k (K)ICk P L HE L\I\M Q\L L/E/E/T/P E/E K (Q) 2450.2669 114.0420 -0.4 25569.4/5.57 HUMAN ~ P68402 476703 Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens GN=PAFAH1B2 PE=1 SV=1
Fragment-ion (m/z) |70.065 (72.080 84.043 (86.096 87.100 |101.072 [102.054 |110.070 [120.079 (129.101 [136.073 [215.137 [253.134 [276.159 (333.168 (502.249 ‘553_298*‘2 603.300 ‘509_341*‘2 \513_35&2 \575_859+2 732.338 \739_375+2 861.397

4.65 2.34 3.63 7.18

Frac. Inten.(% of TIC)

Rel. Inten.(% of BP) 1538 7.74 12.00 23.76
Score 0.50 -0.08 -0.12 050
lon-type bo*? b11*2

Delta ppm 6.0 -16.0
Reset
a
2340430 1| Back
100.5%
Grow
1332 2 bﬁ*z .
1 1381 by erse v ¥z | Shrink
" 2151y, Yy 1
1l L1l [T [ | ]
T T T T T T T T
100 200 200 400 500 800 700 800
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Result Summary

SPI # MH* MH*  MH* Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm) (Da)
1 1381 553 6 8/25 K165k (R)WYHPGCFVKNR(E) 1463.7001 114.0508 5.0 113084.4/8.99 HUMAN  P09874  Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4
Detailed Results
# mH* MHY  MHY Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites S C Error Error MW/pl Species Acce;slon MI?K?e'?(?t Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1381 553 6 8/25 K165k (R)w ¥ H|P G\C F/V/k/N/R (E) 1463.7001 114.0508 5.0 113084.4/8.99 HUMAN  P09874 482543  Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4

Fragment-ion (m/z) |70.065 |72.081 |84.081 |86.096 |87.054 |110.073 |120.078 |129.105 |132.081 ‘136.075 ‘159.091 170.059 ‘175.113 250.095 |289.163 ‘301.128 ‘313.178 ‘321.136 ‘339.212 462.193 |474.276 ‘487.204 531.299 ‘548.260 ‘630.367

Nature Biotechnology: doi: 10.1038/nbt.1654
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Frac. Inten.(% of TIC) 015 019[ 709[ 501 601 518 623 429 376 5.32 464 407
Rel. Inten.(% of BP) 096| 1.25| 46.39| 3281 3934 | 33.80| 4077 | 28.09| 24.62 34.80 3034| 2663
Score 100 200 -046| 150 150 075| -041| 050 -0.25 050 150 | 150
lon-type Y at y1 y2 YH bt+5 b3 y++g v4
Delta ppm 01| -105 -35.7 28| 77 -306 132 261| 14
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Result Summary

# MH* mMH*  mH* Protein Accession .
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2165934 9 225 K269k (K)ELLIFNKQQVPSGESAILDR(V) ~ 2257.2187 114.0494 2.7 113084.4/8.99 HUMAN  P09874 Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4
2 920 66.0 4 12/25 K1201k (R)TLEAEKQSKQLAELEQQKR(T)  2257.2147 114.0534 4.4 237348.2/5.85 HUMAN RQ9HD67 REVERSE Myosin-X OS=Homo sapiens GN=MYO10 PE=1 SV=3
3 890 639 3 13125 K539k K544k (K)AIVICPTDEDLKDRTIKR(T) 2143.1540 2281141 119 95739.0/6.49 HUMAN Q9BUJ2 Heterogeneous nuclear ribonucleoprotein U-like protein 1 OS=Homo sapiens GN=HNRNPUL1 PE=1 SV=2
4 867 525 3 14/25 K82k (R)GAYGWEKMRHVPSGQIMAVK(R) 2257.1944 114.0737 13.0 37492.6/7.01 HUMAN P52564 Dual specificity mitogen-activated protein kinase kinase 6 OS=Homo sapiens GN=MAP2K6 PE=1 SV=1
5 748 736 2 1225  M108mK105k K107k (K)LLEVLSGEMLPKPTKGKmR(I) ~ 2127.2028 244.0652 -6.6 246469.3/5.15 HUMAN ~ P11277  Spectrin beta chain, erythrocyte OS=Homo sapiens GN=SPTB PE=1 SV=5
Detailed Results
+ + + i
Rank Score (% ’ BCS Unmatched Vas';it:‘;'e Sequence c;,.':.:a.ed éw:o, é“:o, ':2&57;? Species ‘w’ss"’" Mls D'g‘”' Protein Name
fons ©)  ©a (pem (@3
1 2165934 9 2125 K269k  (K)E L\LII/F/N k Q Q|V/P/S G E/S A T L D/R (V) 2257.2187 114.0494

27 113084.4/8.99 HUMAN ~ P09874 482543  Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=4

[Frac. Inten.(% of TIC)

17.46

Fragment-ion (miz) (70.065 (72.080 |84.042 (86.095 |175.116 [197.127 [215.137 [243.131 [338.205 356.217 [503.279 ‘522 767*2 ‘572 310*2 |598.333 ‘614339“2 674.387 | 712.374 (842.412 (859.429 ‘573 459*2 |947.481 ‘951 985*2 ‘1003 535%2 |1044.528 1143.584.
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Result Summary

. PO ;
Rank Score (S,,/P)' BCS Unma’:chsd Variable sites Sequence cmma«ea 2":0, gl,:,, ?\;3\‘;;;:‘ Species “‘“:sm“ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1568 789 9 7125 K278k (K)ALNMAIPGGPKFEPLVR(D) 1810.0044 114.0546 6.0 273601.9/8.95 HUMAN  Q6P2Q9 Pre-mRNA-processing-splicing factor 8 0S=Homo sapiens GN=PRPF8 PE=1 SV=2
2 7.29 508 3 14/25 K487k (K)EIKELEELAAAPNVKR(L)  1810.0069 114.0521 4.7 87978.3/7.75 HUMAN RQ9BVJ6 REVERSE U3 small nucleolar RNA-associated protein 14 homolog A OS=Homo sapiens GN=UTP14A PE=1 SV=1
3 542 584 1 15125 Nome  (K)JICALRQUNPGWRRGLK(H) 19240810 -0.0221 -11.5 13873521946 HUMAN RQ92833 REVERSE Protein Jumonji OS=Homo sapiens GN=JARID2 PE=2 SV=2
4 512 563 2 1325  KA033KKA034K (K)KEEPLPKKEQLASAK(D) 16959640 228.0950 47 566659.8/6.12 HUMAN RQSY6V0 REVERSE Protein piccolo OS=Homo sapiens GN=PCLO PE=1 SV=3
5 455 543 2 14125 KA033K K404k (KIKEEPLPKKEQLASAK(D) 16959640 228.0950 4.7 566659.8/6.12 HUMAN RQOY6VO REVERSE Protein piccolo OS=Homo sapiens GN=PCLO PE=1SV=3
Detailed Results
+ ot :
Rank Score ‘%) BCS Unmatched Vi'iit:t;"’ Sequence cﬂmna(ed 2‘:0, é“,:‘or "»2357;." Species ““’:s“‘" le‘feig;s‘ Protein Name
(Da) (pa) (ppm) (D)
11568 789 9 725 K278k (K)A L\N\M A/I/P G G/P k/F/E/P\L V R (D) 1810.0044 1140546 6.0 273601.9/8.95 HUMAN Q6P209 520433 Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=2

Fragment-ion (mz) (70.067 (72.079 84.080 (86.095 [87.051 |120.078 [129.102 |136.069 |157.133 [185.134 |246.093 |299.181 (317.128 |484.318 |550.313 587.339 |599.332 (613.369 |655.870%2 |712.408*2 (760.444 |769.422 (791.382 (827.419 [1310.715

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
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Result Summary

# MHY MHY  MHY Protein Accession
Rank Score (,,/) BCS Unrmtched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
ons (Da) (Da)  (ppm) (Da)
1 1585742 8 9/25 K727k (K)ANIPWKVPGLPTPIENMILR(Y) 2259.2682 114.0569 5.9 273601.9/8.95 HUMAN Q6P2Q9 Pre-mRNA-processing-splicing factor 8 0S=Homo sapiens GN=PRPF8 PE=1 SV=2

Detailed Results

# i MH'  MH*  MH*  Protein
Rank Score (S,,/P)I BCS Unmatched Vasril‘:l:e Sequence Calculated Error Error MWipl Species Accesslon M:‘:I)?;St Protein Name
o]
© ®a)  (©a) (ppm)  (Pa)
1 1585 742 8 9/25 K727k (K)A N\I/P W k/V/P G L|P T/P I/E N M I/L/R (Y) 2259.2682 114.0569 5.9 273601.9/8.95 HUMAN Q6P2Q9 520433 Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=2

Fragmention (m'z) [84.081 [86.097 |171.109 [175.112 |186.084 |187.088 [215.138 |288.197 |341.087 [493.279 |571.221 |sp1.844*2 844*2 |592.324 |623.868 625.344 |725,926*2 [775.417 [866.511 [892.483 (910.280 985.544 \1033 081*2 [1183.653 [1190.640 [1450.766

Frac. Inten.(% of TIC) 10.89 5.15 284 246
Rel. Inten.(% of BP) 10000 | 47.33| 2609 | 2263
Score 1.50 1.50 0.50 1.50
lon-type yi172 y10 b1o yi3
Delta ppm 32 22| -248| -296
)2 Reset
4.836+2 " Back
100.% ¥rg —
by -2
10
10 +2 M Y1g
Y. B Grow
181y kP Y13 G
Ut P “3 | shrink
| || T 1l
T T T
200 400 1000 1200 1400
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Result Summary

SPI # MH* MH®  MH"  Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1096 581 9 13/25 K24k (K)DAEAEGLSGTTLLPKLIPSGAGR(E) 2253.2085 114.0725 12.5 20648.1/6.83 HUMAN  Q9UI14 Prenylated Rab acceptor protein 1 OS=Homo sapiens GN=RABAC1 PE=1 SV=1

Detailed Results

N MH* MH* MHY  Protein N .
Rank Score (,,/' BCS Unrmtched Vasril'aeI;Ie Sequence Calculated Error Error MW/pl Species ACCS;SIOI’! M:‘d[’e'g;s‘ Protein Name
lo (Da) (a) (ppm)  (Da)
1 1096 58.1 9 13/25 K24k (K)D A\E\A\E/G L S G T T L/L/P k/L/I/P S G A G R (E) 2253.2085 114.0725 12.5 20648.1/6.83 HUMAN  Q9UI14 515311  Prenylated Rab acceptor protein 1 OS=Homo sapiens GN=RABAC1 PE=1 SV=1
Fragment-ion (m/z) |84.077 {123.083 |187.070 [201.128 |313.992 [316.126 |328.123 [331.197 |340.201 [343.128 |387.136 |480.754*2 |544.293 |555.322*2 (558.386 (577.322 |611.873 |657.364 |677.853 [722.382 (770.462 |337.876*2 (926.526 (957.452 |1109.649
Frac. Inten.(% of TIC) 777
Rel. Inten.(% of BP) 56.31
Score 1.50
lon-type Y6
Delta ppm 16.9
e Reset
3.358+2 Lo Back
100.% ]
¥
Y,
332 e i Grow
b, ¥y 7224 837.0 18
Ef 1‘1 1 4308 773 | | | | |957 5 Shrink
| I .
200 400 EDD 1000
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Result Summary

# MH* MH* MH*  Protein Accession

Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name

lons (Da) (Da)  (ppm) (Da)

1 1492 756 8 8/25 K456k (R)ELIKVLEEANQAINPK(L) 1809.0116 114.0516 4.5 72371.8/8.82 HUMAN Q92841 Probable ATP-dependent RNA helicase DDX17 OS=Homo sapiens GN=DDX17 PE=1 SV=1
Detailed Results
i MH* MH*  MH*  Protein . -

Rank Score (,/) BCS Unmatched Var.;absle Sequence Calculated Error Error MWi/pl Species Acce:sm" M:‘:e'f;s‘ Protein Name

lon: (Da) (Da)  (ppm) (Da)

1 1492 756 8

8/25

K456k

(R)E L\I/k V L E E/A N/Q/A/I/NIP K (L) 1809.0116 114.0516

4.5 72371.8/8.82 HUMAN Q92841

154101

Probable ATP-dependent RNA helicase DDX17 OS=Homo sapiens GN=DDX17 PE=1 SV=1

Fragment-ion (m/z) (84.079 [85.081 (86.095 [102.057 [132.077 (200.103 |215.138 [243.130 [244.164 [245.168 |341.182 |358.213 [411.211 |455.308 |464.257 |471.291 (542.330 |543.321*2 |597.298 |653.359 |670.385 |679.360 |784.424*2 |840.454*2 855.451

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)
Score
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Result Summary

# MH* MH®  MH* Protein Accession
Rank Score (o/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1676 811 8 5/25 K470k (R)EANQAINPKLLQLVEDR(G) 1951.0607 114.0444 0.7 69148.5/9.06 HUMAN  P17844 Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens GN=DDX5 PE=1 SV=1
Detailed Results
# . MH* MH*  MH*  Protein . .
Rank Score ?,Z)I BCS Unmatched v:":l:e Sequence Calculated Error Error MWi/pl Species Acce:sm" Mizs“‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1676 811 8 5/25 K470k (R)E A N Q A/I/N/P k/L/L/Q/L/V E D R (G) 1951.0607 114.0444 0.7 69148.5/9.06 HUMAN  P17844 154367  Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens GN=DDX5 PE=1 SV=1
Fragment-ion (miz) |72.083 84.081 |86.096 [101.071 [136.074 (242.149 (314.144 |371202*2 [425.181 [453.273 [496.219 518.261 [566.379 |509.207*2 [613.336 (631.343 |662.885%2 [680.390™2 |719.908 (720.403 (759.395 [776.455*2 (812.477 872.477 |985.558
Frac Inten.(% of TIC) .| .| . . 5 . X
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
o Reset
287043 ] Back
100.% ]
7204 Grow
NGQA Y4 Y5 +2
aL | yHy0' | | L | B 2 ¥ Y Shrink
. - 0 Y
T T T T T T T T
300 400 500 €00 700 800 00 1000
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Result Summary

# MH* MH*  MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1150 69.5 7 10/25 K54k (K)TEVNITPAEVGVLVGKDR(S) 1915.0647 114.0398  -1.5 15054.3/8.44 HUMAN  P07737  Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2
Detailed Results
# MH* mH* MH* Protein . .
Rank Score (s,,z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon MI?‘:‘;S;S' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 11.50 695 7 10/25 K54k

(K)T FIV N I/T P A E/V/G VIL/V/G k D R (S) 1915.0647 114.0398  -1.5 15054.3/8.44 HUMAN P07737 519509  Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2

[Frac. Inten.(% of TIC) (% of TIC)

Fragment-ion (miz) _[70.066 [72.080 84.079 [86.096 [221.126 [228.124 [249.120 [311.187 [413.200 [417.225 444,745+ [558.289 [589.303 [614.850 [632.317 [646.320*2 [688.381 \727 890*2 801.455 \542 426+2 (890.989 934.462 |957.580 [1056.602 1130.575

3.04 6.25

Rel. Inten.(% of BP) 24.16 49.67
Score -0.24 1.50
lon-type v 3+2

Delta ppm -16.0
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Result Summary

mH* MH* MH*  Protein N
Rank Score (s,,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:sm" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1932 872 10 4/25 K707k (R)DELLKDLQQSIAR(E) 1528.8329 114.0576 8.9 96023.6/6.13 HUMAN Q8WUM4 Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=1

Detailed Results

# MH* MH* MH*  Protein . .
Rank Score (SDZ)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species N:ce:slon le‘dllll)g(;sl Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1932 87.2 10 4125 K707k (R)D E|LIL/k/D/L/Q/Q/S I/A/R (E) 1528.8329 114.0576 8.9 96023.6/6.13 HUMAN Q8WUM4 486463 Programmed cell death 6-interacting protein OS=Homo sapiens GN=PDCD6IP PE=1 SV=1
Fragment-ion (m/z) |84.044 (84.080 (86.097 (88.039 |101.071 [102.054 175.115 [181.058 |199.072 |217.082 [245.077 [246.152 [342.695 [358.165 |446.274 |556.333 |574.331 578.314 ‘535530"2 ‘343 374%2 ‘ 685.376 ‘599 909+2 |702.391 [815.473 (930.502
[Frac. Inten.(% of TIC) (% of TIC) 2.94 0.07 227 474 5.61 292
Rel. Inten.(% of BP) 20.87 0.49 16.09 33.65 39.83 20.70
Score 0.50 -0.16 1.50 1.50 0.75
lon-type a1 KQ y9+2 y10*2 as
Delta ppm 174 11.9 15.0 -194
y6-NH3
18.9
pLQa@sl
337
Reset
b,
1.338+3 2
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100.% s
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Result Summary

+ + + i
Rank Score ?,Z)I BCS Unm;ched Variable sites Sequence Cal'::nl::ated g:or g.l-:lar :zchplr Species Acce:sion Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2068 944 11 124 K164k (R)DLSHIGDAVVISCAKDGVK(F) 1984.0168 114.0726 14.1 28769.0/4.57 HUMAN  P12004 Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=1
2 1597 809 9 424 K168k (R)DLSHIGDAVVISCAKDGVK(F) 1984.0168 114.0726 14.1 28769.0/4.57 HUMAN  P12004 Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=1

Detailed Results

# . MH* MH* MH*Y  Protein . .
Rank Score ?,7)' BCS Unmatched Vasri;:l;le Sequence Calculated Error Error MW/pl  Species Accession M:‘zi’;ﬂ Protein Name
o)
lons (Da) (Da) (ppm) (Da)
1 2068 944 11 124 K164k (R)D L s H\I G D\A\V\V/I/s/C/A/k D/G V/K (F) 1984.0168 114.0726 14.1 28769.0/4.57 HUMAN  P12004 485421  Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=1

Fragment-ion (m/z) |72.080 [84.079 |86.095 |110.070 |129.100 |130.084 |147.112 |185.165 |201.123 |225.099 303.209 |338.183 |425.212 ‘446.223 453.208 ‘489.729 ‘546.270 660.377 |731.402 738.347 |809.383 |891.436 |908.446 |978.471

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
141643 Back
100.% by i v |[——
b
185 SHI ¥ I
Yo ]sH vy, o Grow
By | vy ¥y o
v | | Shrink
RI
1
T T —T
200 400 600 800
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Result Summary

+

# MH MH* MH*  Protein .
Rank Score (S;; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:swn Protein Name
/o)
lons (Da) (0a)  (ppm)  (D2)
1 1236 798 5 9/25 K254k (K)YYLAPKIEDEEGS(-) 1513.7057 114.0508

4.9 28769.0/4.57 HUMAN

P12004 Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=1

Detailed Results

sl # mMH* MH*  MH* Protein
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species
lons (Da) (Da)  (ppm) (Da)
1 1236 798 5 9/25 K254k

(K)Y YILIA|IP XK\I ED E E G/S (-) 1513.7057 114.0508 4.9 28769.0/4.57 HUMAN

Fragment-ion (m/z) |84.083

Accession MS-Digest
# Index #

P12004 242711

Protein Name

Proliferating cell nuclear antigen OS=Homo sapiens GN=PCNA PE=1 SV=1

86.096 {106.053 |136.076 |185.131 [299.138 (300.142 [327.132 |328.134+2 340.200 348.192 [440.218 |466.237 (483.262 |511.258 |652.296 (826.400 [850.416 |955.443 ‘1012.460 ‘1026.485 ‘1099.496 ‘1117.504 ‘1188.546 ‘1301.629
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Frac. Inten.(% of TIC) [ 1.47 224 147 138 204 1821 5.08 265
Rel. Inten.(% of BP) | 8.06 12.33 6.42 756 | 11.22| 10000 | 27.88| 1455
Score -0.08 012| -006| -0.08 0.50 1.50 1.50 150
lon-type yo-H20 ¥9 y10 yi1
Delta ppm 54 3.0 6.7 5.4
Reset
Y
1.450+3: Back
100.% et
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28,1 4 Yio
a .
% a, 5523 6264 854 yoHlo Yy Shrink
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Result Summary

# MH* mMHY  MHY Protein .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:slon Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1097 606 7 10/25 K21k (R)GASNKYLVEFR(A) 1283.6743 114.0479 3.5 42153.5/4.96 HUMAN Q16186 Proteasomal ubiquitin receptor ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=2
2 685 515 4 12/25 None (K)QRYRMIDFLR(F) 1397.7470 -0.0249 -17.8 33301.0/11.29 HUMAN  Q5T653 39S ribosomal protein L2, mitochondrial OS=Homo sapiens GN=MRPL2 PE=1 SV=2

Detailed Results

MH* MHT  MmH* Protein N i
Rank Score ?,7; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;smn Mli‘:);g;s‘ Protein Name
o
ons (Da) (Da)  (ppm) (Da)
1 1097 606 7 10/25 K21k (R) G A\S N k/Y|L/V/IE/FIR (A) 1283.6743 114.0479 3.5 42153.5/4.96 HUMAN Q16186 7886 Proteasomal ubiquitin receptor ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=2

Fragment-ion (mz) 60.054 (70.066 [72.083 (84.080 (86.098 [101.069 |110.070 [120.083 [129.062 [136.075 [158.090 [175.118 |190.097 (222.141 |322.184 (337.642 |345.178*2 [352.175 |422.233 |451.231 |531.295 (550.297 (663.380 (735.348 |826.457

Frac. Inten.(% of TIC) 0.22 262 215
Rel. Inten.(% of BP) 1.61 19.60 16.13

Score 1.00 -0.20 -0.16
lon-type Y
Delta ppm -4.3
Resst
¥y S
8.558+2: v Back
100.% ]
Y
%5 Grow
422 —_—
3527
| I 5313 by g Shrin|
Jl 1l R
400 S0 600 70 a00
i) Labels
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259 Result Summary

# MH* MH* MH*  Protein  Accession .
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm) (P2
1 1638 799 7 6/24 K34k (KIMSLKGTTVTPDK(R) 1277.6770 114.0530 7.2 42438.8/4.96 HUMAN Q16186 Proteasomal ubiquitin receptor ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=2
2 539 558 3 12/24 K42k (KIMSLKGTTVTPDK(R) 1277.6770 114.0530 7.2 42438.8/4.96 HUMAN Q16186 Proteasomal ubiquitin receptor ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=2

Detailed Results

# MH* MH* MH*  Protein . .
Rank Score (;; BCS Unmatched Variable sites C Error Error MWipl Species Acce;smn Mlic:)el)g(;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1638 799 7 6/24 K34k (K)M s|L/k/G T/T/v T/P D/K (R) 1277.6770 114.0530 7.2 42438.8/4.96 HUMAN Q16186 7886 Proteasomal ubiquitin receptor ADRM1 OS=Homo sapiens GN=ADRM1 PE=1 SV=2
Fragment-ion (m/z) |72.080 |74.058 |84.080 |86.095 [104.052 [129.101 {130.084 147.113 [173.126 180.095 |191.084 |219.073 |322.185 |359.191 |406.224 (414.235 ‘443 260*2 ‘444‘265"2 |530 791*2 (559.304 ‘537 316*2 ‘ 621.852*2 |660.354 818.431
Frac.Inten.(% of TIC) | 0.17| 579| 035| 0.14| 1938 0.07 249 3.08 7.62 3.02 3.51 283 228 | 16.60 223 222 3.32 248 3.13 5.06 241 263 461
Rel. Inten.(% of BP) 0.89 | 29.89| 1.78| 0.72| 100.00 038 | 12.84| 1588 | 39.32| 1556 18.12( 1461 11.75| 8564 1149 1145 17.12 12.78 16.13 | 26.13 1244 13.58 23 63 23.80
Score 050 | 150| 050| 022 0.50 0.20 0.50 1.50 -0.39 1.50 0.50 0.50 -0.12 1.50 -0.11 -0.11 -0.17 -0.13 1.50 1.50 1.50 0.50 1.50 1.50
lon-type V| y++1 | KQ ] a1 | RKQ |yi-NHg Vi yH+3 a2 b ¥3 yo'2 ¥5 y10*2 |y11-H20*2 ¥6 ¥8
Delta ppm 66| -22.1 92| -21.2 -11.0 -11.1 -15.8 -2.1 =277 -6.7 -30.5 G{?’é 10.0 -8.6 -20.0 231 -32 6.4
-34
Reset
a, ——
3.09e+3 y, Back
100.% G'lq'v —
1731 Grow
1 ¥, Y, =
4433 275 X & .
|( | *2 3222 4082 s ¥, H O Shrink
2|11 i I —
L L onl I
T T T — T T T T
100 200 300 400 500 600 700 800
Mass (miz) Labels
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Result Summary
+ + + i
SPI # N " MH MH MH Protein .. Accession "
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
/]
lons (Da) (Da)  (ppm) (Da)
1 1317 836 6 6/25 K239 (K)EELEEVIKDI(-) 1216.6307 114.0540 8.3 26582.3/4.74 HUMAN P28066 Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMA5 PE=1 SV=3
2 743 659 2 10/25 K2030k (R)LDEKLEEVNK(F)  1216.6420 114.0428 -0.1 295591.4/7.89 HUMAN RQ86UK0 REVERSE ATP-binding cassette sub-family Amember 12 OS=Homo sapiens GN=ABCA12 PE=1 SV=2
3 557 546 2 11/25 None (K)RQVSIEEGERK(A) 1330.7074 -0.0226 -17.0 23707.0/542 HUMAN P20340 Ras-related protein Rab-6A OS=Homo sapiens GN=RAB6A PE=1SV=3
4 556 622 4 12/25 K51k (K)LEDIIEEIDk(A) 1216.6307 114.0540 8.3 27677.0/8.25 HUMAN RP19404 NADH iqui in 2, OS=Homo sapiens GN=NDUFV2 PE=1 SV=2
5 454 598 3 12/25 None (K)LSFHQTQVSQR(L) 1330.6862 -0.0015 -1.1 71194.8/6.98 HUMAN Q96970 Protein TBRG4 OS=Homo sapiens GN=TBRG4 PE=1 SV=1
Detailed Results
# N MH* MHY  MHY Protein N "
Rank Score ?,Z; BCS Unmatched Vasri;:I;Ie Sequence Calculated Error Error MWipl Species Acoe;snon MI?\‘dDeIg;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1317 836 6 6/25 K239k (K)E E\L\E E V|I|k/D/I (-) 1216.6307 114.0540 8.3 26582.3/4.74 HUMAN  P28066 521763 Proteasome subunit alpha type-5 OS=Homo sapiens GN=PSMA5 PE=1 SV=3

Fragment-ion (m/z) (72.080 |84.079 |86.096 |102.055 |132.106 |187.098 |201.124 |243.131 |247.130 |259.092 | 354.162 |358.171 |372.175 |489.262 |501.199 (584.349 |602.338 |612.250 711.306 (729.338 [812.413 |814.930 |824.420 |842.418 |1181.540

Frac. Inten.(% of TIC) 12.66 2.19
Rel. Inten.(% of BP) 100.00 17.28
Score 1.50 0.50
lon-type y3 b6
Delta ppm 9.9 15
Reset
Y3 —
115043 Dack
100.% Y. b —
4 L
- B0
. e
Letdo N b,H,0 oy
u i 3 b,HO
" 12 | bg || LB Shrink
| — 1] : .
200 400 600 800 1000 1200
Wiass (m/z) Labals
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Result Summary
Pl MH* MH®  MH'  Protein Accession
Rank Score (‘,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ns (Da) (Da)  (ppm) (Da)
1 1883 859 9 525 K201k (R)EVLEKQPVLSQTEAR(D) 1726.9334 114.0610 9.8 29204.4/5.72 HUMAN  P28070 Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=4
2 776 51.7 4 12/25 None (KIMRSQKIGEVIQEMQR(L) 1840.9611  0.0332 18.0 73198.0/8.23 HUMAN RQS567U6 REVERSE Coiled-coil domain-containing protein 93 0S=Homo sapiens GN=CCDC93 PE=1 SV=2
3 371 561 2 13/25 M37m K28k (R)LDVRKPSSPAVPVmSK(L) 1710.9571 130.0372 -0.3 57652.9/9.26 HUMAN RPOC6C1 REVERSE Ankyrin repeat domain-containing protein 34C OS=Homo sapiens GN=ANKRD34C PE=2 SV=1

Detailed Results

# i MH*  MH* MH*  Protein ) -
Rank Score (n/)l BCS Unmatched Vasrilt:I;Ie Sequence Calculated Error Error MWipl Species Acce:slon Mli‘?elf;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1883 859 9 5/25 K201k (R)E VIL E k Q/P/V/L/S/Q/T E/A/R (D) 1726.9334 114.0610 9.8 29204.4/5.72 HUMAN  P28070 524003  Proteasome subunit beta type-4 OS=Homo sapiens GN=PSMB4 PE=1 SV=4

Fragment-ion (m/z) (70.065 (72.079 |84.042 (84.080 |86.095 |101.067 |104.051 |169.132 |175.116 [201.125 |229.122 (246.159 |340.151 |371.204 |452.250 F76 238 500.774 |596.312*3 [604.317 (691.334 |695.369 804.426 |g06.934*+2 (840.364 |1000.543

Frac. Inten(% of TIC) 0.09
Rel. Inten.(% of BP) 0.56
Score
lon-type KQ
Delta ppm
Reset
7
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Y5
KQ Y
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| | 3402 ] EQT bsti,0 1 Shrink
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0 400 €00 800 1000
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Result Summary

# MH* MHY MH*  Protein .
Rank Score ?,7)' BCS Unmatched Variable sites q Calculated Error Error MW/pl  Species Acl:e:smn Protein Name
fo
lons (Da) (Da) (ppm)  (Da)
1 1329 674 5 6/24 K377k (R)WENHNKSLQLEAQTYQR(l) 2145.0472 114.0850 18.6 57819.3/5.40 HUMAN 095376 Protein ariadne-2 homolog OS=Homo sapiens GN=ARIH2 PE=1 SV=1
Detailed Results
# . MH* MHY MHY  Protein . .
Rank Score ?,Z)I BCS Unmatched Vasl;:tsvle Sequence Calculated Error Error MWi/pl Species Pcce;smn M:“zg;st Protein Name
on; (a)  (Da) (ppm)  (P3)
1 1329 674 5 6/24 K377k (R)WENHN k S L Q L E|A/Q T/Y/Q/R (I) 2145.0472 114.0850 18.6 57819.3/5.40 HUMAN 095376 34041  Protein ariadne-2 homolog OS=Homo sapiens GN=ARIH2 PE=1 SV=1
Fragment-ion (miz) |70.065 [74.060 [84.044 [84.080 [86.097 ‘101.071 [102.057 [110.073 [129.101 [132.083 ‘136.076 \159.090 [175.121 [303.178 [339.190*2 [366.179 [466.246 [521.231 ‘551.263 ‘568.237 |678.328 [695.357 [747.365 [766.302
Frac. Inten.(% of TIC) 0.33 0.19 0.12 0.24 6.55 0.36 0.40 5.95 543 4.03 535 10.99 3.84 578 6.53 | 11.85 6.36 6.21 12.63
Rel. Inten.(% of BP) 2.59 1.54 0.93 1.89 | 51.88 2.84 3.20 | 4711 | 4299 3190 | 4240| 87.06| 3042 4576 | 51.70| 93.87 | 50.41| 49.14 | 100.00
Score 1.00 0.20 -0.52 1.00 2.00 1.50 1.50 -0.32 -0.42 1.50 0.75 -0.46 -0.52 0.50 1.50 0.50 1.50
lon-type KQ E H| RKQ Y a1 )4l 2 y3 | QTYQ y5-NH3 y5 | b¥+qq ¥6
Delta ppm 139| 7.3 01| -143| 123 2.9 15| -99 105| 149 51| 104
2.00
w
-74
Reset
Y,
¥-NH, 6
B.0e+2 ¥y 5Ny Back
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588.3
Y, Yo by
1 V. 366.2 oty
T xw2 aTYQ ®
Shrink
T T - T . T T
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Result Summary

SPI # MH* MH®  MH* Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species # Protein Name
ons (Da) (Da)  (ppm) (Da)
1 1266 532 9 9124 K153k  (R)DMLLANPHELSLLKER(N) 1879.0106 114.0636 10.4 44522.8/4.95 HUMAN QSTDHO Protein DD homolog 2 OS=Homo sapiens GN=DDI2 PE=1 SV=1
Detailed Results
# MH* MHY MHY  Protein . .
Rank Score f:;)l BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon le‘:e'f;m Protein Name
A
ons (Da) (0a) (ppm)  (D3)
11266 532 9 9124 K153k (R)D M\L L/A N/P H/E L/S L/L/k/E/R (N) 1879.0106 114.0636 10.4 44522.8/4.95 HUMAN Q5TDHO 152905 Protein DDI1 homolog 2 0S=Homo sapiens GN=DDI2 PE=1 SV=1
Fragment-ion (m/z) |70.064 [72.079 [84.080 [86.096 [87.007 ‘110.069 ‘112.110 ‘120.080 ‘153.063 ‘171.075 ‘175.119 ‘199.178 ‘219.079 ‘235.115 ‘247.073 ‘304.151 ‘364.166 ‘433.243 ‘545.293 ‘659.379 ‘553_354"2 ‘750_91s+2 ‘859.500 ‘1101.613
Frac. Inten.(% of TIC) | 0. 12| 274 o009 377[ 353 256| 1435 344| 609 742[ 604 274 328 324 282 713[ 599 420 289 267 201
Rel. Inten.(% of BP) 19.08| 060| 2628| 2461| 17.83|10000| 2399 | 4240| 5173 42.11| 1907 | 2289 | 2255| 1963 | 4968 41.71| 2926| 2016| 1860 | 2024
Score -019| 100| -026| -025| -018| -100| 150| -042| 050| 075| 050 150| 075| -020| 150| 1.50 150 150 | 150| 150
lon-type H v a2| PH b2 y2| PHE ¥3 YAl yi0*2|  yr2*? ¥ ¥
Delta ppm 234 3.1 77| 55| 97| 31| 87 21| 65| org 20| 04| 118
Reset
% ¥,
820042
190 - Back
51.7% 4 |
2
¥ ,
1 Y, .
2 4832 Yo Y A Grow
| | | Shrink
- T N T T T T
200 400 600 800 1000
Mass (m/e) Labals
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SPI

Rank Score %)

21.92 833 10

1
2 543 516 2

lons
4/25
13/25

#
BCS Unmatched Variable sites

K170k
None

Sequence

MH*

MH*

Calculated  Error

(Da)

(Da)

(RINPPLAEALLSGDLEKFSR(V) 1957.0389 114.0731

(K)NPVNNLIRKDYLEEPEK(T) 2071.0818

0.0302

MH*
Error
(ppm)

14.6 44522.8/4.95 HUMAN  Q5TDHO
14.6 61002.8/5.80 HUMAN ~Q9NQS3

Result Summary

Protein
MWipl Species

(Da)

Accession
#

Protein Name

Protein DDI1 homolog 2 OS=Homo sapiens GN=DDI2 PE=1 SV=1
Poliovirus receptor-related protein 3 OS=Homo sapiens GN=PVRL3 PE=1 SV=1

SPI
Rank Score %)

1 2192 833 10

4/25

#
! BCS Unmatched Variable sites
lons

K170k

Sequence

Calculated

(R)N/P|P L/A E A L|L/S/G D L/E/k/F S/R (V)

MH*

(Da)

1957.0389 114.0731

Detailed Results

MH* MH*  Protein

Error  Error  MWipl
(Da) (ppm)  (Da)
14.6 44522.8/4.95 HUMAN ~ Q5TDHO

Species

Protein DDI1 homolog 2 0S=Homo sapiens GN=DDI2 PE=1 SV=1

Frac. Inten.(% of TIC) 462 | 0.09 3.38 3.00
Rel. Inten.(% of BP) 34.72 | 0.67 | 49.87 25.44 22.58
Score -0.35 1.50 0.75
lon-type E yo*2 | PLAEAL
Delta ppm 28 22
- Reset
.13 Yig —
2456+3 17 Back
100.% R
ay +3)
v Grow
. 18 Ysy 2 ¥y )
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f || |I| [ =
| T I T T | = T T T
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Fragment-ion (miz) [70.065 [72.081 [84.044 [84.080 [86.096 [102.055 [175.120 [184.109 [212.106 [260.099 [409.218 [576.784*2 | 595.345  [620.671*3 [633.321*2 [651.363 [653.0313 [780.409 [806.464 [g5.443+2 [892.501 [g0.506* [1065.545 (1152579 [1265.660

3.93 4.76 3.23
29.54 35.82 24.30
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1029 663 5 8/25 K325k (R)GGRPNEIEPPPPEMPPWQKR(Q) 2312.1604 114.0737 12.7 55401.0/9.15 HUMAN Q8NCAS5 Protein FAMI8A OS=Homo sapiens GN=FAMI8A PE=1 SV=1
Detailed Results
# MH* MHY  MmHY Protein . i
Rank Score (S,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce;slon Mli(?e'g;ﬁ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 10.29 663 5 8/25 K325k

(RIGGRPNE I\E/P P/P PE M/P/PWQkR(Q) 23121604 114.0737 12.7 55401.0/9.15 HUMAN  Q8NCAS5 205169  Protein FAM98A OS=Homo sapiens GN=FAM98A PE=1 SV=1

Fragment-ion (m/z) (70.066 (72.082 |84.044 86.096 87.053 102.051 |104.054 159.102 [227.104 324.150 |355.161 |357.199%2 |419.234 427.200 (463 257*2 (479.230 |583.293 (648.277 ‘eso 361+2 [724. 359\ 739.389 ‘737409*‘2 828.448 (853.438 925.504

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
» Reset
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327042 v 2 +2 Back
82.8% 2 *10 b Y —
8
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Result Summary

# MH*  MH*  WMH*  Protein )
Rank Score (SG/I’)I BCS Unmatched Variable sites Sequence Calculated Error Error MWI/pl  Species Acce;slon Protein Name
A
lons (a)  (Da) (ppm)  (P2)
1 1254 600 8 9/25 K377k (R)LVKLFDFPGR(G) 1191.6885 114.0528 7.6 56084.8/9.02 HUMAN  Q9P258 Protein RCC2 OS=Homo sapiens GN=RCC2 PE=1 SV=2
Detailed Results
# MH* MH* MH* Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accession M:K?e'g;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1254 60.0 8 9/25 K377k (R) L V\k\L/F/D/F/P/G/R (G) 1191.6885 114.0528 7.6 56084.8/9.02 HUMAN Q9P258 562483  Protein RCC2 OS=Homo sapiens GN=RCC2 PE=1 SV=2

Fragment-ion (m/z) |70.065 |72.081 |84.079 (86.095 |120.080 |129.099 |130.079 |158.089 |175.118 |185.165 |199.646 |213.158 [232.134 |312.164*2 [315.724*2 [329.192 [340.180 (356.219 |359.132 (370.207 |455.305 (476.259 |504.259 (591.283 |738.354

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
1
9.2Be+2 Back
100.% f _—
Grow
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Result Summary

+

MH MH® - MH* Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2386 947 10 225 K37k (R)VLMEKEFPGFLENQKDPLAVDK(I)  2547.3163 114.0670 9.1 11203.2/6.82 HUMAN  P60903 Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=2
2 1195752 6 10125 K47k (R)VLMEKEFPGFLENQKDPLAVDK(I) 2547.3163 114.0670 9.1 11203.2/6.82 HUMAN  P60903 Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=2
3 608 647 2 13125 K54k (R)VLMEKEFPGFLENQKDPLAVDK(I)  2547.3163 114.0670 9.1 11203.2/6.82 HUMAN  P60903 Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=2
4 581 588 3 15/25  K3601k K3604k (K)VLHPDMAKVPPASPKTAKMMQR(S) 24332927 228.0906 1.8 566659.8/6.12 HUMAN ~Q9YBVO Protein piccolo OS=Homo sapiens GN=PCLO PE=1 SV=3
5 554 557 1 14125 M383m  (R)TNmQRTRSKKSPNIVHCEAFLK(E) 26453763 16.0071 4.6 64118.2/4.96 HUMAN RQ9Y4X5 REVERSE Protein ariadne-1 homolog OS=Homo sapiens GN=ARIH1 PE=1 SV=2
Detailed Results
# MHY mMHY  MmHY Protein . DI
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:snon le‘:e'g;s' Protein Name
lons (Da)  (Da) (ppm)  (Pa)
1 2386 947 10 2125 K37k (R)VLIM E/K/E/FIP/G FLE N Q KD/P LAV/D K () 2547.3163 114.0670 9.1 11203.2/6.82 HUMAN P60903 704043 Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1SV=2
Fragment-ion (m/z) |70.066 (72.080 [84.081 [86.096 120080 [185.165 [213.158 [262.142 [361.209 [372.195 [396.204 [432. 249\ 501.244 [519.258 \557 633*3 [p06.663*2 [642.382 \730 399"3 [758.410%2 [187.424"2 [817.090"3 [835.948"2 [909.485"2 [074.002*2 [091.477
Frac. Inten.(% of TIC) 12.92 251 2.89 3.19 7.98 18.60 267
Rel. Inten.(% of BP) 69.49 13.52 15,52 17.17 4292 | 100.00 14.36
Score 1.50 1.50 -0.16 1.50 1.50 1.50 1.50
lon-type 5™ yig* yia? |y | oys | yie™?
Delta ppm 52 274 15 19.7 78 10.8
. Reset
Yia
29184 Back
100.% ]
Y
‘2 -
20 Grow
b, 7
2 ] +2 o
w62 EKE 3 ¥ 2
I I wrpo | Te I 4 Vg Yy Shrink
I [1 11l L ([0
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200 a0 £a0 1000
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Result Summary

# MH* MHY  MHY Protein N
Rank Score (SGZ)I BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Accession Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1939 871 10 5/25 K37k K47k (R)VLMEKEFPGFLENQkDPLAVDK(l)  2547.3163 228.1078 7.9 11203.2/6.82 HUMAN  P60903 Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=2
2 848 632 4 11/25 K37k K54k (R)VLMEKEFPGFLENQKDPLAVDK(l)  2547.3163 228.1078 7.9 11203.2/6.82 HUMAN  P60903 Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=2
3 533 519 2 14/25 M383m K390k (R)TNmQRTRSKkSPNIVHCEAFLK(E) 2645.3763 130.0479 3.6 64118.2/4.96 HUMAN RQ9Y4X5 REVERSE Protein ariadne-1 homolog OS=Homo sapiens GN=ARIH1 PE=1 SV=2
3 533 519 2 14/25 M383m K389k (R)TNmQRTRSkKSPNIVHCEAFLK(E) 2645.3763 130.0479 3.6 64118.2/4.96 HUMAN RQ9Y4X5 REVERSE Protein ariadne-1 homolog OS=Homo sapiens GN=ARIH1 PE=1 SV=2
4 532 551 3 12/25 K740k (K)EKDFLVGANALTDEHNRQLPHEK(S) 2661.3380 114.0862 15.6 141417.9/6.88 HUMAN RO15090 REVERSE Zinc finger protein 536 OS=Homo sapiens GN=ZNF536 PE=1 SV=3
Detailed Results
# N MH* MHY  MH* Protein N .
Rank Score (S,,Z)I BCS Unmatched Vari::ble Sequence Calculated Error Error MWipl Species Aoce;slon MI?‘:;)Q(;S‘ Protein Name
lons (Da) (Da) (ppm)  (P3)
1 1930 874 10 525 T (RIVLIME K EXF/P/G F L E N Q k/D/P L/MV/D/K () 25473163 2281078 7.9 1120320682 HUMAN P60303 704043  Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=2

Fragment-ion (m/z) (70.067 |72.083 |84.079 (86.095 [120.079 |147.111 |185.165 [187.143 [213.159 |262.139 |301.161 [361.211 |372.188 |432.247 |519.258 |505.643*3 |642.382 |757.411 |757.509 ‘335_951“Z 844.426 ‘355_094‘3 883.446 ‘392_447*‘3 ‘392_970*1
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Frac. Inten.(% of TIC) 278 279 3.00 13.39
Rel. Inten.(% of BP) 20.75 20.82 22.41|  100.00
Score 0.50 -0.20 -0.21 1.50
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Delta ppm 338 78
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Result Summary

SPI # : " MH* MH® - MH* Protein ;. Accession :
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 18311771 5 9/25 K47k (K)EFPGFLENQKDPLAVDK(I) 1946.9858 114.0579 7.3 11203.2/6.82 HUMAN  P60903 Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=2
2 7.02 581 2 13/25 K54k (K)EFPGFLENQKDPLAVDK(I) 1946.9858 114.0579 7.3 11203.2/6.82 HUMAN  P60903 Protein S100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=2
3 642 562 2 14/25 None (R)EFTGLEPIVSDVIRGICR(D) 2061.0797 -0.0360 -17.5 59483.3/8.17 HUMAN 043405 Cochlin OS=Homo sapiens GN=COCH PE=1 8V=1
4 615 516 3 15/25 K643k (K)EENEYQAHAGPITKVSR(A) 1946.9719 114.0718 14.0 78164.8/6.48 HUMAN Q96MR6 WD repeat-containing protein 65 OS=Homo sapiens GN=WDR65 PE=2 SV=2
5 494 527 2 16/25 M2149m K2143k K2145k  (K)EEGILAKTKYFQmMLK(M)  1817.0030 244.0408 -19.4 250750.0/5.67 HUMAN  P50748 Kinetochore-associated protein 1 OS=Homo sapiens GN=KNTC1 PE=1 SV=1
Detailed Results
+ + + i
Rank Score (SDZ)I BCS Unm;:ched Variable sites Sequence Cal':ll:ated g::,, éwr:,r PN’I;\‘I?;T Species Acce:sion M:‘ -dDeig(;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1311771 5 9/25 K47k (K)E F/P G F/L ENQK/D/P L/AV D K (I)  1946.9858 114.0579 7.3 11203.2/6.82 HUMAN  P60903 704043  Protein $100-A10 OS=Homo sapiens GN=S100A10 PE=1 SV=2

Fragment-ion (m/z) 70.066 (72.081 (84.041 |86.096 (120.079 |130.084 |186.088 (231.108 [249.120 |302.139 |361.226 432.244‘544.269 ‘555_232“2 ‘557,524“3 561.244‘559,647"‘3 ‘595,542“3 642.393 ‘721,355"‘2 ‘742,352“2 757.404 795.893 (844.928 (392 069*2

Frac. Inten.(% of TIC) 2550 354 [ 219 6.18 222
Rel. Inten.(% of BP) 1435 20.25 | 1257 3541 1273
Score -0.14 050 | -0.13 050 013
lon-type y14-NH3*3 yi5-H20*3
Delta ppm 1.6 10.2
4 Reset
¥is —
1 50et; Back
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2
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Result Summary

# mMH* MH* MH*  Protein .
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species N:ce;slon Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 1955 849 10 4/25 K27k (K)YAGKDGYNYTLSK(T) 1479.7114 114.0466 2.3 11740.5/6.56 HUMAN  P31949 Protein $100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=2
Detailed Results
# MH* MH* MHY Protein . i
Rank Score (S,,Z)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWi/pl Species Acoe:slon M.?“?;f? Protein Name
lons (Da) (Da)  (ppm) (Da)
1 19.55 849 10 4/25 K27k (K) ¥/a|¢ /D G\Y/N/¥/T/L/S/K (T) 1479.7114  114.0466 2.3 11740.5/6.56 HUMAN P31949 704059  Protein $100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=2

Fragment-ion (m/z) 84.081 86.096 (87.053 |91.054 |119.050 |129.102 |130.091 (136.075 |137.078 |147.112 |207.112 216.131 |234.143 |235.108 |300.165 |347.227 (361.176 (371.204 |448.280 |611.342 ‘eso 340%2 ‘ 706.313 ‘715 842*2 [725.384 ‘1060.495

[Frac. Inten.(% of TIC) (% of TIC) 5.07 2.51 5.65
Rel. Inten.(% of BP) 32.08 15.89 35.79
Score 1.50 0.75 1.50
lon-type yi11*2 be ¥9
Delta ppm 138 AGkDéY o
-4.8
Reset
a
2
3.076+5 Back
100.% E—
¥
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+
¥, ¥a N Shrink
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Wass {miz) Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

277



271

MH*

Calculated  Error
(Da)

SPI # MH*
Rank Score %) BCS Unmatched Variable sites Sequence
lons (Da)
1 1412 744 1 7/25 K150k (K)KAEAGAGSATEFQFR(G) 1569.7656 114.0561
1 1412 744 1 7125 K139k (K)KAEAGAGSATEFQFR(G) 1569.7656 114.0561

MH*
Error
(ppm)

Result Summary

Protein
MWipl
(Da)

Species

Accession
#

Protein Name

7.8 20120.4/10.13 HUMAN Q9NQ39 Putative 40S ribosomal protein S10-like protein OS=Homo sapiens GN=RPS10P5 PE=5 SV=1

7.8 18897.9/10.15 HUMAN

P46783  40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1 SV=1

#
Rank Score SPI BCS Unmatched
lons

(%)

1 1412 744 11
1 1412 744 1

Rel. Inten.| (% of BP)

[Frac. Inten.(% of TIC)

7125
7125

Variable

sites Sequence

H*

mH*

Calculated  Error

(Da)
K150k (K) k A E\A\GMANG\S A/T/E/F/Q/F/R (G) 1569.7656 114.0561
K139k  (K) k A E\A\GMANG\S A/T/E/F/Q/F/R (G) 1569.7656 114.0561

(Da)

Detailed Results

MH*
Error
(ppm)

Protein
MWipl Species
(Da)

7.8 20120.4/10.13 HUMAN
7.8 18897.9/10.15 HUMAN

Fragment-ion (m/z) |60.044 (74.061 (84.080 [102.053 [120.081 |158.088 (175.118 [213.084 (276.128 309.129 (322.192 |406.210 (426.213 |443.228 (450.236 | 470.743*2 |514.271 |529.222 |571.271 |597.318 |642.310 |699.333 |726.362 |768.361 (827.408

Accession MS-Digest
#

Q9NQ39
P46783

Index #

663053
663631

Protein Name

Putative 40S ribosomal protein S10-like protein OS=Homo sapiens GN=RPS10P5 PE=5 SV=1
40S ribosomal protein S10 OS=Homo sapiens GN=RPS10 PE=1 SV=1

Score
lon-type
Delta ppm
Reset
¥y —
L3 Back
100.%
s
Grow
; A2 b b0 Yo || STOW
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| 2|i.| |2 | |\:|3 I Bg hIT Shrink
200 300 400 500 500 700 200
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Result Summary

+

MH MH* MH*  Protein .
Rank Score (S,,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species A‘:ce;sm" Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1140 688 7 11/25 K12k (K)VQKVMVQPINLIFR(Y) 1684.9931 114.0478 2.7 10678.4/7.86 HUMAN  Q5VYJ4 Putative small nuclear ribonucleoprotein polypeptide E-like protein 1 OS=Homo sapiens GN=SNRPEL1 PE=5 SV=1
1 1140 688 7 11/25 K12k (K)VQKVMVQPINLIFR(Y) 1684.9931 114.0478 2.7 10803.7/9.46 HUMAN  P62304 Small nuclear ribonucleoprotein E OS=Homo sapiens GN=SNRPE PE=1 SV=1
Detailed Results
# 5 MH MH* MH*  Protein . .
Rank Score (SHZ)I BCS Unmatched V:';:l:e Sequence Calculated Error Error MW/pl Species Acce:slon MI?‘ f;f;ﬁ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1140 688 7 11/25 K12k  (K)Vv Q k\V M V|Q/P/I/N/L I F/R (Y) 1684.9931 114.0478 2.7 10678.4/7.86 HUMAN  Q5VYJ4 698231  Putative small nuclear ribonucleoprotein polypeptide E-like protein 1 0S=Homo sapiens GN=SNRPEL1 PE=5 SV=1
1 1140 688 7 11/25 K12k (K)V Q k\V M V|Q/P/I/N/L I F/R (Y) 1684.9931 114.0478 2.7 10803.7/9.46 HUMAN  P62304 703613

Small nuclear ribonucleoprotein E OS=Homo sapiens GN=SNRPE PE=1 SV=1

Fragment-ion (m/z) (70.063 |72.081 |84.080 {101.070 |106.047 |133.078 (134.086 |175.117 [313.182 |397.252 |400.222*2 |434.745%2 |436.783 |470.284 |480.109 (522.804 |548.343 |608.351 |662.397 (775.467 |785.379 |799.967*2 |872.526 (910.507 [1000.604

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
Score
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Result Summary

MH" MH"  MH'  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1363 718 5 8/25 K305k (R)GDLGIEIPAEKVFLAQK(M) 1828.0215 114.0642 10.9 57937.2/7.95 HUMAN  P14618 Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM2 PE=1 SV=4
1 1363 718 5 8/25 K348k (R)GDLGIEIPAEKVFLAQK(M) 1828.0215 114.0642 10.9 61830.5/7.65 HUMAN  P30613 Pyruvate kinase isozymes R/L OS=Homo sapiens GN=PKLR PE=1 SV=2
2 1062 664 3 10/25 K311k (R)GDLGIEIPAEKVFLAQk(M) 1828.0215 114.0642 10.9 57937.2/7.95 HUMAN  P14618 Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM2 PE=1 SV=4
2 1062 664 3 10/25 K354k (R)GDLGIEIPAEKVFLAQK(M) 1828.0215 114.0642 10.9 61830.5/7.65 HUMAN  P30613 Pyruvate kinase isozymes R/L OS=Homo sapiens GN=PKLR PE=1 SV=2
Detailed Results
# MH* MH* MH*  Protein
Rank Score ?,/P; BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Accesslon MI?‘:'Q;SQ Protein Name
/o
lons (Da) (Da)  (ppm) (Da)
1 1363 718 5 8/25 K305k (RIGDLGIUEVPAEK/VFLAQ/K (M) 1828.0215 114.0642 10.9 57937.2/7.95 HUMAN  P14618 344051  Pyruvate kinase isozymes M1/M2 OS=Homo sapiens GN=PKM2 PE=1 SV=4
1363 718 5 8/25 K348k (RIGDL/GMEVPAEK/VFLAQ/K (M) 1828.0215 114.0642 10.9 61830.5/7.65 HUMAN  P30613 344063  Pyruvate kinase isozymes R/L OS=Homo sapiens GN=PKLR PE=1 SV=2

Fragment-ion (mz) (84.043 [84.081 (86.095 [120.081 |143.115 [147.108 [169.094 (171.113 |177.108 243.135 |258.139 (300.150 (311.160 [343.156 |353.129 (357.165 (413.238*2 [438.215 |543.283 (622.852 |623.351 |705.412 | 733.400*2 |828.961*2 |1244.690
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Result Summary

SPI # MH* MH®  MH®  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2158 8714 11 3/25 K209k (K)IAQDLEMYGVNYFEIKNK(K) 2175.0791 114.0574 6.3 68564.2/6.03 HUMAN ~ P35241 Radixin OS=Homo sapiens GN=RDX PE=1 SV=1
1 2158 871 11 3/25 K211k (K)IAQDLEMYGVNYFEIKNk(K) 2175.0791 114.0574 6.3 68564.2/6.03 HUMAN  P35241 Radixin OS=Homo sapiens GN=RDX PE=1 SV=1
Detailed Results
# MH* mMH*t MH* Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Accession M;z;g?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 21.58 871 M 3/25 K209k (K) I a\Q D L/E/M Y/G V/N/Y/F/E/1/k/N K (K) 2175.0791 114.0574 6.3 68564.2/6.03 HUMAN P35241 278256

Frac. Inten.(% of TIC) [ 0.1 011 o013 oss[ 520 332[ 282
Rel. Inten.(% of BP) | 0.53 051| 063 182| 2476| 1579| 1345
Score 0.50 100| 020 100| 050 050| 1.50
lon-type v F| RKQ Y a2 b2 I
Delta ppm 163 40| 26| -124| -104| 30| 140
Reset
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¥y Grow
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9 | |
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Radixin OS=Homo sapiens GN=RDX PE=1 SV=1

Fragment-ion (m/z) (72.080 84.080 [86.097 (87.100 |120.080 [129.102 |136.074 [157.133 |185.130 |261.159 |315.126 [357.183 469.217 503.291 |513.283 |616.376 (663.329 (728.386 |745.407 \510_375+2 \374_911* 892.482 \1043_969" \1055.541 ‘1169.601

253 5.70 294 3.51 4.00

368[ 842 336[ 528 309
1207 | 2716| 1202 1672| 1907| 1387| 17.53| 4010 1601| 2513| 1470
012| 150 150| 050| 150 150 150 | 150 050| 150| 150
YA YO \YeNHS | Y5 yt2 |yt ¥6 |y16-Hp0*2 v 8
2.7 -25.7 -10.6 -18.1 -26. 91 -7.8 -28. -10.8 53
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Result Summary

MH* MH®  MH®  Protein Accession
Rank Score (,,/) BCS Unrmtched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ons (Da) (ba) (ppm)  (Pa)
1 1038 67.2 9 10/25 K526k (K)KQLQALSSELAQAR(D) 1542.8598 114.0512 5.0 68564.2/6.03 HUMAN  P35241 Radixin OS=Homo sapiens GN=RDX PE=1 SV=1

Detailed Results

# MH* MH* MH* Protein . D
Rank Score :/P)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon MI?\(?elgjts‘ Protein Name
o]
lons (Da) (Da)  (ppm) (Da)

1 1038 672 9 10/25 K526k (K) k Q\L @ A\L/S/S/E|L/A Q/A/R (D) 1542.8598 114.0512 5.0 68564.2/6.03 HUMAN P35241 556511  Radixin OS=Homo sapiens GN=RDX PE=1 SV=1

Fragment-ion (m/z) [70.061 (72.079 |84.080 |86.095 [175.114 [246.154 [250.197 (354.189 |371.202 |441.301 |445.252 |447.772*2 |556.323 |558.327 604.384 (611.282 |g18.788*2 (666.361 |683.386 (687.377 (717.328 (774.392 (843.443 (861.458 {1099.559
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Result Summary
MH* MH® - MH*  Protein Accession
Rank Score (0/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1157 628 9 10125 K556k (R)ILAIGLINEALDEGDAQKTLQALQIPAAK(L) 3017.6881 114.0592 5.2 189252.9/6.08 HUMAN ~ P46940 Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1
Detailed Results
# ; MH* MH* MH*  Protein . .
Rank Score S BCS Unmatched Vrable Sequence Calculated Error Error MWipl  Species Accession MS-Digest o i \ome
(/) lons sites # Index #

(Da) (Da)  (ppm) (Da)

1 1157 628 9 10/25 K556k (R)I L\AIGLIWEALDEGDAQk T L/Q/A/L/Q/I/P A/A K (L) 3017.6881 114.0592 5.2 189252.9/6.08 HUMAN ~ P46940 321931

Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens GN=IQGAP1 PE=1 SV=1
Fragment-ion (miz) (70.062 ‘84 081 ‘ae 093 [129.094 170.089 [199.181 218.146 |227.176 244.093 (313177 (343.161 [355.239 |386.241 |470.286 (499.321 |539.232 |581.379 |627.373 |661.302 (694.465 |740.471 (811.499 923 806*3 [927.474 [1031.560
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[Frac. Inten.(% of TIC)

Result Summary
+ + " ;
SPI # ) . MH MH"  MH®  Protein . Accession .
Rank Score /| BCS Unmatched Variable sites Sequence Calculated Error Error  MWIpl  Species %55 rotein Name
lons ©a)  (Da) (ppm)  (0a)
1 2424 943 11 325 K147k (KILTPITYPQGLAMAKEIGAVK(Y) ~2101.1726 114.0643 9.6 21450.2/8.77 HUMAN  P63000 Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RACT PE=1 SV=1
2 1957 899 8 625 K153k  (KILTPITYPQGLAMAKEIGAVK(Y) ~2101.1726 114.0643 9.6 21450.2/8.77 HUMAN P63000 Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RACT PE=1 SV=1
3 955 630 3 1125 M1630m  (R)ITRLPMMVTGVMTDWILGK(N) ~ 2199.2358 16.0010 2.7 192999.0/5.21 HUMAN RQOUPWS REVERSE Protein unc-13 homolog A OS=Homo sapiens GN=UNC13A PE=2 SV=3
4 824 536 4 1525 K28k (K)LTVAAGMLGQVLAEGTSKVQK(A) 2101.1686 114.0683 11.5 35509.21561 HUMAN RO75208 Ubiquinone bi is protein COQS, 08=Homo sapiens GN=COQQ PE=1 SV=1
5 745 579 2 1325 Nome  (R)TIPGLNLVRSQDIVSGSRFR(T) 22152306 0.0063 2.8 69761.4/505 HUMAN RPO07911 REVERSE Uromodulin OS=Homo sapiens GN=UMOD PE=1SV=1
Detailed Results
# i MH*  MH® mH'  Protein ) -
Rank Score (S,Z)' BCS Unmatched V:'i'f;;'e Sequence Calculated Error Error  MWipl  Species A“e;s'“" Mlizfjf' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2424 943 11 325 K147k (K)L TIP|T/T/¥/p @ G L A/M/A/K/E 1/G A V/K (Y) 21011726 114.0643 9.6 21450.2/8.77 HUMAN P63000 555171 Ras-related C3 botulinum toxin substrate 1 OS=Homo sapiens GN=RAC1 PE=1 SV=1
Fragment-ion (miz) |70.065 [84.079 [86.096 [142.120 [147.112 [183.149 [187.143 [211.145 [215.136 [312.190 [374.237 [457.247 \530 788*2 ‘616372 ‘53457{2 [661.6907 ‘557 7033 [763.919%2 ‘345445+2 858.496 ‘595951*‘2 929.544 [952.519 [1001.046*2 [1060.586

2.80 240  2643[ 1261 6.95
Rel. Inten.(% of BP) 1058 909| 10000| 4773 26.30
Score 0.1 0.50 1.50 1.50 150
lon-type vig-H20" | y1g*® | yia*? 62
Delta ppm 88 52 38 45
L Reset
18
9.61e+3 Back
100.5% _—
2
Y1q 2 Graw
Y7 Y18
16 -
a P28 , 2 gaas ¥, 5‘2 Shrink
KLP l 4572 '3 Yg Yo
J I 1 Pﬂ 1 L 1 M| L Ly 1
T T T T T
200 400 600 800 1000
Mass (miz} Labels
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Result Summary

* MH* MH*  Protein

MH :
Rank Score ?,/) BCS Unrmtched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1580 808 8 6/24 K165k (K)TASNVEEAFINTAKEIYEK(I) 2157.0710 114.0630 8.9 23545.7/6.08 HUMAN  P61019 Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=1
2 1298 764 6 7124 K170k (K)TASNVEEAFINTAKEIYEk(I) 2157.0710 114.0630 8.9 23545.7/6.08 HUMAN  P61019 Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=1
3 482 505 2 13/24 K62k (K)EYIEKATNIFAEEVNSATK(A) 2157.0710 114.0630 8.9 23545.7/6.10 HUMAN RP61019 REVERSE Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=1
Detailed Results
# MH' MH* MHT  Protein
Rank Score ‘,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accesslan M?‘ Dlgest Protein Name
lons (Da) (Da) (ppm) (Da)
1 1580 80.8 8 6/24 K165k (K)T A|S N\V|E/E A F I/N T A/k E I/Y E/K (I) 2157.0710 114.0630 8.9 23545.7/6.08 HUMAN  P61019 554681 Ras-related protein Rab-2A OS=Homo sapiens GN=RAB2A PE=1 SV=1

Fragment-ion (miz) [58.063 [74.062 (84.081 [86.094 [145.095 [173.092 [202.082 [329.176 [374.168 [407.197 [439.223 [455.236 [473.238 \eos 3142 [635.396 [771.418°2 [835.426"2 [842.804°2 [ 890.927*2 [pog.947+2 [923.483 \1050 0032 [1063.577 [1209.563

Nature Biotechnology: doi: 10.1038/nbt.1654

285

Frac. Inten.(% of TIC) 472[ 317 375 3.99 304 3.86 358 7A1[  300[ 346
Rel. Inten.(% of BP) 3481| 2339 | 2769| 2940| 2240 2850 | 2638 5244 | 2211| 2554
Score 1.50 -0.23 -0.28 1.50 -0.22 0.50 1.50 1.50 -0.22 1.50
lon-type yo*2 yi3*2 y14-H20"2 | y1a*? w72 ¥
Delta ppm 85 13 -16.1 04 -14.9 -394
Reset
b, | —
& T Back
100.5% R
Ta% Y. 0
7
b, o -2 oy
s 62 Y ¥ ¥, .
8, b 4 13 s 1BE ¥,
Bl (gl i || _ [ ==
o 400 800 1200
) Labels
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Result Summary

SPI # MH* MH*  MH*  Protein
Rank Score %) BCS Unmatched Variable sites Sequence
los

ns

..« Accession "
Calculated Error Error  MWipl  Species # Protein Name

(Da) (0a)  (ppm)  (Da)
1 19.33 886 7 5/25 K410k (R)SLSVLSSSTIANPDIPEAYKLR(G) 2474.3501 114.0580 5.8 68138.6/6.91 HUMAN

P27694 Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens GN=RPA1 PE=1 SV=2

Detailed Results

# ! MH*  MH*  MH*  Protein ! ™
Rank Score s"PI BCS Unmatched Y2%° Sequence Calculated Error Error ~ MWIpl  Species Accession MS-Digest
(%) sites # Index #
ons (Da) (a)  (ppm)  (P3)

(R)SLISVIL/SSSTITI/A/N/PDI/PEAYkLR(G) 2474.3501 114.0580 5.8 68138.6/6.91 HUMAN  P27694 286352  Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens GN=RPA1 PE=1 SV=2

Fragment-ion (mz) [70.065 [86.093 [87.054 [173.126 [201.123 [213.085 [270.148 [288.190 | 369.211 [387.221 [438.250 [440.208 [458.219 [495.765*2 ‘553_34-#2 [r15.377°2 [173.430 [040.520*2 [990.534 ‘1045055*2 ‘1101.592 ‘1194_529+2 [1315.689 [1429.744 [1500.778

Protein Name

1 1933 886 7 525 K410k

Frac. Inten.(% of TIC)

224 6.86 5.78 201 280 200 547 445 203 423 228 331
Rel. Inten.(% of BP) 1323 | 4055| 3413 | 11.86| 1653 | 11.85 3231 2631 1201| 2497 | 1350 1955
Score 0.13 1.50 1.50 150 | -0.17 0.12 150 150 150 150| 1.50|  1.50
lon-type 2| oyt g2 yig2 | ¥H+19 y21*2 ¥10 1 y12
Delta ppm 133 -10.9 29 46 02 -10.6 46 06 -15
Reset
7
1.250+3 Back
100.% —
“% b,-H, O +2
s ydsfio V7 2 +2 Grow
b 2 Y10 Yis v
10 R
| T“ ks T34 05 | ,2"1 | 12 Shrink
u
] il L 1 1 |
T r T
500 1000 1500
Wl Labels
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Result Summary

* MH* MH*  Protein

Error  MWipl
(ppm)  (Da)

MH
Sequence Calculated Error
ons (Da) (Da)

Accession
#

#
Rank Score SPI BCS Unmatched Variable sites Species Protein Name
I

(%)

1 1312 69.0 7 9/24 K141k (K)IDKTDYMVGSYGPR(A) 1601.7628 114.0508 4.6 23207.2/5.02 HUMAN  P52565 Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=3
Detailed Results
# . MH* MHY  MH*  Protein . .
Rank Score (S,,/P: BCS Unmatched Va:;l;bsle Sequence Calculated Error Error MWipl Species Acce:slon Mlidnelgis‘ Protein Name
o)
lons (Da) (Da)  (ppm) (Da)
1 1312 69.0 7 9/24 K141k (K)1 p k T D Y|M|V/G/S/Y/G P/R (A) 1601.7628 114.0508 4.6 23207.2/5.02 HUMAN  P52565 242757 Rho GDP-dissociation inhibitor 1 0S=Homo sapiens GN=ARHGDIA PE=1 SV=3

Fragment-ion (miz) [70.064 [72.081 [84.081 [86.096 [104.053 [119.045 ‘136.073 ‘175.118 [183.118 [191.122 [312.164 [329.190 ‘339.169 [416.203%2 ‘430.717 [492.259 [509.279 ‘579.282 |618.293 [636.309 [735.386 [850.391 ‘866.407 ‘981.440
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Frac. Inten.(% of TIC) 749 278[ o014 181[ 190[ 207 330 332 193 206 205[ 347 190 365[ 513[ 1968 997 330[ 212[ 476
Rel. Inten.(% of BP) 3808| 1414 070| 920| 966| 1051| 1674 | 1687 | 981 1048 | 1040 | 17.64| 967 1853 | 26.07|100.00| 5067 | 1674 | 1077 | 24.20
Score 038| -0.14| 100| 150| -010| -0.11| 050 150| -0.10 010| -010| 150 -010| 150| 050 150| 150| 050| 1.50| 050
lon-type Y y1 y3-NH3 ¥3 y4 ¥5 |y6-H20 ¥6 y7 be ¥8 b7
Delta ppm 98| 77 75| 81 5.1 118 -101| 09| 99| 52| -133| 41
Reset
%s
1.27e+3 Back
100.5%
LTR] Y7 a
y-H b
5 7 .
Hmn g Y5 462 Y4 | bg | Shrink
v
JA [T P L1
v 7 7 7
200 400 aon BOD
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Result Summary

MH* MH®  MH"  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1583 787 10 5/25 K157k (K)CSVCPDYDLCSVCEGKGLHR(G) 2412.0199 114.0638 8.3 47687.5/5.10 HUMAN Q13501 Sequestosome-1 OS=Homo sapiens GN=SQSTM1 PE=1 SV=1
Detailed Results
# MH* MHY  mHt Protein . .
Rank Score (S;; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species N:CE;SIOI'! M:‘d[:;f;s‘ Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 1583 787 10 5/25 K157k (K) C S\WC\P D Y/D\L/C S/V/C E/G k G L H/R (G)  2412.0199 114.0638 8.3 47687.5/5.10 HUMAN Q13501 731137 Sequestosome-1 OS=Homo sapiens GN=SQSTM1 PE=1 SV=1
Fragment-ion (m/z) |70.065 (72.081 |84.079 86.096 (133.042 |136.076 |175.118 [213.087 |248.067 279.094 312170*‘2 329.123 (347.142 [364.159 [373.125 |491.174 |507.157 |536.255 |585.290 |708.831*2 |765.850*2 (781.425 [822.872 [997.341 (1070.514
[Frac. Inten.(% of TIC) (% of TIC) .
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
.3 Reset
¥,
il
Uil Back
100.5%
a,
1 b, H r u
3 7859 Yy Grow
Yot by —
| ITI || | [ =
T T T
800 BOO 1000
Waws (miz) Labels
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Result Summary

MH* MH* MH*  Protein .
.. Accession "
Calculated Error Error ~ MW/pl  Species # Protein Name
(Da) (ba) (ppm)  (D2)

Rank Score (..,)' BCS Unmatched Variable sites Sequence

1 2212 917 12 4125 K435k (K)NYDIGAALDTIQYSKHPPPL(-) 2213.1237 114.0680 10.8 47687.5/5.10 HUMAN Q13501 Sequestosome-1 OS=Homo sapiens GN=SQSTM1 PE=1 SV=1
Detailed Results
# MH* MH*  MH*  Protein . -
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Aoce;slon M:‘(?;E;St Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2212 91.7 12 425 K435k

(K)N Y|D|I/G/A/A/L D T 1/Q/Y/S k/H/P/P P L () 22131237 114.0680 10.8 47687.5/5.10 HUMAN Q13501 731137 Sequestosome-1 OS=Homo sapiens GN=SQSTM1 PE=1 SV=1

Fragment-ion (miz) [86.095 [87.055 [88.038 [136.075 [250.118 [251.121 [261.088 [278.114 [279.112 [326.206 [393.145 [423.250 [ 428.215 [s60.319 \311 9262 [347.454*2 [382.986*2 [889.507 \911 4782 968.040*2 [1016.499"2 [1025.5532 [1052.549 [1112.055*2 [1180.615

Frac. Inten.(% of TIC)
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1.81 356 13.78 480 226 or [ 214 162[ 235
Rel. Inten.(% of BP) 1316 | 2579 10000 | 3484 16.41 7051| 1553 172| 1706
Score 1,50 150 1.50 150 0.50 150| 150 012|150
lon-type 13 y1a*2 vi6'2 | yi17*? |y1g-H20"2 182 ¥8 ¥o
Delta ppm 26 63 0.1 204 296 18.5 28 34
) Reset
15
23ien Back
100%| 2 +2 e
, Yig
b, A
+2 Grow
N Y7 )
4 + -
| P LD Yg y,;él ra'H o Yg Shrink
I | [
T T T T
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Result Summary

+

SPI MH MH™  MH®  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl  Species # Protein Name
ons (Da) (Da) (ppm)  (Da)
1 1654 833 8 6/25 K456k (R)LAGDKYQAAVQALR(E) 1503.8278 114.0517 5.4 53082.9/7.61 HUMAN  P34896 Serine hydroxymethyltransferase, cytosolic OS=Homo sapiens GN=SHMT1 PE=1 SV=1
Detailed Results
# MH* MH* MH*  Protein . .
Rank Score :,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species Acce:s'on MI?‘ :e'g;s‘ Protein Name
ons (Da) (Da)  (ppm) (Da)
1 1654 833 8 6/25 K456k (R)L A\G D/k Y/Q/A/A/N/Q A L/R (E) 1503.8278 114.0517 5.4 53082.9/7.61 HUMAN  P34896 256085 Serine hydroxymethyltransferase, cytosolic OS=Homo sapiens GN=SHMT1 PE=1 SV=1

Fragment-ion (m/z) |70.064 (72.079 [84.079 (86.095 [101.070 [136.075 [157.133 {159.084 |175.115 [185.127 |200.101 [311.181 (353.183 (358.180 | 397.179 |415.183 (477.205 |487.301 |499.222%2 |517.275 |586.372 |631.331*2 |657.407 (728.448 |856.495

Frac. Inten.(% of TIC) 0.16
Rel. Inten.(% of BP) 0.63
Score
lon-type KQ
Delta ppm
Reset
i? —
1238+ Back
100.5% —_—
" Grow
¥,
lea o mz B % |’ 'Wﬂl Y7 s Shrink
1Ly | T T, 1 | |
= T T T T T T
100 200 300 400 500 ] i (1]
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Result Summary

SPI # MH* MH"  MH* Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ons (Da) (Da) (ppm)  (Da)
1 1048 69.2 4 11/25 K237k (R)IQTKEPLPTLPLGR(S) 15629265 114.0351 -4.7 48841.1/10.07 HUMAN 043464 Serine protease HTRA2, mitochondrial OS=Homo sapiens GN=HTRA2 PE=1 SV=2
Detailed Results
# mMH* MHY  MH* Protein . D
Rank Score ?,Z; BCS Unmatched Variable sites C: Error Error MWi/pl Species Acce;sm" Mlife'f;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1048 69.2 4 11/25 K237k (RITQ Tk E P L/P/T L/P L/G R (S) 1562.9265 114.0351 -4.7 48841.1/10.07 HUMAN 043464 302643  Serine protease HTRA2, mitochondrial OS=Homo sapiens GN=HTRA2 PE=1 SV=2
Fragment-ion (m/z) |70.063 (84.078 [84.105 (86.096 |87.097 [115.082 129.096 (199.102 [225.120 |232.134 [324.159 (340.183 ‘377,227*2 ‘392,217+2 423.218 ‘439,743*2 442.272 ‘44”56"2 452.200 |467.241 (473.233 (656.399 (664.358 (709.443 |753.447
Frac. Inten.(% of TIC) 6.18 1.90 268 3.49
Rel. Inten.(% of BP) 34.52 10.59 | 14.95 19.51
Score 1.50 050| -0.15 -0.20
Jon-type +2 262
Delta ppm -19.9 -13.4
Reset
af —_—
1.05e+3 y-’ Back
100.%
Yy
w2 Grow
7
FT 4a87.2 |
811 1281 EPL ’ ¥, i
|h2-NHJ | 5 7004 Shrink
1l I (L I L
T T T T T T T
100 200 300 400 500 800 700
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Result Summary

# MH*  MH* MH*  Protein !
Rank Score ?;)' BCS Unmatched Variable sites Sequence Calculated Error Error MWl  Species A‘“:s'"'" Protein Name
lons (Da) (Da)  (ppm) (Da)
12050 896 10 4125 K306k  (K)FPASVPTGAQDLISKLLR(H) 1913.0855 1140418 -0.6 39280.7/9.36 HUMAN Q96GD4 Serinelthreonine-protein kinase 12 0S=Homo sapiens GN=AURKE PE=1 SV=2
2 566 550 3 1625 None  (KIKLDVVSAEGRELQKVLSR(L) 2027.1608 -0.0335 -16.5 80760.8/8.88 HUMAN RQ14123 REVERSE Calcium/calmodulin-dependent 3'5-cyclic nucleotide phosphodiesterase 1C 0S=Homo sapiens GN=PDE1C PE=2 SV=1
3 442 507 3 1525 None  (KJFYEKMLPYVIAVALDVR(D) 2027.1034 00238 11.7 96820.3/5.45 HUMAN RQOUBBY REVERSE Tuftein-interacting protein 11 OS=Homo sapiens GN=TFIP11 PE=1 SV=1
Detailed Results
# N MH* MH*  MH*  Protein 5 .
Rank Score (%) BCS Unmatched V’s’i't:z'e Sequence Calculated Error Error MWipl  Species ‘“"';s"’" Migg:" Protein Name
(a)  (Da) (ppm)  (P2)
1 2059 896 10 425 K306k (K)E/PIA S VIP TG A Q/DIL/I/S//L L/R (H) 1913.0855 1140418 -0.6 39280.7/9.36 HUMAN QU6GD4 62693  Serinefthreonine-protein kinase 12 0S=Homo sapiens GN=AURKB PE=1 SV=2
Fragment-ion (miz) [70.065 [86.098 [175.118 [245.132 [401.287 [413.217 [422.273* [484.259 [502.267 [556. 330‘ 570257 [591.351°2 [601.444 [627.361%3 [638.712" [643.426 [730.454 [754 94172 [163.4372 [827.465 [843.533 [g91.993*2 [056.626 [1071.527 [1071.653
Frac. Inten.(% of TIC) 503 391 309 368
Rel. Inten.(% of BP) 800| 2182 1727| 2056 203
core 075 050| -0.17 150 150
lon-type PTGAQD |yq ,0*2 w7 ¥
Delta ppm 73 49 11
S Reset
¥,
13
2.01e+3
. Back
100.% ]
¥,
w2 ¢ Grow
Ya PTGAQD
Y %2 o0 | ylw 3*9327 yﬁ*z s Shrink
u
L I || Al I A |
200 400 8O0 1000
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Result Summary

Pl # MH®  MH'  MH®  Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da)  (ppm) (ba)
1 1147 653 3 11/25 K533k (K)LLFLRYHKEK(E) 1346.7943 114.0240 -13.0 410263.6/6.05 HUMAN  Q96Q15 Serine/threonine-protein kinase SMG1 OS=Homo sapiens GN=SMG1 PE=1 SV=2
2 1067 644 3 12/25 K535k (K)LLFLRYHKEK(E) 1346.7943 114.0240 -13.0 410263.6/6.05 HUMAN  Q96Q15 Serine/threonine-protein kinase SMG1 OS=Homo sapiens GN=SMG1 PE=1 SV=2
3 845 559 3 14/25 K1886k (R)LLGGILFSDNAVK(K) 1346.7678 114.0505 5.2 229892.3/7.65 HUMAN RP53804 REVERSE Tetratricopeptide repeat protein 3 OS=Homo sapiens GN=TTC3 PE=2 SV=1
4 788 599 2 14/25 M1462m K1467k  (K)IImEEVVKLEK(D) 1330.7651 130.0533 10.6 231619.2/6.56 HUMAN Q92817 Envoplakin OS=Homo sapiens GN=EVPL PE=1 SV=2
5 763 599 2 14/25 M1462m K1470k  (K)IImEEVVKLEK(D) 1330.7651 130.0533 10.6 231619.2/6.56 HUMAN Q92817 Envoplakin OS=Homo sapiens GN=EVPL PE=1 SV=2
Detailed Results
# MH* MH*  mH* Protein . -
Rank Score (SHZ)I BCS Unmatched Variable sites C Error  Error MWipl Species Ac':e:sm" Mf“zg;ﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 11.47 653 3 11/25 K533k (K)L LIFJL R Y H/k E K (E) 1346.7943 114.0240 -13.0 410263.6/6.05 HUMAN  Q96Q15 722689  Serine/threonine-protein kinase SMG1 OS=Homo sapiens GN=SMG1 PE=1 SV=2
Fragment-ion (m/z) [84.082 (86.097 [120.082 [199.183 |200.186 [227.179 [232.144 [347.173 |374.249 |445.290 (476.217 ‘503 770%2 |518.278 ‘544 289*2 ‘550 801*2 [589.307 \sos 8152 ‘517 824*2 ‘573 889*2 (699.352 717.363 [959.507 [1016.530 |1087.565 |1234.633
Frac. Inten.(% of TIC) 2.34 3.49 1.12 3.16 1.07 19.47 4.48
Rel. Inten.(% of BP) 12.03 17.91 574 | 16.24 5.48 100.00 23.01
Score -0.12 1.50 -0.06 | -0.16 0.50 1.50 -0.23
lon-type 2 ye-H20*2 &2
Delta ppm -28.1 -29.0 -22.5
o Reset
¥
34tehs Back
100.%
K " 10165 Gron
-2 | &30 ¥, g
mH o) ) oo | H Shrink
JLr Lty b l
200 400 oo aca 1000 1200
Ly Labels
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Result Summary
# MH*  MH* WMH*  Protein )
Rank Score f{,/':)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species k“;s'“" Protein Name
lon (pa) (0a) (ppm) (D3
1 1607 806 11 6025 K374k (K)DNTIEHLLPLFLAQUKDECPEVR(L) 2750.4182 114.0632 7.1 65309.0/5.00 HUMAN  P30153  Serinelthreonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1SV=4
Detailed Results
# ) MH MH*  MH*  Protein . .
Rank Score (s,,/':)' BCS Unmatched “2ia0l® Sequence Calculated Error Emor  MWpl  Species A%025%io" MS-DI00St prgtoin Name
lons. (Da) (Da) (ppm)  (Da)
1 1607 806 11 625 K374k (K)D N\T I E H L\L|P L/F/L/A Q\L/k/D E /P E V/R (L) 27504182 1140632 7.1 65309.0/500 HUMAN P30153 479  Serinelthreonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=4
Fragment-ion (miz) [70.066 [84.081 [86.097 [120.079 [175.117 [183.147 [230.074 [411.215 [a54.741* [460.733 [500.280 [514.326 [573.760"2 [p66.852"2 [ 685.818%2 [720.845°2 [770.418 [186.381*2 [803.427 [823.377 [gs0.936*2 [904.387 [936.484 [o64.980*2 [1146.534
Frac. Inten.(% of TIC) [ 0.01[ 0.16 [ 034 267 500 339 2.99 532 375 7.16 737 269
Rel. Inten.(% of BP) | 009 | 1.90| 408 3234| 6063 | 41.04 3617| 6442| 4545| 8672| 8924 3264
Score 020| 050| 022 -0.32 050 | -041 -0.36 150 | 045 0.50 150 | -0.33
lon-type PR| Ka L ag*? v8 ly10-NH3*2 y11*2
Delta ppm 182| 21 90 116 63 58 1.9
@ Reset
Y,
+2 15
30842 Y1 Back
100.% —
+2 ¥-
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T 4907 5143 o8 & 5 Grow
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T T T
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Result Summary

# MH* MH* Protein 3
Rank Score (s;)' BCS Unmatched Variable sites Sequence Calculated Error MWl Species %55 protein Name
) lons (Da) (Da) (Da)
1 2001 898 12 4/25 K546k (K)SLQKIGPILDNSTLQSEVKPILEK(L) 2650.5026 114.0708 10.1 65309.0/5.00 HUMAN P30153  Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=4
2 551 513 5 1225 KS61k  (KISLQKIGPILDNSTLQSEVKPILEK(L) 26505026 1140708 10.1 65300.0/5.00 HUMAN  P30153 Serinefthreonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=18V=4
3 451 513 4 12/25 K566k (K)SLQKIGPILDNSTLQSEVKPILEK(L) 2650.5026 114.0708 10.1 65309.0/5.00 HUMAN P30153  Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=4
Detailed Results
# . MH* MH*  Protein § -
Rank Score (S;)I BCS Unmatched V2Tiable Sequence Caloulated Error Emor MWpl  Species A°°5%io" MSDIO0St protein Name
lons. ) (Da) (ppm)  (Da)
1 20.01 89.8 12 4/25 K546k (K)s L\Q/k I|G/P I/L/D/N/S T/L Q/S E V/K/P I L E K (L) 2650.5026 114.0708 10.1 65309.0/5.00 HUMAN  P30153 957 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens GN=PPP2R1A PE=1 SV=4

Fragment-ion (m/z) |70.064 ‘54 080 ‘aeoss 101.070 {155.081 (173.127 [183.148 [201.121 |353.245 [467.257 |511.294 |599.371 ‘54; 389*2 ‘575 381*3 ‘su 397 ‘727466 ‘735434‘2 ‘793 451%2 ‘512 797*3 ‘542443‘2 ‘M9495*3 ‘550 963*2 ‘507 501*2 ‘1041 093*2 ‘1041 613

Nature Biotechnology: doi: 10.1038/nbt.1654

Frac. Inten.(% of TIC) 0.16[ 040 328 217 261 564 251 21 3.80 5.14 3.17 355 652 1253 8.99 225 263
Rel. Inten.(% of BP) 107| 259 2131| 1411 1691| 3661| 1632 | 1367| 2469| 3337| 2059| 2303 4234| 8133|5835 1461|  17.09
Score 050 | 022 21| -014 150 150 050| 150 150 150 150 050 050 150 150 150 150
lon-type ka) U yi12 | yig® b5 Y6 | y13*2 | yiat? | yr®d lyisNHa® v 0™ | yis™2 | yig™ yio*? ¥
Delta ppm 68| 108 103 or| M7| 74 16.4 94 24 05 205 68 18 148 12
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Result Summary

# MH* MH®  MH®  Protein Accession "
Rank Score (u/) BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species “*;°°" Protein Name
lons (Da) (ba)  (ppm)  (Da)
1 1858 848 10 5125 Ka1k (K)EILTKESNVQEVR(C) 1544.8279 114.0506 4.6 35594.4/5.30 HUMAN  P67775 Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Homo sapiens GN=PPP2CA PE=1 SV=1
1 1858 848 10 5125 K41k (K)EILTKESNVQEVR(C) 1544.8279 114.0506 4.6 35575.3/5.21 HUMAN  P62714  Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=1
Detailed Results
N * * *  Protein " "
Rank Score (ﬂ/) BCS Unvm’:ched Va::::l;le Sequence cmﬂ::ateﬂ g',:,, g',:,, Mwlepl Species Acoe:s fon MI?‘ ;,Delgis' Protein Name
lons (Da) (Da) (ppm) (Da)
1 1858 848 10 5/25 K41k  (K)E 1 L/T/k/E/S/N/V/Q/E/V/R (C) 1544.8279 114.0506 4.6 35594.4/5.30 HUMAN  P67775 255402 Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Homo sapiens GN=PPP2CA PE=1 SV=1
4.6 35575.3/5.21 HUMAN  P62714 255409  Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens GN=PPP2CB PE=1 SV=

1 1858 848 10 5125 K41tk  (K)E 1 L/T/k/E/S/N/V/Q/E/V/R (C) 1544.8279 114.0506

Fragment-ion (m/z) 60.054 |72.082 84.044 (84.079 [86.096 [87.054 [129.065 [175.117 | 197.128 [215.137 [274.183 |403.234 (472.228 |514.264 |531.296 |532.309*2 [573.278*2 |601.805*2 630.354 [635.308 | 643.311*2 |g52.333%2 [744.385 (831.422 |960.459

Frac. Inten.(% of TIC) | 255
Rel. Inten.(% of BP) | 23.95
Score -0.24
lon-type
Delta ppm
Reset
B.00e+2: a? ¥ Back
100.% ¥, +2
s 2
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. Y, 1072 ¥g
4 2 vy ¥y ¥7 Grow
5733 | vg
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Result Summary

SPI # MH* MH®  MH®  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species Protein Name
lons (Da) (Da) (ppm)  (Da)
1 19.65 834 12 6/25 K391k (K)ISQGNISKACLILR(S) 1572.8890 114.0490 3.6 74606.6/9.31 HUMAN 076094 Signal recognition particle 72 kDa protein OS=Homo sapiens GN=SRP72 PE=1 SV=3

Detailed Results

# MH* MH* MHT  Protein
Rank Score ?,Z)I BCS Unmatched Variable sites Calculated Error Error MWipl Species Mce:s'on MI?‘ zgest Protein Name
lons (Da) (Da)  (ppm) (Da)
1 19.65 834 12 6/25 K391k (K) 1/5\Q/G N\1|S/k/A/C/L/I/L/R (S) 1572.8890 114.0490 3.6 74606.6/9.31 HUMAN 076094 732129  Signal recognition particle 72 kDa protein OS=Homo sapiens GN=SRP72 PE=1 SV=3

Fragment-ion (m/z) |60.050 |70.064 |84.044 (84.079 |86.095 [101.069 |105.064 [173.127 |175.119 |201.122 283.101 |288.201 (401.283 [466.194 | 500.260 |514.374 |537.809*2 (613.311 (674.394 |g79.877*2 |735.387 |745.436 |787.421*2 |987.566 [1074.604

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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Result Summary

# MH* mMHY  MH* Protein .
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accession Protein Name
o]
lo (Da) (Da)  (ppm) (Da)

1 1516 769 6 7125 K162k (K)ASPALVAKDPGTVANK(K) 1538.8537 114.0440 0.6 59179.9/4.70 HUMAN Q92783 Signal transducing adapter molecule 1 OS=Homo sapiens GN=STAM PE=1 SV=3
2 649 557 2 13/25 K450k K454k  (K)LAPPKAGSKNLSNK(K)  1424.8220 228.0757 -6.2 255619.3/8.92 HUMAN  Q8IVLO Neuron navigator 3 OS=Homo sapiens GN=NAV3 PE=1 SV=2

Detailed Results

# mMH* mHt  mH* Protein . .
Rank Score 27; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Pcce;slon le‘(?e')g(:it Protein Name
/o)
ons (Da) (Da)  (ppm) (Da)
1 1516 769 6 7/125 K162k (K)A s/P A/L V/A k D/P/G T V A/N K (K) 1538.8537 114.0440 0.6 59179.9/4.70 HUMAN Q92783 736311  Signal transducing adapter molecule 1 OS=Homo sapiens GN=STAM PE=1 SV=3

Fragment-ion (m/z) |70.065 (72.081 (84.080 (86.097 [129.098 [130.086 |131.079 [141.103 [169.099 [170.098 [261.147 [282.184 |343.602*2 353.131 [377.214*2 (424.231 |451.242 |469.326 |498.928%3 |557.706*2 589.321 |663.851 [668.373 (686.379 (809.462

Frac. Inten.(% of TIC) [ 0. . I . X ¥ X X 314 419 431 332[ 417 269[ 285 651 479 295 319 272[ 1580[ 380
Rel. Inten.(% of BP) 19.89 | 2650 | 27.30 21.02| 2641| 1705| 1803 41.22 30.29| 1867 | 20.47| 17.23| 100.00 | 24.06
Score 020 150| 075 021 -026| -017| -0.18 1.50 150| 1.50 | 1.50| 050| 150| -0.24
lon-type y2| PAL yia™? | yio*? ¥6 | y++12 |yr-H20 v
Delta ppm 342 63 384 09| -158| 317 00| -62
Reset
¥ el
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Result Summary

MH* MH®  MH®  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species “ Protein Name
ons (ba) (0a) (ppm)  (Da)
1 1959 87.7 11 3125 K81k (R)SGDSEVYQLGDVSQKTTWHR(I) 2293.0844 114.0630 8.3 17259.8/9.59 HUMAN Q04837  Single-stranded DNA-binding protein, mitochondrial 0S=Homo sapiens GN=SSBP1 PE=1 SV=1

Detailed Results

MH* MH* MH*  Protein

Rank Score (,,/) BCS Unmatched V:rii:zle Sequence Calculated Error Error MWipl Species ﬁcoe;slon MI?] :;gest Protein Name
fon: (Da) (Da) (ppm)  (Pa)
1 1959 87.7 11 3125 K81k (R)s G D s E\V\Y/Q/L/G D/V/S Q/k/T T/W/HE R (I) 2293.0844 114.0630 8.3 17259.8/9.59 HUMAN Q04837 732779  Single-stranded DNA-binding protein, mitochondrial OS=Homo sapiens GN=SSBP1 PE=1 SV=1
Fragment-ion (m/z) [60.045 [72.081 |84.045 (84.079 |86.096 [101.068 [117.063 [136.075 [175.111 [217.080 [312.176 [324.138 |467.234*2 |476.160 |498.255 |557.218 |575.238 ‘579 208*2 ‘ezs 819%2 (700.356 ‘714 856%2 ‘771 4232 ‘327 398*2 ‘335 422%2 (942.490
Frac. Inten.(% of TIC) [ 507 7.60 13.93 9.46 4.26
Rel. Inten.(% of BP) 36.39 54.58 100.00 67.94 30.60
Score -0.36 1.50 1.50 150 -0.31
lon-type ve'? vt | oy
Delta ppm 75 5.2 366
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Result Summary

MH*  MH* MH*  Protein

# "
Rank Score ﬁz: BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1750 809 9 7/25 K137k (R)AAAYSKLGNYAGAVQDCER(A) 2043.9553 114.0491 2.9 34063.3/4.81 HUMAN 043765 Small glut ich i { peat- i protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=1
Detailed Results
. MH* MH* MH*  Protein . .
Rank Score 1"/) BCS Unmatched Vas';';‘;'e Sequence Calculated Error Error MWipl  Species ""“’ejs"’" le‘d"e'gis' Protein Name
lons (Da) (Da)  (ppm)  (Da)
1 1750 809 9 7/25 K137k (R)A A|A|Y/S k L G N Y/A/G A/V Q/D/C E/R (A) 2043.9553 114.0491 2.9 34063.3/4.81 HUMAN 043765 718827  Small glutamine-ri ining protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=1

Fragment-ion (miz) [84.081 [86.095 [115.085 [136.074 [143.078 [175.117 [200.121 [214.118 [228.135 [330.091 |345.123*2 [349.176 |464.192 |579.217 |603.809*2 |668.326 |689.285 (699.348 730.889 806.344 \891 415*2 [934.411 \gn 962*2 [1005.442 \msmﬂ

[Frac. Inten.(% of TIC) 383 354
Rel. Inten.(% of BP) 2450 2267
Score 1,50 150
lon-type yi6*™2 yi7*2
Delta ppm 15.7 6.1
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Result Summary

# MH* MH*  MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWIpl  Species Protein Name
lons (Da) (a) (ppm)  (P2)
1 1416 689 6 8/25 K160k (R)AICIDPAYSKAYGR(M) 1584.7839 114.0483 3.1 34063.3/4.81 HUMAN 043765 Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=1
Detailed Results
# - MH* MH* MH*  Protein . .
Rank Score (| BCS Unmstched Variabe Sequence Calculated Error Error  MWpl  Species A°°°5Sion MS-DIgeSt prg1oir ame
fon (Da) (0a)  (ppm)  (P2)
1 1416 689 6 8/25 K160k (R)AINC I D/P A/Y/S k/AY G/R (M) 1584.7839 114.0483 3.1 34063.3/4.81 HUMAN 043765 718827  Small glutamine-rich tetratricopeptide repeat-containing protein alpha OS=Homo sapiens GN=SGTA PE=1 SV=1

Fragment-ion (m/z) |70.062 |84.079 (86.096 (133.041 |136.073 |141.097 |157.133 |169.094 |175.114 |185.125 |246.129 |248.126 |274.116 |288.115 389 151 (398.199 (466.245 ‘479 734*2 ‘505 237*2 [720.265 ‘153 3562 [795.416 |901.429 |958.490 (1126.554

Frac. Inten.(% of TIC) 239 521 242 4.83 235 222
Rel. Inten.(% of BP) 17.76 | 38.78 18.05|  35.99 17.48 16.54
Score 0.18| 075 150 0.50 047 0.17
lon-type cio y7*2 | yg-Hp0*2
Delta ppm 56 -135 -34.1
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Result Summary

# MH* MH* MHY  Protein Accession
Rank Score (a/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1555 813 8 5/25 K419k (K)ASKPLPPAPAPDEYLVSPITGEKIPASK(M) 2873.5659 114.0587 5.3 88886.6/5.15 HUMAN Q15459 Splicing factor 3 subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=1
2 13.05 697 7 6/25 K424k (K)ASKPLPPAPAPDEYLVSPITGEKIPASk(M) 2873.5659 114.0587 5.3 88886.6/5.15 HUMAN Q15459 Spilicing factor 3 subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=1
Detailed Results
# N MH* MH* MH*  Protein N D
Rank Score (a/) BCS Unmatched Vasl;l':l;Ie Sequence Calculated Error Error MW/pl  Species Acce:slon M:“?e'g;s' Protein Name
lons (Da) (0a)  (ppm)  (P2)
1 1555 813 8 5/25 K419k (K)A S K P L P\PA/PAIP\DE YL\VS/PI/TGELkI/PASK|(M) 2873.5659 114.0587 5.3 88886.6/5.15 HUMAN Q15459 717209  Splicing factor 3 subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=1

Fragment-ion (m/z) 70.067 (71.068 |84.078 86.096 |141.103 |169.094 [187.145 |211.140 |213.082 [297.685 [344.141 |402.235 ‘455761+2 514.286 ‘527 858*2 ‘686706"3 ‘705,421+Z 762.460 774.391 (930.548 (938.447 ‘1029 533*2 ‘1044551 ‘1113507+Z 1254.703
Frac. Inten.(% of TIC) 3.36 6.72 3.63 4.69 3.10 7.25 3.27
Rel. Inten.(% of BP) 29.10 58.09 31.40 40.58 26.80 62.74 28.30
Score 0.50 1.50 1.50 1.50 1.50 1.50 1.50
lon-type b1g*? v g™ 182 ¥ 202 A
Delta ppm 298 33 138 84| 168 184 17
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Result Summary

SP # MH* MH®  MH* Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Protein Name
lons (Da) (Da) (ppm) (Da)
1 1956 825 8 5/25 K38k (K)DIEDVFYkYGAIR(D) 1588.8006 114.0552 7.2 27744.7/10.37 HUMAN Q07955 Splicing factor, arginine/serine-rich 1 0S=Homo sapiens GN=SFRS1 PE=1 SV=2
2 78 511 4 13/25 None (R)EVDIMLDEVENQLR(Q) 1702.8316  0.0241 14.2 223146.6/5.58 HUMAN RP12882 REVERSE Myosin-1 OS=Homo sapiens GN=MYH1 PE=1 SV=3
2 783 511 4 13/25 None (R)EVDIMLDEVENQLR(Q) 1702.8316 0.0241 14.2 223072.6/5.65 HUMAN RQ9Y623 REVERSE Myosin-4 OS=Homo sapiens GN=MYH4 PE=1 SV=2
2 783 511 4 13/125 None (R)EVDLMLDEVENQLR(Q) 1702.8316  0.0241 14.2 223045.6/5.64 HUMAN RQOUKX2 REVERSE Myosin-2 OS=Homo sapiens GN=MYH2 PE=1 SV=1
2 783 511 4 13/125 None (R)EVDLMLDEVENQLR(Q) 1702.8316 0.0241 14.2 222763.6/5.58 HUMAN RP13535 REVERSE Myosin-8 OS=Homo sapiens GN=MYH8 PE=1 SV=3
Detailed Results
MH* MH*  MH* Protein . D}
Rank Score ?,7)' BCS Unmatched Variable sites c Error Error MWipl Species Acce:swn Mizs;ﬂ Protein Name
0
lons (Da) (Da)  (ppm) (Da)
19.56 825 8 5/25 K38k (K)D I|E D\V/F/¥/k/¥/G A I/R (D) 1588.8006 114.0552 7.2 27744.7110.37 HUMAN Q07955 717611  Splicing factor, arginine/serine-rich 1 OS=Homo sapiens GN=SFRS1 PE=1 SV=2
Fragment-ion (m/z) |72.080 [84.080 |86.096 (88.038 [120.080 136.075 [141.102 [156.102 [175.118 [183.113 [201.122 [202.127 [229.118 [245.075 (344.146 |411.234*2 (416.262 473.197 ‘492 768*2 (579.324 ‘72833.92 ‘737 870*2 (821.468 [984.534 (1131.594
[Frac. Inten.(% of TIC) (% of TIC) . E . . A . . . f . . . 1.69 8 . X .
Rel. Inten.(% of BP) 6.33
Score 0.50
lon-type ¥5 ly14-Hp0*2
Delta ppm -1.8 2656
Reset
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Result Summary

SPI # MH* MH®  MH*  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
o]
lons (a)  (Da) (ppm) (D3
1 1516 835 7 5/25 K330k (K)YGEPGEVFINKGK(G) 1437.7373 114.0568 8.9 76149.8/9.45 HUMAN  P23246 Splicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=2
2 1411 802 7 6/25 K332k (K)YGEPGEVFINKGk(G) 1437.7373 114.0568 8.9 76149.8/9.45 HUMAN  P23246 Splicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=2
Detailed Results
# MH* MH* MH*  Protein . Di
Rank Score ?,Z)I BCS Unmatched Variable sites C Error Error MWi/pl Species me;smn Mlid[:giﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1516 835 7 5/25 K330k (K) Y G\E/P G E\V|F/I/N/k G K (G) 1437.7373 114.0568 8.9 76149.8/9.45 HUMAN  P23246 717515  Spilicing factor, proline- and glutamine-rich OS=Homo sapiens GN=SFPQ PE=1 SV=2

Fragment-ion (m/z) |70.065 (72.081 (84.080 (86.097 [120.080 [129.101 {136.075 |155.082 (221.094 [233.164 [284.124 |339.183 |357.188 (383.193 (401.181 (446.272 (502.249 |543.283 |560.319 |601.819%2 |633.255 |673.401 683.362 (732.327 (820.467

Frac. Inten.(% of TIC) 4.10
Rel. Inten.(% of BP) 36.47
Score 0.50
lon-type be
Delta ppm 3.5
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Result Summary

MH* MH®  MH"  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 17.06 60.4 10 6/25 K154k (R)EALLSSAVDHGSDEVKFR(Q) 1959.9770 114.0659 11.1 57488.5/6.01 HUMAN  P78371 T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=4
Detailed Results
# mMH* MH* MH*  Protein . .
Rank Score (S;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species N:ce;smn M:‘::g;s‘ Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 17.06 60.4 10 6/25 K154k

(R)E A\L L/S S/A/V D/H/G S D E/V/k/F/R (Q) 1959.9770 114.0659 11.1 57488.5/6.01 HUMAN  P78371

772107  T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=4

Fragment-ion (miz) |70.065 |72.081 |84.043 84.080 |86.095 87.055 [102.054 [110.071 120.082 157.129 [175.115 |199.179 |201.088 [296.160 322.190 |564.323 |565.326*2 |594.801*2 |652.8052 (663.394 |701.843 \737 368%2 [781.398 [324.393*2 [1051.521

[Frac. Inten.(% of TIC) (% of TIC) [ 046 448 414
Rel. Inten.(% of BP) 226 22.07 20.38
Score 0.50 1.50 1.50
lon-type v y14*2 ¥8
Delta ppm 24 338 36
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Result Summary

MH" MH"  MH" Protein Accession .
Rank Score (,” BCS Unrmtched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ons (Da) (Da)  (ppm) (Da)
1 1558 782 7 7125 K275k (K)LDVTSVEDYKALQK(Y) 1608.8479 114.0664 13.6 59671.4/5.45 HUMAN  P48643 T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=1
2 1223712 5 9/25 K279k (K)LDVTSVEDYKALQk(Y) 1608.8479 114.0664 13.6 59671.4/5.45 HUMAN  P48643 T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=1
3 328 524 1 11/25 K797k (R)KFIVDGVEVSVTTSK(I) 1608.8843 114.0300 -7.5 142695.6/5.09 HUMAN Q9H2G2 STEZ20-like serine/threonine-protein kinase OS=Homo sapiens GN=SLK PE=1 SV=1
Detailed Results
+ + + "
Rank Score (S,,Z)I BCS Unma’:ched Variable sites Sequence Caltll::ated g,':o, g,':o, PI\;IS;IE;;I" Species Acce:sion Mﬁf:s:‘s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1558 782 7 7125 K275k (K)L/D|V T s V/E/D Y/k/A L Q/K (Y) 1608.8479 114.0664 13.6 59671.4/5.45 HUMAN  P48643 772167  T-complex protein 1 subunit epsilon OS=Homo sapiens GN=CCT5 PE=1 SV=1

Fragment-ion (miz) |72.081 (84.081 (86.097 87.099 120.083 [129.103 [147.108 [159.113 [173.130 | 183.114 [187.104 201.121 [202.123 [215.105 [229.119 [270.146 |367.168%2 [384.233 |450.301 \492 771%2 |701.437 \747 919%2 \50541.,*2 979.519 \1103 565

Frac. Inten. (% of TIC) 3.34 3.06 4.79 2.85
Rel. Inten.(% of BP) 17.11 15.66 24.56 14.60
Score -0.17 1.50 1.50 1.50
lon-type yi2? | yis™? 8
Delta ppm 343 4.3 20
Reset
a
9.480+2 Back
100.% _—
a Grow
v 2
2701 842 Y4 A 13| ¥ % Shrink
T I I [
200 400 €00 800 1000
Wass (mz) Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

306



300

# MH* MH*  MH*
Rank Score ;. BCS Unmatched Variable sites Sequence Calculated Error Error
(/ ) Jon:
ns (Da) (Da)  (ppm)
1 1232729 6 11/25 K249k (R)IVLLDSSLEYKk(G) 1407.8094 114.0573
2 1077 708 5 12/25 K248k (R)IVLLDSSLEYKK(G) 1407.8094 114.0573

Result Summary

Protein
MWipl
(Da)
9.4 60534.3/6.10 HUMAN
9.4 60534.3/6.10 HUMAN

Accession

Species Protein Name

P49368
P49368

T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=4
T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=4

Rank Score

MH*

Calculated

sPI #
) BCS Unmatched Variable sites
o lons
1 1232 729 6

11/25 K249k

Frac. Inten.(% of TIC) 0.08
Rel. Inten.(% of BP) 0.19
Score
lon-type KaQ
Delta ppm

(R)IV|L L/D S S L/E/Y/K/K (G)

(Da)

Error
(Da)

1407.8094 114.0573

MH* Protein
Error
(ppm)

Detailed Results

MWipl
(Da)

9.4 60534.3/6.10 HUMAN

Species Acoe:swn MS-Digest b, ytoin Name

Index #
P49368

386098  T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=4

Fragment-ion (m/z) (70.065 (72.081 |84.080 |86.096 [101.068 |120.081 {129.101 |136.076 |185.161 199.180 |213.158 (261.153 |270.146 [271.134 (314.212 (316.131 |326.225 |370.166 |389.252 435.271 |552.326 ‘655 355*2 |681.363 ‘1083 548 ‘1560 702

217 213

5.04 4.95

1.50 -0.05
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Result Summary

MH* MH®  MH®  Protein Accession
Rank Score (,,/) BCS Unrmtched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ons (Da) (0a) (ppm)  (Pa)
1 19.07 820 12 6/25 K507k (K)LQTYKTAVETAVLLLR(I) 1819.0688 114.0526 5.0 60534.3/6.10 HUMAN  P49368 T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=4

Detailed Results

# MH* MH* MH*  Protein . i
Rank Score ?,;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ﬁcce;slon MlidDel)g(;St Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 19.07 820 12 6/25 K507k (K)L Q|T\Y k/T A/V/E/T/A/V/L/L/L/R (l) 1819.0688 114.0526 5.0 60534.3/6.10 HUMAN  P49368 772195  T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=4

Fragment-ion (m/z) (72.080 (84.078 86.094 [131.113 (171.106 |175.113 |185.161 |225.128 |226.182 |242.147 |288.197 |325.177 (343.201 |401.294 |496.301 |507.273 514.370 |613.438 |638.397 |684.468 |785.512 ‘846 522*2 (914.559 ‘1013 642 ‘1185 686

Frac. Inten.(% of TIC) 221 213
Rel. Inten.(% of BP) 14.44 13.93
Score 1.50 1.50
lon-type Yo yi1
Delta ppm 6.4 -29.0
Reset
i
1.05e+3 Back
100.% _—
¥s
¥, ¥
§ v, Y. Grow
131.1 V) o LA
" 2262 ¥, A
b, H,0 | 16.4 ‘4| ¥y Ty Shrink
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200 400 600 800 1000
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Result Summary

+

+ + i
Rank Score (Suz)l BCS Unrm’:ched Variable sites Sequence CaI':II:a(ed éﬂ:‘,, 2:,, anzr Species Accession Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2134 947 10 2/25 K260k (K)GTVLIKTAEELMNFSK(G)  1780.9513 114.0592 8.6 59620.9/5.42 HUMAN  P50990 T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=4
2 996 69.0 4 9/25 K270k (K)GTVLIKTAEELMNFSk(G)  1780.9513 114.0592 8.6 59620.9/5.42 HUMAN  P50990 T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=4
3 679 574 4 12/25 M779m K787k (R)TGVIIMLCVFHFSK(V) 1764.9539 130.0566 9.9 91890.3/6.83 HUMAN RQ9Y2C9 REVERSE Toll-like receptor 6 OS=Homo sapiens GN=TLR6 PE=2 SV=1
4 557 567 3 13/25 None (K)KELLVGSEDFDIRVFK(E) 1895.0273 -0.0167 -8.8 79871.0/5.74 HUMAN Q9BXC9 Bardet-Biedl syndrome 2 protein OS=Homo sapiens GN=BBS2 PE=1 SV=1
5 438 51.0 3 14125 None (K)IKERQEAASGGGNIHLSK(K) 1895.0093 0.0012 0.6 112135.9/6.52 HUMAN R094804 REVERSE Serine/threonine-protein kinase 10 OS=Homo sapiens GN=STK10 PE=1 SV=1
Detailed Results
+ + + i
Rank Score (‘,Z)I BCS Unm::ched Variable sites Sequence Callrl::a(ed gl,:,, éwrl:o, l:\;;\tlle: Species ﬁcce;sion Mli_dueig;ﬂ Protein Name
lons (Da) (Da)  (ppm) (ba)
1 21.34 947 10 2/25 K260k (K)G T VILII/k/T A/E/E/L/M/N F/S K (G) 1780.9513 114.0592 8.6 59620.9/5.42 HUMAN  P50990 772267  T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=4

Fragment-ion (m/z) (72.081 [84.080 [86.060 (86.095 |131.078 173.089 |213.156 [234.139 (240.133 [258.141 |325.232 343.227 |371.226 (469.310 |478.225 |495.260 |626.288 ‘597 338%2 ‘705357+2 739.387 ‘752 889+2 ‘519432” 868.425 (997.476 1169.547

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
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Result Summary

+

SPI # MH MH"  MH®  Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWI/pl  Species # Protein Name
lons (Da) (0a) (ppm) (D3
1 1315 682 8 10/25 K341k (R)SLDLLGLEKLDCGR(F) 1588.8363 114.0668 14.0 40929.8/5.02 HUMAN 095551 TRAF and TNF receptor-associated protein OS=Homo sapiens GN=TTRAP PE=1 SV=1
Detailed Results
# . MH* MH* MH*  Protein . .
Rank Score (S,,Z; BCS Unmatched Vasri:ael;Ie Sequence Calculated Error Error MWI/pl  Species Acce;slon Mﬁzf?‘ Protein Name
lons (Da) (Da) (ppm) (Da)
1 1315 682 8 10/25 K341k (R) S L\D\L/L/G L E/k/L/D/C G R (F) 1588.8363 114.0668 14.0 40929.8/5.02 HUMAN 095551 806781 TRAF and TNF receptor-associated protein OS=Homo sapiens GN=TTRAP PE=1 SV=1

Fragment-ion (m/z) (70.064 (84.077 |86.097 |102.054 |143.116 [159.036 (173.127 [191.104 |201.122 |229.115 |316.148 354.167 |358.177 373.190 (392.171 |398.241 |456.254 507.190 |581.302 |609.297 620.288 ‘637 813*2 ‘655 373 (862.412 ‘1161 576

Frac. Inten.(% of TIC) 3.07
Rel. Inten.(% of BP) 17.16
Score 1.50
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Result Summary
SPI # MH* MH®  MH'  Protein Accession
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ¥ Protein Name
lons (Da) (0a) (ppm)  (Pa)
1 1936 90.5 17 3125 K43k  (R)EHALTSGTIKAMLSGPGQFAENETNEVNFR(E) 3248.5641 114.0845 12.4 12473.2/4.74 HUMAN Q15369 Transcription elongation factor B polypeptide 1 OS=Homo sapiens GN=TCEB1 PE=1 SV=1
Detailed Results
# i mH* mMH*  MH*  Protein
Rank Score (/':: BCS Unmatched v“s’i":';'e Sequence Calculated Error Error MWipl  Species '“ess“’" Ms D'Qes' Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1936 905 17 3125 K43k (R)E H\A\L T S G T I\k\A M\L\S\G P G Q\F A E/N/E/T/N/E/V/N/F/R (E) 3248.5641 114.0845 12.4 12473.2/4.74 HUMAN Q15369 189451

Transcription elongation factor B polypeptide 1 0S=Homo sapiens GN=TCEB1 PE=1 SV=1

Fragment-ion (miz) [84.082 [86.096 [120.081 [175.117 |267.108 |314.179 |322.191 [338.147 |436.232 [535.300 \575 816*2 [664.336 \577 840*2 \734 383*2 [777.910 |778.387 |879.440 [892.464 [910.468 |937.447 938.970 (9474762 [1008.478 [1022,022*2 [1122.524

Frac. Inten.(% of TIC)

282 293
Rel. Inten.(% of BP) 2568 2667
Score 050 0.50
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Result Summary

MH* MH® - MH* Protein . Accession :
Rank Score ‘,,/) BCS Unrmtched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1725 924 6 3/25 K109k (R)LGDVISIQPCPDVKYGK(R) 1888.9837 114.0466 1.9 89322.3/514 HUMAN P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
2 1537 902 5 4/25 K112k (R)LGDVISIQPCPDVKYGK(R) ~ 1888.9837 114.0466 1.9 89322.3/5.14 HUMAN P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
3 530 611 2 10/25 None (K)TPSALEPLSSSTLQDSLEK(V) 2003.0179 0.0124 6.2 162423.8/10.71 HUMAN Q5SNV9 Uncharacterized protein C1orf167 OS=Homo sapiens GN=C1orf167 PE=2 SV=2

Detailed Results

# N MH* MH*  MHY Protein N "
Rank Score ?;)I BCS Unmatched V::;:ael;le Sequence Calculated Error Error MWipl Species Acce:slon Mizg;ﬂ Protein Name
o lons (Da) (Da)  (ppm) (Da)
1 1725 924 6 3/25 K109k (R)L 6 D\VII s I/Q/P C/P D V k/¥ G K (R) 1888.9837 114.0466 1.9 89322.3/514 HUMAN  P55072 773751  Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
Fragment-ion (miz) (70.066 [72.082 (84.046 (84.078 (86.096 [101.070 [173.127 [201.120 |230.098 [258.094 |272.124 (286.141 [320.181 | 357.213 | 367.199 |385.210 |454.233 [468.240 |554.203 ‘559 2842 ‘suaaa*z ‘653 312*2 ‘ 809.928%2 (920.480 \1177 568
Frac. Inten.(% of TIC) 9.65 3.99 207 295 9.36
Rel. Inten.(% of BP) 57.39 2370 12.33 17.55 55.65
Score 1.50 0.50 1.50 1.50 1.50
lon-type *2 ly10-H20*2 | y10*2 |b14-H20*2 ¥9
Delta ppm 47 47 62 135 05
132
142
Reset
2.736+3 Back
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Result Summary

MH* MH®  MH Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
ons (Da) (Da) (ppm)  (Da)
1 1161724 5 8/24 K217k (K)QLAQIKEMVELPLR(H) 1667.9513 114.0568 7.8 89322.3/5.14 HUMAN  P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Detailed Results

# . mMH* MHY MH*  Protein . .
Rank Score S,PI BCS Unmatched Val:lable Sequence Calculated Error Error MWipl Species Accession MS-Digest Protein Name
(%) sites # Index #
lons (Da) (Da)  (ppm) (Da)
1 1161 724 5 8124 K217k (K)Q L A Q I k E/M/V|E/L/P L R (H) 1667.9513 114.0568 7.8 89322.3/5.14 HUMAN  P55072 773751  Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
Fragment-ion (m/z) (72.081 (84.081 (86.096 |101.069 102.051 [155.116 |193.127 [197.130 |198.122 [214.150 |296.170 |368.240 |372.188 (385.261 |423.237 |424.210*2 |498.351 |503.240*2 536.327 (578.308 |627.384 (726.453 (857.517 |986.577
Frac. Inten.(% of TIC) . 0.10 2.92 3.95 2.87 3.47 6.84 . 3.56 | 10.80 4.36 3.52| 10.38
Rel. Inten.(% of BP) 0.90 26.80 | 36.31| 26.36| 3191 62.79 32.70 | 99.21| 40.05 3237 | 95.36
Score 0.50 -0.27 150 | -026| -0.32 0.50 0.75 150 | -0.40 -0.32 1.50
lon-type al yH+3 a2 [b3-NH3 -] kE y3 y4
Delta ppm -31.0 -25.0 262 . 26| 138 234
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (ba)  (ppm)  (P2)
1 1242 712 8 9/25 K251k

(R)GILLYGPPGTGKTLIAR(A) 1727.0214 114.0500 3.9 89322.3/5.14 HUMAN  P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Detailed Results

# MH* MH* MH*  Protein . .
Rank Score (,” BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon M:“?e'g;s‘ Protein Name
lons (Da) (Da)  (ppm) (ba)
1 1242 712 8 9/25 K251k

(R)G NL\L/Y/G P/P G T/G k/T L/I AR (A) 1727.0214 114.0500 3.9 89322.3/5.14 HUMAN  P55072 773751 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Fragment-ion (m/z) 70.066 (86.097 (87.100 127.087 |136.079 (143.119 [155.081 [171.110 |199.173 240.177 (284.197 (334.175 |359.236 |365.219 368.182 (401.255 560.285 |564.320*2 (573.377 |603.866 \641 376*2 [122.899°2 [179.928%2 [p72.528 \1127 646

[Frac. Inten.(% of TIC) 399 959 7.91 332 774
Rel. Inten.(% of BP) 4156| 10000 | 8245| 3463 80.70
Score 042 1.50 1.50 035 150
lon-type y12+2 y13+2 y10
Delta ppm 14.0 06 62
g Reset
2 Bletin hiz
by o v, o Back
100.% 10 ¥ 10
G 28
b B2 8
fiea2 3852 e row
202 3 b
I I I | Shrink
L --- T L] T T T
200 ADD 800 800 1000
Ly Lakels

Nature Biotechnology: doi: 10.1038/nbt.1654

314



308

Result Summary

# mMHY MHY  MH* Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm) (Da)
1 1416 698 8 11/25 K312k (K)NAPAIIFIDELDAIAPKR(E) ~ 1967.0960 114.0525 4.6 89322.3/5.14 HUMAN P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
2 426 519 4 16/25 K181k (K)GKQYLELGTLLYVSVKR(F) 1967.1324 114.0161 -12.9 122491.7/5.10 HUMAN RQ96RU2 REVERSE Ubiquitin carboxyl-terminal hydrolase 28 OS=Homo sapiens GN=USP28 PE=1 SV=1
Detailed Results
# . MH* MHY  MHY Protein N i
Rank Score (‘7) BCS Unmatched Vasl;lt:l;Ie Sequence Calculated Error Error MWi/pl Species Acce;slon Mlidnelg;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1416 698 8 11/25 K312k  (K)N A/P AIIF I D/E L/ID/A/VA/P kiR (E) 1967.0960 114.0525 4.6 89322.3/5.14 HUMAN  P55072 773751  Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Fragment-ion (m/z) |70.060 |86.097 |8 113.072 [116.072 [120.079 [141.065 [158.092 [169.095 [175.115 [185.114 [282.183 [462.223 [514.305 [542.333 [585.350 [590.322 [632.694 [655.445 [698.452 [769.444 [808.438 [884.499 [948.523 [1126.666

Score
lon-type
Delta ppm

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
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Result Summary

# mMH* mMH*  MHY Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (a) (ppm)  (Da)
1 1933 847 M 6/24 K336k (R)IVSQLLTLMDGLKQR(A)  1714.9884 114.0644 11.8 89322.3/5.14 HUMAN  P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
2 846 648 3 1224 K5439k (K)LITINVITASGLKSER(E) 1715.0062 114.0467 2.1 692677.1/4.53 HUMAN RQ8WXG9 REVERSE G-protein coupled receptor 98 OS=Homo sapiens GN=GPR98 PE=1 SV=1
3 614 524 3 13/24 None (R)DPLVTPLHLQSLLVQR(Q) 1829.0643 -0.0115 -6.3 84082.7/8.38 HUMAN RQ9BRB3 N- subunit @ OS=Homo sapiens GN=PIGQ PE=1 SV=3
Detailed Results
5 MH* MH* MH*  Protein
Rank Score (a/)' BCS Unma(ched Vas'i:ae';'e Sequence Calculated Error Error  MWipl  Species A‘°ess'°" M;::g'ges' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 19.33 847 11 6/24 K336k (R) I VIS QIL\L/T/L/M/D/G L/k/Q/R (A) 1714.9884 114.0644 11.8 89322.3/5.14 HUMAN P55072 173751

Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Fragment-ion (m/z) |72.081 [86.096 [87.100 |104.053 |175.117 [185.165 [186.168 |187.143 213.160 [216.099 [303.180 (310.214 |329.186 [428.253 |541.343 (545.321 (701.404*2 [715.429 |808.948 (809.457 (830.455 (961.499 {1074.583 |1175.622
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Result Summary
MH* MH* MH*  Protein N
Rank Score (SGZ; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species Acce;slon Protein Name
lons (Da) (Da) (ppm) (D)
1 1142 679 5 11/25 K486k (R)ETVVEVPQVTWEDIGGLEDVKR(E) 2498.2773 114.0674 9.4 89322.3/5.14 HUMAN

P55072  Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Detailed Results

: MH* MHY  MHY  Protein N D
Rank Score (;)I BCS Unmalched Vasri':‘:e Sequence Calculated Error Error MW/pl  Species Acce:smn Mli :e'g::t Protein Name
(Da) (Da) (ppm) (D)

1 1142 679 5 11125 Ka4gek (R)E TV V/EIV/PQVTWE/D I/GGLEDYV kR (E) 24982773 114.0674 9.4 89322.3/5.14 HUMAN ~ P55072 773751 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Fragment-ion (m/z) 70.064 [72.079 |159.090 |171.148 [312.148 |328.181+3 [411.227 |423.195 |454.220 (509.238 (540.270 |558.285 |566.288 638.234 (670.314 794.744 |930.269 |969.478 |978.493*2 (978.607 (987.524 ‘1025 031*2 ‘1092 534 ‘1113 071 ‘1215 640
Frac. Inten.(% of TIC) .
Rel. Inten.(% of BP)

9.34 3.42 255 252

3724| 1365| 10.15| 10.03
Score 150 150 | -0.10 150
lon-type yi72| Y8 10

Delta ppm 17 -15.2 58
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8.2 g B 6382 1007 o Yag Yo Shrink
N T A [ 1 L L i
T T T T T
400 600 B0O 1000 1200
Wass (miz) Labels
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Result Summary

SPI # MH* MH" MH* Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species “ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1502 80.2 7 5125 K502k (R)JELQELVQYPVEHPDKFLK(F)  2212.1648 114.0581 6.5 89322.3/5.14 HUMAN P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
2 1323 751 6 6/25 K505k (R)ELQELVQYPVEHPDKFLK(F) ~ 2212.1648 114.0581 6.5 89322.3/5.14 HUMAN P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
3 705 526 2 11/25 M829m (R)LSQELDLGmMEVPHEVKKAMR(l) 2310.1944 16.0285 14.4 102837.1/7.88 HUMAN RQ7Z7L1 REVERSE Schlafen family member 11 OS=Homo sapiens GN=SLFN11 PE=1 SV=1
Detailed Results
# . MH* MH* MH*  Protein . .
Rank Score g/P)I BCS Unmatched Vas';":l:e Sequence Calculated Error Error MWipl Species Acce;slon leldoel)?;s‘ Protein Name
/o
lons (Da) (Da)  (ppm) (Da)
1 1502 80.2 7 525 K502k (R)E L\Q\E L V Q/¥/P V E H/P D/k F L/K (F)  2212.1648 114.0581 6.5 89322.3/5.14 HUMAN  P55072 773751  Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
Fragment-ion (miz) |70.063 [72.080 (84.079 (86.095 101.069 |110.067 [129.095 [136.074 |147.109 [173.128 [197.126 [241.076 |243.135 | 353.180 |371.192 [435.254 |441.921*3 [482.221 |595.294 ‘613 322*2 |649.395 ‘662 354*2 \743 890*2 \799415"2 861.484
Frac. Inten.(% of TIC) 17.19 5.04 5.25
Rel. Inten.(% of BP) 100.00 29.32 30.54
Score 1.50 1.50 0.50
lon-type yi0™2 | y11*2 ly12NHg ™2
Delta ppm -3.2 24 14.9
. Reset
10
1.4d0+3; Back
100.%
Y o
2% +2, thind
b,-H_O .
a1l b 3 4l 6133 ¥1p iy
I |
y T T T T T o T T
200 300 400 500 800 700 BOO
Mass (méz) Lahels
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Result Summary

# mH* MH* MH*  Protein Accession :
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (a)  (ppm)  (D2)
1 11.09 608 6 10/25 K524k (K)GVLFYGPPGCGKTLLAK(A) 1777.9669 114.0565 7.2 89322.3/5.14 HUMAN  P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
2 939 575 5 11/25 K529k (K)GVLFYGPPGCGKTLLAK(A) 1777.9669 114.0565 7.2 89322.3/5.14 HUMAN  P55072

Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Detailed Results

# MH* MH* MH*  Protein
Rank Score (,,/) BCS Unmatched Variable sites
I

Sequence Calculated Error Error MWipl Species Accesslon MS-[ngest Protein Name
ons (Da) (Da) (ppm) (Da)
1 11.09 60.8 6 10/25 K524k (K)G WL\F|Y/G P/P G C G k T L L/AK (A) 1777.9669 114.0565 7.2 89322.3/5.14 HUMAN  P55072 773751  Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
Fragment-ion (miz) [70.060 72.081 |86.097 [120.081 [127.083 [129.100 [136.076 |155.084 |157.094 |173.130 [218.146 [233.172 |270.183 [372.224 |401.145+2 |417.250 486.188 |576.328 |579 821*2 |656.849 |657.367 ‘735393*2 811.363 ‘512 436+2 ‘1158 638
Frac. Inten. (% of TIC) 2. X 6.71 4.74
Rel. Inten.(% of BP) 40.74 28.81
Score -0.41 1.50
lon-type y10
Delta ppm 6.7
.3 Reset
¥, —
44102 n Back
100.% —
= 6574 6124 Grow
5, by a01.1 2 o l——
4882 Yy 81)4 Shrink
edhil | |I I B
Ol T T T T
200 800 a00 1000
Waws (miz) Labels
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Result Summary
# MH* MH* MHT  Protein .
Rank Score 27; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Pcce;slon Protein Name
/o)
lons (Da) (Da) (ppm) (Da)
1 1214 715 8 9/25 K651k (R)LDQLIYIPLPDEKSR(V) 1799.9902 114.0470 2.1 89322.3/5.14 HUMAN  P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
Detailed Results
# MH* MH* MHY  Protein . .
Rank Score 37; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon M;—(?;)g(;st Protein Name
/o)
lons (Da) (a) (ppm)  (Da)
1 1214 715 8 9/25 K651k (R) L D\Q\L\I\Y\I|P L/P D E k S/R (V) 1799.9902 114.0470 2.1 89322.3/5.14 HUMAN  P55072 773751

Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Fragment-ion (m/z) |70.066 (72.080 (84.079 (86.097 {110.067 [120.078 |136.079 |157.131 [175.121 [228.138 |229.112 [276.137 |357.178 |423.211*2 |430.251 [470.266 |528.290 |528.769 |583.340 |g06.948*3 [742.887 | 746.400 |845.412 (859.520 1055.549

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
a
©.78e+2m 1] Back
1005% ¥s _
b
1201 o8 A Grow
8 608.9 e
|| 157.1 Tl ¥ | 7438 7 Shrink
A1 | |
600 800 1000
(o) Labels
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SP

Rank Score %)

ons
1 1160 610 7 10/24

#
! BCS Unmatched Variable sites
I

Sequence

K658k (R)VAILKANLR(K)

mMH* _
Calculated Error Error ~ MWipl  Species

(Da)

997.6517 114.0457

Result Summary

MH* MH*  Protein

(0a) (ppm) (D)

Accession

2.5 89322.3/5.14 HUMAN  P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Rank Score 3/)
o ons

1 1160 61.0 7 10/24

#
Pl BCS Unmatched Variable sites
s

K658k (R) v A\1/L/k/A/N/L/R (K)

Sequence

Detailed Results

mH* MH* MH*  Protein
Calculated Error Error MW/pl  Species
(Da) (Da) (ppm)  (Da)

997.6517 114.0457 2.5 89322.3/5.14 HUMAN

Accession MS-Digest
# dex

Protein Name

386876  Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Fragment-ion (m/z) |70.066 [72.081 [84.081 [86.096 [87.058 [87.097 ‘120.031 ‘129.102 ‘141.102 ‘143.117 ‘157.133 ‘171.112 ‘175.119 ‘186.102 ‘199.173 ‘zsa.zos \329.700*2 ‘335_242"2 ‘402.246 \414.760*2 ‘473.233 ‘715.428 ‘771.432 ‘828.511

Nature Biotechnology: doi: 10.1038/nbt.1654

321

Frac. Inten.(% of TIC) 215 868| 013 292 491 720[ 179 5417 272 1.79 230 318 437 1195 530 209 411
Rel. Inten.(% of BP) 1021| 4127 | 063| 13.89| 2334 | 3464 849 | 2456 12.95 8.48 10.92| 15.10 2077 | 56.82| 2519 9.94| 1951
Score 20.05| -022| 020 -007| 050| -0.18| 050| 1.50 1.50 -0.04 0.06| 150 150 150| 1.50| -005| 1.50
lon-type RKQ a2 b2 y1 y2 y3 62 v4 ¥5 ¥6
Delta ppm 2.0 -11.1 -12.9 3.1 86 04 8.1 07| 106 72
Reset
¥y
2.10e+3 Back
56.8% ——
157.1
Y. +2 ¥,
l1g92 Ys Y g Grow
141.
Y. .
5-| 2 k] Shrink
I
1l L1 | I
- T T L T T
200 300 400 500 80 700 80O
Mass (miz) Lahels
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Result Summary

SPI # MH* MH®  MH®  Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 14.08 803 8 5/25 K668k (K)SPVAKDVDLEFLAK(M) 1531.8366 114.0563 8.1 89322.3/5.14 HUMAN  P55072 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4
Detailed Results
# i MH*  MH* MH'  Protein ) )
Rank Score ?,/P)I BCS Unmatched Vasrizt:e Sequence Calculated Error Error MWipl Species Acce:slon Mli'dDeIEiSt Protein Name
0
lons (Da) (Da)  (ppm) (Da)
1 1408 803 8 5/25 K668k (K)s P\V A\k D V/D/L/E/F L/A/K (M) 1531.8366 114.0563 8.1 89322.3/5.14 HUMAN  P55072

386876 Transitional endoplasmic reticulum ATPase OS=Homo sapiens GN=VCP PE=1 SV=4

Fragment-ion (m/z) |60.044 70.065 |72.081 |84.081 (86.095 |120.081 [129.100 |130.087 [147.112 [157.096 [169.133 [185.092 [201.122 [218.148 (355.203 |371.203 383.225 |478.296 |500.284 |510.286 607.345 |631.895"2 |684.377 (720.429 |835.459

Frac. Inten.(% of TIC) | 3.55[ 002 063 063 025[ 023 5.63 . 347 342 349 515[ 6.09
Rel. Inten.(% of BP) | 32.30 | 0.16 | 575| 574 230| 208 51.26 3156 31.14 | 31.81| 46.89| 5543
Score 050 | 0.20| 050| 0.50 1.00| 0.20 1.50 0.50 031 050| 150 150
lon-type al PR v KQ F RKQ Vil b2 ag Y6 y7
Delta ppm 248 | 75| 24| -21 35| -189 27 5.8 125 0.3 35
Reset
2
7.800+2 Back
100.%
NH, ¥s
¥NH, PVAK ¥r
Ys Grow
371.2 e)
= by %
Shrink
Y R
LI
bl T T T T T T N T
100 200 300 400 500 600 700 800
ED(E Labels
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#
Rank Score (,,/) BCS Unmatched Variable sites
I

ons
1 1918 833 10 6/25

MH* MH*  MH*
Sequence Calculated Error  Error
(Da) (Da)  (ppm)

(R)VANMALYADVGGKQFPVTR(G) 2094.0801 114.0603

7.9 18998.7/5.76 HUMAN  P51571

Result Summary

Protein

MWipl  Species “°°SSI°" protein Name

(Da)

Translocon-associated protein subunit delta OS=Homo sapiens GN=SSR4 PE=1 SV=1

SPI

#
Rank Score ) BCS Unmatched Variable sites

ons
1 1918 833 10 6/25

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

+
Sequence
(Da)

(R)V QIN|M/A L/¥/A D/V/G G k/Q/F/P V T R (G) 2094.0801 114.0603

MH
Calculated Error Error ~ MWipl

Detailed Results

MH* MH*  Protein
Species
(Da) (ppm)  (Pa)

7.9 18998.7/5.76 HUMAN

1.94
12.32

Score 1.50
lon-type YHH12 lyq H20+3
Delta ppm 79 1.0
g2 Reset
111843 " Back
100.% _—
b2 Y13 ! s
Ya o +2 Grow
NMA ¥,57H,0 15 +2 | 10485
" 4282 v 8324 | Vig o
3652 ¥, (] Y. Shrink
1 T gl ¥
- T T T T T
400 800 800 1000 1200
D) Labels
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Accession MS-Digest
#

P51571

Protein Name

Translocon-associated protein subunit delta OS=Homo sapiens GN=SSR4 PE=1 SV=1

Fragment-ion (m/z) |72.080 [101.071 [117.102 [136.076 [211.112 [228.134 |246.100 [317.123 |342.179 [365.203 [428.159 (472.202 |619.351 [694.873 | 6o7.687*3 |709.396 |747.428 \776 3052 [833.427* [a68.472*2 [934.007*2 [p91.007*2 [1046.527 [1103.596 [1202.681

7.79 3.02 532 346 577 422 872 187
4936| 1914 | 3372| 21.92| 10000 2678 5532| 11.87
1,50 -0.16 1.50 1.50 150 | -023| 1.50|  1.50
+2 +2 +2 +2 ¥9 ¥10
i3 15 16 17
52 140 285 56 03 13.9
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Result Summary

MH" MH"  MH"  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1724 815 5 4125 K116k  (R)VAKLPFTPLSYIQGLSHR(N) 2126.2121 114.0665 10.5 21175.1/9.77 HUMAN Q9UMO00 T and coiled-coil d protein 1 0S=Homo sapiens GN=TMCO1 PE=1 SV=1
Detailed Results
. MR MH* MH*  Protein . .
Rank Score ("/) BCS Unmatched V"s';';';'e Sequence Calculated Error Eror MWipl  Species ‘“ezs"’" le‘:e'g‘;s‘ Protein Name
fons (©a) (D) (ppm  (0a)
1 1724 815 5 4125 K116k (R)VVA Kk L P F T/PL/S Y I/Q G L/S H/R (N) 2126.2121 114.0665 10.5 21175.1/9.77 HUMAN Q9UMO0 786101 T and coiled-coil d protein 1 0S=Homo sapiens GN=TMCO1 PE=1 SV=1

Fragment-ion (m/z) |70.065 (72.079 [84.078 |86.094 |120.082 [129.098 |136.076 [171.147 [175.117 183.148 [199.102 [245.125 [298.182 (346.173 |356.227 (399.206 |412.284 |461.239 |526.315 |560.305*2 |635.861*2 677.264 |697.379 |1060.564 |1270.674

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
b
288042 Back
100.% —
X, 1123 Y’H Grow
" PLSY
I | | | | " T Shrink
L1 || . :
200 1000 1200
Mm(“‘"’ Labels
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Result Summary
+ + + i
sPI # N . MH MH™ - MH Protein . Accession :
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons. (Da) (Da)  (ppm) (Da)
1 1418 781 6 7125 K68k  (R)LIQUPKGPVEGYEENEEFLR(T) 23461976 114.0591 6.6 14199.55.21 HUMAN ~ QOUI30 TRM112-like protein OS=Homo sapiens GN=AD-001 PE=1 SV=1
2 587 615 2 14125 None  (K)IQIVEFDSPYDSSPNNRPIR(W) 2460.2518 0.0050 2.0 117749.2/8.91 HUMAN RQ14703 bound factor site-1 protease OS=Homo sapiens GN=MBTPS1 PE=1SV=1
Detailed Results
# i MH* MH* MmH*  Protein 5 -
Rank Score o) BCS Unmatched Variable Sequence Calculated Error Eror  MWipl  Species Accession MS-Digest o i nName
(/) sites # Index #
(Da) (Da)  (ppm) (Da)
1 1418 781 6 7125 K68k  (R)L 1[QIVIP k/G P VE/G Y EEN/EEF LR (T) 23461976 114.0591 6.6 141995521 HUMAN QOUI30 791999 TRM112-like protein OS=Homo sapiens GN=AD-001 PE=1SV=1

Fragment-ion (miz) |70.064 (84.082 |86.093 [101.071 [102.054 [199.178 |200.134 [227.176 |228.147 (340.194 |355.235 (454.304 |471.278 |593.329 (617.191 |693.379 (749.908 |938.486 |999.496%2 |1003.971*2 |1053.515*2 [1109.550 |1117.548 |1285.579 1667.722
[Frac. Inten.(% of TIC) [ 0.
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
- Reset
Y15
T.aa Back
100.3% _
2 Grow
L T ——
1 b, 11086
d o4s 72 Taa8 9385 ¥. ¥, S
I II rlla 11 12
> I I L 1 . h
£ 1000 1500
Mass (miz) Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

325



319

Rank Score
1 1740 83.0 12
1 1740 83.0 12
1 17.40 83.0 12

ons
5125
5/25
5125

‘,,/) BCS Unmatched Variable sites
lo

K112k
K112k
K112k

MH* mMH*
Sequence Calculated  Error
(Da) (Da)

(R)GHYTIGKEIIDLVLDR(I) 1842.0120 114.0156
(R)GHYTIGKEIIDLVLDR(l) 1842.0120 114.0156
(R)GHYTIGKEIIDLVLDR(I) 1842.0120 114.0156

Result Summary

MH*  Protein

Error MWipl Species
(ppm)  (Da)

-14.0 50135.9/4.94 HUMAN ~ Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
-14.0 50151.9/4.94 HUMAN ~ P68363 Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
-14.0 49895.6/4.96 HUMAN  Q9BQE3 Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1

ﬁcce:slon Protein Name

SPI
Rank Score (%) BCS
1 17.40 83.0 12
1 17.40 83.0 12
1 17.40 83.0

Frac. Inten.(% of TIC)

#
Unmatched Variable sites
lons

5/25
5/25
5/25

K112k
K112k
K112k

Sequence

(R) G H|Y\T\I\G k/E|I|I|D/L/V/L D/R (I)
(R) G H|Y\T\I\G k/E|I|I|D/L/V/L D/R (I)
(R) G H|Y\T\I\G k/E|I|I|D/L/V/L D/R (I)

Detailed Results

mMH* MH* MH* Protein N N
: Accession MS-Digest "
Calculated  Error  Error MWipl Species Indeg # Protein Name
(Da) (0a)  (ppm)  (P2)

1842.0120 114.0156 -14.0 49895.6/4.96 HUMAN

1842.0120 114.0156 -14.0 50135.9/4.94 HUMAN Q71U36 770033  Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
1842.0120 114.0156 -14.0 50151.9/4.94 HUMAN P68363 770047  Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
Q9BQE3 770065  Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1

Fragment-ion (miz) (84.078 (86.094 [167.086 |175.113 [178.057 195.083 |358.144 |403.224 |441.176 (459.193 |500,734*2 [502.203 (543.285 | 554.261 |557.279*2 |572.266 |613.815 |615.369 628.317 [730.399 843.475 \331 476*2 [956.555 \1000 463 [1085.590
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164 273
Rel. Inten.(% of BP) 1269 2113
Score 0.50 1.50
lon-type bg ag
Delta ppm -23.1 13.9
¥9
27.7

Reset

%5
450843 Back
100.% 8, —
L
Ys
o ¥y A Grow
1 bgH,.O w a -
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Result Summary

# MH* MH"  MH®  Protein Accession N
Rank Score (,” BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (pa)  (Da) (ppm)  (Pa)
1 17.78 846 9 5/25 K326k (R)GDVVPKDVNAAIATIK(T) 1610.9112 114.0506 4.5 50135.9/4.94 HUMAN  Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
1 17.78 846 9 5/25 K326k (R)GDVVPKDVNAAIATIK(T) 1610.9112 114.0506 4.5 50151.9/4.94 HUMAN ~ P68363 Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
1 17.78 846 9 5/25 K326k (R)GDVVPKDVNAAIATIK(T) 1610.9112 114.0506 4.5 49895.6/4.96 HUMAN Q9BQE3 Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1
1 17.78 846 9 5/25 K326k (R)GDVVPKDVNAAIATIK(T) 1610.9112 114.0506 4.5 49959.8/4.97 HUMAN Q13748 Tubulin alpha-3C/D chain OS=Homo sapiens GN=TUBA3C PE=1 SV=3
1 17.78 846 9 5/25 K326k (R)GDVVPKDVNAAIATIK(T) 1610.9112 114.0506 4.5 49858.8/5.00 HUMAN ~ QBPEY2 Tubulin alpha-3E chain OS=Homo sapiens GN=TUBA3E PE=1 SV=2
2 735 679 4 13/25 K336k (R)GDVVPKDVNAAIATIK(T) 1610.9112 114.0506 4.5 50135.9/4.94 HUMAN  Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
Detailed Results
+ + + i
Rank Score ?,Z: BCS Unrm’:ched Variable sites Sequence Camur:a(ed éﬂ:oy éwy:,r Pl\;mz;? Species Accession MI?] .dDeif;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 17.78 846 9 5/25 K326k (R)G D\V|V/P k/D V N A/A/I/A/T I/K (T)  1610.9112 114.0506 4.5 50135.9/4.94 HUMAN Q71U36 770033  Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
1 17.78 846 9 5/25 K326k (R)G D\V|V/P k/D V N &/A/1/A/T 1I/K (T)  1610.9112 114.0506 4.5 50151.9/4.94 HUMAN P68363 770047  Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
1 17.78 846 9 5/25 K326k (R)G D\V|V/P k/D V N A/A/I/A/T 1/K (T)  1610.9112 114.0506 4.5 49895.6/4.96 HUMAN  Q9BQE3 770065  Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1
1 17.78 846 9 5/25 K326k (R)G D\V|V/P k/D V N a/A/1/A/T I/K (T)  1610.9112 114.0506 4.5 49959.8/4.97 HUMAN Q13748 770157  Tubulin alpha-3C/D chain OS=Homo sapiens GN=TUBA3C PE=1 SV=3
1 17.78 846 9 5/25 K326k (R)G D\V|V/P k/D V N A/A/I/A/T 1/K (T)  1610.9112 114.0506 4.5 49858.8/5.00 HUMAN  Q6PEY2 770159 Tubulin alpha-3E chain OS=Homo sapiens GN=TUBA3E PE=1 SV=2

Fragment-ion (m/z) (70.065 72.082 |84.080 (86.096 |127.051 130.089 [147.112 [171.149 [173.054 [244.131 [272.125 340.199 |343.190 (361.241 [370.189 |432.277 (545.374 (554.300 |616.400 ‘ses 340*2 ‘677 889*2 ‘727 408*2 ‘ 739.377 (810.409 \1015 583
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[Frac. Inten.(% of TIC) 466 3894 355 1.76
Rel. Inten.(% of BP) 11.98 |  100.00 9.10 453
Score -0.12 1.50 1.50 1.50
lon-type yi12*2 y13*2 ¥10
Delta ppm 14 -19.8 43
g 12 Reset
563043 H Back
100.% —_—
5 Grow
3
2 Shrink
v, 702y, PKDV Vs 810.4 9
3 {] 10
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200 400 600 800 1000
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Result Summary

SPI # N " MH* MH"  MH®  Protein . Accession N
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWI/pl  Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1052 646 8 10/25 K326k K336k (R)GDVVPKDVNAAIATIKTK(R) 1840.0538 228.1071 10.3 50135.9/4.94 HUMAN  Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
1 1052 646 8 10/25 K326k K336k (R)GDVVPKDVNAAIATIKTK(R) 1840.0538 228.1071 10.3 50151.9/4.94 HUMAN  P68363 Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
1 1052 646 8 10/25 K326k K336k (R)GDVVPKDVNAAIATIKTK(R) 1840.0538 228.1071 10.3 49895.6/4.96 HUMAN Q9BQE3 Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1
1 1052 646 8 10/25 K326k K336k (R)GDVVPKDVNAAIATIKTK(R) 1840.0538 228.1071  10.3 49959.8/4.97 HUMAN Q13748 Tubulin alpha-3C/D chain OS=Homo sapiens GN=TUBA3C PE=1 SV=3
1 1052 646 8 10/25 K326k K336k (R)GDVVPKDVNAAIATIKTK(R) 1840.0538 228.1071 10.3 49858.8/5.00 HUMAN Q6PEY2 Tubulin alpha-3E chain OS=Homo sapiens GN=TUBA3E PE=1 SV=2
2 6.93 586 6 12/25 K326k K338k (R)GDVVPKDVNAAIATIKTK(R) 1840.0538 228.1071 10.3 50135.9/4.94 HUMAN  Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
Detailed Results
+ + + i
Rank Score ?,Z)I BCS Unma‘:ched Variable sites Sequence Cal'::ntll':ated én:or gl:,, Pl;%?;;r Species Acce:sion MI?‘:’TE;S' Protein Name
lons (Da) (0a) (ppm)  (Da)
1 1052 646 8 10/25 K326k K336k (R)G D\V\V P k D V N A A I/A/T/I/k/T/K (R) 1840.0538 228.1071 10.3 50135.9/4.94 HUMAN  Q71U36 770033  Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
1 1052 646 8 10/25 K326k K336k (R)G D\V\V P k D V N A A I/A/T/I/k/T/K (R) 1840.0538 228.1071 10.3 50151.9/4.94 HUMAN  P68363 770047  Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
1 1052 646 8 10/25 K326k K336k (R)G D\V\V P k D V N A A I/A/T/I/k/T/K (R) 1840.0538 228.1071 10.3 49895.6/4.96 HUMAN Q9BQE3 770065 Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1
1 1052 646 8 10/25 K326k K336k (R)G D\V\V P k D V N A A I/A/T/I/k/T/K (R) 1840.0538 228.1071 10.3 49959.8/4.97 HUMAN Q13748 770157  Tubulin alpha-3C/D chain OS=Homo sapiens GN=TUBA3C PE=1 SV=3
1 1052 646 8 10/25 K326k K336k (R)G D\V\V P k D V N A A I/A/T/I/k/T/K (R) 1840.0538 228.1071 10.3 49858.8/5.00 HUMAN  Q6PEY2 770159  Tubulin alpha-3E chain OS=Homo sapiens GN=TUBA3E PE=1 SV=2

Fragment-ion (m/z) |72.081 |74.060 |84.081 (86.096 |110.064 |127.048 |173.058 |187.132 [248.167 |272.123 [339.171 (397.198 (433.276 |455.240*2 |490.301 (525.271 |554.291 |603.383 | 668.332 (704.434 | 739.367 |757.467 775.463 [810.406 (887.513

Frac. Inten.(% of TIC) 2.56

Rel. Inten.(% of BP) 58.80 | 24.99
Score 0.75 0.50
lon-type PkDVNA |y5-H20
Delta ppm -10.5 13.1
Reset
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Result Summary

+ + + i
Rank Score ?,Z; BCS Unm::ched Variable sites Sequence Cal’rl:ated g',:,, g',:,, FI\;I‘;\‘IT; Species Acce;sion Protein Name
lons (Da) (Da) (ppm) (D)
1 1434 845 9 5/25 K336k (K)DVNAAIATIKTK(R) 1244.7209 114.0517 6.4 50135.9/4.94 HUMAN  Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
1 1434 845 9 5/25 K336k (K)DVNAAIATIKTK(R) 1244.7209 114.0517 6.4 50151.9/4.94 HUMAN  P68363 Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
1 1434 845 9 5/25 K336k (K)DVNAAIATIKTK(R) 1244.7209 114.0517 6.4 49895.6/4.96 HUMAN Q9BQE3 Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1
1 1434 845 9 5/25 K336k (K)DVNAAIATIKTK(R) 1244.7209 114.0517 6.4 49959.8/4.97 HUMAN Q13748 Tubulin alpha-3C/D chain OS=Homo sapiens GN=TUBA3C PE=1 SV=3
1 1434 845 9 5/25 K336k (K)DVNAAIATIKTK(R) 1244.7209 114.0517 6.4 49858.8/5.00 HUMAN Q6PEY2 Tubulin alpha-3E chain OS=Homo sapiens GN=TUBA3E PE=1 SV=2
2 1266 80.2 8 6/25 K338k (K)DVNAAIATIKTK(R) 1244.7209 114.0517 6.4 50135.9/4.94 HUMAN  Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
Detailed Results
+ + + :
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Cal':::ated g',:,, g.l-:lo.- Pl;‘\’l&/e;r Species Accession le;d[::)g?t Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1434 845 9 5/25 K336k (K) D V\N\a\a\1/a/T/1/k T/K (R) 12447209 114.0517 6.4 50135.9/4.94 HUMAN  Q71U36 770033  Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
1 1434 845 9 5/25 K336k (K) D V\N\A\A\I/A/T/I/k T/K (R) 1244.7209 114.0517 6.4 50151.9/4.94 HUMAN P68363 770047  Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
1 1434 845 9 5/25 K336k (K) D v\N\a\a\1/a/T/1/k T/K (R) 12447209 114.0517 6.4 49895.6/4.96 HUMAN  Q9BQE3 770065  Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1
1 14.34 845 9 5/25 K336k (K) D V\N\A\A\I/A/T/I/k T/K (R) 1244.7209 114.0517 6.4 49959.8/4.97 HUMAN Q13748 770157  Tubulin alpha-3C/D chain OS=Homo sapiens GN=TUBA3C PE=1 SV=3
1 14.34 845 9 5/25 K336k (K) D V\N\A\A\I/A/T/I/k T/K (R) 1244.7209 114.0517 6.4 49858.8/5.00 HUMAN  Q6PEY2 770159  Tubulin alpha-3E chain 0S=Homo sapiens GN=TUBA3E PE=1 SV=2

Fragment-ion (m/z) [72.080 [74.061 [84.080 [86.096 [87.056 [88.040 [115.054 [127.086 [129.102 [142.085 [157.132 [158.091 [169.067 [186.085 [187.107 [215.101 [257.125 [329.147 [370.205 [400.181 [471.219 [490.300 [603.384 [704.428 [775.475
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Frac. Inten.(% of TIC) 4.22 297 648[ 2335 340 423 432 228 400 873[ 337 511
Rel. Inten.(% of BP) 18.09 1271 27.75| 100.00 | 14.55| 1813 | 18.51 978 | 17.12| 37.39| 14.42 21.87
Score 1.50 013| 075| 050| 050| 075| 050 050| 050 1.50| 1.50 1.50
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Result Summary

# mMH* MH* MH*  Protein Accession .
Rank Score (,y) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2007 97.3 10 2/25 K370k (K)VGINYQPPTVVPGGDLAKVQR(A) 2208.2135 114.0585 6.7 50135.9/4.94 HUMAN Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
1 2007 97.3 10 2/25 K370k (K)VGINYQPPTVVPGGDLAKVQR(A) 2208.2135 114.0585 6.7 50151.9/4.94 HUMAN  P68363 Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
1 2007 97.3 10 2/25 K370k (K)VGINYQPPTVVPGGDLAKVQR(A) 2208.2135 114.0585 6.7 49895.6/4.96 HUMAN Q9BQE3 Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1
1 2007 97.3 10 2/25 K370k (K)VGINYQPPTVVPGGDLAKVQR(A) 2208.2135 114.0585 6.7 49959.8/4.97 HUMAN Q13748 Tubulin alpha-3C/D chain OS=Homo sapiens GN=TUBA3C PE=1 SV=3
1 2007 97.3 10 2/25 K370k (K)VGINYQPPTVVPGGDLAKVQR(A) 2208.2135 114.0585 6.7 49858.8/5.00 HUMAN Q6PEY2 Tubulin alpha-3E chain OS=Homo sapiens GN=TUBA3E PE=1 SV=2
1 2007 97.3 10 2/25 K370k (K)VGINYQPPTVVPGGDLAKVQR(A) 2208.2135 114.0585 6.7 49924.7/4.95 HUMAN  P68366 Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=1
1 2007 97.3 10 2/25 K370k (K)VGINYQPPTVVPGGDLAKVQR(A) 2208.2135 114.0585 6.7 50093.8/4.94 HUMAN Q9NY65 Tubulin alpha-8 chain OS=Homo sapiens GN=TUBA8 PE=1 SV=1
2 332 69.0 1 17/25 K775k (K)SLPGRSLVLDLPVSNVVVDTk(A) 2208.2598 114.0122 -13.2 193754.0/8.22 HUMAN RQ460N5 REVERSE Poly [ADP-ribose] polymerase 14 OS=Homo sapiens GN=PARP14 PE=2 SV=2
Detailed Results
+ + + i
Rank Score 0 BCS Unmatched Variable Sequence Camed B o Wil Spocies Accession MS-D19%S! protein Name
lons (Da) (Da)  (ppm) (Da)
1 20.07 97.3 10 2/25 K370k (K)V G I N Y\Q|P P T\V|V|P/G G D/L/A/k/V Q R (A) 2208.2135 114.0585 6.7 50135.9/4.94 HUMAN Q71U36 770033  Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
1 2007 973 10 2/25 K370k (K)V G I N Y\Q|P P T\VIV|P/G G D/L/A/k/V Q R (A) 2208.2135 114.0585 6.7 50151.9/4.94 HUMAN  P68363 770047  Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
1 2007 973 10 2/25 K370k (K)V G I N Y\Q|P P T\V|V|P/G G D/L/A/k/V Q R (A) 2208.2135 114.0585 6.7 49895.6/4.96 HUMAN Q9BQE3 770065 Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1
1 2007 973 10 2/25 K370k (K)V G I N Y\Q|P P T\V|V|P/G G D/L/A/k/V Q R (A) 2208.2135 114.0585 6.7 49959.8/4.97 HUMAN Q13748 770157  Tubulin alpha-3C/D chain OS=Homo sapiens GN=TUBA3C PE=1 SV=3
1 2007 973 10 2/25 K370k (K)V G I N Y\Q|P P T\V|V|P/G G D/L/A/k/V Q R (A) 2208.2135 114.0585 6.7 49858.8/5.00 HUMAN Q6PEY2 770159  Tubulin alpha-3E chain OS=Homo sapiens GN=TUBA3E PE=1 SV=2
1 2007 973 10 2/25 K370k (K)V G I N Y\Q|P P T\V|V|P/G G D/L/A/k/V Q R (A) 2208.2135 114.0585 6.7 49924.7/4.95 HUMAN  P68366 770185  Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=1
1 2007 97.3 2/25 K370k (K)V 6 I N Y\Q|P P T\V|V|P/G G D/L/A/k/V Q R (A) 2208.2135 114.0585 6.7 50093.8/4.94 HUMAN QINY65 770219  Tubulin alpha-8 chain OS=Homo sapiens GN=TUBA8 PE=1 SV=1

Fragment-ion (m/z) |70.064 |72.080 |86.097 |327.128 395.230 |402.242 |419.141 |494.296 ‘ 526.286"2

547.285 ‘577 819*2 ‘517 364*2 [644.389 [658.321 [675.345 [715.427 ‘524 4642 [828.510 [ 879.456*2 ‘953 474*2 [970.510 ‘1051 584 ‘1069 573 [1154.630 [1168.638
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Frac. Inten.(% of TIC) 24.23 2802 117 2.30 1.51 204 1123 237
Rel. Inten.(% of BP) 86.48 10000 | 4.17 8.19 5.40 729| 40.08 8.44
Score 150 1.50 150 0.50 1.50 0.50 1.50 0.50
lon-type yi0*? yi5*2 ¥6 |y16-H20™*2 yo| bio yio| b1
Delta ppm 3.0 22 6.1 321 85 36 1.9 0.4
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Result Summary
# MH" MH"  MH*  Protein Accession
Rank Score (u/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species Protein Name
lons (Da) (Da) (ppm)  (Pa)
1 2496 945 15 325 K60k  (K)TIGGGDDSFNTFFSETGAGKHVPR(A) 2497.1742 114.0391 -1.5 50135.9/4.94 HUMAN ~Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBATA PE=1 SV=1
1 2496 945 15 325 K60k  (K)TIGGGDDSFNTEFSETGAGKHVPR(A) 2497.1742 114.0301 -1.5 50151.9/4.94 HUMAN  P68363 Tubulin alpha-18 chain OS=Homo sapiens GN=TUBA1B PE=1 !
1 2496 945 15 325 K60k  (K)TIGGGDDSFNTEFSETGAGKHVPR(A) 2497.1742 114.0301 -1.5 49895.6/4.96 HUMAN Q9BQE3 Tubuiin alpha-1C chain 0S=Homo sapiens GN=TUBA1C PE=1SV=
1 2496 945 15 325 K60k  (K)TIGGGDDSFNTEFSETGAGKHVPR(A) 2497.1742 114.0301 1.5 49959.8/4.97 HUMAN Q13748 Tubuiin alpha-3G/D chain OS=Homo sapiens GN=TUBAJC PE=1 SV=3
1 2496 945 15 325 K60k  (K)TIGGGDDSFNTFFSETGAGKHVPR(A) 2497.1742 114.0391 -1.5 49858.8/5.00 HUMAN QBPEY2 Tubulin alpha-3E chain OS=Homo sapiens GN=TUBASE PE=1 SV=2
2 561 581 1 1325  M52mK53k  (K)DMKSFIKDVRQEPTLGDENmK(M) 24812112 130.0021 -13.7 22142.5/5.01 HUMAN RP62760 REVERSE Visinin-like protein 1 OS=Homo sapiens GN=VSNL1 PE=1 SV=2
Detailed Results
# MH* MHY  MmHY Protein N s
Rank Score ?,Z)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species ““;5“" Mﬁfe'f;s' Protein Name
lons ®a)  (a) (ppm)  (Pa)
1 2496 945 15 325 K60k  (K)T T\G\G G D D S F/N/T/F/F/S/E/T/G A/G k/H/v//R (A) 24971742 1140391 -1.5 50135.0/494 HUMAN Q71U36 770033 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBATA PE=1 SV=1
1 2496 945 15 325 K60k  (K)T I\G\G G D D S F/N/T/F/F/S/E/T/G A/G k/H/v/B/R (A) 24971742 1140391 1.5 50151.9/494 HUMAN  P68363 770047 Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
1 2496 945 15 325 K60k  (K)T T\G\G G D D § E/N/T/F/F/S/E/T/G A/G K/H/V/B/R (A) 24971742 1140391 -1.5 49895.6/4.96 HUMAN QOBQE3 770065 Tubulin alpha-1C chain OS=Homo sapiens GN=TUBAIC PE=1 SV=1
1 2496 945 15 325 K60k  (K)T I\G\G G D D S F/N/T/F/F/S/E/T/G A/G k/H/V/B/R (A) 24971742 1140391 .15 49950.8/497 HUMAN Q13748 770157 Tubulin alpha-3C/D chain OS=Homo sapiens GN=TUBASC PE=1SV=3
1 2496 945 15 325 K60k  (K)T I\G\G G D D S F/N/T/F/F/S/E/T/G A/G k/H/V/B/R (A) 24971742 1140391 -1.5 49858.8/500 HUMAN QBPEY2 770159 Tubulin alpha-3E chain OS=Homo sapiens GN=TUBASE PE=1SV=2
Fragment-ion (miz) |74.059 [86.094 [101.068 [120.079 [121.081 [175.117 [187.142 [215.136 [272.170 [345.153 [371.239 [508.289 \513791+2 [583.302*2 [626.815*2 [700.356°2 [773.891°% [ 793,685 [807.460 [324.415"2 [872.922*2 [s81.420"% [935.511 [945.960°2 [1036.564
Frac. Inten.(% of TIC) 347 163 746 1187 613 282[ 176 372 2.30 254 332 197
Rel. Inten.(% of BP) 16.23 765| 3493 5557| 2871 1320| 826| 1744|1075 11.90 1553| 923
Score 150 150 150 150 150 050| 150 150 0.50 150 050| 150
lon-type w2 oy w2 w2 yis* yeoH0™? ¥ 14%2 |y15-NH3 "2 Y8 ly16-H20*2 ¥
Delta ppm 103 89 -12.9 24 14 143| 25 14 19 68 63 09
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Result Summary

SPI # MH* MH®  MH®  Protein ;. Accession "
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1993 931 10 2/25 K96k (R)QLFHPEQLITGKEDAANNYAR(G) 24152051 114.0590 6.4 50135.9/4.94 HUMAN ~ Q71U36 Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
1 1993 931 10 2/25 K96k (R)QLFHPEQLITGKEDAANNYAR(G) 24152051 114.0590 6.4 50151.9/4.94 HUMAN  P68363 Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
1 19.93 931 10 2/25 K96k (R)QLFHPEQLITGKEDAANNYAR(G) 2415.2051 114.0590 6.4 49895.6/4.96 HUMAN Q9BQE3 Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1
1 1993 931 10 2/25 K96k (R)QLFHPEQLITGKEDAANNYAR(G) 24152051 114.0590 6.4 49959.8/4.97 HUMAN Q13748 Tubulin alpha-3C/D chain OS=Homo sapiens GN=TUBA3C PE=1 SV=3
1 1993 931 10 2/25 K96k (R)QLFHPEQLITGKEDAANNYAR(G) 2415.2051 114.0590 6.4 49924.7/4.95 HUMAN  P68366 Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=1
1 19.93 931 10 2/25 K96k (R)QLFHPEQLITGKEDAANNYAR(G) 2415.2051 114.0590 6.4 50093.8/4.94 HUMAN  QINY65 Tubulin alpha-8 chain OS=Homo sapiens GN=TUBA8 PE=1 SV=1
Detailed Results
+ + + i
Rank Score (SGZ)I BCS Unm::ched Variable sites Sequence Calizll:'llated g,l,‘or évl:or 1;3\‘!7;;:‘ Species Acce;sion M;::g;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1993 931 10 2/25 K96k (R)Q L F H P E Q\L I/T/G k/E/D/A A/N/N/Y A/R (G) 2415.2051 114.0590 6.4 50135.9/4.94 HUMAN  Q71U36 770033  Tubulin alpha-1A chain OS=Homo sapiens GN=TUBA1A PE=1 SV=1
1 1993 931 10 2/25 K96k (R)Q L F H P E Q\L I/T/G k/E/D/A A/N/N/Y A/R (G) 2415.2051 114.0590 6.4 50151.9/4.94 HUMAN  P68363 770047  Tubulin alpha-1B chain OS=Homo sapiens GN=TUBA1B PE=1 SV=1
1 19.93 931 10 2/25 K96k (R)Q L F H P E Q\L I/T/G k/E/D/A A/N/N/Y A/R (G) 2415.2051 114.0590 6.4 49895.6/4.96 HUMAN Q9BQE3 770065  Tubulin alpha-1C chain OS=Homo sapiens GN=TUBA1C PE=1 SV=1
1 1993 931 10 2/25 K96k (R)Q L F H P E Q\L I/T/G k/E/D/A A/N/N/Y A/R (G) 2415.2051 114.0590 6.4 49959.8/4.97 HUMAN Q13748 770157 Tubulin alpha-3C/D chain OS=Homo sapiens GN=TUBA3C PE=1 SV=3
1 1993 931 10 2/25 K96k (R)Q L F H P E Q\L I/T/G k/E/D/A A/N/N/Y A/R (G) 2415.2051 114.0590 6.4 49924.7/4.95 HUMAN  P68366 770185  Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=1
1 19.93 93.1 2/25 K96k (R)Q L F H P E Q\L I/T/G k/E/D/A A/N/N/Y A/R (G) 2415.2051 114.0590 6.4 50093.8/4.94 HUMAN  QINY65 770219 Tubulin alpha-8 chain OS=Homo sapiens GN=TUBA8 PE=1 SV=1

Fragment-ion (nm/z) |84.044 (84.081 (86.096 |110.070 |120.080 [175.115 |196.144 (355.158 |371.197 |409.231 |431.716*2 |440.711%2 |488.255"2 |509.253 (523.264 ‘530 797*2 (637.313 ‘661 804*2 ‘712 330*2 |779.387 [862.410 (880.414 |894.418 (976.493 [1023.460
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Result Summary

SPI MH®  MH"  MH'  Protein . Accession
Rank Score (1} BCS Unmalched Variable sites Sequence Calculated Error Error MWl  Species Protein Name
(Da) (Da)  (ppm) (Da)
1 1730 880 7 7125 K297k (R)ALTVPELTQQVFDAKNMMAACDPR(H) ~ 2706.3048 114.0680 8.9 49671.1/4.78 HUMAN P07437 Tubuiin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2
2 835 690 3 1425 None  (R)EREALAWAQREGQGPAVTEDSPGIPR(C) 2820.4023 -0.0295 -10.5 127495.3/6.67 HUMAN 043593 Protein hairless OS=Homo sapiens GN=HR PE=1SV=5
3 561 693 2 1625 Nome  (R)SCVKQESVDWLVWSGDEYGALLLPR(S) 2820.4237 -0.0508 -18.0 35618.2/8.29 HUMAN RQ9BYB4 REVERSE Guanine nucleotide-binding protein subunit beta-like protein 1 OS=Homo sapiens GN=GNB1L PE=1 SV=2
4 531 613 2 1625 M286mM202m (K)GRQAENEHIHMDNLAQmPMISIPR(V) ~ 2788.3440 320289 138 35427.6/6.58 HUMAN Q32712 Lipid phosphate phosphatase-related protein type 5 OS=Homo sapiens GN=LPPR5 PE=2 SV=2
5 476 599 2 1725 M286mM294m (K)GRQAENEHIHMDNLAQMPmISIPR(V) ~ 2788.3440 320289 13.8 35427.6/6.58 HUMAN Q32712 Lipid phosphate phosphatase-related protein type 5 OS=Homo sapiens GN=LPPR5 PE=2 SV=2
Detailed Results
+ + + !
Rank Score (| BCS Unrmlchwd Variable Sequence o N Wl Species Accession MS-DIGES! protein Name
(Da) (Da)  (ppm) (Da)
11730 880 7 U K297k  (R)ALITIVIPELTQQVFDAKNMMWAACD/ER(H) 27063048 114.0680 89 49671.1/478 HUMAN PO7437 770563

Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 V=2

Fragment-ion (mz) [157.135 [173.130 [185.127 [227.105 [268.165 [272.173 [273.179 [286.176 [339.240 [357.241 [367.233 [385.249 [618.259 [689.292 [690.326 " [796.438 [812.7317 [820.323 [845.749" [847.992 [1048.477"2 [1210.0362 [1218.564"2 [1268.102*2 [1318.622"2
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Frac. Inten.(% of TIC) [ 3.11 161[ 138 105 139 161 174 2697 162 129
Rel.Inten.(% of BP) | 1153 597 | 513 389 515 597 646| 10000 6.00 478
Score 050 006 | -005 150 | 005 -0.06 0.50 150 150 150
lon-type a y21*? y20-NH3*2 202 212 222
Delta ppm 49 207 44 68 4.4
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species # Protein Name
lons (Da) (Da) (ppm) (Da)
1 2442 931 12 3125 K58k  (R)ISVYYNEATGGKYVPR(A) 1816.9228 114.0502 3.8 49671.1/478 HUMAN  P07437 Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1SV=2
Detailed Results
# MHY MH* MH* Protein N
Rank Score (SGZ)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWi/pl Species Acce:slon MI?‘:'QESt Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2442 931 12 325 K58k (R) 1/5|V/¥/¥/N E/A/T/G/G k/¥/V/P R (A) 1816.9228 114.0502 3.8 49671.1/478 HUMAN  P07437 770563 Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2
Fragment-ion (m'z) |72.081 [86.096 [136.074 [159.111 [173.127 [201.123 [235.147 [272.170 [278.112 [282.179 [299.139 [350.172 [371.238 [534.303 ‘55333&2 [725.864*2 [r34.864%2 ‘315 301*2 [833.465 \355939'4 890.486 \909455*2 991.533 ‘1062 568 [1305.654
Frac. Inten.(% of TIC) [ 0. 355 1.57 5.14 . 3.94 2.11
Rel. Inten.(% of BP) 17.25 7.61 25.00 19.16 |  10.24
Score 1.50 0.50 1.50 1.50 150
lon-type 1172 ly12-H20"2 | y12*2 ¥ i
Delta ppm 6 92 1.8 -13 -0.8
Reset
7.888+3 Back
100.% —_—
¥ Grovw
wz 42 g -
9.1 ¥, 14 Shrink
1y [ =y 1 i |
| 1
T T
400 1000 1200
"”“s('”'z’ Labels
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Result Summary
+ + + i
Rank Score ?,7; BCS Unm::ched Variable sites Sequence Calngl:‘:ated glr:lgr glrl:gr ﬁ\;l;;fg;r Species Acce;sion Protein Name
’ lons ©a)  (Da) (ppm)  (Da)
1 961 606 6 9/23 K252k (R)KLAVNMVPFPR(L) 1271.7293 114.0511 5.9 50327.2/5.06 HUMAN  Q9H4B7 Tubulin beta-1 chain OS=Homo sapiens GN=TUBB1 PE=1 SV=1
1 961 606 6 9/23 K252k (R)KLAVNMVPFPR(L) 1271.7293 114.0511 5.9 49907.3/4.78 HUMAN Q13885 Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=1
1 961 606 6 9/23 K252k (R)kLAVNMVPFPR(L) 1271.7293 114.0511 5.9 49953.4/4.78 HUMAN  Q9BVA1 Tubulin beta-2B chain OS=Homo sapiens GN=TUBB2B PE=1 SV=1
1 9.61 606 6 9/23 K252k (R)KLAVNMVPFPR(L) 1271.7293 114.0511 5.9 49831.3/4.79 HUMAN  P68371 Tubulin beta-2C chain OS=Homo sapiens GN=TUBB2C PE=1 SV=1
1 9.61 606 6 9/23 K252k (R)KLAVNMVPFPR(L) 1271.7293 114.0511 5.9 50433.0/4.83 HUMAN Q13509 Tubulin beta-3 chain OS=Homo sapiens GN=TUBB3 PE=1 SV=2
1 961 606 6 9/23 K252k (R)kLAVNMVPFPR(L) 1271.7293 114.0511 5.9 48434.8/5.11 HUMAN Q99867 Putative tubulin beta-4q chain OS=Homo sapiens GN=TUBB4Q PE=5 SV=1
1 961 606 6 9/23 K252k (R)kLAVNMVPFPR(L) 1271.7293 114.0511 5.9 49586.1/4.78 HUMAN ~ P04350 Tubulin beta-4 chain OS=Homo sapiens GN=TUBB4 PE=1 SV=2
1 961 606 6 9/23 K252k (R)KLAVNMVPFPR(L) 1271.7293 114.0511 5.9 49671.1/4.78 HUMAN ~ P07437 Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2
1 961 606 6 9/23 K252k (R)KLAVNMVPFPR(L) 1271.7293 114.0511 5.9 49857.4/4.77 HUMAN Q9BUF5 Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=1
1 961 606 6 9/23 K252k (R)KLAVNMVPFPR(L) 1271.7293 114.0511 5.9 49572.9/4.75 HUMAN ~ ABNNZ2 Tubulin beta-8 chain B OS=Homo sapiens PE=3 SV=1
1 961 606 6 9/23 K252k (R)KLAVNMVPFPR(L) 1271.7293 114.0511 5.9 49776.3/4.79 HUMAN Q3ZCM7 Tubulin beta-8 chain OS=Homo sapiens GN=TUBB8 PE=1 SV=2
1 961 606 6 9/23 K180k (R)KLAVNMVPFPR(L) 1271.7293 114.0511 5.9 41775.3/4.77 HUMAN  ABNKZ8 Putative tubulin beta chain-like protein ENSP00000290377 OS=Homo sapiens PE=5 SV=2
Detailed Results
+ + + i
Rank Score ?,Z; BCS Unm::ched V.::;.:l;le Sequence Ca|h:l:‘||aged glrl:gr gl:gr Ph;l;\tlf;;r Species Acce:sion Mli -d[:i)g(:;st Protein Name
lons (Da) (Da) (ppm)  (D3)
1 961 606 6 9/23 K252k (R)k L A V\N\M\V/P F/P/R (L) 1271.7293 114.0511 5.9 50327.2/5.06 HUMAN Q9H4B7 770371 Tubulin beta-1 chain OS=Homo sapiens GN=TUBB1 PE=1 SV=1
1 961 606 6 9/23 K252k (R)k L A V\N\M\V/P F/P/R (L) 1271.7293 114.0511 5.9 49907.3/4.78 HUMAN Q13885 770405  Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=1
1 961 606 6 9/23 K252k (R)k L A V\N\M\V/P F/P/R (L) 1271.7293 114.0511 5.9 49953.4/4.78 HUMAN ~ Q9BVA1 770415  Tubulin beta-2B chain OS=Homo sapiens GN=TUBB2B PE=1 SV=1
1 9.61 606 6 9/23 K252k (R)k L A V\N\M\V/P F/P/R (L) 1271.7293 114.0511 5.9 49831.3/4.79 HUMAN  P68371 770423  Tubulin beta-2C chain OS=Homo sapiens GN=TUBB2C PE=1 SV=1
1 9.61 60.6 6 9/23 K252k (R)k L A V\N\M\V/P F/P/R (L) 1271.7293 114.0511 5.9 50433.0/4.83 HUMAN Q13509 770503  Tubulin beta-3 chain OS=Homo sapiens GN=TUBB3 PE=1 SV=2
1 9.61 60.6 6 9/23 K252k (R)k L A V\N\M\V/P F/P/R (L) 1271.7293 114.0511 5.9 48434.8/5.11 HUMAN Q99867 770523  Putative tubulin beta-4q chain OS=Homo sapiens GN=TUBB4Q PE=5 SV=1
1 961 60.6 6 9/23 K252k (R)k L A V\N\M\v/P F/P/R (L) 1271.7293 114.0511 5.9 49586.1/4.78 HUMAN  P04350 770535  Tubulin beta-4 chain OS=Homo sapiens GN=TUBB4 PE=1 SV=2
1 961 60.6 6 9/23 K252k (R)k L A V\N\M\v/P F/P/R (L) 1271.7293 114.0511 5.9 49671.1/4.78 HUMAN  P07437 770563  Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2
1 961 60.6 6 9/23 K252k (R)k L A V\N\M\v/P F/P/R (L) 1271.7293 114.0511 5.9 49857.4/4.77 HUMAN Q9BUF5 770597  Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=1
1 9.61 606 6 9/23 K252k (R)k L a V\N\M\V/P F/P/R (L) 1271.7293 114.0511 5.9 49572.9/4.75 HUMAN ~ ABNNZ2 770615  Tubulin beta-8 chain B OS=Homo sapiens PE=3 SV=1
1 9.61 606 6 9/23 K252k (R)k L A V\N\M\v/P F/P/R (L) 1271.7293 114.0511 5.9 49776.3/4.79 HUMAN Q3ZCM7 770619 Tubulin beta-8 chain OS=Homo sapiens GN=TUBB8 PE=1 SV=2
1 9.61 606 6 9/23 K180k (R)k L A V\N\M\V/P F/P/R (L) 1271.7293 114.0511 5.9 41775.3/4.77 HUMAN  ABNKZ8 913329  Putative tubulin beta chain-like protein ENSP00000290377 OS=Homo sapiens PE=5 SV=2

Fragment-ion (miz) |70.066 [72.082 [84.081 [86.091 [104.051 ‘112,033 [115.098 [120.082 ‘175.119 ‘217.133 [255.140 [258.650 [272.168 ‘274.119 [381.223 [402.221 ‘419,233+3 [s16.205 ‘526.337 ‘544.235 6123372 [s40.378 ‘771.427

Nature Biotechnology: doi: 10.1038/nbt.1654

335

Frac. Inten.(% of TIC) 733 007| 218 o016| 451 432 554| 306| 217 235 292 223 253 | 27.79| 307 | 267 221| 536 350
Rel. Inten.(% of BP) 26.36| 023| 7.84| 059| 16.22| 1554 | 19.95| 11.00| 7.79| 847| 1052 803 9.12| 10000 | 11.04| 961 | 7.94| 1928 1260
Score 026| 033| -008| 100 150| -016| 050| 150| 150| -0.08| -0.11| 050 0.09| 150 050| -0.0| 050 050| 050
lon-type R F v y2-NH3 | y++4 y2 y3-NH3 v4 b4 a5 bs bg
Delta ppm 87 85| -20 214| 03| -151 19.4 4.9 26 -186| -1.5 9.9
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Result Summary

+ + + i
Rank Score ?,Z)I BCS Unm::ched Variable sites Sequence Ca|n:l:a(ed éVIr:'Ior gf:,, FI‘G?I&?;::‘ Species Acce:sion Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1730 922 9 3124 K324k (R)MSMKEVDEQMLNVQNK(N) 1923.8973 114.0669 11.7 49907.3/4.78 HUMAN Q13885 Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=1
1 1730 922 9 3/24 K324k (R)MSMKEVDEQMLNVQNK(N) 1923.8973 114.0669 11.7 49953.4/4.78 HUMAN  Q9BVA1 Tubulin beta-2B chain OS=Homo sapiens GN=TUBB2B PE=1 SV=1
1 1730 922 9 3124 K324k (R)MSMKEVDEQMLNVQNK(N) 1923.8973 114.0669 11.7 49831.3/4.79 HUMAN  P68371 Tubulin beta-2C chain OS=Homo sapiens GN=TUBB2C PE=1 SV=1
1 17.30 922 9 3124 K324k (R)MSMKEVDEQMLNVQNK(N) 1923.8973 114.0669 11.7 49671.1/4.78 HUMAN  P07437 Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2
2 762 570 4 10/24 K336k (R)IMSMKEVDEQMLNVQNk(N) 1923.8973 114.0669 11.7 49907.3/4.78 HUMAN Q13885 Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=1
Detailed Results
+ + + i
Rank Score 3/':)' BCS Unma’:ched Variable sites Sequence Caln:::ated 2",:,, év:lor ﬁz&fp':‘ Species Acce:sion Mi—:;ig;st Protein Name
lons (Da) (Da)  (ppm) (D)
1 1730 922 9 3/24 K324k (R)M/S\M k E V D\E QIM|L/N/V/Q/N K (N) 1923.8973 114.0669 11.7 49907.3/4.78 HUMAN Q13885 770405  Tubulin beta-2A chain OS=Homo sapiens GN=TUBB2A PE=1 SV=1
1 17.30 922 9 3124 K324k (R)M/S\M k E V D\E QIM]L/N/V/Q/N K (N) 1923.8973 114.0669 11.7 49953.4/4.78 HUMAN  Q9BVA1 770415  Tubulin beta-2B chain OS=Homo sapiens GN=TUBB2B PE=1 SV=1
1 17.30 922 9 3124 K324k (R)M/S\M k E V D\E QIM|L/N/V/Q/N K (N) 1923.8973 114.0669 11.7 49831.3/4.79 HUMAN P68371 770423  Tubulin beta-2C chain OS=Homo sapiens GN=TUBB2C PE=1 SV=1
1 1730 922 9 324 K324k (R)M/S\M k E V D\E QIM|L/N/V/Q/N K (N) 1923.8973 114.0669 11.7 49671.1/4.78 HUMAN  P07437 770563  Tubulin beta chain OS=Homo sapiens GN=TUBB PE=1 SV=2

Fragment-ion (m/z) |61.011 {72.081 |84.044 (84.080 (86.096 (101.069 |104.052 129.101 [191.086 [219.082 (245.075 {261.159 |370.176 [372.196 |389.216 ‘473 750*2 |488.282 ‘596 753+2 602.331 ‘662 205+2 715.411 (846.464 (935.396 |953.954+2

Frac. Inten.(% of TIC) 0.12 3.87 2,67
Rel. Inten.(% of BP) 0.60 18.46 12.74
Score 0.50 0.50
lon-type KQ bo*? b10*2
Delta ppm -0.4 33.4
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Result Summary

# MH* MH*  MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 17.09 726 10 8/25 K58k (R)INVYYNEATGGKYVPR(A) 1843.9337 114.0537 5.5 49831.3/4.79 HUMAN  P68371 Tubulin beta-2C chain OS=Homo sapiens GN=TUBB2C PE=1 SV=1
Detailed Results
# mH* MH*Y  MmH* Protein . "
Rank Score ?;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Al:ce;smn Mli-dDeIS;St Protein Name
o]
lons (Da) (Da)  (ppm) (Da)
1 17.09 726 10 8/25 K58k (R) T N\V\Y/Y N E/A/T/G/G k/Y/V/P R (A) 1843.9337 114.0537 5.5 49831.3/4.79 HUMAN P68371 770423

Tubulin beta-2C chain OS=Homo sapiens GN=TUBB2C PE=1 SV=1

Fragment-ion (m/z) |72.080 (84.082 |86.097 87.055 |136.074 (228.133 |272.171 |273.176 (278.109 (327.201 |371.239 (400.223 |439.250 |445.240 |478.201 \524 732*2 [531.790*2 [534.303 \734 858*2 (833.460 \555 9632 (890.502 (923.452 991.526 |1062.590

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)
Score
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Result Summary

# MH* mMHY  MH*Y Protein Accession .
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species . Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1581 822 7 825 Ké12k (R)TVWSGLVQFVPKEELQDR(L) 2044.1073 114.0542 5.2 59143.8/6.61 HUMAN  P54577 Tyrosyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=4
2 512 523 2 14/25 K56k K70k (K)WIkGLVSNPLKSTVMEK(K) 1930.0830 228.0785 -3.4 61175.5/6.34 HUMAN RQ9H223 REVERSE EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=
3 487 523 2 14/25 K56k K64k  (K)WIkGLVSNPLKSTVMEK(K) ~ 1930.0830 228.0785 -3.4 61175.5/6.34 HUMAN RQ9H223 REVERSE EH domain-containing protein 4 OS=Homo sapiens GN=EHD4 PE=1 SV=1
4 450 559 2 15/25 None (K)LSLDDVQKLIKDREDKSR(S) 2158.1826 -0.0211 -9.8 316052.8/8.09 HUMAN Q6KC79 Nipped-B-like protein OS=Homo sapiens GN=NIPBL PE=1 SV=2
5 411 59 2 14/25 K179k (K)DTVALNYKHVKEKIEEK(S)  2044.1073 114.0542 5.2 27562.4/7.17 HUMAN RQ86WH2 REVERSE Ras association domain-containing protein 3 0S=Homo sapiens GN=RASSF3 PE=2 SV=1
Detailed Results
+ + + i
Rank Score ﬁ,:; BCS Unr;n’:ched Variable sites Sequence Cal'zll:ated g',:,, .':_v::‘o, FIG\%IepII" Species N:ce:sion M;:’Deig;ﬂ Protein Name
lons

(Da) (0a) (ppm)  (Da)
1 1581 822 7 8125 K412k (R)T VIV/S/G LV Q F/V/P k E E/L @ D/R (L) 2044.1073 114.0542 52 50143.8/661 HUMAN P54577 764461 Tyrosy-RNA synthetase, cytoplasmic OS=Homo sapiens GN=YARS PE=1SV=4

Fragment-ion (m/z) 72.079 (84.079 [86.096 [173.127 [174.130 (175.122 [201.123 [202.123 | 329.209 [357.211 [370.725*2 [497.232 |531.295 \564 788*2 534317\ 614328 [ 632335 [101.449 | 731430 [752.394°2 [g86.455"2 [929.980"2 [936.510 [o79.52572 [1128.550

Frac. Inten.(% of TIC) 384 250 260 254 4.26 800 [ 966
Rel. Inten.(% of BP) 25.00 16.24 16.91 16.54 27.69 52.03 62.80
Score 1.50 0.75 -0.17 1.50 1.50 1.50 1.50
lon-type y++9 | SGLVQF 1442 1 +2 1 +2 v8
Deita ppm 28 108 T Y| mzs
202
SGLVQF-H20
47
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Result Summary

SPI # MH* MH®  MH®  Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1210 723 7 9/25 K513k (K)QTNFMTKLGSISCK(S) 1614.7978 114.0481 3.0 59143.8/6.61 HUMAN  P54577 Tyrosyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=4

Detailed Results

# MH* MH* MH*Y  Protein . .
Rank Score ?,/P)I BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce:slon le"dne'g;ﬁ Protein Name
)
lons (Da) (Da)  (ppm) (Da)
1 1210 723 7 9/25 K513k (K)o T NFMT k/L/G/S/I/S/C/K (S) 1614.7978 114.0481 3.0 59143.8/6.61 HUMAN  P54577 764461  Tyrosyl-tRNA synthetase, cytoplasmic OS=Homo sapiens GN=YARS PE=1 SV=4
Fragment-ion (m/z) (70.066 84.045 |84.081 |86.096 [87.056 [120.081 [129.099 |140.071 [141.102 [147.112 [213.088 [307.144 |327.131 (344.176 [394.175 |445.225 |474.201 (507.249 |553 802+2 |594.293 |604.266 |651.317 |687.284 (704.317 |764.396
Frac. Inten.(% of TIC) | 0.13| 526| 066 0.37 . 0.12 0.09 2.49 247 3.16 2.54 9.40 . . 239 277 5.08 16.75 3.01 477 9.1
Rel. Inten.(% of BP) 076 | 31.39 | 393 | 221 0.73 0.55| 1488 | 1472 | 18.86 15.17 | 56.08 14.24 16.55 | 30.31 100.00 | 17.96 | 28.45| 54.38
Score -0.01| -0.31| 050 0.22 1.00 020| -0.15| -0.15 1.50 0.25 1.50 1.50 -0.17 1.50 150| -0.18| -0.28 1.50
lon-type KQ L F| RKQ y1 |b2-NH3 2 v4 a5 ¥6 ¥7
Delta ppm 15| -26 35| -282 -48 1.0 11 -206 36.4 56 138
Y5
27
Reset
¥
275e+3 Back
100.% ]
i Y.
2 7
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5 8, NH, g
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Result Summary

# MH* MH*  MH*  Protein N
Rank Score ﬁf)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species A‘“:s"’"
fons ®a) (2 (ppm)  (Oa)

17.08 729 9 8/25 K329k (K)VLYVYDMLAGKLIPVHQVR(G) 2214.2467 114.0642 9.1 62003.9/8.93 HUMAN  Q9Y5J1

1
2 391 507 2 15/25

Protein Name

U3 small nucleolar RNA-associated protein 18 homolog OS=Homo sapiens GN=UTP18 PE=1 SV=3

flexible hinge d

g protein 1 OS=Homo sapiens GN=SMCHD1 PE=1 S§V=2

None  (RIQQVLPLDSIYKKTLPDWKR(S) 2328.3074 0.0035 1.5 226374.8/6.95 HUMAN ASNHRY Structural of
Detailed Results
# N MH* MH*  MH*  Protein
Rank Score ﬁf)' BCS Unmatched V’;’i;’e';'e Sequence Calculated Error Error  MWIpl  Species A‘“ss“’" Mfr’“?e'ges‘
lons (Da) (0a) (ppm)  (Da)
1 1708729 9 825 K329k  (K)V L\Y\V/¥ D M L/A G k/L/I/P V/E Q V/R (G) 2214.2467 114.0642 9.1 620039/8.93 HUMAN ~QOY5J1

[Frac. Inten.(% of TIC)

Protein Name

826587 U3 small nucleolar RNA-associated protein 18 homolog OS=Homo sapiens GN=UTP18 PE=1 SV=3

Fragment-ion (m/z) (72.079 (84.080 |86.096 {104.050 |110.067 {136.075 [137.074 [141.098 [175.117 [185.163 |213.161 (235.144 |270.164 (368.219 [376.235 485.297 539.300 (608.391 |530.914*2 666.390 |673.347*3 [735.421 (848.511 |927.493*2 |961.596
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377 246 12.69 232 3.99
Rel. Inten.(% of BP) 2251 | 1469 75.86 1388 | 2388
Score 016 | -0.10 -0.53 010|017
lon-type
Delta ppm
Reset
]
1.12e+3: Back
100% | =, 2381
2
+2 Grow
y7 Y,
b, | v+ ¥+, ¥, 6309735 i X
2 4 |€ gas3 Lyfv | ” Ys Shrink
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Result Summary
+ + + i
Pl # A MH MH*  MH*  Protein . Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons

(Da) (0a) (ppm)  (D2)

1 2500 976 14 125 K11k (K)TLTGKTITLEVEPSDTIENVK(A) 2288.2231 114.0612 7.6 8564.9/6.56 HUMAN  P62988  Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
Detailed Results
# MH* MH* MH* Protein N "
Rank Score ?,Z)' BCS Unmatched Variable sites Sequence Calculated  Error  Error  MWpl  Species A“"’:m“ M;‘(‘Tg‘:‘s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2509 97.6 14 1125 K11k (K) T L/T/G k|TIT|T/LIEIVIE(P § D/T I/E/N V\K (A) 22882231 1140612 7.6 8564.9/6.56 HUMAN  P62988 814891  Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1

Fragment-ion (miz) |84.080 [187.144 [360.229 [489.264 [615.347 [703.396 [ 716.397 [811.486 [829.490 ‘1002.505 ‘1043.601 ‘1044.059 ‘1094_5594 1128.586*2 ‘1131.544 ‘1172.555 ‘1204.404 ‘1230.505 ‘1271.553 ‘1359.555 ‘1400.753 ‘1472.747 ‘1573.310 ‘1535,372 ‘1737.915

Frac. Inten.(% of TIC)

1496 688 226 329 382 671 2.71 241 512 423 578 550[ 332[ 48[ 238 272
Rel. Inten.(% of BP) 100.00 | 46.01| 1512 22,01 2553 | 4488| 1815| 1613 | 3425| 2829 | 3865| 36.80| 2217| 3248| 1591| 1816
Score 1.50 0.50 1.50 1.50 0.50 1.50 0.50 -0.16 1.50 0.50 1.50 0.50 1.50 1.50 1.50 1.50
lon-type ¥o bg | y+t1g yi9*2 b2o*2 y10 b1o yi1 b1 vi2 b12 vi3 yi4 vis yie
Delta ppm 4.9 96| 116 19 17 76 18 4109 | 263 15 -1.0 09 90 44 65
Reset
Ys
201643 Back
100.5% e
b
B . Grow
b 2 .
7 g
b, )
a, ¥y Y GT.-, h,*'IO 1 Y18 Shrink
: I L1 I I
1 1 l I I
T T —
500 1000 1500
Vas= (mkz) Labels
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Result Summary

MH* MH® - MH* Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
ons (Da) (Da)  (ppm) (Da)
1 1345 683 7 825 K11k K27k  (K)TLTGKTITLEVEPSDTIENVKAK(I) 2487.3552 228.1077 8.1 8564.9/6.56 HUMAN  P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
2 1011 635 5 10/25 K11k K29k  (K)TLTGKTITLEVEPSDTIENVKAK(I) 2487.3552 228.1077 8.1 8564.9/6.56 HUMAN P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
3 418 573 2 13/125 K170k K183k (R)kQETISMLDVVKAKSETQARPK(S) 2487.3599 228.1030 6.3 139988.7/6.05 HUMAN RP78312 REVERSE Uncharacterized protein C4orf8 OS=Homo sapiens GN=C4orf8 PE=1 SV=2
4 393 573 2 13/25 K170k K181k (R)kQETISMLDVVKAKSETQARPK(S) 2487.3599 228.1030 6.3 139988.7/6.05 HUMAN RP78312 REVERSE Uncharacterized protein C4orf8 OS=Homo sapiens GN=C4orf8 PE=1 SV=2
Detailed Results
# . MH*  MH* MH*  Protein ! o
Rank Score ("/)I BCS Unmatched Vasri;::Ie Sequence Calculated Error Error MWipl Species Aoce:slon MI?‘ :e'g;s‘ Protein Name
(Da) (Da)  (ppm) (Da)
1 1345 683 7 8/25 E;: (K)TI\TGkTITLE/V/E/PSDTIENV/k/A/K (I) 2487.3552 228.1077 8.1 8564.9/6.56 HUMAN  P62988 814891  Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1

Fragment-ion (m/z) (70.066 (72.079 |74.058 (84.083 86.094 102.051 187.142 [201.118 |215.135 [218.149 (326.172 (341.152 |392.243*2 (401.208 |460.286 |568.251*2 |658.356 |658.850 ‘ 713.865"2 ‘722 842%2 ‘772 393*2 ‘755 428%2 (801.438 914.449 |1315.694.

Frac. Inten.(% of TIC) 2.86 4.91 2.06
Rel. Inten.(% of BP) 20.05 3442 14.46
Score 0.50 1.50 1.50
Jon-t +2 +2 +2
lon-type y12-H20 y12 )
Delta ppm 36 -35.2 115
Reset
a yrr
6.840+2 I8 i Back
100.% _—
“ 8014
1 b, ¥ +2 Grow
21|} 2412 12 Ty
| 2 i | TT 588.3 | 9144 | Shrink
I Y .
200 400 600 800 1000 1200
Mass (miz) Labels
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Result Summary

+

SPI MH MH®  MH* Protein Accession
Rank Score (a/) BCS Unma(ched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2306 96.9 11 1/25 K27k (K)TITLEVEPSDTIENVKAK(l) 1987.0594 114.0494 3.1 8564.9/6.56 HUMAN P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
2 2049 948 9 225 K29k (K)TITLEVEPSDTIENVKAK(I) 1987.0594 114.0494 3.1 8564.9/6.56 HUMAN  P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
3 1189 706 5 11/25 None (K)GPVLCMKGQTLNELVENAK(S) 2101.0780 0.0307 14.6 128881.4/6.74 HUMAN RQ7Z392 REVERSE UPF0636 protein C4orf41 OS=Homo sapiens GN=C4orf41 PE=1 SV=2
4 924 597 5 13/25 None (R)LTTIEDELQVLEAKLEEK(E) 2101.1275 -0.0187 -8.9 22449.2/545 HUMAN RQ16890 REVERSE Tumor protein D53 OS=Homo sapiens GN=TPD52L1 PE=1 SV=1
5 869 720 1 925 K50k (K)AKVNEITDSPEVELTITK(G) 1987.0594 114.0494 3.1 8564.9/6.80 HUMAN RP62988 REVERSE Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
Detailed Results
# mMH* MHY  MH* Protein
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species ﬁccesslon M;zs?' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 23.06 969 11 1125 K27k (K)T IIT\L/E/V E/P S D T/I/E/N V/k/A/K (I) 1987.0594 114.0494 3.1 8564.9/6.56 HUMAN  P62988 814891  Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
Fragment-ion (miz) |70.064 [72.079 |74.060 |84.078 |86.096 [187.142 |188.145 [215.136 [218.146 [229.118 [298.173 [316.186 (344.182 | 425.238  [443.249 |460.287 \553346*2 673.308 \713 8572 \772 390*2 (802.442 [836.917 [915.517 |943.987*2 |1315.682
Frac. Inten.(% of TIC) | 0.00 . . B B 1.68 2.30 262
Rel. Inten.(% of BP) 0.01 . . . . . . 3 . 5.87 8.04 9.16
Score 0.20 . . . . . . . . 0.50 1.50 0.50
Jon-type PR TLEV-H20

¥5 -Hp0*2
y12-H20
Delta ppm -20.3 K . . X . . . ; X I . 5.3 -1.6 7.

Reset
a .
879043 T8 Back
100.%
+2
. ¥, Grow
¥ y +2 Y.
11 i
a 18] TE ¥ 2’H2°'2 5” 16 Shrink
1 | ol L1l 1 r |14 L I
200 200 50 800 1000 1200
B e Labels
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Result Summary

+

# MH MH*  MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1715 916 6 3124 K27k K33k (K)TITLEVEPSDTIENVKAKIQDK(E) 2471.3239 2281114 9.5 8564.9/6.56 HUMAN  P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
1 1715 916 6 3/24 K27k K29k (K)TITLEVEPSDTIENVKAKIQDK(E) 2471.3239 2281114 9.5 8564.9/6.56 HUMAN  P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
2 1555 836 5 4/24 K29k K33k (K)TITLEVEPSDTIENVKAKIQDK(E) 2471.3239 2281114 9.5 8564.9/6.56 HUMAN  P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
3 732 681 2 1124 K751k (K)JERMAKARETELAIAKELLTLNGK(T)  2585.4443 113.9910 -19.2 133100.3/4.87 HUMAN RQ9UL68 REVERSE Myelin transcription factor 1-like protein OS=Homo sapiens GN=MYT1L PE=2 SV=2
4 721 556 2 10/24 M485m K497k (R)mALQRAELVGNAKKAGEVLDTINK(R) 2569.4130 130.0223 -5.7 80152.2/8.93 HUMAN RQ8IWAS REVERSE Choline transporter-like protein 2 OS=Homo sapiens GN=SLC44A2 PE=1 SV=2
Detailed Results
. mMH* mMHY  mH* Protein . .
Rank Score (,,/) BCS Unmatched Val;lt:b;le Sequence Calculated Error Error MWipl Species Acce:slon M;:e'g;s‘ Protein Name
lon: (Da) (0a) (ppm)  (D2)
1 1745 916 6 3124 ﬁ;: (K)T\I\T LEVE/PSD/T TENVAI/AKT QD k (E) 24713239 2281114 9.5 8564.9/6.56 HUMAN P62988 814891 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1

[Frac. Inten.(% of TIC) (% of TIC)
Rel. Inten.(% of BP)

Fragment-ion (miz) |70.064 [72.080 | 84.043 [84.080 86.095 [102.053 [183.110 [187.143 [188.147 [215.141 [243.135 [344.180 [529811*2 540.307 |556.333 \sas 6683 [639.353 | 655.330 \ao7g4s+2 816.449 (864.495 |957.503*2 [1013.515*2 [1058.507

[Frac. Inten.(% of TIC) (% of TIC)

Score
lon-type
Delta ppm
Reset
2.53e+3 718 Back
100.%
+2
Y15
Grow
b, , 1
1281 TE by H,O 15 w2 Shrink
IEFIE LIiVEPS ¥ygNH
| 1 | Al 1 L
T T T T
200 400 &00 1000
Wass (miz) Labels ‘
1 1715 916 6 3124 ﬁg;: (K)T\I\T LEVE/PSD/TIENV/k/AKkTIQDK (E) 2471.3239 2281114 9.5 8564.9/6.56 HUMAN  P62988 814891  Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1

Fragment-ion (m/z) |70.064 [72.080 | 84.043 [84.080 86.095 [102.053 [183.110 [187.143 [188.147 [215.141 [243.135 [344.180 |529,811+2 [540.307 |556.333 \535 668*3 (639.353 \ 655.330 ‘307945*‘2 816.449 (864.495 |957.503*2 [1013,515*2 [1058.507
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Result Summary
MHY MH*  MH*  Protein .
Rank Score :7; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce;slon Protein Name
o
lons (Da) (pa)  (ppm) (D)
1 1469 842 6 9/25 K29k (K)AKIQDKEGIPPDQQR(L) 1722.9133 114.0232 -10.7 8564.9/6.56 HUMAN  P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
2 1314 824 5 10125 K33k (K)AKIQDKEGIPPDQQR(L) 1722.9133 114.0232 -10.7 8564.9/6.56 HUMAN  P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
3 811 742 2 1525 M324m K332k (R)HHLVGAAAGMAGGHPSTk(G) 1706.8635 130.0731 4382.0 87928.2/9.72 HUMAN RQ6ZVC0 REVERSE Uncharacterized protein C7orf51 OS=Homo sapiens GN=C7orf51 PE=1 SV=1
4 560 73.0 1 16/25 None (R)GRGSDPTGVTELSNKYR(K) 1836.9199  0.0167 9.1 45501.6/9.29 HUMAN RO43581 REVERSE Synaptotagmin-7 OS=Homo sapiens GN=SYT7 PE=1 SV=3
5 545 596 2 17125 M98m K94k (K)QIKFYRmMRHHYK(S) 1706.9060 130.0305  -4.0 28192.8/6.49 HUMAN Q8WVD3 E3 ubiquitin-protein ligase RNF138 OS=Homo sapiens GN=RNF138 PE=1 SV=1
Detailed Results
# MH* MH* MH*  Protein N N
Rank Score (S‘IZ: BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species Acce:slon le;dne'g;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1469 842 6 9/25 K29k (K)a x I Q D/K E G\I/P/P/D/Q Q R (L) 17229133 114.0232 -10.7 8564.9/6.56 HUMAN  P62988 814891  Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
Fragment-ion (m/z) |70.064 (84.078 (86.096 [143.116 187.071 [243.142 [271.140 (310.140 [322.161*2 [357.173 [357.233 ‘359_573+2 ‘370,557” ‘409,2334 431.231 ‘455,15{2 ‘492_75#2 546.256 (584.300 (626.208 (643.304 (723.353 |740.367 (909.421 (984.466
Frac. Inten.(% of TIC) . . X . E . B R E K 1.18 33.00 232 . 1.62 E . K . . E
Rel. Inten.(% of BP) 3.57 100.00 7.03 4.90
Score -0.04 1.50 -0.07 -0.05
lon-type v62
Delta ppm -1.4
o Reset
s
3.240+3 Back
100.%
Y8
Grow
2
¥y ¥ .
. 5 - B Shrink
2431 pp|1 357. Yy by Yo vty ySNHI YgH
1 Ll " I Ll L 1 1 i M
T T T T T T -
200 300 400 500 600 700
Mass (miz) Labels
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Result Summary

# MH* MH®  MH®  Protein Accession
Rank Score ‘,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1001 624 5 13/25 K29k K33k (K)AKIQDKEGIPPDQQR(L) 1722.9133 228.0820 -2.0 8564.9/6.56 HUMAN P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
2 482 508 1 15/25 K15k (R)ICDIAKPTPMQARRHR(L) 1836.9432 114.0522 4.7 163847.7/6.88 HUMAN RO75064 REVERSE DENN domain-containing protein 4B OS=Homo sapiens GN=DENND4B PE=1 SV=4
2 482 508 1 15/25 K1482k (RIHRRAQMPTPKAIDCR(K) 1836.9432 114.0522 4.7 163847.7/6.86 HUMAN 075064 DENN domain-containing protein 48 OS=Homo sapiens GN=DENND4B PE=1 SV=4
Detailed Results
# MR MH*  MH*  Protein . .
Rank Score ?,7)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species A‘”:sm" Mf‘dbe'f;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 10.01 624 5 13125 K29k K33k  (K)A k\I Q D k E G I|P/P D/Q Q/R (L)  1722.9133 228.0820 -2.0 8564.9/6.56 HUMAN P62988 814891  Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1

Fragment-ion (m/z) |70.066 71.080 |84.082 (86.096 (140.007 [175.116 186.090 |271.142 (314.189 ‘322 169+2 ‘351 6732 ‘370 688%2 [371.698 ‘335 224*3 |413.232 (431.226 |505.268 |557.759 598.339 ‘eos 338%2 ‘szs 3053 643.323 ‘544 316*2 [740.367 |768.381

Frac. Inten.(% of TIC) 262 4.18
Rel. Inten.(% of BP) 986| 1573
Score 1.50 0.50
lon-type 2 | yg-Hp0*2
Delta ppm 229 -27.5
= Reset
e
9.708#: Back
1005 B —
b 12 Grow
2 N ¥
P 71 b, s H_S ¥y n e mr nTa 5 Shrink
11l L Iy ol ] 1|
T T T T T
200 o0 500 oo o0
B ) Labels
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Result Summary

# MH*  MH* WMH*  Protein !
Rank Score (Soz: BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species ‘“ejm" Protein Name
ons (Da) (Da) (ppm)  (D3)
1 1250 833 5 1125 K33k (K)IQDKEGIPPDQQR(L) ~ 1523.7812 114.0441 0.7 8564.9/6.56 HUMAN P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
2 462 506 2 1825  M1770mM1775m (RILPGGNEVGMVAFKmR(F) 1605.8240 32.0014 7.0 276556.5/6.06 HUMAN 000763 Acetyl-CoA carboxylase 2 OS=Homo sapiens GN=ACACB PE=1 SV=2
3 406 538 2 2025  M186mM189m (R)SALYLLMAEmAQHK(K) 16058127 32.0126 13.9 162192.4/5.86 HUMAN RQUGP48 REVERSE Arf-GAP, Rho-GAP domain, ANK repeat and PH domain-containing protein 1 OS=Homo sapiens GN=ARAP1 PE=1SV=3
4 405 551 1 1825 K151k (R)ASESSLSSGQLRSSK(T) 1523.7660 114.0594 10.0 311647.57.93 HUMAN RP25054 REVERSE Adenomatous polyposis coli protein OS=Homo sapiens GN=APC PE=1SV=2
5 388 582 2 1825 None (RIYYWKVNMLLHDR(K) ~ 1637.8257 -0.0003 -0.2 172424.5/7.48 HUMAN RQOP2R6 REVERSE Arginine-glutamic acid dipeplide repeats protein OS=Homo sapiens GN=RERE PE=1 SV=2
Detailed Results
# ) MH*  MH* WMH*  Protein . .
Rank Score (soz: BCS Unmatched Vas'i';bs'e Sequence Calculated Eror Error  MWipl  Species “‘e;m" Mlsm:’e'gis‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1250 833 5 1125 K33k (K) QD KEGIIPIPD/QQR (L)  1523.7812 1140441 0.7 85649/6.56 HUMAN P62988 814891 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
Fragment-ion (mi'z) |70.066 [84.080 [86.096 [87.063 [99.048 [228.110 [242.146 [322.160 [367.824 [370.690*2 [370.857°2 [393.193 [427.221 [431.243 \435 7382 [449.990 [554.750*2 [643.327 \644 708*2 [657.321 [740.363 [762.374"2 [786.347 [898.463 [898.565
Frac. Inten.(% of TIC) 681 155[ 142 302
Rel. Inten.(% of BP) 18.28 | 4.16| 3.80 8.09
Score 050 | -0.04 | -0.04 0.08
lon-type a
Delta ppm -4.9
0.50
L
49
2 Reset
Ys
Wity Back
100.%
Grow
. s, | Shrink
1 E "y ——
sf. r L }
100 200 aoa BOO
Labels
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2482 %6 10 225 Kagk (R)LIFAGKQLEDGR(T)  1346.7427 114.0498 4.7 8564.9/6.56 HUMAN  P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
2 1498 72 5 9/25 None (R)ILFAGTANGEAQLR(R) 1460.7856 0.0069 4.7 51834.5/6.55 HUMAN RQ13882 REVERSE Tyrosine-protein kinase 6 OS=Homo sapiens GN=PTK6 PE=1 SV=1
3 1183 738 6 9/25 K70k (R)ILMCAQkQVGAK(Q)  1346.7283 114.0642 14.6 54142.2/5.83 HUMAN RQ6NXE6 REVERSE Armadillo repeat-containing protein 6 OS=Homo sapiens GN=ARMC6 PE=1 SV=2
4 1081 680 3 11/25 $83s K88k (K)LIEDSFIKRK(V) 1266.7569 194.0357 18.1 34222.3/8.74 HUMAN  Q8NH49 Olfactory receptor 4X1 OS=Homo sapiens GN=OR4X1 PE=2 SV=1
5 1074 639 5 12/25 T305t K311k (K)ILIPVtDLAAIK(Q) 1266.8032 193.9894 -13.6 65331.6/6.24 HUMAN ~ A6NKS59  Ankyrin repeat and SOCS box-containing protein 14 OS=Homo sapiens GN=ASB14 PE=2 SV=2
Detailed Results
# MH* MH* MH*  Protein N .
Rank Score (SDZ)I BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce;slon M:‘:elgiﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2482 966 10 225 K48k (R)L/I|F|AIG/kIQ/L/E/D/G R (T) 1346.7427 114.0498 4.7 8564.9/6.56 HUMAN  P62988 814891  Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
Fragment-ion (m/z) (84.082 86.096 [120.080 |199.181 |200.187 [227.176 [232.140 (347.173 (374.240 |445.286 (476.207 ‘503 771%2 ‘544 278*2 [589.285 ‘609 300%2 ‘517 807+2 ‘674363*'2 699.320 ‘702 414*2 |717.344 |744.444 (959.463 |1016.516 [1087.555 [1234.605
Frac. Inten.(% of TIC) 1.63 2.33 4.90 2.65 18.96 221
Rel. Inten.(% of BP) 8.59 1229 | 25.81 13.98 100.00 11.63
Score 1.50 150 | 150 0.50 1.50 1.50 .
lon-type v w? | ¥ lioNs™2 | o] g2 et0
Delta ppm 220 01| 148 15 -84 206
. Reset
373043 Lo Back
100.%
% y Grow
a
[ Ve Y,
4 2 10 i
20p.2 by ¥yolN ; K ¥ Shrink
: Lt [ |
Ll Lol i |1 ]
T T T T T
200 400 &0t 800 1000 1200
Mass (miz) Labels
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Result Summary

Pl # L Protein Accession
Rank Score 1"/D BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species M Protein Name
lons (Da) (Da)  (ppm) (Da)

1 2838 979 14 125 K63k (R)TLSDYNIQKESTLHLVLR(L) 2130.1553 114.0609 8.0 8564.9/6.56 HUMAN P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1

2 839 69.0 2 13125 None (K)LTEYYHGPLDRILKRLTR(M) 2244.2611 -0.0449 -20.0 162192.8/9.31 HUMAN RQ9P227 REVERSE Rho GTPase-activating protein 23 OS=Homo sapiens GN=ARHGAP23 PE=1 SV=2

3 819 640 3 14/25 M188m (K)TIVmQKEAPLYQFPFLFR(W) 2228.1936 16.0226 12.3 209292.0/5.93 HUMAN RQ2WGJ9 REVERSE Fer-1-like protein 6 OS=Homo sapiens GN=FER1L6 PE=2 SV=1

4 819 640 3 14/25 M270m K267k (R)TLIYYLDEIPPKFSmKR(L)  2114.1355 130.0808 19.1 35709.6/9.14 HUMAN  P09758 Ti calcium signal 2 0S=Homo sapiens GN=TACSTD2 PE=1 SV=3

4 819 640 3 1425 M270m K271k  (R)TLIYYLDEIPPKFSmkR(L)  2114.1355 130.0808 19.1 35709.6/9.14 HUMAN  P09758 T calcium signal 2 OS=Homo sapiens GN=TACSTD2 PE=1 SV=3

Detailed Results
# MH* MH*  MH* Protein
Rank Score ﬁ'Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species sslon Ms Dlgesl Protein Name
lons (Da) (Da)  (ppm)  (P2)
28.38 979 14 1/25 K63k (R) T/L|S/D/¥/N/1/Q/k/E/S T L/H/L/V L/R (L)  2130.1553 114.0609 8.0 8564.9/6.56 HUMAN P62988 814891 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1

Fragment-ion (miz) (86.096 [101.071 [136.074 [175.117 [187.143 |188.145 |215.138 387.274 |500.352 ‘610 014%3 |637.411 ‘655

3832 671366 [677.362%3 [ 710.407*2 [715.056%3 [719.410 [175.967*2 [532.978" [914.507*2 [038.577 [072.016%2 [1007.042"2 1015.53972 [1067.623

[Frac. Inten.(% of TIC) 225 191 6.50 404 177 232 3.03 405 345 235
Rel. Inten.(% of BP) 959 815| 2774 17.23 756 990| 1292| 1727 14.70 10.02
Score 150 0.50 150 050 150| 150 150 1550 150 0.50
lon-type 102 y16H20™3 | y16™® y11-H20"2 | yizS | WHRITL yypt2 | yg*2 152 | y16-NH3 "2
Delta ppm 04 143 26 07 09| 24 15.7 27 5.4 18.1
L Reset
1.430+4 5 & Back
100% [ 4
o Grow
b, e 2 2 "
1ah 1 y, e Y13 Yia P I Shrink
¥ A 5 L | I i#'\F —
L 1 L LLi ] 1 |
T T T T r
200 400 400 800 1000
Mass {miz) Labels
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Result Summary

SPI # MH* MH®  MH*  Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWIpl Species # Protein Name
ons (Da) (ba)  (ppm) (D)
1 2080 930 9 2/24 K6k (-)MQIFVKTLTGK(T) 1265.7286 114.0424 -0.4 8564.9/6.56 HUMAN  P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
2 1243 624 5 7124 K11k (-)MQIFVKTLTGk(T) 1265.7286 114.0424  -0.4 8564.9/6.56 HUMAN  P62988 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
Detailed Results
# MH* MH* MH* Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon MI?‘ i‘g?t Protein Name
lons (Da) (Da)  (ppm) (Da)
1 20.80 93.0 9 2/24 Kék ()M QIIIF/VIK/T/L/T/G/K (T) 1265.7286  114.0424 -0.4 8564.9/6.56 HUMAN P62988 814891 Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1
Fragment-ion (m/z) (72.081 |84.082 [86.097 {104.053 {120.080 |129.102 [147.113 |149.074 |204.135 |233.166 |260.106 |261.153 (305.182 |373.191 ‘331 229*2 (418.265 ‘430 761*2 ‘504 301*2 (519.313 ‘550 837*2 ‘615 86612 (619.322 ‘533 3652 (761.450
Frac. Inten.(% of TIC) . 2 . 3 266 3.22 412 8 214 X
Rel. Inten.(% of BP) 14.08 . .. 17.03 21.81 . 11.35 A
Score 1.50 1. 50 0. 50 -0.11
lon-type yr*? 2 y10-H20%2
Delta ppm -5.4 -5.5 41
Reset
1 N
: Back
100.5%
b i
Grow
149.1 ¥y na +2 e—
2 + sy, H,0
1 | | - g ¥, 10 f:u Y8 Shrink
< I B
I [ I I 1
T T T T T T T
1 200 300 400 B oo oo
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Result Summary

sPI # MH®  MH®  MH  Protein Accession
Rank Score (| BCS Unmatched Variable sites Sequence Calculated Error Eror  MWipl  Species “°°5%1°" protein Name
lons. (Da) (Da) (ppm)  (Da)
1 989 683 6 1125  KekKHk  (JMQIFVKTLTGKTITLEVEPSDTIENVK(A) 30346381 2281097 7.3 8564.9/6.56 HUMAN PG62988 Ubiquiin OS=Homo sapiens GN=RPS27A PE=1 SV=1
2 306 515 0 1625 K99%  (RJAFSLEKPRGGTGKAEFLOLGRETLVCRK(R) 3148.7048 1140430 0.0 13891.219.72 HUMAN RQOY5J5 REVERSE Pleckstrin homology-ike domain family Amember 3 0S=Homo sapiens GN=PHLDA3 PE=1 SV=1
Detailed Results
) MH*  MH® MH*  Protein ) )
Rank Score 1"/: BCS Unnatched Variable Sequence Calculated Error Error  MWipl  Species A°°°5%i0" MS-DIg8St prgyqin Name
lon: (Da) (0a)  (ppm)  (Pa)

3034.6381 228.1097 7.3 8564.9/6.56 HUMAN  P62988 814891  Ubiquitin OS=Homo sapiens GN=RPS27A PE=1 SV=1

989 683 6 11/25 KékK11k ()M QNINFVKN\T L TG KT I TLEVE/R SD/T/LENVK (A

Fragment-ion (m'z) |60.045 [72.079 |84.081 [86.097 |102.053 [104.052 |187.145 [243.078 |260.106 344.194 (373197 |442.156 |501.763*2 [548.981*4 602.347 608.288 |703.405 |790.890 [831.444 (861.484 |gg7.722*3 (958.501 [1002.507 [1071.462 [1131.602

229 229
11.41 11.40
0.1 -0.11

[Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

13.25
-0.13
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a0 1000
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Result Summary

+ + + i
Rank Score ﬁ:)l BCS Unrnat#ched Variable sites Sequence Caln:l::ated év:-:,r é‘rt‘or PI\:I"‘;\‘IZ;:1 Species Acce:sion Protein Name
lons (Da) (Da)  (ppm) (Da)
1 192790 5 11/25 K421k (K)LIEDSTLSKSVK(N) 1319.7417 114.0501 5.0 294366.9/5.79 HUMAN  Q9UPUS5  Ubiquitin carboxyl-terminal hydrolase 24 OS=Homo sapiens GN=USP24 PE=1 SV=3
2 817 692 3 14/25 K424k (K)LIEDSTLSKSVK(N) 1319.7417 114.0501 5.0 294366.9/5.79 HUMAN  Q9UPUS5 Ubiquitin carboxyl-terminal hydrolase 24 OS=Homo sapiens GN=USP24 PE=1 SV=3
3 809 721 3 14/25 None (K)LSENSKILISMAK(E) 1433.8032 -0.0115 -8.0 141751.4/6.26 HUMAN Q1MSJ5 C and spindle pole-: protein 1 OS=Homo sapiens GN=CSPP1 PE=1 SV=2
4 793 696 2 13125 K118k (R)LLCIEKVTTDK(D)  1319.7239 114.0678 17.4 63445.4/7.02 HUMAN Q96JP5 Zinc finger protein 91 homolog OS=Homo sapiens GN=ZFP91 PE=1 SV=1
5 739 689 4 14/25 None (R)LIDSLVTACKVSK(V) 1433.8032 -0.0115 -8.0 133471.2/7.04 HUMAN RQ9HCJ5 REVERSE Zinc finger SWIM domain-containing protein 6 OS=Homo sapiens GN=ZSWIM6 PE=2 SV=2
Detailed Results
+ + + i
Rank Score (Snz)l BCS Unrmt#ched Vasrii'ael;Ie Sequence Cal’::nlnaled gl:or :;",:,, :;3;7;::‘ Species Accession MI?‘ (:Jel)g(esl Protein Name
lons (Da) (ba)  (ppm) (Da)
1 1192 79.0 5 11125 K421k  (K)L I|E D S T/L/S k/S V/K (N) 1319.7417 114.0501 5.0 294366.9/5.79 HUMAN Q9UPU5 815197  Ubiquitin carboxyl-terminal hydrolase 24 OS=Homo sapiens GN=USP24 PE=1 SV=3

Fragment-ion (m/z) |74.061 |84.041 |84.081 |86.095 (87.052 |87.097 |129.103 |130.087 |141.096 |143.082 |199.180 |227.065 |227.172 |268.089 |286.102 |296.089 |333.217 |342.209 |397.137 |417.209 |557.259 | 595.309 |604.298 |662.385 |775.465
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lon-type
Delta ppm
Reset
2.43e+3 Back
100.% _—
Grow
I3 Shrink
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species “*°2%/°" protein Name
lons ®a)  (0a) (ppm  (Da)
1 2086 922 11 325 K360k  (K)LEKIFONAPTDPTQDFSTQUAK(L) 24782511 1140573 5.5 95786.8/491 HUMAN P45974 Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1SV=2
2 554 529 3 1425 M1499mK1490k (K)KNRALPFVPmSYQLSQTYYR() 2462.2649 130.0434 2.2 238876.1/7.01 HUMAN Q12789 General transcription factor 3C polypeptide 1 OS=Homo sapiens GN=GTF3C1 PE=1SV=4
3 532 574 2 1325 K5206k  (RILYWFKDGQPLTASAHIRMTDK(K) 2478.2598 114.0485 2.2 868488.4/5.69 HUMAN QS5VST9 Obscurin OS=Homo sapiens GN=OBSCN PE=1 SV=3
4 438 514 2 1525 K16k  (JMWPQPRFPPHPAVISEKTQQGK(L) 2478.2169 1140914 18.7 58854.6/480 HUMAN ABNEF3 Putative golgin subfamily Amember 6-like protein 4 OS=Homo sapiens PE=5 SV=2
5 336 514 1 1525 K21k (JMWPQPRFPPHPAVSEKTQQGK(L) 2478.2169 1140914 18.7 58854.6/480 HUMAN ASBNEF3 Putative golgin subfamily Amember 6-fike protein 4 OS=Homo sapiens PE=5 SV=2
Detailed Results
# MH* MHY  MH* Protein N .
Rank Score ‘S,;)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acw;s'o" MI?‘:;)?;S' Protein Name
° lons (Da) (Da)  (ppm) (Da)
12066 922 11 325 K360k  (K)L E/K\I\F QW/A|P T D/P T/Q D/F S T Q V/A/K (L) 24782511 1140573 55 95786.8/491 HUMAN P45974 407680  Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=2
Fragment-ion (mz) |70.063 [84.082 [86.094 [147.108 [218.147 [314.136 [485.265 [503.267 ‘519 790*2 [598.365 ‘602 314*2 ‘511 301*2 [116.354 ‘755 874*2 ‘757_371"2 ‘765_35;#3 780.420 ‘303_414*2 873.464 ‘1023.501 ‘1058.559 ‘1175_573*2 ‘12214597 ‘1371.618 ‘1534.755
Frac. Inten.(% of TIC) 4.96 295 487 1502 458[ 449 250[ s510[ 274 413
Rel. Inten.(% of BP) 33.00 19.63 3240| 10000 3049| 2087 1663| 3397 | 1827| 2752
Score 0.50 0.50 0.50 1,50 150 050 150 | 150 | -0.18|  1.50
lon-type b4 ly11-+20*2 yia-H20*2 | y14"2 » bg 20*? ¥ 4
Delta ppm 136 17: 79 24 98| 47 Tre| 115 105
Reset
7282 Back
100.5%
Grow
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n
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Ka | |

1500
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Result Summary

SPI MH* MH® - MH" Protein ;. Accession "
Rank Score %) BCS Unrmtched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1607 81.0 7 7/125 K793k (R)SAADSISESVPVGPKVR(D) 1698.9021 114.0555 6.9 95786.8/4.91 HUMAN  P45974  Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=2
2 343 521 1 18/25 K2292k K2297k  (K)kSGSAKCYEKSLVK(N)  1584.8414 228.1161 16.7 248073.6/8.45 HUMAN RQ5D862 REVERSE Filaggrin-2 OS=Homo sapiens GN=FLG2 PE=1 SV=1
3 342 569 1 15/25 K19k (K)LPSARLQQLSIEESK(E)  1698.9385 114.0191 -13.2 60459.2/8.63 HUMAN RASNK97 REVERSE Solute carrier family 22 member 20 OS=Homo sapiens GN=SLC22A20 PE=2 SV=1

Detailed Results

# . MH* MHY  wMHY Protein N "
Rank Score (;) BCS Unmatched V::;lt:l';le Sequence Calculated Error Error MWipl Species Acce;slon M;zg;sl Protein Name
lons (Da) (Da)  (ppm) (D2)
1 1607 81.0 7 7125 K793k (R)s A|AD\S I S E S V/P/V/G/P k V/R (D) 1698.9021 114.0555 6.9 95786.8/4.91 HUMAN  P45974 815359  Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=2

Fragment-ion (m/z) (70.065 (72.079 [84.078 (86.096 |131.079 [159.076 [169.130 |175.112 185.091 [197.124 |217.084 [286.099 |298.172 (307.185*2 |324.149 [338.171 |345.141 |385.176*2 |433.750%2 |613.384 |670.411 (769.473 327.932*2 [830.370 |866.525
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lon-type
Delta ppm
Reset
Y7
1.408+3¢ Back
100.% —
+2
%
2 Grow
b, ¥,
2 5 ¥ N
GE0 2861 3382 85.2 Yo | B y15"2 Shrink
[ I T I I |
T T T T T T T
200 300 400 500 600 oo 800
=) Labels

Nature Biotechnology: doi: 10.1038/nbt.1654

354



348

Result Summary
+ + + i
SPI # N " MH MH MH Protein .. Accession "
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1268 666 8 9/25 K115k (K)LGFEDGSVLKQFLSETEK(M) 2027.0332 114.0647 10.2 24824.5/5.33 HUMAN

P09936  Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=2

Detailed Results

# N MHY MH* MH*  Protein N "
Rank Score ?;: BCS Unmatched Vasriltzzle Sequence Calculated Error Error MWipl Species Acce;slon MI?‘ 'dDelgis' Protein Name
fo
lons (Da) (0a)  (ppm)  (Pa)
1 1268 666 8 9/25 K115k (K)L 6/F E D/G S V L/k/Q/F/L/S E/T E K (M) 2027.0332 114.0647 10.2 24824.5/5.33 HUMAN  P09936 815711

Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=2

Fragment-ion (m/z) (84.083 |86.097 {120.081 [153.060 [171.104 |177.102 |353.139 |356.238 |377.193 (386.193 |458.230 |593.281 ‘612.324‘2 631.398‘ 706.344 ‘ 727.407 ‘751,370“2 787.363 ‘790,404‘2 853.427 ‘903_942*‘2 963.454 |981.486 |986.001 |1015.007*2

Frac. Inten.(% of TIC) 713[ 344 438 267 337 255
Rel. Inten.(% of BP) 8670 | 4190 | 6330| 3244  40.95 3097
Score 150 | -0.42 1.50 0.75 041 050
lon-type 24y$ GSVLIs(lg yé y15—NH3+2 ys8-H20
Delta ppm -24. -5.!
pp 1.8 Py 02
36
Reset
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Result Summary

+

MH MH*  MH*  Protein

# "
Rank Score (Sn/l:)l BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;slon Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1584 885 13 4i25 K210k (R)KPFPINHGETSDETLLEDAIEVCKK(F) 2870.4241 114.0553 4.2 26182.7/4.84 HUMAN ~ P15374  Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=1
1 1584 885 13 4i25 K211k (R)KPFPINHGETSDETLLEDAIEVCKK(F) 2870.4241 114.0553 4.2 26182.7/4.84 HUMAN ~ P15374 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=1
Detailed Results
# N MH* MH* MH*  Protein . .
Rank Score (| BCS Unmatched /322 Sequence Calculated Error Error  MWipl  Species #°°e5Sion MSDIGest oo name
fons (a)  (0a) (ppm)  (D2)
1 1584 885 13 4i25 K210k (R)K\P F P I NHGE T S D\E\T\L\L\E/D\A|I/E/V/C/k K (F) 2870.4241 114.0553 4.2 26182.7/4.84 HUMAN P15374 815725 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Homo sapiens GN=UCHL3 PE=1 SV=1
Fragment-ion (m/z) |72.081 (84.080 |86.095 [102.053 [129.101 |215.137 [291.194 (358.157 389.244 |445.744%2 |549.274 |611.365 |648. ‘652 3202 ‘726 8362 \759 366%2 \ 768.354*2 |777.380 (777.863 \324 910*2 \333 904*2 ‘590 461*2 ‘1012434*2 1048.006*2 |1076.518
[Frac. Inten.(% of TIC) 223 3.69 3.14 251 7.39 3.93 7.49 13.05 7.43 356 749 212
Rel. Inten.(% of BP) 17.12 2830|  24.06 19.25 56.61 30.15 57.36 |  100.00 56.95 27.30 57.42| 1624
Score 1.50 050 0.50 -0.19 025 -0.30 025 0.50 0.50 0.50 0.50 1.50
lon-type 2 b12"2 | b13™? bi1a-H0*2 bis-H0%2 | b5 |  b1s*? b1g*? big*? ¥
Delta ppm -180 13 75 83 97 41 122 06 26| 210
- Reset
210843 L5 Back
100.3% _—
+2 -2
15140 big
Va +2 - Graw
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b TL 2012 LED b Yg Shrink
2 : 1 |1
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: T T T
200 400 1000
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Result Summary

+

MH MH* MH*  Protein Ac "
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ce;slon Protein Name
lons (Da) (Da) (ppm) (D)
1 1690 851 8 5/25 K529k (K)DTVLGKWQYF(-) 1256.6310 114.0525 7.0 57295.2/9.46 HUMAN 014562 Ubiquitin domain-containing protein UBFD1 OS=Homo sapiens GN=UBFD1 PE=1 SV=1
Detailed Results
mH* MH*  MH*  Protein . .
Rank Score (S,,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species ADGE:SIOH Mfﬂ:’;giﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1690 851 8 5/25 K529k (K) D T\V/L|G\k/W/Q|Y|F (-) 1256.6310 114.0525 7.0 57295.2/9.46 HUMAN 014562 812689  Ubiquitin domain-containing protein UBFD1 OS=Homo sapiens GN=UBFD1 PE=1 SV=1
Fragment-ion (m/z) |72.080 [120.080 |136.074 (166.082 [185.165 |199.075 |217.082 [270.146 |298.140 (315.147 [329.149 |429.234 |457.207 486.255 |557.288 |599.340 |g03.295%2 |643.290 (661.326 | 727.388 |777.366 (873.477 |942.446 |1042.508 |1055.531
Frac. Inten.(% of TIC) | 0.12 0.09 0.30 3.87 217 3.71 219 13.53 7.87 9.76 461 3.38 217 227 283 252 5.48 3.55 245 717 4.01 5.81
Rel. Inten.(% of BP) 0.87 0.69 225 2858| 16.03| 27.42| 16.19 28.36 100.00 | 58.19| 7217 | 34.10| 24.99| 16.05| 16.76| 20.95 18.63 24.76 21 69 4049 | 26.25| 18.11| 53.02 29.65 42.93
Score 0.50 1.00 1.00 150| -0.16 0.25 0.50 | -0.28 0.25 0.75 1.50 0.75 1.50 0.75 0.75 0.75 0.50 1.50 -0.22 075| -0.26| -0.18 1.50 0.50 1.50
lon-type v F Y v b2-H20 b2 b3-H20 waQ y2 bsg v3 bs kwQ | LGkW b9+2 va4 LGkwQ Y6 bg y7
Delta ppm -10.8 -3.1 -154 -23.8 18.4 0.5 0.5 6.5 -33 -1.8 -1.4 -1.5 8.2 16.0 95 47 -0.9 -0.7 -223 -0.2
kw Gkw :
212 18.8
Reset
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Result Summary

# MH* mMH* MH*  Protein .
Rank Score (S,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;sm" Protein Name
ons (Da) (Da)  (ppm) (ba)
1 1893 832 8 5/25 K109k (R)AFGFSHLEALLDDSKELQR(F) 2176.1033 114.0681 11.0 31284.2/4.85 HUMAN  Q96FW1 Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=2
Detailed Results
# MH* MH*  MH*  Protein N i
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Pcce:slon le‘:el)g(im Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1893 832 8 5/25 K109k (RIAFIGFSHLEAL L/D/D/S k/E/L/Q/R (F) 2176.1033 114.0681 11.0 31284.2/4.85 HUMAN  Q96FW1 474231 Ubiquitin thioesterase OTUB1 OS=Homo sapiens GN=OTUB1 PE=1 SV=2
Fragment-ion (m/z) [70.066 (84.080 [86.096 [110.072 [120.081 [121.083 [129.102 [175.119 [177.102 [191.117 [219.113 |225.101 [303.180 [314.171 [416.263 |437.740*2 |513.258 |545.310 |653.343*3 |601.361*3 | 742.348 [855.438 (874.480 [989.517 [1104.532
Frac Inten.(% of TIC) X . E .. X |
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
Reset
%
3.47e+3 Back
100.% E—
+3
/] 17
v v Orow
¥, < b-H. O
2 €523 8554 Y,
b, TL | 5133 | GFTSTEEA | ¥ |5 Shrink
B I
200 400 600 1000
Mass (miz) Labels
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Result Summary
# MH* MH* MH*Y  Protein .
Rank Score :,7)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species N:ce:slon Protein Name
o]
ons (Da) (Da)  (ppm) (Da)
1 177 769 6 8124 K178k (K)LLALNPDAVELFKK(A) 1570.9203 114.0566 8.1 45338.7/4.82 HUMAN Q9BSL1 Ubiquitin-associated domain-containing protein 1 OS=Homo sapiens GN=UBAC1 PE=1 SV=1
1 1177 769 6 8/24 K179k (K)LLALNPDAVELFKKk(A) 1570.9203 114.0566 8.1 45338.7/4.82 HUMAN Q9BSL1 Ubiquitin-associated domain-containing protein 1 OS=Homo sapiens GN=UBAC1 PE=1 SV=1
Detailed Results
# i MH*  MH* MH*  Protein ) -
Rank Score ?,Z)I BCS Unmatched Vasri'ta:;le Sequence Calculated Error Error MW/pl  Species Acce:slon MI?‘ dDe'g;St Protein Name
s (Da) (Da) (ppm) (D)
1 1177 769 6 8/24 K178k (K)L/L\A L N\P D A V/E/L F/k K (A) 1570.9203 114.0566 8.1 45338.7/4.82 HUMAN Q9BSL1 812199  Ubiquitin-associated domain-containing protein 1 OS=Homo sapiens GN=UBAC1 PE=1 SV=1

Fragment-ion (m/z) |70.063 |72.080 |84.081 86.096 (87.055 |157.133 [173.131 [199.177 |213.089 (227.176 |228.129 [229.111 |341.215 |346.681*2 [389.257 |525.332 | 528.267 (588.327 606.638 (649.415 |668.847 778.429 |786.467*2 |838.509%2

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
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Delta ppm
Reset
a,
972642 Back
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2
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Result Summary

# MH* MH* MH*  Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Protein Name
tons ©a (@2 (ppm) (03
1 1921 858 8 5125 K119k (K)ELTPCYHPNVDTQGNICLDILKEK(W)  2875.4117 114.0597 5.6 19652.4/6.83 HUMAN 000762 Ubiquitin-conjugating enzyme E2 C OS=Homo sapiens GN=UBE2C PE=1 SV=1
2 1854 834 8 6/25 K121k (K)ELTPCYHPNVDTQGNICLDILKEK(W)  2875.4117 114.0597 5.6 19652.4/6.83 HUMAN 000762 Ubiquitin-conjugating enzyme E2 C OS=Homo sapiens GN=UBE2C PE=1 SV=1
3 853 512 5 13/25 M803m (R)SCNLRAKmFTTWTDELLFRGGIDNK(C) 2973.4710 16.0004 1.8 120616.1/7.07 HUMAN RQ13591 REVERSE Semaphorin-5A OS=Homo sapiens GN=SEMA5A PE=1 SV=3
4 727 583 2 11/25 K321k K324k (K)GTRFALKELFDEANEWSDIKYTK(S) 2761.3832 228.0882 0.8 83655.3/9.27 HUMAN RQ13823 REVERSE Nucleolar GTP-binding protein 2 OS=Homo sapiens GN=GNL2 PE=1 SV=1
5 529 513 1 12/125 K411k K431k (K)TYKIDSWENAEDFLEKLAFRTGK(L) 2761.3832 228.0882 0.8 83655.3/9.27 HUMAN Q13823 Nucleolar GTP-binding protein 2 0S=Homo sapiens GN=GNL2 PE=1 SV=1
Detailed Results
N MH* MHY  MH*Y Protein N o
Rank Score (,,/) BCS Unmatched Vas’i;:';'e Sequence Calculated Error Error MWl  Species ”‘”;s”" Mlidt’e'g;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1921 858 8 525 K119 (K)FLITIPCYHPNVDTQGN I/C/L/D I/L/k E/K (W) 2875.4117 114.0597 5.6 19652.4/6.83 HUMAN 000762 812551 Ubiquitin-conjugating enzyme E2 C OS=Homo sapiens GN=UBE2C PE=1 SV=1
Fragment-ion (m/z) (70.065 [74.059 |84.080 (86.096 |110.071 |120.080 (233.165 [234.166 [261.158 |274.122 |362.209 (389.154 |518.296 |566.807+2 |571.601 (576.264 |631.372 ‘592 289*2 ‘799 348%2 [859.490 ‘ 863.882*2 ‘876 762*3 ‘910 433*3 (972.582 ‘1132 604
Frac. Inten.(% of TIC) . 6.30 . 4.18 259 7.14 3.45 541 . 5.70
Rel. Inten.(% of BP) 42.86 28.45 17.58 | 48.55 2344 36.77 38.73
Score 150 -0.28 018 | 150 0.25 1.50 150
lon-type ¥3 ¥6 |b15-Hp0*2 y21*3 ¥8
Delta ppm 58 21 49 66 13
Reset
1.980+3 * Back
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mMH* MH*

Result Summary

MH* Protein

Rank Score ‘,,/)I BCS Unm::ched Variable sites Sequence Calculated Error Error MWipl Species Accession Protein Name
(Da) (Da)  (ppm) (Da)
1 1897 843 9 625 K121k (K)ELTPCYHPNVDTQGNICLDILKEk(W) 2875.4117 114.0765 11.2 19652.4/6.83 HUMAN 000762 Ubiquitin-conjugating enzyme E2 C OS=Homo sapiens GN=UBE2C PE=1 SV=1
2 1797 843 8 625 K119k (K)ELTPCYHPNVDTQGNICLDILKEK(W) 28754117 114.0765 11.2 19652.4/6.83 HUMAN 000762 Ubiquitin-conjugating enzyme E2 C OS=Homo sapiens GN=UBE2C PE=1 SV=1
3 636 579 2 12/25 K321k K324k (K)GTRFALKELFDEANEWSDIKYTK(S)  2761.3832 228.1050 6.4 83655.3/9.27 HUMAN RQ13823 REVERSE Nucleolar GTP-binding protein 2 0S=Homo sapiens GN=GNL2 PE=1 SV=1
4 592 547 4 12/25 M265m K289 (R)mKLATKDAKELFPREPNESGEIPMk(L) 2859.4743 130.0139 -8.0 80685.0/8.90 HUMAN RO60563 REVERSE Cyclin-T1 OS=Homo sapiens GN=CCNT1 PE=1 SV=1
5 532 5711 2 12/25 K770k (K)DKEFLSRCVNNYISLTFHDIIYk(I) 2875.4447 114.0434 0.2 470773.9/6.05 HUMAN RQ8TD57 REVERSE Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=1
Detailed Results
+ + + i
Rank Score (,,/) BCS Unma(ched V“'i:';'e Sequence Ca|n:l:md g,:,, gl,:,, PJ‘C'vf.JT' Species A“e;sm" Maﬂfi’“ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1897 843 9 625 K121k  (K)F LITIPCYHP NV DT QG N/I/C/L/D I/L/K E|k (W) 2875.4117 114.0765 11.2 19652.4/6.83 HUMAN 000762 812551 Ubiquitin-conjugating enzyme E2 C OS=Homo sapiens GN=UBE2C PE=1 SV=1

Fragment-ion (m/z) |70.065 (84.080 |86.096 120.080 |133.042 [233.164 |234.169 [246.126 |261.160 [362.206 389.147 |518.201 \555 811*2 \53345*2 631.379 ‘sgz 2852 [734.311%2 [199.361*2 [859.494 [ 863.896"2 [871.079"3 [876.7663 [010.454"2 [972.574 \1132 602
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Frac. Inten.(% of TIC) 3.88 244 2.51 6.74 3.77 224 6.62 7.64
Rel. Inten.(% of BP) 23.52 14.83 15.25 | 40.92 22.88 13.60 40.20 46.39
Score -0.24 -0.15 -0.15 1.50 0.25 0.50 1.50 1.50
lon-type 28 lbrs- Hzo+2 V21N | ypq*d 8
Delta ppm 18 1.1 12
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Result Summary

# MHY MH*  MH*  Protein Accession _
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWl  Species Protein Name
lons (Da) (Da) (ppm)  (Da)
1 2383 955 14 1/25 K136k (R)IYHCNINSQGVICLDILKDNWSPALTISK(V) 3372.7079 114.0787 10.3 21404.3/8.77 HUMAN  P51965 Ubiquitin-conjugating enzyme E2 E1 OS=Homo sapiens GN=UBE2E1 PE=1 SV=1
1 2383 955 14 1/25 K144k (R)IYHCNINSQGVICLDILKDNWSPALTISK(V) 3372.7079 114.0787 10.3 22255.2/7.59 HUMAN  Q96LR5 Ubiquitin-conjugating enzyme E2 E2 OS=Homo sapiens GN=UBE2E2 PE=1 SV=1
1 2383 955 14 1125 K150k (R)IYHCNINSQGVICLDILKDNWSPALTISK(V) 3372.7079 114.0787 10.3 22912.7/6.73 HUMAN  Q969T4 Ubiquitin-conjugating enzyme E2 E3 OS=Homo sapiens GN=UBE2E3 PE=1 SV=1
2 1192 646 9 7125 K147k (R)IYHCNINSQGVICLDILKDNWSPALTISk(V) 3372.7079 114.0787 10.3 21404.3/8.77 HUMAN  P51965 Ubiquitin-conjugating enzyme E2 E1 OS=Homo sapiens GN=UBE2E1 PE=1 SV=1
2 1192 646 9 7125 K155k (R)IYHCNINSQGVICLDILKDNWSPALTISk(V) 3372.7079 114.0787 10.3 22255.2/7.59 HUMAN  Q96LR5 Ubiquitin-conjugating enzyme E2 E2 OS=Homo sapiens GN=UBE2E2 PE=1 SV=1
Detailed Results
+ + + i
Rank Score ?,Z)' BCS Unm::cned Variable sites Sequence Car:aged 2_1:'0, 2_1:',,, ':;:\IIT; Species Accession Mf"f;f;" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2383 955 14 125 K136k (R)I Y H CN I\N\S Q/G\V|I/C/L/D I L/k/D N W/S/P A L/T I/S K (V) 3372.7079 114.0787 10.3 21404.3/8.77 HUMAN  P51965 811963  Ubiquitin-conjugating enzyme E2 E1 OS=Homo sapiens GN=UBE2E1 PE=1 SV=1
1 2383 955 14 125 K144k (R)I Y H C N I\N\S Q/G\V|I/C/L/D I L/k/D N W/S/P A L/T I/s K (V) 3372.7079 114.0787 10.3 22255.2/7.59 HUMAN Q96LR5 811967  Ubiquitin-conjugating enzyme E2 E2 OS=Homo sapiens GN=UBE2E2 PE=1 SV=1
23.83 955 14 125 K150k (R)I Y H C N I\N\S Q/G\V|I/C/L/D I L/k/D N W/S/P A L/T 1/s K (V) 3372.7079 114.0787 10.3 22912.7/6.73 HUMAN = Q969T4 811973  Ubiquitin-conjugating enzyme E2 E3 OS=Homo sapiens GN=UBE2E3 PE=1 SV=1

Fragment-ion (miz) [72.080 [86.096 [234.145 [274.125 [365.228*2 [389.148 [448.281 \501 231°2 [594.271*2 [520.806°2 | 634.781°2 [643.787°2 [129.446 ‘737 390*2 [801.378 [B16.484 \907 993*2 [015.403 ‘954 5102 [1044.555%2 [1101.086*2 [1179.142°2 [1187.551 [1231.642 [1286.596
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Frac. Inten.(% of TIC) 4.46 4.25 2.86 243 271 5.10 6.90
Rel. Inten.(% of BP) 4195 3992 26.94 2288 2548 47.93 64.89
(¢ )
Score -0.42 0.50 0.50 025 1.50 150 1.50
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Result Summary

+

SPI MH MH®  MH* Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1587 814 4 4/25 K72k (K)IPETYPFNPPKVR(F) 1557.8424 114.0540 6.6 22406.8/5.33 HUMAN  P61086  Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 SV=3
Detailed Results
# MH* MHY MHY  Protein . .
Rank Score (S,,Z)I BCS Unmatched Variable sites C Error  Error MW/pl Species ACCE:SIOII MI?‘dDe')g(;St Protein Name
lons (Da) (Da)  (ppm) (Da)
1 15.87 814 4 4/25 K72k (KT PETY\P F/N/P/P k VR (F) 1557.8424 114.0540 6.6 22406.8/5.33 HUMAN P61086 812583  Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens GN=UBE2K PE=1 SV=3

Fragment-ion (m/z) |70.065 |72.081 |84.046 [84.080 (86.095 (87.054 [110.071 {120.079 |136.077 [227.104 [307.191 | 310.140 |314.151 [328.147 |355.719*2 [439.271 | 473.208 |491.216 (514.930 |576.312 |586.299 |604.306 |613.379 (710.436 (824.476

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score - . . . . .
lon-type ETYP-| HzO
Delta ppm . . . . X . . . . . ' X 8.9
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Result Summary
# MH* MH*  MH*  Protein "
Rank Score (SQZ; BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Accession Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2240 1000 7 0/25 K71k (R)IEINFPAEYPFKPPKITFK(T) 2279.2475 114.0463 1.4 17861.7/8.68 HUMAN  P68036 Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1
1 2240 1000 7 0125 K67k (R)IEINFPAEYPFKPPKITFK(T) 2279.2475 114.0463 1.4 17861.7/8.68 HUMAN  P68036 Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1
2 1609 752 6 4/25 K64k (R)IEINFPAEYPFKPPKITFK(T) 2279.2475 114.0463 1.4 17861.7/8.68 HUMAN  P68036 Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1
3 1062 657 2 925 M2875m K2884k (K)EVMGKANAPYIKQIFPVTEK(E) 2263.2155 130.0783 16.9 470773.9/6.05 HUMAN RQ8TD57 REVERSE Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=1
4 855 524 5 11/25 M456m (R)TIKmVCGDRIMKWALLATNR(S) 2377.2665 16.0273 13.5 77401.1/9.11 HUMAN RA8K979 REVERSE Exonuclease domain-containing protein 1 OS=Homo sapiens GN=EXOD1 PE=2 SV=2
Detailed Results
# . MH*  MH* MH*  Protein ’ o
Rank Score (SQZ; BCS Unmatched Va(nt:ble Sequence Calculated Error Error MWi/pl Species Ame;s'o" Mf‘:e'g;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2240 1000 7 025 K71k (R)I E\I N F\P A/E/Y/P F/K/P PK I TF k (T) 2279.2475 114.0463 1.4 17861.7/8.68 HUMAN  P68036 812013  Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1

Fragment-ion (mi/z) 70.064 84.080 86.095 [102.054 [120.079 [129.100 [136.073 141.099 [169.095 [215.136 [217.130 |228.132 |243.132 [245.127 |276.168 |373.218 \439 505*3 \472 780*2 |504.246 ‘536 5282 [617.326 [658.886"2 \740 412*2 \304 9332 (944.546

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
Score
lon-type
Delta ppm
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) Lahels ‘
1 2240 1000 7 0125 K67k (R)I E\I N F\P A/E/Y/P F/K/P P k I T F K (T) 2279.2475 114.0463

1.4 17861.7/8.68 HUMAN

1254 378
9151|2759
150 150
yio'2| oy
64| 128

P68036

Fragment-ion (mi/z) 70.064 84.080 86.095 [102.054 |120.079 [129.100 [136.073 [141.099 |169.095 [215.136 [217.130 |228.132 |243.132 [245.127 |276.168 (373.218 \439 505*3 [472.780" [504.246 ‘5;6 828"2 [617.326 [656.886"2 ‘740 412*2 \304 9332 (944.546

812013  Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1
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Result Summary
# MH* MH* MH*  Protein "
Rank Score (SQZ; BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species N;ce;snon Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2240 1000 7 025 K71k (R)IEINFPAEYPFKPPKITFK(T) 2279.2475 114.0463 1.4 17861.7/8.68 HUMAN  P68036 Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1
1 2240 1000 7 025 K67k (R)IEINFPAEYPFKPPKITFK(T) 2279.2475 114.0463 1.4 17861.7/8.68 HUMAN  P68036 Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1
2 1609 752 6 4/25 K64k (R)IEINFPAEYPFKPPKITFK(T) 2279.2475 114.0463 1.4 17861.7/8.68 HUMAN  P68036 Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1
3 1062 657 2 925 M2875m K2884k (K)EVMGKANAPYIKQIFPVTEK(E) 2263.2155 130.0783 16.9 470773.9/6.05 HUMAN RQ8TD57 REVERSE Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=1
4 855 524 5 11/25 M456m (R)TIKmVCGDRIMKWALLATNR(S) 2377.2665 16.0273 13.5 77401.1/9.11 HUMAN RABK979 domain- ining protein 1 0S=Homo sapiens GN=EXOD1 PE=2 SV=2
Detailed Results
# . MH*  MH* MH*  Protein ’ o
Rank Score (SQZ; BCS Unmatched Viri::l;le Sequence Calculated Error Error MWi/pl Species Ame;s'o" MI?- :e'g;s' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2240 1000 7 025 K71k (R) 1 ENI N F\P A/E/Y/P F/K/P P K I T F k (T) 2279.2475 114.0463 1.4 17861.7/8.68 HUMAN  P68036 812013 Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens GN=UBE2L3 PE=1 SV=1

Fragment-ion (miz) 70.064 84.080 [86.095 [102.054 [120.079 [129.100 [136.073 141.099 [169.095 [215.136 [217.130 |228.132 |243.132 [245.127 |276.168 |373.218 \439 505*3 \472 780*2 |504.246 ‘536 828*2 |617.326 \ess 8862 \740 412*2 \304 9332 (944.546

Frac. Inten.(% of TIC) 316 7.00 12.54 378
Rel. Inten.(% of BP) 23.05 51.12 9151|  27.59
Score 0.50 1.50 1,50 1,50
lon-type PA28 y10*? yio'2 | y1*?
Delta ppm -21.9 09 64 -12.8
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Result Summary

SPI MH* MH®  MH®  Protein - Accession "
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species # Protein Name
ons (Da) (Da)  (ppm) (Da)
1 1681 845 6 7125 K92k (R)ICLDILKDK(W) 1117.6286 114.0490 4.9 17137.9/6.13 HUMAN  P61088 Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=1
2 1418 817 5 9/25 K94k (R)ICLDILKDk(W) 1117.6286 114.0490 4.9 17137.9/6.13 HUMAN  P61088 Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=1
3 7.30 620 3 14/25 None (R)ICDDELILIK(N) 1231.6603 0.0173 14.0 60343.9/5.80 HUMAN  P17987 T-complex protein 1 subunit alpha OS=Homo sapiens GN=CCT1 PE=1 SV=1
Detailed Results
+ + + i
Rank Score (s,,Z)I BCS Unma’:ched Variable sites Sequence Callcn::ated é‘r:lor g:-:,r PMr?I;Ie;:‘ Species AGCE:SiO" MI?‘;‘TE::‘ Protein Name
lons (Da) (Da)  (ppm) (ba)
1 16.81 845 6 7125 K92k (R)1/CILID|TI L/k/D K (W) 1117.6286 114.0490 4.9 17137.9/6.13 HUMAN P61088 812593 Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens GN=UBE2N PE=1 SV=1

Fragment-ion (m/z) [84.081 (86.096 |87.099 [131.117 |133.041 [157.133 (229.109 |246.126 [257.096 |262.141 |274.123 [296.198 |342.200 (358.173 |387.200 [389.150 |502.233 (504.278 (550.791%2 |550.802*2 697.429 (730.442 |845.473 958.560 |1118.585
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Result Summary

MH* MH®  MH* Protein Accession
Rank Score (,,/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1322706 5 7125 K132k (R)VQWYPEGVKQHVK(E) 1597.8485 114.0528 5.8 141294.2/5.01 HUMAN Q9CO0C9 Ubiquitin-conjugating enzyme E2 O OS=Homo sapiens GN=UBE20 PE=1 SV=3
Detailed Results
# MH* MHY  MmHY Protein
Rank Score ?,Z)I BCS Unmatched Variable sites S Calculated Error Error MWipl Species Acce:smn Mlid[:ges! Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1322 706 5 7125 K132k (R)V QWAY P E/G V k Q/H V/K (E) 1597.8485 114.0528 5.8 141294.2/5.01 HUMAN Q9C0C9 812603 Ubiquitin-conjugating enzyme E2 O OS=Homo sapiens GN=UBE20 PE=1 SV=3

Fragment-ion (m/z) (70.064 |71.068 ’m 84.046 84.081 ’m 102.053 |110.072 117.102 [129.101 [130.082 |136.075 147.110 [159.091 [199.108 (227.101 228.134 [248.108 |249.100 (305.128 (322.160 [383.245 |414.220 |455.266%2 [511.292*2

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
b, I—
5 62 -
s Back
100.% By
2481
s 2 12
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Shrink
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Result Summary

mH* MH*  MH*  Protein

Rank Score (,,/)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accession Protein Name
(Da) (Da)  (ppm) (Da)
1 20.86 87.6 13 525 K825k (K)ILESLKNMTVEQLLTGSPTSPTVEPEKPTR(E) 3295.7454 114.0696 7.8 141294.2/5.01 HUMAN Q9CO0C9 Ubiquitin-conjugating enzyme E2 O OS=Homo sapiens GN=UBE20 PE=1 SV=3
Detailed Results
5 MH MH* MH*  Protein . .
Rank Score (,,/) BCS Unmatched Var::al;le Sequence Calculated Error Error MWipl Species Acce:slon Mlizalg;s‘ Protein Name
lon (Da) (0a) (ppm)  (Da)
1 2086 87.6 13 5/25 K825k (K)I L\E S\L k N M T V E/Q|L|L/T/G/S/P T/S/P T V E/P E K/P T R (E) 3295.7454 114.0696 7.8 141294.2/5.01 HUMAN Q9C0C9 812603 Ubiquitin-conjugating enzyme E2 O OS=Homo sapiens GN=UBE20 PE=1 SV=3

Fragment-ion (miz) [70.064 [86.096 [199.177 [227.171 [243.147 [319.136 [355.193 [371.185 [373.224 [443.253 [719.886* [127.406 \750 8942 [763.399°2 [791.904°2 \307 412*2 [808.023 [820.399 |842.438 (889.993 |398.958*2 [955.515%2 1019.522 [1153.609 [1240.648
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[Frac. Inten.(% of TIC) 9.34 290 526 14.70
Rel. Inten.(% of BP) 63.50 1970 | 3580 |  100.00
Score 1,50 050 150 1,50
lon-type 132 b12*2 | yia*? | yis*?
Delta ppm 72 4.0 3.1 -4.4
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Result Summary

SPI # MH* MH®  MH®  Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species # Protein Name
lons (Da) (Da) (ppm)  (Da)
1 1649 834 8 6/25 K63k (R)LKFPIDYPYSPPAFR(F) 1810.9527 114.0486 2.9 26736.9/4.41 HUMAN  P49427  Ubiquitin-conjugating enzyme E2 R1 OS=Homo sapiens GN=CDC34 PE=1 SV=2

Detailed Results

# MH* MH* MH*  Protein . .
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:sm" Mﬁ:;g;st Protein Name
lons (Da) (Da) (ppm)  (Pa)
1 1649 834 8 6/25 K63k (R)L kx\F P I D\Y|P/¥/S/P/P A F/R (F) 1810.9527 114.0486 2.9 26736.9/4.41 HUMAN  P49427 812035  Ubiquitin-conjugating enzyme E2 R1 OS=Homo sapiens GN=CDC34 PE=1 SV=2

Fragment-ion (m/z) |70.066 (72.082 |84.044 (86.096 115.085 [120.081 (136.074 |141.102 [175.120 [233.133 |261.127 [326.167 |328.678%2 |348.162 [356.225 (405,181*2 |467.742 |473.243*2 |490.273 |587.329 |674.361 (828.468 [837.433 934.468 (991.525

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)
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u :
e00 800 1000
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Result Summary
# MH*  MH* WMH*  Protein )
Rank Score (S,Z)' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl  Species A°°e:s'°" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2221 815 12 425 K197k  (R)ALASGTEASSTDPGAPGGPGGAEGPMAKK(H) 25692199 114.0743 11.7 23845.4/8.46 HUMAN Q16763  Ubiquitin-conjugating enzyme E2 S OS=Homo sapiens GN=UBE2S PE=1 SV=2
1 2221 815 12 425 K198k  (R)ALASGTEASSTDPGAPGGPGGAEGPMAKK(H) 25692199 114.0743 11.7 23845.4/8.46 HUMAN Q16763  Ubiquitin-conjugating enzyme E2 S OS=Homo sapiens GN=UBE2S PE=1 SV=2
Detailed Results
# MH'  MH*  mH*  Protein ) -
Rank Score ?,/P)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWIpl  Species A°%%5%on MS19%St protoin Namo
lons (Da) (Da)  (ppm) (Da)
1 2221 815 12 425 K197k (R)A LIA|S|G/T E/A/S/S T D/P G AP G/G/P G GAE/G P MA KK (H) 2569.2199 1140743 117 23845.4/8.46 HUMAN Q16763 812611 Ubiquitin-conjugating enzyme E2 S OS=Homo sapiens GN=UBE2S PE=1SV=2

Fragment-ion (m/z) |70.064 |86.096 [155.082 [157.133 185.128 [256.166 [343.200 |578.793*2 |607.313*2 |616.288 |684.345 (684.848 (745.411 \795_399*2 \334_0494 ‘943_450’2 \991_964‘2 \1017_504*2 1091.491*2 [1142.525%2 [1171.045*2 1214.549*2 [1250.041*2 [1316.601 |1367.681

Frac. Inten.(% of TIC)

1203 286  270| 74 343 354 219 324 288
Rel. Inten.(% of BP) 9223| 1681| 1772| 2458  2257| 2330 1ad0| 2131 1891
Score 15| 017 150| 150 150 023 150 1550 150
lon-type yi7? w20 | oyt oyt va2| st | yae™?
Delta ppm 37 08 47 198 34 44 59
Reset
Y, w2
340e+3 Yy Batk
100.% aohs —
b,
2 . Grow
,
¥ v, oes w2 Yie
b " g pMo 2 Y26 Shrink
1 b, 5163 | | | I |
U | - ) | i
v v T T v
200 400 600 300 1000 1200
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Result Summary

# MH* MH* - MH* Protein Accession
Rank Score (o/) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2022 933 9 3/25 K91k (R)ICLDVLKLPPK(G) 12957756 114.0544 8.1 22521.0/7.78 HUMAN Q9NPD8 Ubiquitin-conjugating enzyme E2 T OS=Homo sapiens GN=UBE2T PE=1 SV=1
2 468 525 2 16/25 K257k (R)QIVLCPGKPRK(S) 1295.7616 114.0683 18.0 36462.8/9.08 HUMAN RQ5MJ70 REVERSE Speedy protein A OS=Homo sapiens GN=SPDYA PE=1 SV=2
2 468 525 2 16/25 K254k (R)QIVLCPGKPRK(S) 1295.7616 114.0683 18.0 36462.8/9.08 HUMAN RQ5MJ70 REVERSE Speedy protein A OS=Homo sapiens GN=SPDYA PE=1 SV=2
3 457 563 2 17/25 None (R)CLIRASLPVKPR(A)  1409.8410 -0.0110 -7.8 39945.6/5.50 HUMAN Q02833 Ras association domain-containing protein 7 OS=Homo sapiens GN=RASSF7 PE=1 SV=1
4 357 563 1 17/25 None (-)MAAALQVLPRLAR(A) 1409.8410 -0.0110 -7.8 55252.9/6.25 HUMAN  Q8IVS8 Glycerate kinase OS=Homo sapiens GN=GLYCTK PE=2 SV=1
Detailed Results
# MH* MH* MH*  Protein . -
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:sm" le‘:e'g;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2022 933 9 325 K91k (R) 1/c|L/D|V|L\k|L|B/P K (G) 1295.7756 114.0544 8.1 22521.0/7.78 HUMAN Q9NPD8 812617 Ubiquitin-conjugating enzyme E2 T OS=Homo sapiens GN=UBE2T PE=1 SV=1

Fragment-ion (m/z) (84.080 (86.095 [131.116 [244.167 (246.126 [257.094 |274.122 |275.125 |341.218 (389.147 |454.304 |488.224 |502.236 |568.382 | 573.304 |601.307 |48.885*2 [683.409 |714.389 (809.529 |908.586 (956.535 |1023.621 |1069.609 [1136.701

Frac. Inten(% of TIC)
Rel. Inten.(% of BP)
Score
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Delta ppm
Reset
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] b Grow
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T T T T T
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Result Summary
# MH*  MH' MH®  Protein !
Rank Score f,,f,' BCS Unmatched Variable sites Sequence Calculated Error Error  MWIpl  Species ““°°" Protein Name
lons. (Da) (Da)  (ppm) (Da)
1 1585851 9 6125 K627k (K)IGNVQVVIPFLTESYSSSQDPPEKSIPICTLK(N) 34337560 1140670 6.8 117849.6/549 HUMAN  P22314  Ubiquitin-ike modifier-activating enzyme 1 OS=Homo sapiens GN=UBAT PE=1 SV=3
2 1396749 8 725 K635k  (KIGNVQVVIPFLTESYSSSQDPPEKSIPICTLK(N) 34337560 1140670 6.8 117849.6/549 HUMAN ~ P22314  Ubiquitin-ike modifier-activating enzyme 1 OS=Homo sapiens GN=UBAT PE=1 SV=3

Detailed Results

+

# " MH MH* Protein
Rank Score 5S¢ BCS Unmatched V2riable Sequence Calculated Error Error MWl Species “cess"’" MS-Digest o icin Name
(%) sites Index #
(Da) (Da)  (ppm) (Da)
1 1585 851 9 6/25 K627k (K)G N\VQ V\V|I|P FLTE S/Y/SS/SQD/PPEkSI/PICTLK(N) 34337560 114.0670 6.8 117849.6/5.49 HUMAN  P22314 406046  Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3
Fragment-ion (miz) [70.064 [84.043 [86.096 [172.069 [382.174 [441.235 [454.203 [498.274 [580.310 [597.335 | 675.332 [692.367 [710.415 [731.411 \743 907*2 ‘sse 955 [913.956*2 [919.415°2 [941.150"3 \945 795*3 [949.981 [584.490°3 [1001.008°2 [1082.520°2 [1126.596*2
Frac. Inten.(% of TIC) 207 212 357 298 480 249 208
Rel. Inten.(% of BP) 7.93 813| 1369 1140 1840 953 1564
Score 150 |  -0.08 050 150 150 150 0.16
lon-type y15*2 yoa-NH3*3 yo5*3 yir*? y18*2
Delta ppm 145 36.3 5.7 67 123
o Reset
172643 2 Back
100.%
Y5 0, Grow
b, 24 .2
b w2 i
oo b bk, 5 1 17| Yo Shrink
L L ul oy | |
r r } — ;
200 400 &00 800 1000
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Result Summary

PO ;
Rank Score (SZ: BCS Unm:::ched Variable sites Sequence ol ed B an?; Species ““’:Si"" Protein Name
lons (Da) (Da)  (ppm) (Da)

1 2690 989 11 1/25 K635k (K)SIPICTLKNFPNAIEHTLQWAR(D) 2609.3657 114.0406  -0.9 117849.6/5.49 HUMAN  P22314  Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3
2 1464 853 6 9/25 K607k (K)AEPISSSISNMELELNIHNSKAPK(K) 2609.3239 114.0823 14.5 207721.9/5.29 HUMAN  P38398 Breast cancer type 1 susceptibility protein OS=Homo sapiens GN=BRCA1 PE=1 SV=2
2 1464 853 7 9125 K604k (K)AEPISSSISNMELELNIHNSKAPK(K) ~ 2600.3239 114.0823 14.5 207721.9/5.29 HUMAN ~ P38398  Breast cancer type 1 susceptibility protein OS=Homo sapiens GN=BRCA1 PE=1 SV=2
3 1094 740 4 14/25 K83k (K)LSNGKKFDSSHDRNEPFVFSLGK(G)  2609.3107 114.0956 19.3 51212.5/571 HUMAN Q13451 FK506-binding protein 5 OS=Homo sapiens GN=FKBP5 PE=1 SV=2
4 944 739 3 15/25 K123k (R)ISVKTSASASLEATAMGTEKGAVLMR(G) 2609.3637 114.0425 -0.1 22452.8/10.05 HUMAN Q8TAG6 Uncharacterized protein C8orf46 OS=Homo sapiens GN=C8orf46 PE=2 SV=1

Detailed Results

# mMH* MH*  MHY Protein . i
Rank Score (SZ)' BCS Unmatched Variable sites Sequence Calculated Error Error MWl Species ““’;sm" s i‘f;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 26.90 989 11 1125 K635k (K)s 1|p/1/C/T/L/k/N/F/P NA I/E/HT L QWA R (D) 2609.3657 114.0406 -0.9 117849.6/5.49 HUMAN P22314 812091  Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3

Fragment-ion (m'z) [70.064 [86.095 [173.127 [183.146 [201.119 [211.141 [371.164 [as6.238"2 [718.375"2 [171.752*2 [191.906"2 [803.758"3 [835.751%3 [341.764" [p48.920"2 [570.772" [911.468 [969.968"2 [1026.540"2 [1040.519 [1077.049*2 [1157.0672 [1213.507°2 [1262.137*2 [1435.703

Frac. Inten.(% of TIC) 147 221 2.00 172 1.08 427[ 5179 1.82 177 203 350 1.25
Rel. Inten.(% of BP) 225 426 387 332 209 825 10000 352 342 393 677 242
Score 150 150 1.50 150 050 050 150 150 150 150 150 150
lon-type 21y ws™ | yis* i NH3 v20H20" | ya0? | 142 yis*? yi7*? yig*? yio*?
Delta ppm -16.8 -1.5 372 -4.7 -16.9 -6.0 -13.6 -334 -15.6 -12.2 -21.8
b Reset
3.95043; Ed T
237% —
2
Y20
o Yo o*? 2 Grow
2 +2 2 “ w2718
b, PIC ] ¥, 5 Yi7 5.2 Yip Shrink
18
I | [ [ TR 1 ]
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Result Summary

# MH* MH* MH*  Protein "
Rank Score 3:; BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce;snon Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1959 867 10 4125 K746k  (R)QLLHNFPPDQLTSSGAPFWSGPKR(C) 2680.3630 114.0743 11.2 117849.6/5.49 HUMAN ~ P22314  Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3
Detailed Results
# N MH* MHY  MH* Protein N Di
Rank Score ?;Z)' BCS Unmatched V2fiable Sequence Calculated Error Error MWl  Species A°°%sSion MSDIGest o ioi yame
lons (Da) (Da)  (ppm) (Da)
1 19.59 867 10 4125 K746k (R)Q L L H N F\P P D Q\L|T SIS G A/P F/W/S/G/P k/R (C) 2680.3630 114.0743 11.2 117849.6/5.49 HUMAN ~ P22314 812091 Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3
Fragment-ion (m/z) |70.064 [86.096 |120.080 [159.091 (175.118 [217.134 (341.141 |438.196 |514.307 ‘531,273” ‘544,793*2 571.332 ‘572,333*2 ‘535,315*2 589.306 ‘595,303*2 ‘ 643.343%2 ‘552,330*2 658.363 (707.358 (736.372 |746,374+2 |753.409 844.442 |1088.578
Frac. Inten.(% of TIC) [ 0. . ! 021 . 3.49 251 394 266 3.58 278 . 10.62
Rel. Inten.(% of BP) 1.69 . 28.31 2036 3199 | 21.61 29.08 2259 86.19
Score 2.00 -0.28 0.20 025| 025 0.50 0.50 1.50
Ion-type w b10-H20*2 [PSNHS | 1515%2 |py1-Hp0*2 »
Delta ppm 17 36| 67 13 73 131
y11-H0*2
27.8
- Reset
g
1.63a+3 Vg Back
100.% L
217.1 Grow
PDQ
¥ Froa Shrink
| I
T T T
200 400 1000
Labels
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Result Summary

# MH'  MH*  MH'  Protein )
Rank Score ?,Z)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWipl  Species ‘“e:sm" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2080 912 8 425 K628k (RIDPPEEEIPFCTLKSFPAAIEHTIQWAR(D) ~ 3182.5615 114.1002 17.4 117970.6/5.76 HUMAN  ADAVT1  Ubiquitin-ike modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1SV=1
2 480 644 2 1425 K233k  (KIDPNMKGAMLTNTGKYAPTIDAEAYAIGKK(E) 31826224 1140393 -1.1 201565.3/9.65 HUMAN ~Q7Z6E9  Reinoblastoma-binding protein 6 0S=Homo sapiens GN=RBBP6 PE=1 SV=1
2 489 e44 2 425 K232k (KIDPNMKGAMLTNTGKYAPTIDAEAYAIGKK(E) 3182.6224 114.0393 -1.1 201565.3/9.65 HUMAN ~Q7Z6E9  Reinoblastoma-binding protein 6 0S=Homo sapiens GN=RBBP6 PE=1 SV=1
3 402 630 1 1425 None  (K)LVWPDIHKLDPHDLVAEDAQADLLSQFAAR(L) 3296.7274 -0.0656 -19.9 22151.2/5.63 HUMAN RQOUBI1 REVERSE COMM domain-containing protein 3 OS=Homo sapiens GN=COMVD3 PE=1 V=1
4 375 627 1 1425 M50m  (K)LVEAAERSPLIPPKQTRPEEVYLAGMEEK(R) 3280.7246 159372 -17.5 131655.0/6.87 HUMAN RO60290 REVERSE Zinc finger protein 862 OS=Homo sapiens GN=ZNF862 PE=2 SV=2
Detailed Results
) MH*  MH* MH'  Protein
Rank Score (0/)' BCS Unrrah:hed "i’i":';'e Sequence Calculated Error Error MWl  Species Accession MS D'Q“‘ Protein Name
©a) (2 (ppm  (D2)
12080 912 8 425 K628k  (R)D/PIP E/EE/I/P FCTLAS/K/PAAIERTIQWAR (D) 31825615 1141002 17.4 117970.6/5.76 HUMAN ADAVT1 812189  Ubiquitin-lke modifier-activating enzyme 6 OS=Homo sapiens GN=UBAG PE=1 SV=1
Fragment-ion (miz) |70.065 [84.079 [86.097 [185.092 [196.060 [213.088 [291.196 [438.277 [441.286 [485.188 ‘ 570.280 |598.276 ‘523 6653 ‘sgs 880°2 [ 767.304% [r70.412*2 ‘771 892" [196.163%* [810.363 ‘329 766%3 [g67.455" ‘935 0132 [953.500* ‘mzs 854" ‘1244 146*2
Frac. Inten.(% of TIC) 186 4.94 2.06 203 8.37 13.72 2.34 397 2.18 1404 831
Rel. Inten.(% of BP) 1324 3518 1466 | 1447| 5065 97.75| 1666| 2826| 1550 |  100.00 59.20
Score 150 150 0.50 150 . 150 150 150 150 150 150
lon-type yi5' | y12*2 s 0™ | yia2 | ypst 0| | oy ys® 5™ 202
Delta ppm 14 102 129 68 7.1 89 2 21 288 75 98
" = Reset
Y.
3.608+31 2o & Dack
100.% ]
+4 +2
2 2 Y20
b, )112*2 +4 2 Grow
2 be v
2012 413 EEEIP,, 15 43 X
140 . r; wF Shrink
I T 11
200 400 600 800 1000 1200
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Rank Score (,/'

1 1283 67.2 7
2 1088 623 6

lons
6/25
7125

#
BCS Unmatched Variable sites
lol

K739k
K746k

MH* MH*
Sequence Calculated Error
(Da) (Da)

(K)DGSLFWQSPKRPPSPIK(F) 1940.0389 114.0793
(K)DGSLFWQSPKRPPSPIK(F) 1940.0389 114.0793

Result Summary

MH* Protein

Error MWipl Species Acce;sion
(ppm) (D3
17.7 117970.6/5.76 HUMAN  ADAVT1
17.7 117970.6/5.76 HUMAN  ADAVT1

Protein Name

Ubiquitin-like

difi

"

.

enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1

Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1

Rank Score

(°/)

1 1283 67.2 7

ons
625

BCS Unrmtched Variable sites

K739k

Detailed Results

MH* MH* MH*  Protein
Sequence Calculated Error  Error MWipl
(Da) (Da)  (ppm) (Da)

(K)D G\s L/F/W/Q/s/P k R P P s P I/K (F) 1940.0389 114.0793

Species

17.7 117970.6/5.76 HUMAN  ADAVT1

Accession MS-Digest
# Index #

Protein Name

812189  Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=1

Fragment-ion (mz) 70.065 |84.045 (84.081 |86.096 (88.039 101.070 |110.071 |120.081 | 127.049 (129.102 130.070 (136.075 |145.061 |147.113 [159.090 [173.054 |173.128 (175.088 |196.073 ‘567 351*2 ‘510 861*2 ‘555 382*2 ‘574 8952 [757 9462 [341 .462*2

Frac. Inten.(% of TIC)

Nature Biotechnology: doi: 10.1038/nbt.1654
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10.78 7.91 6.25 365 543 393
Rel. Inten.(% of BP) 10000 | 7344 5802| 3387 | 5041| 3647
Score 1.50 1.50 0.50 1.50 1.50 1.50
lon-type w2 oyi0*? lyNest2 | oyt |y | yis*?
Delta ppm 134 36 106 10.1 235 05
o Reset
'9 | —
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Result Summary

SPI # MH* MH*  MH* Protein Accession
Rank Score (%) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1447 722 9 8/24 K71k (R)MDNNAAAIKALELYK(I) 1664.8676 114.0531 5.7 100688.2/5.12 HUMAN Q05086  Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=4

Detailed Results

# mH* mMH*  mH* Protein . .
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:sm" MI?‘ dD;g;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1447 722 9 8/24 K71k (R)M D/N N ANA/A/I/K/A L E/L/Y/K (l)  1664.8676 114.0531 5.7 100688.2/5.12 HUMAN Q05086 812649  Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=4
Fragment-ion (m/z) (84.080 86.095 [104.051 (120.082 [123.081 (129.102 {136.075 |147.111 |230.100 [291.190 |310.175 ‘355 165*2 ‘405 905+3 ‘414 711*2 423.250 [431.155 |489.785 |546.204 |546.330%2 729.876 (736.419 |766.917*2 (978.552 (1162.654
Frac. Inten.(% of TIC) [ o019 4.10 3.95 3.62
Rel. Inten.(% of BP) 1.64 36.09 34.78 31.85
Score 1.00 -0.36 0.50 -0.32
lon-type Y y10-H20"3
Delta ppm -2.1 85
Reset
5 —
CEESE) o Back
wos | ]
YQ 2
X ¥ a Yy
W2 42 Grow
. 230.1 291 1289 vy |—
Shrink
u —
T T T T
0 400 00 ] 1000
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Result Summary

SPI # mMH* MH* MH*  Protein Accession
Rank Score %) BCS Unma(ched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
(Da) (Da) (ppm)  (Da)
1 1749 817 10 7125 K67k (R)GGGVGGFLPAMKQIGNVAALPGIVHR(S) 2516.3918 114.0511 3.1 55210.6/6.77 HUMAN  Q9Y3I0 UPF0027 protein C220rf28 OS=Homo sapiens GN=C220rf28 PE=1 SV=1
2 472 569 2 14/25 K595k (R)DFLKRIFVEAKLRPSADELLR(H) 2516.4348 114.0082 -13.2 69741.2/8.04 HUMAN Q9Y2U5 Mitogen-activated protein kinase kinase kinase 2 0S=Homo sapiens GN=MAP3K2 PE=1 SV=2

Detailed Results

# MH* MH* MH*  Protein
Rank Score (S;)I BCS Unmatched Var;l‘z:hle Sequence Calculated Error Error MWipl Species Acoesslon Ma:lgest Protein Name
) lons (Da) (Da) (ppm) (Da)

1 17.49 817 10 7125 K67k (R)GGGWGGFLIPAMKQ NG N VAAL/P/G | VHIR (S) 25163918 114.0511 3.1 55210.6/6.77 HUMAN QY30 132681 UPFO0027 protein C220rf28 OS=Homo sapiens GN=C220rf28 PE=1 SV=1
Fragment-ion (miz) [72.081 [86.097 [120.080 [129.101 [143.111 [172.072 [175.122 [243.141 [262.116 [312.170 [339.608*2 |378.211*2 [487.288 [575.304 [581.345 [587.304 [619.336*2 [645.321 [663.058 [678.407 [714.372*2 [191.472 [862.540 [933.548 [993 556*2
Frac. Inten.(% of TIC) 6.78 .
Rel. Inten.(% of BP) 34.71
Score 1.50
lon-type ¥5
Delta ppm 115
Reset
s
800 Back
160.% _
o2
B, -2z Y 1Ly Grow
3
¥ 2 Yooy,
1 2 | araz w73 P peaj b, I o ¥y Shrink
I I I a1 1]
200 Am 600 B30 1000
Mi=s iz} Lahels
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Result Summary

+

Pl # MH MH MH*  Protein Accession
Rank Score (..,) BCS Unmatched Variable sites Sequence Calculated Error Error  MWIpl  Species ““°25°" Protein Name
(0a)  (Da) (ppm)  (Da)
1 1873 814 10 6125 Késk  (RILCEQGINPEALSSVIKELR(K) 2156.1380 114.0520 4.0 8478.8/4.76 HUMAN ~QUBAG7 UPF0582 protein C130rf37 OS=Homo sapiens GN=C130rf37 PE=2 SV=2
Detailed Results
# MH* MH*  MH*  Protein . -
Rank Score ?,Z)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWi/pl Species Acce;sm" Mlic?elg::t Protein Name
lons (Da) (Da) (ppm)  (Da)
11873 814 10 6i25 K65k (R)L CIEIQ/G TINP E A 1/S/S v/T/k E L/R (K) 21561380 1140520 4.0 8478.8/476 HUMAN  QUBAG7 108329  UPFO582 protein C130rf37 OS=Homo sapiens GN=C130rf37 PE=2 SV=2
Fragment-ion (miz) [72.082 [86.097 [131.117 [175.119 [274.123 [403.166 [479.792*2 [523.304 [659.396 [673.361 [701.327 [713.708%3 ‘719 372%3 ‘728 414%2 [750,071%3 [172.469 \785 436*2 [815.364 ‘870 483*2 [925.997 [934.501*2 ‘953 572*2 ‘990 021%2 [999.033*2 ‘1045593
Frac. Inten.(% of TIC) . 347 208 5.91 7.82 196 409 [ 24 : 265 285 355 3.28 957 506
Rel. Inten.(% of BP) 30.00 1966| 5598 | 7406| 1855 38.73 2514| 2702|3362 3109 | 9067| 47.93
Score 0.50 050| 056 150 | -0.19 150 025 150 | -0.34 0.50 150| 150
lon-type 56 ly1g-Hp0* 122 32 vi6*2 yi7-H0*2 | yi7*2 ¥
Delta ppm 40 106 23 28 156 106 38 s
Reset
270010 1] e
e
" 17 Back
100.5% ¥ e
) 12 ©
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181.1 5 ¥y . || b,
3 18] Shrink
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T v T T
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Result Summary

# MH* MH® - MH* Protein Accession "
Rank Score (%' BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2343 923 11 3/25 K53k (K)LIYAGKILSDDVPIR(D)  1672.9632 114.0554 7.0 39609.4/4.56 HUMAN  P54725 UV excision repair protein RAD23 homolog A OS=Homo sapiens GN=RAD23A PE=1 SV=1
2 1140 686 5 11/25 K502k K506k  (R)IIGKHPAKETVPIR(S) 1558.9428 228.0759 -5.6 465750.9/5.71 HUMAN RQ86WI1 REVERSE Fibrocystin-L OS=Homo sapiens GN=PKHD1L1 PE=2 SV=1
3 819 620 3 13/125 K193k (K)LLKMLGELQVMLER(R) 1672.9488 114.0698 15.0 83901.5/6.44 HUMAN RQ9Y4J8 REVERSE Dystrobrevin alpha OS=Homo sapiens GN=DTNA PE=1 SV=2
4 505 592 2 16/25 M943m K940k  (K)IIKNPmDLSTIKKR(L)  1656.9829 130.0357 -1.2 116831.9/6.73 HUMAN 015164 Transcription intermediary factor 1-alpha OS=Homo sapiens GN=TRIM24 PE=1 SV=3
5 482 551 2 13125 K302k  (R)VSDALLEKKKLMAAR(E) 1672.9778 114.0408 -1.2 43568.3/8.96 HUMAN P28222 5-hydroxytryptamine receptor 1B OS=Homo sapiens GN=HTR1B PE=1 SV=1
Detailed Results
+ + + i
Rank Score 3/) BCS Unma‘:ched Variable sites Sequence Calﬂ:ated éwr:,r évlr:,r PM“;\‘IZ:T Species Pccessmn MI?“?'ERM Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2343 923 11 3/25 K53k (K)L 11¥/A/G k|I/L/S/D/D/V/P I/R (D) 1672.9632 114.0554 7.0 39609.4/4.56 HUMAN  P54725 562945 UV excision repair protein RAD23 homolog A OS=Homo sapiens GN=RAD23A PE=1 SV=1

Fragment-ion (miz) |72.079 |84.080 [86.096 [87.098 [136.075 |175.118 [199.178 [200.181 [227.173 |368.231 [371.204 [385.256 |413.252 [484.320 |534.262 [599.350 |647.351 |663.880*2 |699.308*2 |714.379 |760.437 |780.926*2 [801.408 (914.493 [1027.579

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
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Result Summary

# MH* MH* MH*  Protein .
Rank Score (SG/P)I BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species Acce;slon Protein Name
/o)
lons (0a)  (pa) (ppm) (D2
1 1705 818 7 6/25 K24k (K)IDIDPEETVKALK(E) 1470.8050 114.0502 4.6 43171.4/4.79 HUMAN  P54727 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1
2 1233 688 6 10/25 K27k (K)IDIDPEETVKALK(E) 1470.8050 114.0502 4.6 43171.4/4.79 HUMAN  P54727 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1
Detailed Results
# i MH*  MH* WMH*  Protein ) )
Rank Score s‘,PI BCS Unmatched Var_|able Sequence Calculated Error Error MW/pl  Species Accession MS-Digest Protein Name
(%) sites # Index #
lons (Da) (Da)  (ppm) (Da)
1 17.05 818 7 6/25 K24k (K) I D\I D|P/E/E/T V/k A L/K (E) 1470.8050 114.0502 4.6 43171.4/4.79 HUMAN  P54727 562953 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1

Fragment-ion (m/z) {70.064 |72.082 (74.060 (84.079 |86.096 [102.053 130.083 [147.114 |183.117 [185.084 [199.106 [227.100 [229.121 |230.113 [356.151 |427.260 |439.174 |457.216 |555.287*2 |564.813*2 [573.378 |672.473 |773.481 [902.557 [1031.609

Frac. Inten.(% of TIC)
Rel. Inten.(% of BP)

Score
lon-type
Delta ppm
Reset
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Y |ﬁl,1 PEE 4 BT2S vg ¥ vy Shrink
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b T T T T T
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Result Summary

MH* MHY  MH* Protein

Rank Score ?,Z)' BCS Unmatched Variable sites Sequence Calculated Error Error  MWpl  Species ““°s5°" Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2530 944 13 325 K51k (KILIYAGKILNDDTALK(E) 1647.9316 114.0514 4.8 43171.4/479 HUMAN  P54727 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1SV=1
2 1110 681 6 14125 K60k (KILIYAGKILNDDTALK(E) 1647.9316 114.0514 4.8 43171.4/479 HUMAN P54727 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1
3 882 688 4 14/25 K136k  (R)ILGKGSFGIVIEATDK(E) 1647.9316 114.0514 4.8 57831.2/6.61 HUMAN QOBYT3 Serine/threonine-protein kinase 33 OS=Homo sapiens GN=STK33 PE=1SV=1
4 848 662 5 14/25 Kask (K)ILVEFVWDSQKKDK(L) ~ 1647.9316 114.0514 4.8 31293.6/5.10 HUMAN 095229 ZW10 interactor OS=Homo sapiens GN=ZWINT PE=1 SV=2
5 760 57 5 15125 K298k (R)ILNVDNPHVSAIVEK(W) 1647.9064 114.0766 19.1 104037.7/7.28 HUMAN ~ Q13003 Glutamate receptor, ionotropic kainate 3 0S=Homo sapiens GN=GRIK3 PE=1 SV=3
Detailed Results
+ + + .
Rank Score ‘sﬂz; BCS Unm:tched Variable sites Sequence Cal’::llated év'r:,r 2:,, :;3;7;;:‘ Species Acce:slon MI?“:)elges( Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2530 944 13 3125 K51k (K) L/T1¥/A/6/kI1/L/N/D/D/T A/L/K (E)  1647.9316 114.0514 4.8 43171.4/479 HUMAN P54727 562953 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1

Fragment-ion (m'z) (84.081 [86.097 87.100 [136.075 [147.113 [199.180 [200.182 [207.113 |227.176 [260.198 (371.203 |432.280 |534.266 |547.311 ‘ezz 842%2 (647.349 ‘551 363*2 (662.335 ‘535 874%2 [760.430 ‘753 413*2 [176.377 ‘324 962*2 [889.461 ‘1002548

Frac. Inten.(% of TIC) 1.21 4.20
Rel. Inten.(% of BP) 4.39 15.15
Score 1.50 1.50
lon-type yi14*2 ¥9
Delta ppm 165 1.0
Reset
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Result Summary

SPI # MH* MH®  MH*  Protein Accession
Rank Score %) BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
)
lons (Da) (Da)  (ppm)  (D3)
1 1004 713 6 8/23 K76k (K)NEVWWMVTKPK(A) 1261.7337 114.0453 1.7 43171.4/4.79 HUMAN  P54727 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1

Detailed Results

# . mMH* MH* MH*  Protein . Di
Rank Score :,Z)I BCS Unmatched Vasril:;le Sequence Calculated Error Error MWipl Species Pcce;slon M?‘c:)elg;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 10.04 713 6 8/23 K76k (K)N F\W\V V/M VIT k/P/K (A) 1261.7337 114.0453 1.7 43171.4/479 HUMAN  P54727 562953 UV excision repair protein RAD23 homolog B OS=Homo sapiens GN=RAD23B PE=1 SV=1
Fragment-ion (m/z) [72.081 [84.080 [104.053 [105.050 [120.080 [147.113 [171.145 [175.083 [199.145 [203.117 [226.152 [234.126 [244.164 [262.118 [271.140 [327.127 [344.189 [361.188 [ 425.245 [443.259 [573.327 [587.343 [817.451
Frac. Inten.(% of TIC) 404 298 022 418 297 364 406 297[ 452 987[ 468 346 552 980[ 1057 390 [ 421 265 600[ 259
Rel. Inten.(% of BP) 3822 | 2820| 210 | 39.59 2815 | 3443 | 3839 | 2813 | 42.80| 9345| 4428| 32.75| 5229| 9273 100.00 36.91| 39.85| 25.11| 56.81| 2455
Score 038 -028| 1.00| 150 028| 075| -0.38| -028| 050 1.50| 050| -0.33| -052| 075| 050 050| 075| -025| 150| 150
lon-type F v w a2 y2 b2 Tk b3 | VTk-H20 VTk v4 ¥6
Delta ppm 48| 07 55 85| -48| -43 -10.9 24 -132|  -46 135|107
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Result Summary

# mMH* MH*  MH*  Protein .
Rank Score (s,,z; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species Acce;slon Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1M1 ns 7 9/25 K129k (R)FLEQQNKILLAELEQLK(G) 2057.1641 114.0615 8.6 53651.9/5.06 HUMAN  P08670 Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4

Detailed Results

# MH* MH* MH* Protein .
Rank Score ?,Z; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce:slon M:“:)lges( Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1M1 75 7 9/25 K129k (R)F L\E Q 0 N k/I|L/L/A/E/L E Q L K (G) 2057.1641 114.0615 8.6 53651.9/5.06 HUMAN P08670 837031 Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4

Fragment-ion (m/z) 84.080 (86.096 (101.072 [120.076 |157.134 |201.079 (215.135 [227.175 |233.162 [261.159 ‘311 2252 ‘453 214*2 |486.303 ‘493 219*2 ‘535 759*2 ‘549 786*2 ‘592 323*2 (630.375 |691.349 (759.430 |830.472 (943.522 1056.621 |1115.569 |1169.702

Frac. Inten.(% of TIC) 5.85 3.48 4.02 298
Rel. Inten.(% of BP) 5353 31.85 36.80 27.32
Score 0.50 -0.32 -0.37 0.25
lon-type y6-H20*2 bg-NH3*2
Delta ppm 375 6.0
Reset
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Result Summary

sPI MH®  MH'  MH®  Protein Accession
Rank Score G/ BCS Unmah:hed Variable sites Sequence Calculated Error Error  MWipl  Species Protein Name
©2)  (Da) (ppm)  (Da)
1 2182940 9 325 K139k (K)ILLAELEQLKGQGK(S) 1539.9105 1140585 9.4 53651.9/506 HUMAN P0B670 Vimentin OS=Homo sapiens GN=VIM PE=1SV=4
2 1858 858 7 525 K143 (K)ILLAELEQLKGQGK(S) 1539.9105 114.0585 9.4 53651.9/5.06 HUMAN POB670 Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4
3 730 543 3 1325 K795k (KIKELLKALLNEIAGK(Q) 1539.9469 114.0221 -12.6 122521.8/6.23 HUMAN RQOUPNS REVERSE E3 ubiquitin-protein ligase TRIM33 OS=Homo sapiens GN=TRIM33 PE=1 SV=2
3 739 543 3 1325 K799k  (KIKELLKALLNEIAGK(Q) 1539.9469 114.0221 -12.6 122521.8/6.23 HUMAN RQOUPN9 REVERSE E3 ubiquiin-protein ligase TRIM33 OS=Homo sapiens GN=TRIM33 PE=1 SV=2
4 661 637 2 1625 KI015kK1023k (K)LLSKAIVNEWVK(L) 14259039 228.0650 -12.6 182623.1/7.30 HUMAN RQ70235 idylinositol 34,5 P Rac exchanger 2 protein 0S=Homo sapiens GN=PREX2 PE=1 SV=1
Detailed Results
# i MH*  MH* MH*  Protein ) -
Rank Score (o/':)l BCS Unmatched Vas'i;Z:'e Sequence Calculated Error Error MWl Species '“eis"’" M:“fe'gjf‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
12182940 9 3125 K139k  (K) | L|L/A E/LE/Q/L/K/G Q/G K (S) 1539.9105 114.0585 9.4 53651.9/5.06 HUMAN POS670 837031 Vimentin OS=Homo sapiens GN=VIM PE=1SV=4
Fragment-ion (miz) [84.079 [86.096 [87.098 [102.053 [143.117 [157.132 [185.128 [199.180 [200.181 [201.087 [204.135 [227.174 [314.173 [371.188 [389.215 [556.306 [613.344"2 [631.348 [g57.870*2 [114.309"2 [744.444 [855.475 [872.495 [1001.534 [1114.621

Frac. Inten.(% of TIC) 141 1.38 3.71 5.00 215

Rel. Inten.(% of BP) 4.19 411 1099| 1485 638
Score 075 0.50 1.50 150 1.50
lon-type LAELE |y Hp0*2 vi1*2 | oy ¥6

Delta ppm 151 2.8 234 31| 109
Reset
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Result Summary

Pl # MH* MH®  MH'  Protein Accession
Rank Score (n/) BCS Ummlched Variable sites Sequence Calculated Error Error MWipl Species # Protein Name
ns (Da) (Da)  (ppm) (Da)
1 2497 949 15 2/25 K396k (K)ILTKLLEVSDDPQVLAVAAHDVGEYVR(H) 2950.5884 114.0746 10.3 55883.4/6.07 HUMAN  Q9UI12 V-type proton ATPase subunit H OS=Homo sapiens GN=ATP6V1H PE=1 SV=1
Detailed Results
# . mMH* MH*  Protein . D
Rank Score (n/) BCS Unmatched V.'-;rin‘zzle Sequence Calculated Error Error MWipl Species Acce;snon M.?.:e'fis' Protein Name
lons (Da) (Da)  (ppm) (Da)
1 2497 949 15 2/25 K396k (K) I L\T k\L L\E|V/S/D/D/P Q/V/L/A V/A A/H/D/V G E Y V R (H) 2950.5884 114.0746 10.3 55883.4/6.07 HUMAN  Q9UI12 832021  V-type proton ATPase subunit H OS=Homo sapiens GN=ATP6V1H PE=1 SV=1

Fragment-ion (miz) |72.081 [84.080 [86.095 [199.179 [226.113 [227.177 [325.187 [570.365 ‘515 301*3 [670.320 ‘700 278*2 [122.369 ‘749 904*2 [796.533 [837.441 [g62.467*2 [019.982*2 [925.565 [947.172 [974.479 ‘917 479*2 ‘1021 015*2 [1070.522*2 ‘1116 553 ‘1235 669

Nature Biotechnology: doi: 10.1038/nbt.1654
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Result Summary

S| # MH* MH* MH*  Protein

Rank Score (;)I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl  Species Acce;slon Protein Name
A
lons (Da)  (Da) (ppm)  (P2)
1 1231 639 8 12/25 K116k (K)IGLTKALTQMEEAQR(K) 1688.9000 114.0445 0.9 31293.6/5.10 HUMAN 095229 ZW10 interactor OS=Homo sapiens GN=2WINT PE=1 SV=2

Detailed Results

# MH* MH* MH* Protein . .
Rank Score (s,,Z)I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn Mli(?e')g(;s‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1231 639 8 12/25 K116k (K)1 G\L T k A L/T/Q/M/E/E/A Q/R (K) 1688.9000 114.0445 0.9 31293.6/5.10 HUMAN 095229 933375  ZW10 interactor OS=Homo sapiens GN=ZWINT PE=1 SV=2

Fragment-ion (m/z) |70.066 |72.080 (84.044 (84.082 |86.097 (87.100 (101.072 [110.072 [120.080 (136.076 [171.108 [175.119 |325.201 (374.215 |452,926*3 |503.274 |632.299 |633.297*2 |670.303 |670.644 |670,985*2 750.838 |763.348 891.396 |992.461
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Rel. Inten.(% of BP)

Score
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Supplementary Fig. 7
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Supplementary Fig. 7 Ubiquitinated peptides have little preference for backbone amino acid
sequences.

(a) Normalized frequency of each of the 20 amino acids within a six amino acid span on either side
of the ubiquitinated lysines. Normalization was carried out against the frequency calculated for each
amino acid using all lysines in all human proteins in the Swiss-Prot database (v57.2, May 5, 2009)
(left panel) or against the immunogen (bovine histone 111-S) used for the antibody production (right
panel). Note that (1) there are no Cys (C), Phe (F), and Trp (W) in the immunogen so that the
normalized frequency for these amino acids is artificially set to 1.0 and plotted with open circles;
and (2) the ubiquitinated lysines were not counted in this analysis. In the left panel showing residues
adjacent to the modified lysine in ubiquitin remnant peptides, Ala, Gly, lle, Leu, Pro, and Val, are
slightly enriched (student’s ¢ test, p < 0.0001) and Cys, His, Lys, Arg, Ser, and Trp are slightly
depleted (student’s t test, p < 0.0001).

(b) Sequence logo representations of extracted motifs for the ubiquitinated peptides obtained using
the Motif-x* search algorithm. The significance, number of matches, and the fold increase of the
motif were shown below each logo. Sequence logos were automatically generated by Motif-x using
Weblogo® ®. In sequence logos, the height of each residue is proportional to the frequency in the
subset of peptides”.

(c) Backbone amino acid sequence analysis of ubiquitinated peptides detected in yeast. A density
map was prepared as described in Fig. 3b except we used the proteins found to be ubiquitinated in
yeast described in a previous proteomic study’. Unlike in mammalian proteins, Asp, Glu, His, and
Pro are highly enriched (>2.3 times of the expected value in the yeast proteome) at some positions.

(d) The frequency of each of the 20 amino acids at the indicated positions of the N- or C-termini of
the lysines in the immunogen or in the ubiquitinated peptides. The difference between these density
maps from the one in Fig. 3b is that here the data are not normalized to the frequency of each of 20
amino acids at the same position using all lysines in the human Swiss-Prot database. As can be seen,
the two density maps clearly show that amino acids that surround the modified lysines in the
immunogen are not similar to the amino acids that surround the modified lysines in the ubiquitin
remnant peptides. This confirms that there is no major bias or preference for amino acid context
surrounding the diglycine-modified lysine in the peptides that are immunoprecipitated by the GX41
antibody.
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Supplementary Fig. 8

Supplementary Fig. 8 Both solvent exposed and buried lysines can be ubiquitinated.

(a) A solvent exposed ubiquitination site, lysine 76, from UV excision repair protein RAD23 homolog B
(PDB:1UEL). The solvent-accessible area of lysines is shown in red.

(b) A solvent buried ubiquitination site, lysine 435, from -catenin (PDB:1JDH). The snapshots were

prepared using PyMOL®. Buried lysines are interesting since some mechanism must exist to increase
their solvent exposure in order for them to be ubiquitinated.
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Supplementary Fig. 9
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Supplementary Fig. 9 Ubiquitinated lysines are highly conserved in different organisms.

Lysine conservation in human, mouse, rat and yeast for all lysine residues (All Lys) and ubiquitinated
lysine residues (Ub Lys) for the ubiquitinated proteins identified in our experiments. The sequence
alignment of human proteins is performed by Basic Local Alignment Search Tool (BLAST) and the best
hit for each human ubiquitinated protein in three organisms, mouse, rat and yeast, is used for the
analysis of lysine conservation. Matches are found for all the ubiquitinated proteins in the mouse and
the rat proteome, while matches were found for all but four proteins in the yeast proteome. This analysis
showed that the ubiquitinated lysines are more conserved than lysines in general in three organisms.
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Supplementary Fig. 10
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Supplementary Fig. 10 The anti-diglycyl-lysine monoclonal antibody can quantitatively enrich for
and quantitate ubiquitinated peptides in SILAC experiment.

(a) The anti-diglycyl-lysine antibody immunoprecipitation can be used for the quantification of
ubiquitinated peptides in connection with SILAC approach. Cells were metabolically labeled with light
or heavy lysine and cells were mixed prior to Ni-NTA affinity purification, trypsin digestion and
immunoaffinity purification. We selected peptides at a range of MS intensity to determine the ratio of
light to heavy. An approximate 1:1 ratio was seen over the entire range of selected ion intensities. The
average ratio (1.01) and 2X of its standard deviation (2X 0.09) are indicated with dotted lines in the
figure.

HEK?293 cells were labeled with either light or heavy lysines in SILAC medium and transfected with a
plasmid expressing Hisg-tagged ubiquitin. An equal amount of cells from each of the labeled condition
both treated with 25 uM LLnL for 16 hours, are mixed, lysed, and purified using Ni-NTA resin followed
by trypsin digestion, anti-diglycyl-lysine antibody immunoprecipitation, and LC-MS/MS analysis.

(b-j) Examples of MS spectra of nine ubiquitinated peptides from ubiquitin, BRCA1 associated protein,
and heat shock 70kD protein 1 obtained from the sample described above.

Almost all the ubiquitinated peptides have a ratio within 20% of the expected value, 1.0. The ratios of
the representative ubiquitinated peptides in light and heavy forms are very close to 1.0. These results

demonstrated that the monoclonal antibody can be used for peptide quantification in SILAC approach
and also confirmed the labeled cells are equally mixed prior to affinity purification.
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Supplementary Fig. 11
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Supplementary Fig. 11 MS and MS/MS of peptides from non-ubiquitinated PNCA used to normalize
ubiquitinated PNCA peptides in SILAC quantification.

(a) and (b) The cell lysate from the mixture of light and heavy lysine-labeled cells, treated with colchicine and
vehicle, respectively, contains an approximately equal amount of light and heavy lysine-labeled non-
ubiquitinated PCNA peptides. Typical MS spectra of two non-ubiquitinated PNCA peptides from the initial cell
lysate mixed with same amount of light and heavy lysine-labeled cells prior to the affinity purification by Ni-
NTA resin. These data suggest that total PCNA levels do not change substantially as a result of colchicine
treatment. The average ratio of these light and heavy lysine-labeled peptides was used for the normalization of
ubiquitinated PNCA peptides from colchicine- and vehicle-treated samples.

(¢) and (d) MS/MS spectra of non-ubiquitinated PCNA peptides used for normalization to confirm their identity
in (a) and (b), respectively. Note that the peptide in (¢) contains a heavy lysine (Lys8) at the C-termini.

HEK?293 cells were grown in SILAC medium with either light (Lys0) or heavy lysines and transfected with
Hiss-tagged ubiquitin. Light and heavy lysine-labeled HEK293 cells were treated with colchicine (10 uM) and
vehicle, respectively, in the presence of proteasome inhibitor (LLnL, 25 uM), for 16 hours. An equal amount of
differently labeled cells were mixed, lysed, digested by trypsin, and analyzed by LC-MS/MS.
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Supplementary Fig. 12
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Supplementary Fig. 12 Analysis of the change in tubulin a-1A ubiquitination at three different
lysines upon drug treatment.

HEK?293 cells were grown in SILAC media containing either light (Lys0) or heavy (Lys8) lysine, and
transfected with Hisg-ubiquitin plasmid. LysO-labeled cells were treated with 50 uM LLnL (vehicle) while
Lys8-labeled cells were treated with 50 uM LLnL and 10 uM colchicine (a, c, €) or 1 uM vinblastine (b, d,
f) for 30 min. The same amount of cells from vehicle and drug (colchicine or vinblastine) treated samples
were mixed and ubiquitinated peptides were obtained as described in the text. The relative MS ratio
between Lys0- and Lys8-labeled ubiquitinated peptides was used for the quantification of ubiquitination
level in vehicle or drug treated sample. This ratio is normalized by the average ratio of two unmodified
tubulin peptides (Supplementary Fig. 13) detected in the initial cell lysate. All the experiments were
repeated three times.
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Supplementary Fig. 13
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Supplementary Fig. 13 MS and MS/MS of peptides from non-ubiquitinated tubulin o-1A used for
SILAC normalization of ubiquitinated tubulin peptides quantified in Supplementary Fig. 12.

(a) and (b) Typical MS spectra of non-ubiquitinated tubulin peptides obtained from the initial cell lysate
mixed with same amount of light and heavy lysine-labeled cells prior to affinity purification by Ni-NTA
resin. These peptides were used for the normalization of the ratio of ubiquitinated tubulin peptides from
vehicle or drug treated samples.

(¢) and (d) MS/MS spectra, corresponding to the non-ubiquitinated peptides in (a) and (b) respectively,
used to confirm their identity.

HEK293 cells were grown in SILAC medium with either light lysine (Lys0) or heavy lysine (Lys8) and
transfected with Hiss-tagged ubiquitin. Light and heavy HEK293 cells were treated with vehicle and
drugs (10 uM colchicine or 1 uM vinblastine), respectively, in the presence of the proteasome inhibitor
(LLnL, 50 uM) for 30 min. An equal amount of differently labeled cells were mixed, lysed, digested by
trypsin, and analyzed by LC-MS/MS.
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Supplementary Fig. 14
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Supplementary Fig. 14 Features of Hiss-Ub expression in HEK293 cells.

In this experiment we assessed the degree of Hisg-Ub expression relative to endogenous ubiquitin. Non-
transfected and Hisg-Ub-transfected HEK293 cells treated with LLnL were lysed and the lysates were
separated by SDS-PAGE and blotted with anti-ubiquitin antibody (left panel). As can be seen, ubiquitin is
readily apparent (solid circle), as well as higher molecular weight ubiquitin-conjugated proteins. Lysates
from cells expressing Hisg-Ub show the heterologously expressed protein (indicated with an asterisk).
Only a small amount of this protein is expressed relative to the endogenous amount of ubiquitin, reducing
the likelihood that this protein might perturb endogenous ubiquitin pathways. In the right panel, cell
lysates are blotted with His-Probe HRP (right panel) to detect Hisg-Ub and Hisg-Ub-conjugated proteins.
Note that the His-Probe HRP can also detect endogenous histidine rich proteins.
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Supplementary Fig. 15
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Supplementary Fig. 15 Ubiquitinated proteins are significantly enriched after Ni-NTA resin
purification.

The use of Hisg-Ub expression allows for the enrichment of ubiquitinated proteins prior to trypsin
digestion and ubiquitin remnant peptide immunopurification. In addition to reducing the likelihood that
diglycine-modified peptides might derive from modifications other than ubiquitin, this approach can also
enrich for otherwise low abundance proteins, thereby facilitating their detection. In the experiment above,
the same amount of proteins from cell lysate and Ni-NTA eluate from Hisg-Ub expressing HEK293 cells
were separated by SDS-PAGE and stained with Coomassie blue (left panel) or blotted with anti-ubiquitin
antibody (right panel). Ubiquitinated proteins were significantly enriched in the sample after Ni-NTA
resin purification.
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Supplementary Figure 16
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Supplementary Fig. 16 Manually annotated MS/MS spectra of ubiquitinated peptides associated
with microtubule inhibitor studies.

In these spectra, the y-ions and b-ions are labeled in red and blue, respectively. The peaks associated
with parental ions are labeled in black. The unmatched peaks are indicated by green asterisks (*). The
m/z values for y, b ions and parental ions are provided for each matched peak. The m/z, charge state, the
mass error of the precursor ions, and the fragmentation pattern of the peptides are shown in the spectra.
As expected, all the major peaks are matched while only a few peaks with very low intensity are not

matched.
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Supplementary Fig. 17
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Supplementary Fig. 17 A Venn diagram shows the overlap of the Spectrum Mill-identified
ubiquitinated peptides (<1% false positive rate) based on their concurrent identification using other
search programs: Mascot, X!Tandem, and Phenyx.

The mgf file containing MS/MS fragments of all the ubiquitinated peptides identified by Spectrum Mill
was submitted for online database searching by the three search programs listed above.

Websites for online search programs:

Mascot: http://www.matrixscience.com/search_form_select.html
X!Tandem: http://ppp.thegpm.org/tandem/ppp.html

Phenyx: http://www.genebio.com/products/phenyx/phenyx_online.html
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Supplementary Fig. 18
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Supplementary Fig. 18 Full-length blots for Fig. 2d. The bands labeled with asterisks are likely 1gG bands.
Note: The original PVDF membrane for PARP1 blotting was cut at about 55 kDa after transferring the proteins
to the membrane.
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Supplementary Table 1. List of LC-MS/MS identified ubiquitin-remnant peptides with diglycine-modified lysines. The listed information includes charge state, score, Forward-Reverse score, the percentage of the scored peak intensity (SPI), modification sites, start amino acid number in the protein sequence, sequence map,
measured mass, matched mass, mass shift, delta mass, molecular weight, uniprot accession #, protein name, Phenyx p-value, Mascot score and expectation value, X!Tandem log(e) value if available. The symbols, \, / and |, represent b-ions, y-ions, and both b-ions and y-ions, respectively. Diglycine modified lysines are
indicated as “k”. In the treatment column: Vehicle for no treatment, LLnL for LLnL treatment, and Both for both vehicle and LLnL treatment.

Fwd- N miz MH+ MH+ - p value Mascot o Lysine
# | 2| score | Rev [sPig| VaraDle |StatAa Sequence Map Measured | Matched |gyic "t | Error | 8 | Accession #|Protein Name Treatment | from | "cet ion | mete) varue| Acetylati
Scol (Da) (Da) (ppm) Phenyx | Value Site
804 |K51k 44|(R)NL|L\SV/A/Y/KINIVIVIGAIR(R) 539.9755| 1503.864 4.0478 28082. P31946 4-3-3 protein beta/alpha LLnL 17E-11 52 2.9E-04/ -8.7 Y
89. 06k 9_5+LK LI/CCD\I|L/DVLDKHL/I/P/AA/N/TGE/SK(V) 703.11 2695.379 4.0592 5. 29174. P62258 4-3-3 protein epsilon Both 40E-14/ -4.8
5 93.4 96k 194|(R)LA\KAAFDD\A\I|A/E|L/D/T/L/S/E/E/SIYK(D) 8.7 2400.182 4.0 5. 29174 P62258 4-3-3 protein epsilon Botl 7E-4£| 7.0E- -16.6/
.54 62. 0k 43| (RINL/L\SVAIY/K/INVIIIGA/R(R) 544.64 1517.88 4.0 0. 29174. P62258 4-3-3 protein epsilon LLnL B7E-07| 4 2.3E- -2.4 Y
. . 88.4 58k 250|(R)VV|GSEL/I/Q/K/Y/LIGD/GPK(L) 6 1702.937| 4.0 7. 49184.. P62191 |26S protease regulatory subunit 4 LLnL ATE-17) 4 7.5E-04 Y
.06 1. 96. 10k 201{(R)FVIN\L|GIE/P/PKGV/L/L/FIG/PPGTGK(T) 4.4 2237.269 4.0 -0. 48634. P35998 |26S protease regulatory subunit 7 LLnL 25E-14| 4 1.3E- 7.
.94 0.94 65.. 10k K222k R)FVAN\LGIE/PPkGVL/L/F/G/P/IPGTGKTLCAR(A) 8.0 2. 48634. P35998 |26S protease regulatory subunit 7 LLnL -1
8| .24 | 8.16 76. 222k )GV\L|L/F/G/P/P/GTGKTLCAR(A) 4.0577 48634. P35998 |26S protease regulatory subunit 7 LLnL -
9 .56 .0 85. 48K 40| (R)VI|GSELV/Q/K/Y/VIGE/GA/IR(M) 4.0731 16.1 48634. P35998 |26S protease regulatory subunit 7 LLnL 5.21E-09| 31 3.3E-02! ~
2.49 4 69. 10k 303|(K)TSSAF/V/GK/T/PEASPE/P/K(D) 0432] 0.2] 1058 099460 _|26S proteasome non-ATPase regulatory subunit 1 LLnL 2.19E-05 -2.4 Y
5.10 -3 73. 22k 109|(R)IA|F|V/GS/PVEDNEKD/L/VK(L) 4.056] 6. 407 P55036 _|26S proteasome non-ATPase regulatory subunit 4 LLnL 43 2.9E-03 -1.4
7.20 | 17.2 72. k 26{(R)LQ\A\QQD\A/V/N/I/V/CH/SKT/R(S . 0582 7. 407: P55036 _|26S proteasome non-ATPase regulatory subunit 4 LLnL 3.70E-10] -10.4
270 | 8.25 60.. 9k 107|(R)ANAYL/F/P/SGLFE/K/R(A) 575.987' 611.889) 114.0598| 9. 458: P82933 |28S ribosomal protein S9, mitochondrial LLnL -
0.75 | 4.62 73. 5k 128|(K)LNE\G\L\PEKVL/S/LV/DD/PR(N) 669.712 893.069| 114.0529| 81 Q9BZE1 9S ribosomal protein L37, mitochondrial LLnL 4.60E-06
9.31 4.54 61. 8k K139k 130|(R)SA\V|PPGADKKAEAGAGSA/T/E/F/QFR(G) 655.8234| 2392.189| 228.0826 -1. 8897.9] p46783 |40S ribosomal protein S10 LLnL 7.01E-07 -
7 10.75 | 69. k 43| (K)kGL\TPS/Q/I/GV/ILR(D; 499.3034| 1381.853] 4.0 72224 p62277 |40S ribosomal protein S13 LLnL -3.
4. 14.88 | 74 k 46|(R)TL\Q\YKL\L/E/PV/L/L/LIGK(E) 614.71 728.067 4.0 6445.4| p62249 |40S ribosomal protein S16 LLnL 23 3.2E-02! -4.
8| 4.04 | 14.04 7 9k L) 433.577' 184.667 4.0 X 5550. 08708 [40S ribosomal protein S17 LLnL 32 2.3E-02 -2 Y
9 4.4 9.31 64 8k FK/A/EL/N/E/FILTR(E) 695.3736| 1970.038| 114.01 12. 26688.. P23396 |40S ribosomal protein LLnL -7.
0| 79 779 77. 97k 188|(K)IM|L/P/W/D/PTGK/IGPK(K) 556.307 552.856 4.052f 26688.. P23396 _[40S ribosomal protein Both 34 1.6E-02 -3.
-40 715 | 80. 0k (R)F/G|F/PEGSV/EL/Y/AIEKVIATR(G) 705.361 2000.012 4.058! . 26688.. P23396 |40S ribosomal protein LLnL -8.
.37 0.37 [ 60. 42k 121|(R)TLTAVHDAWLED\LV/F/P/SEIVGK/R(I) 660.1066| 2523.382 4.022 7. 2212 P62081  [40S ribosomal protein LLnL -1
.64 6.64 76. 9k 42|(R)ELN|/TAAK/E/IE/NIGGG/R(K) 590.9872 656.892| 114.055! 7. 22127| P62081 |40S ribosomal protein S7 LLnL 35 2.2E-02! -
77 | 431 93.. 28k 126 | (K)GAK\L\T\PE/E/E/E/I/LIN/K(K) 562.. 70.832 4.05 8. 24205.3] p62241 |408S ribosomal protein S8 LLnL -
2 43 143 | 71. 44k K347k 339|(R)VLGF|VKVAK[EQGAK(V) 51.4 473.879| 228.09! 5. 53802.2| P49189 [4-trimethylaminobutyraldehyde dehydrogenase LLnL -
26 .47 047 | 61. 292k 291|(R)LKVG\LQIVV/AVIK(A) 423.2744 53.767| 114.04 -0. OSH P10809 0 kDa heat shock protein, mitochondrial LLnL AE-02 -
27, X 8. 96.. 49k 34 GV|N\V|E|PF/W|PGL/F|Ak(A) 08.97 02.895 14.04 3. 514| p05386 08 acidic ribosomal protein P LLnL .0E-05 -
28] 3 | 20. 0. 82.! 2 ) YVIAISY/L/LIAAILIGGNSS/PSA/K/D/IK(K) 80.4125 225.181 4.04 -0. 665 P05387 0S acidic ribosomal protein P: ‘ehicle 4.9E-02 = Y
29 0. 0. 75. 4 LN\K\V|I/SEL/N/GK(N) 443.589 1214.71 4.0421 -0. 665| P05387 08 acidic ribosomal protein P: Both 4.12E-11 1E-02 -2,
30| 7. 7. 81. K)NIEDVMIAQGIGKLAS\V|P; |P P P EEK(K) 1032.2902| 4012.099 4.0404 - 665 P05387 0S acidic ribosomal protein P: LLnL -4.7
734 9k 165|(R)WF\QQKY/D/GI/I/LIPIG/K(-) 602.9926| 1692.911 4.0524 20252.; P62913 0S ribosomal protein L LLnL -2.5
73.8 38l R)AAK\VL\E\QL|T/GQ/T/P\V/F/SK(A) 644.3597 17.017] .0478 20252. P62913 0S ribosomal protein L. LLnL 4.21E-20; -4.5
4 70.7 40k 129|(K)FF\EW\I/LI/D/P/F/H/KIAIR(R) 490.529 45.04 4.052] 4146. P61313 0S ribosomal protein L Both 4.36E-10;
. 63. 3k 4|(R)YSL/D/PE/N/P/TKISCK(S) 551.5956 538.7° 0567 1397. P18621 0S ribosomal protein L. LLnL -
. 5. 87. 19k 116|(R)AG\GK\\L\T\F/DQILA/L/D/S/IPK(G) 630.0122 773 .0475 1634. Q07020 0S ribosomal protein L Both T7E-22] 41 4.5E-03 -6.
36| 7. 8.52 79.4 52k 140_}_@ LA/PDYD\A\L|DV\A/NK/IG/II(- 958.0189 800.97: 4.05% 7695. P62750 0S ribosomal protein L23a Both 4.74E-09 -4.
37, .9 3|(K)VE|LCSFS/GYK/I/YP/GH/G/R(R) . 969.959 4.0637 10| 777 P83731 0S ribosomal protein L24 LLnL 35E-09 -1
38| 7. 24[(R)TDGKV\F/Q/FL/NA/K(C) 367. 4.0513 5.6 777 P83731 0S ribosomal protein L24 both 52E-09 Y
9 .0 Eﬁ}i Al TG/AS/LIA/DINMIA/KIR(N) 4.0537 7 777 P83731 0S ribosomal protein L24 Both -1.8 Y
40 .95 29|(K)AK\DQT/KAQAAAPA\SV/P/AQ/A/PK(R) 4.067 11! 7752 P47914 0S ribosomal protein L: Vehicle -1.7
4 )AQ\AA/A|PA/SV|PAIQ/AIPKR(T) 4.0404 - 7752 P47914 0S ribosomal protein L LLnL 3.99E-17 -5.2
4 K)GDV/P/T/k/R/P/PVILIR(A) .056: 9995, P62424 0S ribosomal protein L7a LLnL -1.4
4 4 K)GAIL|AIK|L|V/E/AIR(T) 4.04. 9995, P62424 0S ribosomal protein L7a LLnL .15E-08| 61 1.7E-05 -4 Y
4 4 296|(R)VW|TSQ/LK/STI/QITA/EAL/R(L) 4.056] . 59609. Q16875 -phosphofructo-2-kinase/fructose-2,6-biphosphatase 3 LLnL .56E-05
4 )VV|GAQ/SL/KE/MV/S/K(L. 066: 15.1 5314 P52209 -phosphogluconate dehydrogenase, decarboxylating LLnL .33E-11 -3.9 Y
4 4 71]|(K)Y/PIEHGI/TNW/D/D/M/EK/IWHHTFYNE/LR(V) 715.147 065’ 4201 P68032 ctin, alpha cardiac muscle 1 LLnL 2E-05
4 186|(R)DL[TD/YLIM/KI/LITE/R(G) 575.638 4200 P62736 |Actin, aortic smooth muscle LLnL 1E-11 Y
48 .37 318|(K)EITALA/P/S/T/MKI/K(I) 506.287 4200 62736 |Actin, aortic smooth muscle Both 7E-10; -2.
49 .50 329|(K)IK\\/A/P/PE/R(K) 384.239 X 4200 P62736 |Actin, aortic smooth muscle LLnL 9E-05| 35 2.7E-03| - Y
0| .67 96|(R)VA\PEEHPVLLTEA/PL/N/PKANR(E) 603.083 10.; 4173 60709 |Actin, cytoplasmic 1 LLnL -3.
1 .04 7.04 74 1 291|(R)KDLYANT\V|L/S/G/GT/T/M/Y/PGI/AD/R(M) 819.7483 9. 41737 60709 |Actin, cytoplasmic 1 LLnL 8.25E-12| 63 2.8E-04 7.
52 4.06 6 195|(K)EKGST\LD\LS/DLEAEK/L/V/M/IFQ/R(R) 660.0925 11, 1522. 000767 _|Acyl-CoA desaturase LLnL -4.
53] .65 9 197|(K)GST/L/D/L/SDLEAE/K/LIVIMIFIQ/IR(R) 756.0563 1522, 000767 _|Acyl-CoA desaturase LLnL . 12E-11 33 2.6E-02 -7.
54/ .98 2k 5[(R)LL|L/NNGAK/M/PI/L/IGLGTWK(S) 685.0626 5. 5853, p15121 [Aldose reductase LLnL .39E-05
55| .24 53 1)(K)AIAHYE\QSAD\Y/Y/k/IGEES/N/S/SANK(C) 669.8034| 2 4. 32. P54920 |Alpha-soluble NSF attachment protein LLnL .09E-13[ -2.9
56 9l 27|(R)LT|%’V/I/ TSLDTK/NI/A/FE/R(T) 745.064 1. 76 081207 _|Ankyrin repeat domain-containing protein 13A LLnL 45E-12] 45 1.9E-03
ﬂ‘ 1202|(K)AQ\EE/P/P/AKL/L/ID/D/LF/R(K) 619.3324 1 1 Q9UKV3 _ |Apoptotic chromatin condensation inducer in the nucleus LLnL -1.8]
58 29|(R)FLIAVAQKGA\Y/PI/I/FITAWK(L) 680.376 1. Q6NxXE6 _|Armadillo repeat-containing protein 6 LLnL .56E-06!
59| . R)DVPLHALYDNVEKL|F/P/G/FE/IETVK(N) 722.633 8. . P08243 |Asparagine synthetase [glutamine-hydrolyzing] LLnL .59E-06! -
60| .98 4| (K)I/L|Q/EYVEHQV/DDA|MMANAAQ/K/F/P/FN/T/PK(T) 838.1635, 10.; 70. p08243 |Asparagine synthetase [glutamine-hydrolyzing] LLnL .54E-05! -
61 4| (K)I/T|SDE/PL/Tk/DD/I/PVFL/R(H) 691.706| 1 9. Q9UBB4 _|Ataxin-10 LLnL -91E-06! -6.
62 g R)SF|I/C/N/Y/KIEH/WIFTVIR(K) 500.994 7. P54252  |Ataxin-! LLnL 93E-13| 48 4.6E-04 4.
63 . - 91. 00k K)LI|GEE/L|A/Q/L/K/E/QR(V) 547 .64 7. P54252 |Ataxin- LLnL .55E-17| 55 1.3E-04 -2.
64 .38 | 15.38 | 80.1 [K195k 85|(R)LGGHG\PSF|PL/K/GI/TE\QQ/K(E) 502.774 . 8270 P13010 [ATP-dependent DNA helicase 2 subunit 2 Both 7E-10; - Y
65 .37 .37 81.! 37k 19|(R)LVIT|L/I/SQQATL/L/A/SINEAFK/K(Q) 763.7705 6. 2799 Pp51572 |B-cell receptor-associated protein 31 LLnL .89E-11 33 1.1E-02 -
ﬁ‘ .62 6. 69.4 [K95k 80|(K)VNIL\QNN/P/GAMEH/F/HMK/LF/R(A) 480.2443 9. 2799 p51572 _|B-cell receptor-associated protein 31 LLnL 1E-09] 32 3.4E-02!
67, 4.06 .61 . 460k 1456|(R)LII TILILIQ/R(A) 561.6626 1 192189.! Q6W2J9  |BCL-6 corepressor Both .39E-09 52 2.7TE-04/
68, .07 0. 09k 508 (K)WKALF\EE' E/L/L/T/EAE/K(K) 716.037 = 64616.. P31939 |Bifunctional purine biosynthesis protein PURH LLnL 7E- -5.6
69 .35 81k K385k 377|(R)LVIASKTDGKIVQYE|C/E/G/D/T/C/QE/E/K(I) 754.6045 67291 072569 |BRCAT1-associated protein LLnL .86E-14 75 7.0E-07!
70 1 85k 382(K)TD\GKIV\Q\Y|E/C/E/G/D/T/ICQIE/EK(I) 801.67 6729 Q72569 |BRCA1-associated protein LLnL .0BE- 30 3.9E-03
4 1k 23|(K)DG\D\GTI/TT/K/E/LIGTVIMIR(S) 60: 6837. P62158 |Calmodulin ‘ehicle | 7.32E- -4.
7. 5k 92|(R)VFDkDGNG\Y/I/S/A/A/E/LIR(H) 623.6444 6837.7] p62158 [Calmodulin Vehicle | 2.23E-11 41 3.3E-03! - Y
7 K261k 53| (K)V/S\I/L/E/SLID/K/WIEIR(L) 530.2: 13210. P10644 |cAMP-dependent protein kinase type I-alpha regulatory subunit LLnL J19E-21 42 4.3E-03, -
7 22k DE}&R)TP\AL/VEEH\VN\NTDF\ «QLYQ/TL/T/D/YD/IR(F) 39.67 15143, P68400 _|Casein kinase Il subunit alpha LLnL . 16E-08 -
7 70k 59|(K)LLINDE/DQ/V/VIVINK/A/AINIMIVIHQLSK(K) 41.8491 . 5497. P35222 |Catenin beta- LLnL 04E-16] 34 2.0E-02! -
7 45k 43| (R)VLK\VLSV\CSSNKPA\I\V|E/A/G/G/M/Q/AL/GL/HLTD/PSQR(L) 38.8045| 3 12. 85497. P35222 |Catenin beta- LLnL 4.91E-04]
7 . 35k 4| (KINKM\MVACQ\V/G/GI/E/ALV/R(T) 640.3362) 1 14.1 85497. P35222 |Catenin beta- LLnL 6.42E-16| 34 2.0E-02! -6
78 .7 12.75 2. 508k 497|(K)LLH\PPSHWPL\IK/AITV/GLI/R(N) 566.3419 . 85497. P35222 |Catenin beta- LLnL 2.19E-09] 33 3.0E-03! -4.2
79 3 791 65.2 K220k 2 _4+ K)DY/P/FQ/GKV/R(A) 612.319] 1 11 42099.. P56202 |Cathepsin W LLnL | -3
80| .78 | 13.78 | 69.5 |[K166k 59|(R)EQFYHSCKQY/GITG/ENV/R(G) 583.2769 10. 5692 Q96JB5 _|CDKS regulatory subunit-associated protein 3 LLnL 7.45E-07|
81 .0 7.8 80.8 |K103k 95[(R)GF\S\/PE/CQKL/L/P/K(A) 544.2965 7. 712. 075390 _|Citrate synthase, mitochondrial LLnL .48E-09] 33 6.1E-02 -
82 100.0 82k 376{(K)LVIAQLY/K\I|V/P/N/V/LILEQGK(A) 713.7651 12. 712.7] 075390 |Citrate synthase, mitochondrial LLnL .30E-29| 52 4.9E-05 9. Y
83 86.2 |K43k 35|(K)DNL\A\DL/IP/K/EIQAR(T) 532.6308 7 712.7) 075390 |Citrate synthase, mitochondrial Bott .20E-13] 43 1.8E-03 -4.
84 56.3 |K459 451](K)SM|STE/GL/MK/FV/D/SK(S) 558.603 4. 712.7] 075390 |Citrate synthase, mitochondrial LnL .31E-07 =
85 87.. 65k 246|(K)DS\G\Y|PETLVNL/I/V/IL/ISQHLGK/PPEVTNR(Y) 773.4159 482.. 014579 |Coatomer subunit epsilon LLnL -
86 71. 12k 96| (K)KEDLW\F\NFWA/PESA/PLK/SK(M) 580.5702 8502 23528 |Cofilin-1 LLnL 6.58E-11
87, 93.7 3K 59| (K)EL\VEK/L/L/E/GY/L/K(E) 516.6298 944 096G28 _|Coiled-coil domain-containing protein 104 LLnL 29 4.4E-02|
88, 77.! 289k 282|(R)I/S|L/P/ESLK/R(l) 578.8305 -1 18714 P01024 |[Complement C3 LLnL -4.3
89 78.. 243k 238|(K)VQ\QIL|PK/Y/T/SQ/IIVGR(F) 577.656. - 787. QouNs2 |COP9 signalosome complex subunit 3 LLnL -4.2
90 84. 116k 7[(K)YGVTAIASGGV/L/PNI/H/IPEL/L/IA/K/IK(R) 557.8324 14.; g 075367 _|Core histone macro-H Both 32 1.5E-02
91 97. 117k 7| (K)GV\TW/A/S/G\G\V/L/PNI/H/PE/LLA/K/K(R) 557.823 - 7. 075367 _|Core histone macro-H2A.1 LLnL
92 775 292k 272|(K)FVIH\CNS\PV/W/GADKCEEL/L/EKT/V/K(N) 595.501 7. 075367 _|Core histone macro-H2A.1 Both
83.6 6k 7|(R)V/V|D|F/DET/W/NK/LILITTI/K(A) 679.364 3 3. Q13617 |Cullin-2 LLnL
7.7 3k 47[(R)IYD\AQNE/L/S/AATH/LTSKLL/K(E) 583.3215] 2 12.! 663. Q9UKG1 _|DCC-interacting protein 13-alpha LLnL -
66.. 09k 106|(R)T\N\EK\VE/L/Q/E/L/ND/R(F) 567.950 - 5353 P17661 |Desmin Both 32 2.7E-(E| - Y
72.4 59k K\N\E\N\E|L/E/G/F/GI/R(L ] 544.634 40542 . Q9v295 _|Developmentally-regulated GTP-binding protein 1 LLnL 30 5.4E-02!
E - ;‘ 1003.83 2713 Qonr28 |Diablo homolog, mitochondrial LLnL -
98, 4 4 7.@‘ 27131 oonr28 |Diablo homolog, mitochondrial Both 46 9.1E-04/
99| 1252 | 88. 158k 741.0581] 21452.9] 00374 |Dihydrofolate reductase LLnL 6.6




00| 30 | 9.05 68.7 | : 58k K174k 157[(K)YKLL\PE\Y/P/GVLSDVQ/E/EKGI/K(Y) 659.1031] 405.29 21452 P00374 _|Dihydrofolate reductase LLnL .68E-06

0 4.32 4. 64. 121k 1105I(KMQ/EV/V/A/N\LQN/DD/GS/GMKR E) 719.0064 2040.94: 126968 016531 |DNA damage-binding protein 1 LLnL .20E-06 -1.7,

0: 4.96 4 80. 131k 1123|(R)EATADDL/I\k/V/V/E/E/LTR(I) 639.3408 1801.954 126968 016531 |DNA damage-binding protein 1 LLnL .98E-17| -32

0: 87.! 00k 585|(R)SVLHEVIM\E\QQ/T|L/SI/A/K/A/GI/N/CIQ/LINAR(T) 756.6606 09.534 14.1 558. P33991 |DNA replication licensing factor MCM4 LLnL .30E-16| 52 2.7TE-04/ -15.7

04) 4 4. 4 76. 45k 133|(R)RFE\L\Y\FQ/GP/S/S/NK/P/R(V) 485.7544] 25.934 308.4| p33993 [DNA replication licensing factor MCM7 LLnL .61E-12| 46 1.2E-03 -4.6
[10! .54 7. 5k 73|(R)YAKLFAD\A\VQ/E|L/L/PQYK(E) 704.3831 97.074 308.4| P33993 [DNA replication licensing factor MCM7 LLnL -45E-05

E‘ 4.63 1. 252k 249 (K)LS|PKAEEV/A/TFF/A/K(M) 551.2996| 1537.82 726.2| Pp11387 |DNA topoisomerase 1 LLnL .98E-06 -1.8
_ﬂ‘__ 22.58 | 11.81 3. 129k 117|(R)LL|M/PSQLV/SQ/V/GK/EL/L/R(L) 675.7267 1911.1 5370.7) Q9nx09 |DNA-damage-inducible transcript 4 protein LLnL 41 1.8E-03

08| 8.95 2.68 7. 344k 339|(K)L/S\L/L/E\K/L|L/P/E/R(K) 475.6231| 1310.804 15610. P31689 [DnaJ homolog subfamily A member 1 ehicle | 1.25E-10] 41 1.1E-03 -5.7

9| 7.18 7.18 7.9 |K82k 75|(R)IQ[I[N/PQNK/A/DF/Q/G/I/SIPE/R(A) 723.7129| 2055.062 2496. P61803 _|Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit DAD1 LLnL .24E-08! -2.1
[ 7.04 7.04 | 66.9 |K67k 59|(R)FL/AE/EGF/Y/kIFH/NWF/D/D/R(A) 584.5247| 2221.014] 8 0530. P46977__|Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A LLnL .62E-07
7 . 69. 55k 240|(R)MAJA|A/G/GTV/S/G/P/SSA/CK/PGR(S) 625.9685 761.837] 5. 9596. QoULT8 i n-| pro(eln gase HECTD1 LLnL 0E-24| 46 6.8E-04/ -4.9
48 K 92, 345k 3335|(R)HVALDT\L\I|Q|L/A/k/V/FIPSH/FTQQR(T) 48.8605 478.362 1893. Q72627 LLnL .53E-17] 36 1.0E-02 -12.6]
.92 . 76. 46K 433|(K)EF/D/P/L/G\P\L|P/PGWEKR(T; 7.9902 737.896 2803. Q96702 LLnL ATE-06!
4 63 28k 26| (K)WGkQ/DIGGE/G/HIVIGTV/R(S; 424.9607| 1582.772 10136. Q86YT6 LLnL -1.9
89.. 421 421 KL\F\E\TQ|E|S/GDL/N/E/E/LV/K(A) .3573|  1978.997 10136. Q86YT6 LLnL 3E-23| 43 2.3E-03!
. 80.! 97| 7 [(K)RPIE\P\PS\T\S/T|L/KQV/T/K(V) 594.9971 668.928| 56194 Q9NS91 _[E3 ubiquitin-protein ligase LLnL 24E-25| 34 2.0E-02
-4 100.0 9 6 SA|A\E|[I[VQ/E/N/E/NNE/KT/R(M 648.6796 1829.96 1 56194 QoNs91 |E3 ublqu n-protein ligase RAD Both .54E-33| 65 2.3E-05!
8| 4.4 75.1 8l 4[(R)LEJASKLNE/S/V/MV/F/T/K(D) 603.9905 695.899 8. 56194. Q9NS91 i RAD LLnL 4E-10
9 . 86.4 4 29| (R)LG\E/TQK/A/MLD/P/P/KIPS/R(G) 471.2606 767.942 18.; 5121 Q96BH1 _|E3 ubiquitin-protein ligase RNF2! Botl .08E-09) 32 3.0E-02!
0 4.4 6.37 7.7 4k K341k ’%" R)LGETQKAMLD|P/P|k/P/S/R(G) 499.766 767.942 7. 5121 Q96BH1 _|E3 ubiquitin-protein ligase RNF25 LLnL 30 5.1E-02! -1.4
2 67|(R)YE\EMIV/KEV/S/TY/I/K(K) 572.304 600.847| 0141, P68104 |Elongation factor 1-alpha LLnL 3.07E-10 -1.4
20{(K)DGN\ASGTTLL/EAL/D/C/I/L/P/PTR/PTD/KPLR(L) 784.666. 3021.567 10.1 0141. P68104 _|Elongation factor 1-alpha LLnL -2
48|(R)LP\LQDV\Y [TVIPVGR(V) 99.402 1982.14 2. 014 P68104 |Elongation factor 1-alpha LLnL -3.4
267|(R)VE\TGVLK\PG IVV/T/F/AIPVINVTTEVK(S) 77.152: 2515384 1 0 P68104 _|Elongation factor 1-alpha LLnL -1.
133;? IL/G\L/L/DAY/L/K/T/R(T) 497.30 1375.1 8. 0 p26641 _|Elongation factor 1-gamma LLnL -2.4 Y
236|(K)FA\AK/GEGQIL/G/P/AE/R(A) 15.60: 1430. 1 7. 5338. P13639 |Elongation factor ‘ehicle - Y
3| (K)ST|L/TD/SLVICK/A/GI/IAISA/R(A) 659.69f 18 1 7. 5338.7| P13639 |Elongation factor LLnL a1 4.5E-03 -4.7
843|(K)GLKE\GI|P/A/L/D/NF/L/D/KL(-) 619.680 742.969 7. 5338.7| P13639 |Elongation factor Both 35 1.8E-02 -4.5
2! R)DLE/KPFLL|PV\EA/V/Y/SIVIPGR(G) 748.4104 29.164 9541.8] p49411 |Elongation factor Tu, mitochondrial LLnL -1.9
124|(R)VS/AAL/E/E/AD/KMFL/R(T) 565.294 79.815 0875.7| Q9veB2 |EP300-interacting inhibitor of differentiation 1 LLnL .3E-02
JEN\M/Y/A/VIQIT/L/KIDIF/Q/YVIDIR(D) 745.3607 20.012 7575. Q9ve13 |Epsin-1 Botl .8E-0:
142|(R)AE\VQ/KLQ/MEA/PH/I/INVIGT/PG/R(V) 72.. @___ﬁ 12.; . P60842 |Eukaryotic initiation factor 4A-| LLnL 4 .5E-0 -4.
175|(K)YIK\MFVL/D/E/A/D/E/ML/SR(G) 92.0114 955 10.: : P60842 |Eukaryotic initiation factor 4A-| LLnL .9E-04 -
191](R)GFK\DQ\W/Y/DI/FQ/K(L) 39. 501.769 11 46154.. P60842 |Eukaryotic initiation factor 4A-| LLnL -2. Y
46|(R)GI[Y|AIY/G/FE/K/P/S/A/IQQR(A) 647 827.939] 11 0. 46154.. P60842 |Eukaryotic initiation factor 4A-| LLnL 51 3.9E-04/ -9. Y
3[(R)AI[I|PCIKGYDV|I/A/Q/A/QISIGT/GK(T) 768.7464 90.159 1 46402.. 014240 _[Eukaryotic initiation factor 4A-1I Both 43 3.1E-03! -3.!
8|(K)KY\ED\I|C/P/S/T/HNM/DV/PNI/K(R) 569.5 61.005 16832.. P63241 |Eukaryotic translation initiation factor 5A-1 LLnL -8.
69|(K)YE\D\ICPSTHNMDV/P/N/I/k/R(N) 576 89.011 16832. P63241 |Eukaryotic translation initiation factor 5A-1 LLnL 34 7.3E-03! 5.
218|(K)YL[S|FLEKRQ/K(L) -1 58: Q8NHP7 _|Exonuclease 3'-5' domain-like-containing protein 1 LLnL -4.
147|(K)T\G\D\VEDST/V/LK/SLHL/P/K(N) 7 Q9UNN5 _[FAS-associated factor 1 LLnL .04E-07! -3
445|(K)TDQ/FPLF|L|I/I/M/GKR(S) .3349 . 7 QOUNN5 _|FAS-associated factor 1 LLnL 91E- 29 4.8E-02 -
23|(R)IVIAIPGK\G/IL/A/A/D/E/S/T/GSI/AK(R) 671.3761| 1898.059 . P04075 _|Fructose-bisphosphate aldolase A LLnL . 18E- 41 3.4E-03 -5.
29|(K)GI|L|AADE/S/T/G/SI/AK/R(L) 534.9567 488.802 1420.. P04075 |Fructose-bisphosphate aldolase A LLnL . 96E- 43 3.2E-03! -3.
52|(R)GFFKVL\GQLTE|T/G/V/V/S/PEQFMK(S) 852.78: 442.274 g 749.. Q96EK6 _|Glucosamine 6-phosphate N-acetyltransferase LLnL . 13E-0:
87|(K)TV/D/G/P/SIG/K/LW/R(D) 5. 053.. P04406 _|Glyceraldehyde-3-phosphate dehydrogenase LLnL .38E-0! 45 1.9E-03] -1
01[(R)GAL\QN\I/I/PAST/GA/AK/AVIGK(V) 7. 053. P04406 _|Glyceraldehyde-3-phosphate dehydrogenase LLnL .75E-1 45 7.9E-04 -9.3
1[(R)GAL\QIN\WI/I/PA/SITIG\AJAIKAVG/k(V) . 053.. P04406 _|Glyceraldehyde-3-phosphate dehydrogenase LLnL .93E-0 -2.9]
4|(K)LTKAICG\L|I/D/DY/SMV/R(F) 11, 761. Q9UHW5 _[GPN-loop GTPase 3 LLnL J01E-1 33 2.2E-02
6|(R)MDKV\GDA\L/E/EV/LIS/K/A|LISQR(T) A 335. P24522 |Growth arrest and DNA-damage-inducible protein GADD45 alpha LLnL 38 1.0E-02
)V/G|DALEEV/|L/S/K/A/LISQR(T) 335. p24522 |Growth arrest and DNA-damage-inducible protein GADD45 alpha LLnL .34E-1 38 1.1E-02
)SN\YN/FEK/P/F/L/W/LIAR(K) 3 423. P62826 _|GTP-binding nuclear protein Ran LLnL .31E-0f | -5.5
3 25| (K)IDW\I[KQADY\V/P/SD/QDLL\R(C) 0654 10.; 111025. Q5JwF2__|Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas LLnL .03E-1 | -3
3 09|(R)LQIEALNL|F/K/S/I/WININR(W) 0581 B 111025. Q5JwWF2__|Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas LLnL . 73E-1 32 3.5E-02 -1.2]
7 49| (K)SKED\Y\F/PE/FA/R(Y) 4.063] 12.4] 111025, Q5JWF2__|Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas LLnL .10E-05
7 28| (K)TNKLWN/T/L/G/VICIK(Y) .0517 .| 076. P63244 |Guanine nucleotide-binding protein subunit beta-2-like LLnL ‘.83E-07| 40 4.8E-03, -1.3]
.03 . . 56|(R)FS|PN/SSN/PII/V/S/C/IGWD/KLV/K(V) 5 .0701 11! 076. p63244 _|Guanine nucleotide-binding protein subunit bela— -like LLnL | -2.2
_ﬂ‘ .36 R 7. 75 73|(K)LV[K\WW/N/L/A/N/C/K(L) 486.9127| 344.74 .0679 17. 076. P63244 |Guanine nucleotide-binding protein subunit ik LLnL 4.66E-14. 7 1.2E-04/ -3.4)
[158 40 8.4 89.1 [K185! 84|(K)LkKTNHIGHTGY\L\\TW\TVS/PD/GSL/C/A/SIGG/K(D) 0774 11, 076. P63244 |Guanine nucleotide-binding protein subunit beta-Z LLnL 43E-05! 4 2.5E-03

59 4.95 7. . 257k 46|(R)YW|L|CA/ATT! \/k/I/WIDLE/GK(I) 0522 4 076. P63244 |Guanine nucleotide-binding protein subunit bet: i LLnL _33E-09] 1 4.8E-04 -6

60 2.88 6. 2.4 271k 265|(K)I/I|V/D/E|L/K/Q/E/VIIST/SSK(A) .0483 . 5076. p63244 |Guanine nucleotide-binding protein subunit beta-2-like LLnL .52E-18] 3 2.4E-06 -6.9
[161 82 | 17.82 4. 12k 19| (K)GE\TKAF/Y|PE/ TK(M) .0684 11 70052 P08107 |Heat shock 70 kDa protein LLnL .63E-13! -1.7
[162 6.96 6.96 . 26k 3|(K)AF|Y|PEEI/SSM/V/L/T/K/MK(E) 4.055] 5 70052 08107 _|Heat shock 70 kDa protein LLnL .66E-06]| 30 4.6E-02 -1.5

63 4.8 4. 74. 28k 3|(K)AF|Y/PEEI/SS/MV/L/T/KMK(E) 4.06¢ 10.f 70052 P08107 |Heat shock 70 kDa protein LLnL . 53E- -1.7

64 0.7 20. 94.4 524k 8_}_(3M\/Q E/AE/KY/K/IAJE/DIENVIQ/R(E) g .066: 11 70052 08107 _|Heat shock 70 kDa protein Both . 16E- 46 8.5E-04 -10.! Y
[165 0 0. 63. 524k K526k 8|(R)IMVQEAEKY/KAE/D/E/NVQ/R(E) . . 28.103 3 70052 P08107 |Heat shock 70 kDa protein LLnL .54E- -1.6 Y

w 7 1. 7 526k RMV\QEAEKY\k/AED/E/V/Q/R(E) .060: X 70052 08107 _|Heat shock 70 kDa protein LLnL .54E- -3.4 Y
[167 0. 6 550k INA|L|E/SYA/FNMk/SAV/ED/EGLK(G) 072 12. 70052 P08107 |Heat shock 70 kDa protein LLnL -4
[168 799 [ 97. 597k 596/ (K)RKELEQVCN\P\\SGL\Y\Q/G\A/G|G|P/G/PGGF/GAQ/GPK(G) 059 ) 70052. P08107 _|Heat shock 70 kDa protein LLnL 2.20E-06] 70 8.0E-07 -17.

69 4 43 70.. 26k 13| (K)SF|Y/PEEVASSMV/L/T/KIM/K(E) 062 . 70898.: P11142 |Heat shock cognate 71 kDa protein LLnL -1.7

70 | 1515 [ 7! 88k 75J_(E)§C\A\LQCA ||L/S/P/A/FIKVR(E) .0577 R 96865." 092598 _|Heat shock protein 105 kDa LLnL 2.94E-11 -4.8

7 65 .65 | 86. 88k 73|(R)IINE/PTA\A\AW/A/Y/G/LD/K/IK(G) 0536 5. 70021.. P54652 |Heat shock-related 70 kDa protein 2 LLnL 1.06E-15| 52 2.9E-04/ -6

7. .4 4 66. 50k 7|(R)SSGP/YGGGGQ/Y/F/ P/R(N) 0567 7. 3884 P09651 _[Heterogeneous nuclear ribonucleoprotein A1 Both 43 1.4E-03

7 3 5 7.4 7k 3|(R)EH\F\EKWGTLTD/C/V/V/M/R(D) .0578 39595. P51991 |Heterogeneous nuclear ribonucleoprotein A3 LLnL -1.1

7 20.! .64 7.4 97k 184 |(K)IF|V/GGL/S/PD/T/PE/E/KI/R(E .0552 6. 38434.: Q14103 |Heterogeneous nuclear ribonucleoprotein DO Both 4 7.7E-04 -5.7

7 A 5. 22k O (K)L/F|I/G/G/L/IN/TE/TNEK/A/L/E/AIVIFIGK(Y) .0682 10. 4233 P38159 |Heterogeneous nuclear ril oprotein G Bott 1.58E-11 7 4E-0 -11.4/

7 .0 .0 4.4 167k 151|(R)ST|GE/A/F/VQ/FA/SQEI/A/E/K/ALK(K) 055 5.4 49229, P31943 [Heterogeneous nuclear ribonucleoprotein H LLnL 6.69E-05| 3 .9E-0!

7 .3 .3 91.6 62k 1](R)LKTDNAGDQF Y/DD/PH/K(T) 059 5.1 64133. P14866 _|Heterogeneous nuclear ribonucleoprotein L LLnL 1 .7E-0:

78 0 .2 78.. 667k 659 (R)NL|P/F/D/F/T/W/KIML/K(D) 054! 7| 77516. p52272 _|Heterogeneous nuclear ribonucleoprotein LLnL 1.85E-12| 4 .2E-0: -2.3

79| Al 9.90 4.4 83k 73|(R)AF|I/TN/I/PFDVKWQ/SLK(D) .051 4 77516. P52272 Heterogeneous nuclear ribonucleoprotein LLnL 8.95E-05 -1.2]

80) X 9.96 2. 463K 462(K)EKPYFPIJPEEY\TF|VQ/NNV/PLE/DIR(V) 0681 0513.8] 000839 |Heterogeneous nuclear ribonucleoprotein U ehicle 39 7.3E-03) 37 Y
[181 .4 16.46 6.3 |K523k 516|(K)HA\AE\N\PG\KYNI\L/GT/NTI/M/D/K(M) .0643 0513. 00839 _|Heterogeneous nuclear ribonucleoprotein U Both 7.37E-1 47 9.9E-04 -4.8] Y
[182 . 19.51 85.0 [K46k 39|(R)NY|Y/EQW/GK/L/T/D/CV/V/MR(D) '26.007' 2061.. 952 .0559 . 7429. p22626 _|Heterogeneous nuclear ribonucleoproteins A2/B1 Vehicle | 1.87E-1 31 1.6E-02 -9.3

3 5.79 75.2 15k ﬂf )FL\V/EY/K/SAIVE/K(K) 476.260: 1312.715 .051 3 19512.! 014929 |Histone acetyltransferase type B catalytic subunit LLnL .04E-0!
2.4 12.42 | 63. 74k 68|(K)ELTSLV/K/E/V/Y/IPE/AR(K) 583.316: 633.88 054! . 7561. 000422 |Histone deacetylase complex subunit SAP18 LLnL . 17E-0
9.48 9.48 68.4 00k 4|(K)GTLVQITK/GT/GAISGSFK(L) 551.627 1538.817 049 . . Q02539  |Histone H1. LLnL .04E-10) 2! .2E-02 7.
19.93 | 19.93 | 954 7k 7 |(K)KA\L\AJAJA/GIY/DIV/EIK(N) 450.5788 235.663 058! 11. . Q02539 |Histone H1. ehicle | 5! .3E-04 -8.2
25.77 | 25.77 | 97! K 5|(K)AS|G/P/PVISEL/IT/K/A/NIAAISK(E) 614. 725.975 043 .4 3 P16403 |Histone H1.. Both .53E-11 7 .8E-06 -7.4 Y
8| 27.25 | 27.25 | 100.0 9k 7| (K)LL/GGV|T/VAQ/GGV/|L|PNI|Q/A|V/L/L/PK/K(T) 838.. 399.475 4.04¢ 1. . Q96Qve _[Histone H2A type 1-A Both | 2.25E-24] A .0E-05 -5.7 Y
9 9.97 .97 | 89.9 9k 101|(R)VTIA|Q/GGVL|PNI|Q/A|VL/L/PK/K(T) 725. 2059.264| 114.0592 7. . P04908 |Histone H2A type 1-B/E Both .89E-17] 3 .0E-04 -7.2 Y
0| 0.1 79| 923 9k K120k 101|(R)VTIAQGGV/L/PNI/Q/AV/L/LIPKKTESH/HK(A) 602. 2778.599| 228.1125 8. 35. 04908 |Histone H2A type 1-B/E Both . 15E-08! Y
[191 3.7! .75 | 100.0 0l 101|(R)VT/I/A|Q|G/GV/|LIPNIQA/N/LIL|PKK(T) 1087. 2059.264 114.044 . 35. P04908 |Histone H2A type 1-B/E LLnL .95E-28| 65 1.5E-06 -14.1 Y
[192 6.3 .35 [ 85. 0} 97|(K)LLGKVT\IAQGGV/|L|PNI/QAVLL/PK(K) 819.5056| 2342.4 114.0489 . 07. 20671 |Histone H2A type 1-D Vehicle | 3.49E-17| 24 6.6E-03 -3.8
7.2 .20 | 84 01](K)VTIAQGGVL/PNIQA/VL/L/PK/IKTE/SHK(A) 551.93 2641.54]| 114.085¢ 15.1 88.. Q16777 _|Histone H2A type 2-C Vehicle | 3.32E-06 Y
3.66 | 13.66 [ 77. 0k K125k 01](K)VTNIA\QG\GVL|PNIQ/A/VL/L/P/K/KTE/SHK(A) 574.734 2641.54| 228.102: X 3988. Q16777 _[Histone H2A type 2-C Vehicle | & 21E 07 (K12
25.8. 455 | 975 | 02|(R)LL|L/P/G/E/LIAKIHIA/VISEIGT/K(A) 470.020: 1763.0 114.05: . 4167. Q96a08 |Histone H2B type 1-A Both 94E-14 50 3.4E-04/ -7 Y
8 83 | 59. 22k 11|(K)HAWSEG/TK/AWTK/Y/T/SIS/K(-) 477.75 1793.9 4.0 . 4167. Q96n08 _|Histone H2B type 1-A LLnL .60E-1 -1.2 Y
[ 4 49| 662 23k 1 (1VT\I/M/PK/D/IQL/A/R(R) 500.289| 1384.7¢ .05« . 5508. Q16695 |Histone H3.1t LLnL T9E-0 -3.6 Y
[198 3 .12 | 78. 7k 55 (R YQ\K/S/T/E/LILIR(K) 455.5921|  1250. .05 6. 5508. Q16695 [Histone H3.1t Both A1E-1 58 .3E-05 -4.4 Y

99 8. 75.. 0k 74 FuAQ/D/F/k/T/D/L/R(F) 483.91 335.6 052 6. 5508.. Q16695 |Histone H3.1t Both 39 8E-03; Y

00 7. 85. 32k R)DN\\QGI/T/k/P/AI/R(R) 480.610: 25.754 .0622' 134 1367. P62805 |Histone H LLnL 7.29E-06] 39 4.4E-03 -5. Y
20 4 6.94 il 60k (R)GV|L/KIVIFILIENVI/R(D) 500.972 86.84 4.055] 1367. P62805 |Histone H Botl 3E-10) 35 4.7E-03 -4. Y
20: 8. 66. 92k 81 K)TV\TAM/D! 527.625 466.804 .0569 8. 1367. 62805 |Histone H4 LLnL LATE-14] - Y
20 |{'ﬂ 0 ?glg_ Al 662.6891 871.996 0567 6. 5853.. 043719 |HIV Tat-specific factor 1 LLnL 12E-12] -2.

'E X 51 | 84.6 [K175K 171 V] 637.9922] _1797.906 10563 4579.5] _Po0as2 |Hypoxanthine-guanine phosphoribosyltransferase LLnL 65E-09 3.
|20 14.58 | 14.58 79.7 240k 239|(R)NK\N\PA|PDIDA\V\EIQIHL/PTLVR(L) 767.1031] 185.234 .0608 7.8 7862. P52292 mportin subunit alpha-2 LLnL .35E-06] -5.




206 .79 .79 | 68.8 |K300k 292[(K)T\GV\V|PQLVKLLGASE/L/PI/V/TPALR(A) 862.5227| 2471.496 4.0576 .7 7862. P52292 _[Importin subunit alpha-2 LLnL 10E-06 -1.3
207| 3 | 15.62 | 15.62 . 459 )LGE\TEK\L\S\I|M|I/E/E/C/GGLDK(l) 746.0351| 2122.041 4.0501 . 7862. P52292 |Importin subunit alpha-2 LLnL 36E-23| 49 5.4E-04/ -1
208 43 43 7| SSA/YE/SLM/EI/V/K/NS/A/K(D) 624.3175] 1756.879 4.0594 X 7170. Q14974 _|Importin subunit beta-1 LLnL 57E-14]
9| .41 41 730 LEVVILNT\L/Q/Q|A/SQA/Q/VIDIK(S) 797.103| 2275.229 4.0652 . 7170. 014974 _|Importin subunit beta-1 LLnL 62E-16| 43 2.8E-03! -9.
0] .96 .29 213 LL|V|PT/Q/YVIGAI/I/GK/E/GATIR(N) 738.4289| 2099.222 4.0498 3 3456. Q9Nz18 |Insulin-like growth factor 2 mRNA-binding protein 1 LLnL 9.47E-05| 45 6.4E-04 -
12 .62 4 4501 A|P/PET/P/D/SkIVIR(M) 475.2556) 1309.71 4.0412 -1. 3456. Qonzig |Insulin-like growth factor 2 mRNA-binding protein 1 LLnL 2.98E-08| 43 2.0E-03 -2.
88 | 10.79 141 L|PTL/EAV/AAL/IGNK|V/V/ESL/R(A) 736.4418| 2093.23 4.078] 15.! 13290. 012905 _|Interleukin enhancer-binding factor 2 LLnL -5.
. 328| )KIL\GQEGDASYLASEI/STW/DGV/I/V/IT/PISEK(A) 1069.8 4.064] . 13062. Q12905 nterleukin enhancer-binding factor 2 LLnL 4.68E-07| 43 2.9E-03 -4.
60.6 804k )IADLQGKTSY/H/LIVIL/IR(A) 457.7¢ 114.0679 13. 123743. P42702 _|Leukemia inhibitory factor receptor LLnL 7.
. 83.8 8k )NVANNFK/F/II/PNVVIK(Y) 587. 3 114.0589 . 6688. P00338 _|L-lactate dehydrogenase A chain Bott 1.35E-11 28 2.3E-02 -4. Y
9.48 74.7 k 6|(K)DQIL|IYN/LL/KE/EQ/T/PQNK(I) 730.0517 . 4.059] 4 6688. 00338 _|[L-lactate dehydrogenase A chain LLnL 1.96E-15| 32 3.6E-02! -4. Y
12.47 72.7 3k 233|(K)QVVESAY/E/V/I/K/LK(G) 40. 0574 . 6688. P00338 _|L-lactate dehydrogenase A chain LLnL | -1.
86 | 15.86 | 73.3 Kk 77|(K)IVSG/KIDIYN/VITIAIN/SK(L) 37.. 0 @ 5 6688. 00338 _|L-lactate dehydrogenase A chain LLnL | Y
77| 5.61 82.0 4k 234|(K)IMV\VESAY/ENV/IKILIK(G) 41 .0548 R 6638. P07195 |L-lactate dehydrogenase B chain LLnL 1.59E-12] 30 3.6E-02! -3.4
36 | 14.87 94.0 18k 300|(R)GL|T|S/V|I/N/Q/KL/K/DDEVAQLK(K) 38.: .0505 .4 6638.7| P07195 [L-lactate dehydrogenase B chain LLnL 1.52E-09] 31 3.9E-02! 4.
24 | 715 93.2 10k 0|(R)GL\TSV/I/NQKL/KDDE/V/AQ/L/K(K) 554.0608 5 .0507 . 638.7) P07195 |L-lactate dehydrogenase B chain LLnL -3.
58 | 10.58 72.0 52k 49|(R)VGCKYQ/AE/I/PD/R(L) 517.2565] 055 . . 094776 letastasis-associated protein MTA2 LLnL 7.60E-17[ 31 2.8E-02 -4. Y
34 | 9.81 75.5 41K 5|(K)SF\E|A/PIKL/V/F/PQDLLE/K(G) 696.721 1974.09: 054 5.4 4 . Q8TCT9 _ [Minor histocompatibility antigen H13 LLnL .48E-0! -2.5
78 7 90.7 7k 7|(K)LD/PGL[I[M\EQV\KVQI/AV/A/N/AIQ/E/L/LIQ/R(M) 964.206: 2776.53 065 7. 1 . Q9Y5L4 _[Mitochondrial import inner membrane translocase subunit Tim13 LLnL .90E-34 7 5.0E-07' -16.1
YU 7 63.3 12k 296|(R)TVALEHYALEDDPL/A/A/F/K/Q/R(Q) 583.308 2216.13! 4.07¢ 14.. 39646 03zcQ8 _[Mitochondrial import inner membrane translocase subunit TIM50 LLnL .25E-01
4 4 86.7 0k 4|(R)FA\Q[I|V/Q/K/G/GIQ(-) 595.321 )75.59 045’ . 9343. Q9Y5J9 _[Mitochondrial import inner membrane translocase subunit Tim8 B Both .34E-1 6 .3E-03 -6
)IA\Q/DLEMY/GV/NY/F/SI/k/N/K(K) 749.713 .068 .0583 . 7820. P26038 |Moesin LLnL .05E-0! 0 .4E-02 -3 Y
QEIAKMAE/M/L/V/E/LV/R(R) 582.6562 .886 .0681 14 4649. Q9Y605 [MORF4 family-associated Both TAE-1 2 .4E-04
AL\GQ/N/P/TNAE/NVL/K/VLIGN/PK(S) 93.0558 .097 .0557 . 2764. P14649 |Myosin light chain 6B LLnL 3 .2E-02 -2. Y
LG\IGTK/M/LNH/V/L/NI/CE/K(D) 14.28 .04 .0578 . 9398. 09Gzz1 _|N-acetyltransferase 13 LLnL 1.07E-04/ -4
JTLIA\EI/A/K/V/EL/DNM/PL/R(G) 43.01 . 0564 4231.. 015233 lon-POU domain-containing octamer-binding protein LLnL 5.55E-07 31 4.0E-02 -3.
RQ\Q\E\G\F\k/GTF/P/D/A/R(E) 38.474 636.. .0583 8. 4231. Q15233 lon-POU domain-containing octamer-binding protein LLnL 2.90E-13| 46 1.3E-03 -5.
)AA|IPGAEFA/P/NK/R(R) 448.23 228.64 .0484 4 4231. Q15233 lon-POU domain-containing octamer-binding protein LLnL 40 2.8E-03 Y
)TL\Q/SL/L/T/PQ/PPLLK/ALYTYESK(M) 7. 3.6] 227921. 092621 uclear pore complex protein Nup205 LLnL . 13E-13] -1
)JAE\V\V/DE/I/A/A/KILGL/R(K) 8120. Q8TAT6E uclear protein localization protein 4 homolog LLnL .17E-09 53 2.0E-04 -2.
)AAIIV\E\K/L/S/SL/PF/QK(I) X 4478. P61970 uclear transport factor 2 LLnL .21E-07' -2
)EH\Y\VD\L/k/D/RPFFA/GL/V/K(Y) -0.! 7148. P15531 ucleoside diphosphate kinase A LLnL .10E-07 -2. Y
R)KYAW\L|YQ/PL/F/D/K(R) 4. 45374 .. P55209 ucleosome assembly protein 1-like 1 LLnL A7E-10] 32 3.3E-02 -3.
R)KVL\GSS\T\SA/T/N/S/T/SIVISSR(K) 4. 11986. Q15004 |PCNA-associated factor ‘ehicle 4.96E-20] 32 3.2E-02!
)LLIN\L|I[S/KL/F/CSGT(-) 6030. Q13794 _|Phorbol-12-myristate-13-acetate-induced protein 1 LLnL | 3.34E-27] 33 2.3E-02 2.2
R)MI|A|P/E/GSLVFHEKA/W/N/A/Y/PYCR(T) 5. 31540. P48739 |Phosphatidylinositol transfer protein beta isoform LLnL 2.60E-06 -6
)GANQL\GITHTVGSL/S/T/K/PE/R(D) 11 62633. 099755 _|Phosphatidylinositol-4-phosphate 5-kinase type-1 alpha Vehicle 39 4.8E-03 -2.6
17, LPH\SVL\LEIQ/K/ELL/D/YK(G) 7. 40422.. Q9v617 _|Phosphoserine aminotransferase LLnL 7.24E-08
R)FL|D/KAL/E|L/N/M/L/SLIK(G 14. 40422 Q9v617 _|Phosphoserine aminotransferase Both 7.65E-13] 55 9.9E-05! -7.9 Y
S/S\D\F\AKI/I/N/N/T/E/NLV/R(E) 5. 40422 Q9Y617 |Phosphoserine aminotransferase LLnL 1.14E-28| 60 5.5E-05! -10.7] Y
ICKPLHEL\\MQ\LL/E/E/T/PE/EK(Q) -0.4[  25569. P68402 _|Platelet-activating factor acetylhydrolase IB subunit beta LLnL -3.
( 'YH|PG\CF/V/KIN/R(E) 5| 113084. P09874 _|Poly [ADP-ribose] polymerase 1 Vehicle 8.78E-06 -4
ZEL(_K EL\L|I/F/NkQQIV/P/SGE/SAILD/R(V) 27 13084.. P09874 |Poly [ADP-ribose] polymerase 1 Vehicle 2.58E-11 -4
261 )AL\N\MA/I/P Pk/F/E/P\LVR(D) 73601 06P209 _|Pre-mRNA-processing-splicing factor 8 LLnL -1
72 )AN\I/P |PT/PVENMI/L/R(Y) . 73601 06P209 _|Pre-mRNA-processing-splicing factor 8 LLnL -2.
1 DA\E\A\E/GLSGTTL/L/PK/L/I/PSGAGR(E) 12. 20648. QouT14 |Prenylated Rab acceptor protein 1 Both -1.
453 |(R)EL\I/KVLEE/AN/Q/A/IINIPK(L) 72371, 092841 _|Probable ATP-dependent RNA helicase DDX17 LLnL 2.57E-12]
AGztS)EANQA/I/N/)k/L/L/Q/L/VEDR(G) 69148.. P17844 |Probable ATP-dependent RNA helicase DDX5 LLnL 8.49E-05 -3.
39| (K)TF|VNITPAE/V/GV|L/V/GKDR(S) = 15054. 07737 _|Profilin-1 Vehicle -3.
703|(R)DE|L|L/K/DIL/Q/Q/SIAIR(E) . 96023 Q8wWuM4 _|Programmed cell death 6-interacting protein LLnL 97E-22) 32 3.4E-02! -1.
150|(R)DLSH\IGD\AWAV/I/S/C/A/KD/GV/K(F) 14. 28769| p12004 |Proliferating cell nuclear antigen Both .53E-18| 38 8.9E-03! -3
249|(K)YY|L|A|PKEDEEG/S(-, 2876 P12004 |[Proliferating cell nuclear antigen LLnL .11E-18, -2. Y
7[(R)GA\SNK/Y|L/V/E/FIR(A) 42153, Q16186 _|Proteasomal ubiquitin receptor ADRM1 LLnL .80E-13! 2. Y
1 MS|L/k/GT/T/VT/PD/K(R) 42438. Q16186 Proteasomal ubiquitin receptor ADRM1 LLnL 46 1.4E-03] -3.
32| (K)EE\L\EEV/|I|K/D/I(-) 26582.. P28066 _|Proteasome subunit alpha type-5 LLnL 441E-10] 31 4.7E-02 -
97|(R)EV|LEKQ/P/V/L/SIQ/TE/A/R(D) 29204.: P28070 |Proteasome subunit beta type-4 LLnL 1.49E-11 -1.
72| (R)WENHNKSLQLE|A/QT/Y/Q/R(1) 57819.. 095376 _|Protein ariadne-2 homolog LLnL 1.34E-11
40|(R)DM\LL/AN/PH/EL/SL/L/K/E/R(N) . 44522, Q5STDHO _|Protein DDI1 homolog 2 LLnL 42 3.3E-03! -3.8
56|(R)N/P|PL/AEAL|L/S/GDL/E/K/FS/R(V) 4. 44522 QSTDHO DDI1 homolog 2 LLnL 1.06E-07| 40 6.2E-03 -8.1
(%Eﬁ JIGGRPNEI\E|PP/PPEM/P/PWQKR(Q) 2. 5540 Q8NCAS LLnL 7.87E-
75_}_(5 LV\K\L/F/D/F/P/GIR(G) 7. 56084. Q9P258 LLnL 4.39E- 33 1.8E-02 Y
3|(R)VLIME/K/E/F|P/GFLENQKD/PL/A/V/DK(I) 9. 203.. P60903 0 ‘ehicle . 17E- -1.7 Y
268 . . 7| M VLIMEKE\F/P/GFLENQk/D/PL/A/V/D/K(I) 7. 203.. P60903 [ LLnL .T4E-08! Y (K37)
269 . 7.7 7. 71 8| (K)EF/PGF/LENQK/D/PL/AVDK(I) 7. 203.. P60903 0 LLnL 4.94E-05)
27 .55 | 19.55 | 84. 71 4|(K)Y/AIGK/DG\Y/N/Y/IT/LIS/K(T) 2. 740.; P31949 1 Both .96E-09| 44 9.3E-04! 4.
7 4.12 | 14.12 74.4 50k 150|(K)KAE\A\G\A\G\SA/T/E/F/QIF/R(G) - A A 7. 120.: Q9NQ39 |Putative 40S ribosomal protein S10-like protein LLnL 60E-10| 57 5.7E-05! -4.
7. 40 | 11.40 68. 2k 10{(K)VQK\VMV|Q/P/I/N/LIF/R(Y) 3518 _1 3 : 2. 0678. Qs5vyJ4 |Putative small nuclear ribonucleoprotein polypeptide E-like protein 1 Vehicle 4.57E-05) -14
7. .63 | 6.88 7 05k 295|(R)GDL/G\IEI/PAEK/VFLAQ/K(M) 648.0334 828.022 4.064 10.! 7937. P14618 |Pyruvate kinase isozymes M1/M2 LLnL - Y
7: .58 : 1.58 7. 209k 194(K)IA\QDL/E/MY/GV/N/Y/F/E/NKINK(K) 763.7 75.079 4.057: 6. 68564.. P35241 |Radixin LLnL 2E- 36 1.2E-02 -1
7! 526k 52_6'> K)KQ\LQAIL/S/S/E|L/AQ/A/R(D) 552.9752 542.86 4.051 68564.. P35241 |Radixin LLnL . 98E- -2
7¢ 556k 539 (R)IL\AIGLANEALDEGDAQKTL/Q/A/LIQ//PA/AK(L) 783.6923| 3017.688 4.0592 . 189252 P46940 |Ras GTPase-activating-like protein IQGAP1 LLnL . 23E- -3
3 |K147k 34[(K) T|P|/T/YIPQGLA/M/A/K/EIIGAVIK(Y) 739.0838] 2101.17: 4.0643 . 1450. P63000 |Ras-related C3 botulinum toxin substrate 1 Bott .54E- 43 2.2E-03| -8.
K165k 52[(K) AISN\V|E/EAFI/NTA/KEI/YE/K(I) 757.7162]  2157.07 4.063] . 13545, 61019 [Ras-related protein Rab-2A LLnL -1
410l 90|(R)SLISV|L/SSSTII/A/N/PDI/PEAYKLR(G) 3.4742] 474.3! 4.058 X 8138. P27694 _|Replication protein A 70 kDa DNA-binding subunit LLnL .06E-17' -3.
1 39|(K)IDKTDY|M|V/G/SIY/GP/R(A) '2.6094 1601.76: 114.0508 4 3207. 52565 |Rho GDP-dissociation inhibitor 1 LLnL .04E- -3.4 Y
7| 42|(K)CS\W\C\PDY/D\L/CS/V/ICE/GKGLH/R(G) 32.2764 2412.02) 114.0638| . 7687. Q13501 questosome-1 LLnL 4.47E-
5 ZT'TK)NVlD\VG/A/A/LDTVQ/Y/Sk/H/F‘/F‘F‘L(—) 76.402 213.124 4.068] 10.: 7687. Q13501 equestosome-1 Both T1E- 38 1.0E-02
56k 452|(R)LA\GD/KY/Q/A/AIVIQAL/R(E) 539.9647| 1503.828| 114.0517 5.4 3082. P34896 erine hydroxymethyiltransferase, cytosolic LLnL B5E- -2.5
37k 234|(R)IQTKEPL/P/TL/PL/GR(S) 559.6587| 1562.927| 114.0: -4. 18841, 043464 erine protease HTRA2, mitochondrial LLnL .34E-06| 40 2.6E-03 -1.6
06k 292|(K)F/P|ASV|PTGAQ/D|L//S/K/LL/R(H) 676.3806 913.085] 114.0 -0. 9280. Q96GD4 i ine-protein kinase 12 LLnL .94E-20(
K533k 526|(K)LL|F|LRYH/K/EK(E) 730.9128 346.794 4. -1 410263. Q96Q15 onine-protein kinase SMG1 LLnL | -7.1
74K 359|(K)DN\TIEHL\L|PL/F/L/AQ\L/K/DEC/PEV/R(L) 716.8758 750.41 114.06: 7. 6530 P30153 ring ine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform LLnL _l -1.9
K546k 543|(K)SL\Q/kI|G/PI/L/D/N/ST/LQ/SEV/K/PILEK(L) 691.8988| 2650.50: 114.07 10. 6530 P30153 rine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform LLnL .87E-06]| 36 4.3E-03 -10
1k 37|(K)EIL/T/K/E/SINIVIQIEINIR(C) 553.63 44.828|  114.050¢ 4. 35594. P67775 rine/threonine-protein phosphatase 2A catalytic subunit alpha isoform LLnL . 14E-01 36 1.4E-02 -2.6
91k 38_4‘( )/S\Q/GN\I|S/K/AIC/LNILIR(S) 562.9842 72.889 .04 3. 74606 076094 _|Signal recognition particle 72 kDa protein LLnL .55E-1 55 1.5E-04
62k 155|(K)AS/PA/LV/AKD/P/GTVA/NK(K; 551.6374 38.854 .04 . 59179.! 092783 _|Signal transducing adapter molecule 1 LLnL .08E-0:
k 7[(R)SGDSE\W\Y/Q/L/GD/V/SQ/K/TT/W/HR(I) 602.542: 293.084 .063] . 7259. Q04837 _|Single-stranded DNA-binding protein, mitochondrial ehicle | 1.60E-1 -5.8
7k 132|(R)AA|A|Y/SKLGNY/A/GA/VQID/CE/R(A) 720.006: 043.955 .0491 . 063.. 043765 _|Small glutamine-rich tetratricopeptide repeat-containing protein alpha LLnL .87E-1 38 3.8E-03! Y
0k 151|(R)ANCID/PA/Y/SK/AYG/R(M) 566.9489 584.784 .0483 5 063.. 043765 _[Small glutamine-rich tetratricopeptide repeat-containing protein alpha LLnL .55E-0f -8.1
9k 397|(K)ASKPLP\PA|PA|P\DEYL\VS/PI/TGEKI/PASK(M) 747.6616) 2873.561 .0587 . 886. Q15459 |Splicing factor 3 subunit 1 Vehicle -3.
38k 1|(K)DI[ED\V/F/Y/k/Y/GAI/R(D) 568.2901 588.80 .0552 . 744. Q07955 |Splicing factor, arginine/serine-rich 1 Both 1.58E-17| 32 3.5E-02 4. Y
30k 320|(K)YG\E/PGE\V|F/I/N/kGK(G) 17.9362 437.73 .0568 . 6149. P23246 plicing factor, proline- and glutamine-rich LLnL 8.11E-17 -2. Y
54k 139|(R)EA\LL/SS/A/VD/HIGSDE/NV/K/FIR(Q) 19.2662| 1959.977 .0659 11, 57488 P78371 -complex protein 1 subunit beta LLnL -3 Y
75k 266|(K)L/D|VTSV/E/DY/K/ALQ/K(Y) 74.976. 0664 13. 59671 P48643 -complex protein 1 subunit epsilon LLnL 3.67E-07 37 .0E-O: -3.
49k 238|(R)IV|LL/DSSL/E/Y/KIK(G) 07.960: .0573 . 60534.. P49368 -complex protein 1 subunit gamma LLnL 44 .2E-0: -1
07k F@t( )LQIMYK/TAN/E/T/ANVILILILIR(1) .0526 60534.. P49368 -complex protein 1 subunit gamma LLnL .89E-11 61 .5E-0! -6.
260k 255|(K)GTV|L|/KTA/E/E/LIM/NF/SK(G) 10592 8.6 59620.9] ps0990 |T-complex protein 1 subunit theta LLnL 59E-; 59  BE-0! 3.
41k 3 R)SL\D\L/L/GLE/k/L/D/ICGR(F) .0668 14 40929 095551 RAF and TNF receptor-associated protein LLnL .93E- 4 7TE-02
3k 4| (R)EH\A\LTSGTI\K\AM\L\S\GPGQ\FAE/N/E/T/N/E/V/N/F/R(E) .0845 12. 12473. Q15369 ranscription elongation factor B polypeptide 1 LLnL 55E- 4 1E—0ﬂ -16.7]
9| R)LGD\V|ISI/Q/PC/PDVK/YGK(R) .0466 1. 89322. P55072 ransitional endoplasmic reticulum ATPase LLnL 4.27E- 1E-02 -6.
7l 2 )QLAQIKE/M/V|E/L/PLR(H) .0568 7. 89322.. P55072 ransitional endoplasmic reticulum ATPase LLnL 91E- -3.
1 240{(R)GIL\L/Y/GP/PGT/GK/TL/IAR(A) 14.05] . 89322.. P55072 ransitional endoplasmic reticulum ATPase LLnL 77E-! -1
: ; . 2l 296|(K)NA/PAIIFID/EL/D/A/I/A/PK/R(E) .0525 . 89322.. P55072 ransitional endoplasmic reticulum ATPase LLnL 06E-09| 38 6.3E-03 -1
. | %_pgjg_ - V|SQLIL YTAHRA .0644] 1. 89322.3| 55072 |Transitional endoplasmic reticulum ATPase LLnL 25E-25| 54 1.2E-04)] -8.
10 1.4 47| 67 K 4 TUV/EVIPQ 701 EDVKR(E) 14.0674| 4| 89322.3] psso72 |[Transitional endoplasmic reticulum ATPase LLnL 41E-11] ER
11 15.02 . 80.. 02k 488|(R)EL\Q\ELVQ/Y/PVEH/PD/KFL/K(F) 4.0581] . 89322.. P55072 ransitional endoplasmic reticulum ATPase LLnL .39E-05] -




2 524k 51 Zﬂ_(_K)GV\L\FlY/GP/PGCGKTLL/AK(A) 631 .343 1777.967] _114.0565] 7. 89322.. P55072 ransitional endoplasmic reticulum ATPase LLnL | -
651k 639|(R)LD\Q\L\I\Y\I|PL/PDEKS/R(V) 9 1799.99 4.047] 89322.. P55072 ransitional endoplasmic reticulum ATPase LLnL 5.38E-15 .8E-02 -4.4
4 658k 654 |(R)VAW/L/K/AIN/LIR(K) 71.2373 997.652 .0457 89322.. P55072 ransitional endoplasmic reticulum ATPase LLnL 7.77E-07| 4 .7E-04 -1
668k 664 (K)SP\VA\KDV/D/L/E/FLIA/K(M) 49.3025|  1531.837 .056: 9322, P55072 ransitional endoplasmic reticulum ATPase LLnL 4.03E- 4E-02 -4.
73k R)VQIN|M/AL/Y/AD/VIGGK/Q/F/PVTR(G) 36.7183 094.08 4.060: B 8998. P51571 ranslocon-associated protein subunit delta LLnL 7.87E- .9E-02
116k 1 R)VVAKLPFT/PL/SYI/QGL/SH/R(N) 560.8251 .212]  114.066! 10.! 1175. Q9UMO0 ransmembrane and coiled-coil domain-containing protein 1 LLnL 4.58E- 4.8E-03 -

8 68k 3|(R)LI|Q|V|PK/GPVE/GYEEN/EEFLR(T) 820.7571 346.198) 4.059 6. 4199. Q9UI30 RM112-like protein LLnL .84E-11 -

9 112k 1 R)GH|Y\T\NGK/E|I|I|D/L/V/LD/R(I) 4.0156 -1 0 Q71U36 ubulin alpha-1A chain LLnL 4.85E-28| 59 7.3E-05! - Y
320 326k 3. R)GD\V|V/Pk/DVNA/A/I/AITI/K(T) 4.0506] 4. 0 Q71U36 ubulin alpha-1A chain Both | 241E-13] 42 2.5E-03 - Y
321 326k K336k 321|(R)GD\V\VPKDVNAAI/A/T/I/KIT/K(R) 228.1071 10. 0 Q71U36 ubulin alpha-1A chain Both 4.69E-05 - Y (K326)
322] 336k 32 DVANVAVAWI/A/T/IKT/K(R 114.0517 0 Q71U36 ubulin algha—iA chain LLnL A42E-12| 34 2.0E-02 -1
323 370k 3! VGINY\Q|PPT\V|V|P/GGD/L/A/K/NQR(A) 114.0585| 0 Q71U36 ubulin alpha-1A chain Both 4.16E-22| 54 1.6E-04 - Y
324, 60k 4 ) T\G\GGDDSF/N/T/F/F/S/EITIGAIGK/H/VIP/R(A) 114.0391 - 0 Q71U36 ubulin alpha-1A chain Both | 3.88E-05| 41 2.1E-03, -9. Y
325 96k R)QLFHPEQ\LI/T/GK/E/D/AAININ/YAIR(G) 4.059] 0 Q71U36 ubulin alpha-1A chain Both . 30E-11 -7.8
326 297k 283|(R)AL|T|V|PELTQQVFDAKNM/M/A/ACD/PR(H) 4.068] 9671. P07437 ubulin beta chain LLnL .60E-05
327 58k 47|(R)S|VIYIYINE/AITIGIGKIYIVIPR(A) 0! 19671, P07437 ubulin beta chain Both 24E-24)| T2 3.6E-06! -10.. Y
E‘ 5 |K252k 252|(RKLAVIN\M\V/PF/P/R(L) 0! . 0327. Q9H4B7 ubulin beta-1 chain Both | 2 .09E-10] -3
329 324k 321|(R)M/S\MKEVD\EQ|MIL/N/V/Q/NK(N) .0 11, 19907. Q13885 ubulin beta-2A chain LLnL . 77E-13]| 40 3.0E-03! -

58k 47](R)INWAY/YNE/AITIG/GKIY/IVIPR(A) 0! 9 P68371 ubulin beta-2C chain Both .92E—0j 30 5.1E-02 4. Y
412k 401|(R)TV|V/SIGLVQF/V/PKEE/LQD/R(L) 0! 5914 P54577 yrosyl-tRNA synthetase, cytoplasmic LLnL -3.
513k 507 |(K)YQTNFMTK/L/G/S/I/SICIK(S; 4.0: 5914 P54577 yrosyl-tRNA synthetase, cytoplasmic LLnL 6.39E-16| 47 6.2E-04. 2.2
329k 319 L\Y\V/YDML/AGK/L/I/PVIHQV/R(G) 4.064 9. 62 Q9v5J1 _|U3 small nucleolar RNA-associated protein 18 homolog Both 28 4.8E-02
1 7 L/T/GK|T|I[T/L|E|V|E[PSD/TI/E/NV\K(A) 4.061 7 856: p62988 _|Ubiquitin Both 4.88E-19| 53 2.7E-04. -11. Y
1k K27k 7 L\TGKTITLE/V/E/PSDTIENV/K/A/K(I) 228.107° 856 62988 |Ubiquitin LLnL - Y (K11)
71 12 | T\L/E/VE/PSDT/I/E/NV/K/AIK(I 114.0494] 8564. p62988 _[Ubiquitin Both 7.40E-17| 48 9.6E-04 -
27k K29k 12|(K)T\NTLEVE/PSD/TIENV/K/AK/IQD/K(E) 228.1114| 856 62988 |Ubiquitin LLnL 1.49E-14/ -
8 29k 28|(K)AKIQD/KEG\I/P/P/D/QQR(L) 114.0232) -1 856 p62988 _[Ubiquitin LLnL 7.92E-11 -
9 29k K33k 28|(K)AK\IQDKEGI|P/PD/QQ/R(L) 228.082 -2 856 62988 |Ubiquitin LLnL .83E-08! -
33k 30|(K)IQ\DKEG\I/P/PD/QQR(L) 044 0.7, 856: p62988 [Ubiquitin LLnL . 35E-06 -
48k 43|(R)L/N|F|A|G/K|Q/L/E/DIGR(T) 049! 4.7 856 P62988 |Ubiquitin Both .39E-0 55 1.7E-04 Y
63k 55|(R)T/L|S/D/Y/N/Q/K/E/STL/HILIVLIR(L) 060 8564. p62988 |Ubiquitin Both | 1.00E-2 59 6.1E-05 -
) _|K6k CMQUIFVIKTILITIGIK(T) .042: -0. 856 P62988 |Ubiquitin Both 12E-1 54 1.2E-04 Y
4 Bk K11k 1]()MQWFVK\TLTGKTITLEVE/PSD/T/IENVK(A) 228.109' 7 8564 p62988 _|Ubiquitin LLnL - Y (K6
4 421 L/SkISVIK(N) 4.0501 294366. QoUPUS __|Ubiquitin carboxyl-terminal hydrolase 24 LLnL . 22E-
4 3601 358|(K)LE/K\\FQ\N/A|PTD/PT/QD/FSTQV/A/K(L) 4.0573 5. 786. p45974 _ |Ubiquitin carboxyl-terminal hydrolase 5 LLnL .35E- 31 4.8E-02 -3.
4 793 SA|AD\SISESV/P/VIG/PKV/R(D) 4.0555 6. 786. P45974 _ |Ubiquitin carboxyl-terminal hydrolase 5 LLnL T9E- -
48| 115l LG/FED/GSVL/K/Q/F/LISE/TEK(M) 4.0647|  10. 824, P09936 _|Ubiquitin carboxyl-terminal hydrolase isozyme L1 LLnL .28E- -
49 210k K\PFPINHGETSD\E\T\L\L\E/D\A|I/E/V/C/K/K(F) . 4 .OE@' 4. 26182. P15374 |Ubiquitin carboxyl-terminal hydrolase isozyme L3 LLnL . 36E- 31 4.5E-02 -3.

0| 2 529k 524](K)DT\W/L|G\WWI/QIY|F(-) 685.8454]  1256.1 .0525 57295.2| 014562 |Ubiquitin domain-containing protein UBFD1 Both 1.15E-17| 28 5.2E-02 -4.4
[351] 4 09k 95|(R)AF|GFSHLEALL/D/D/SK/E/L/Q/R(F) 573.2983| 2176. .0@' 1 1284.2| Q96FW1  |Ubiquitin thioesterase OTUB1 LLnL 2.20E-07| 42 3.9E-03! -6.6
[352 78k 166 (K)L/L\ALN\PDAV/E/LF/K/K(A) 562.3305 1570.! .0566 5338.7| 09BsL1 _[Ubiquitin-associated domain-containing protein 1 LLnL 5.77E-07,

53| 4 9k 98|(K)FL|T|PCYHPNVDTQGNI/C/L/DI/L/KE/K(W) 748.123 2875.4 .052‘ . 9652. 000762 _|Ubiquitin-conjugating enzyme E2 C LLnL 41 4.2E-03 -5.1
[354] 4 1k 98|(K)FL|T|PCYHPNVDTQGN/I/C/L/DI/L/KE[k(W; 748.127 28754 .0765 11. 9652. 000762 _|Ubiquitin-conjugating enzyme E2 C LLnL 39 6.0E-03, -5.7.
[355] 4 6k 119|(R)IYHCNI\N\SQ/G\V|I/C/L/DIL/K/IDNW/S/PAL/TI/SK(V) 872.4521| 3372.7 .0787 1 1404.. P51965 _|Ubiquitin-conjugating enzyme E: LLnL .81E-16) 37 1.1E-02 -8.3

56 Kk 62|(K)IPETY\PF (F) 557.970: 1557.8 4.0! 22406 P61086 _|Ubiquitin-conjugating enzyme E2 LLnL . 17E-09
_ﬂ‘_‘l_ 67k R)IE\INF\PA/E/Y/PF/K/PPK/IT/F/K(T) 599.078 2279.24 114.04 786 P68036 _|Ubiquitin-conjugating enzyme E2 L3 LLnL .01E-06 |
[358 71k /YIPF/KIPPKITF/k(T) 599.0789| 2279.247| 114.04 7861.7| P68036 [Ubiquitin-conjugating enzyme E2 L3 LLnL .99E-06 |

59| 92k 6|(R)I/CIL|DIIL/K/DK(W) 16.3424| 1117.629 4.0 4 7 P61088 _|Ubiquitin-conjugating enzyme E2 Bott 211E-07) 37 1.3E-02 -4.6

60| 132k 124|(R)VQ\W\YPE/GVkQ/HV/K(E) 428.7308| 1597.849 .0528 141 Q9coce |Ubiquitin-conjugating enzyme E2 O LLnL .26E-06
[361 825k 820|(K)IL\ES\LKNMTVE/Q|L|L/T/G/S/PT/S/PTVE/PEK/PTR(E) 53.. 3295.745 .0696 141 Q9cocy |Ubiquitin-conjugating enzyme E2 O LLnL _l | -2
[362 63k 62|(R)LK\FPID\Y|P/Y/S/P/IPAF/R(F) ! 26 p49427 _|Ubiquitin-conjugating enzyme E2 R1 LLnL 8.51E-06| 32 2.7E-02| -4.4

63 197k 170|(R)AL|A|S|G/TE/A/SISTD/IPGA|PG/G/PGGAE/GPMAK/K(H) 1 23845.: Q16763 _|Ubiquitin-conjugating enzyme E2 S ‘ehicle 1.49E-15| 34 1.6E-02 -6.8

64/ 91k 85|(R)I/CIL/D|V|L\K|L|P/PK(G) 2252 Qonppe _|Ubiquitin-conjugating enzyme E2 T Both 1.06E-15] 70 1.6E-06
[365 627k 605|(K)YGN\VQV\V|I|PFLTES/Y/SS/SQD/PPEKSI/PICTLK(N) 7849. p22314 _|Ubiquitin-like modifier-activating enzyme LLnL -6.4

366 635k 628|(K)SI|P/I/C/T/L/KIN/FIPNAI/E/HTLQWAR(D) -0.! 7849, p22314 _|Ubiquitin-like modifier-activating enzyme Both 29 8.2E-02
[367 746k 724|(R)QLLHNF\PPDQ\L| TS|SGA/PF/W/SIG/PK/R(C) 11.. 7849. p22314 _|Ubiquitin-like modifier-activating enzyme LLnL 34 2.5E-02

68| 628k 616|(R)D/P|PE/EE/I|PFCTL/KS/F/PAAIEHTIQWAR(D) 17. 7970. AO0AVT1 _|Ubiquitin-like modifier-activating enzyme LLnL 4.48E-06] -4.5

69 739k 730|(K)DG\SL/F/W/QIS/PKRPPSPI/K(F) 17. 7970. AOAVT1 _|Ubiquitin-like modifier-activating enzyme LLnL -1.9]

7/ 71k (ﬁl_@ MD/NNA\A/A/IK/ALE/L/Y/K(I) 7 0688. Q05086 _|Ubiquitin-protein ligase E3A LLnL

7 67k 56|(R)GGG\VGGFL|PAMKQNGNV/A/A/LIPIGIVIHIR(S) A 55210 Q9Y310 |UPF0027 protein C220rf28 LLnL -1.9

7 65k (R)LC|E|Q/GIN|PEAL/S/SV/IKEL/R(K) 4 78.8] 008AG7 |UPF0582 protein C130rf37 LLnL 70 5.5E-06]

7 53k 48| (K)LI|Y/A/GK|I/L/S/DIDIVIPI/R(D) 7 09.. P54725 _|UV excision repair protein RAD23 homolog A Both -6.3

7: 4k (K)ID\ID|P/E/E/TV/KAL/K(E) 46| 43171 p54727 _|UV excision repair protein RAD23 homolog B LLnL -1.6]

7! 1k 46| (K)L/|Y/A/GIK|/L/IN/DIDITAILIK(E) 8| 43171. P54727 _|UV excision repair protein RAD23 homolog B Both 69 3.9E-06! -4.9

7 6k 68| (K)INFW\VV/MV/TK/P/K(A) 7| 43171, P54727 _|UV excision repair protein RAD23 homolog B Both 43 2.2E-03,

7 29k 23|(R)FL\EQQNK/I|L/L/A/E/LEQLK(G) 51. P08670 |Vimentin LLnL -1.3

78 39k 30|(K)IL|L/AE/L/E/Q/L/KIGQ/IGK(S) 3651.. P08670 _|Vimentin LLnL 34 9.6E-03 -3.5 Y

79| 4.97 | 24.97 96k 93| (K)IL\TK\LL\E|V/S/D/D/PQ/V/L/IAV/IAA/HID/NGEYVR(H) 1 5588 Qour12 |V-type proton ATPase subunit H LLnL 37 7.8E-03!
380 .31 ] 12.31 16k 12](K)IG\LTKAL/T/Q/M/E/E/AQ/R(K) 0. 31293.6] 095229 [ZW10 interactor LLnL 62 3.5E-05

* The lysine acetylation sites are obtained from the following publications and the Swiss-Prot database for the ubiquitinated proteins identified in our experiments.

1. Choudhary, C. et al. Lysine acetylation targets protein complexes and co-regulates major cellular functions. Science 325, 834 -840 (2009).
2. Gnad, F. et al. PHOSIDA (phosphorylation site database): management, structural and evolutionary in ), and {
3. Kim, S.C. et al. Substrate and functional diversity of lysine acetylation revealed by a proteomics survey. Mol Cell 23, 607-618 (2006).

4. Zhao, S. et al. Regulation of cellular metabolism by protein lysine acetylation. Science 327, 1000-1004.

Genome Biol 8, R250 (2007).

** Peptides 76, 92, 144 have slightly lower Phenyx p value, and Peptide 177 has slightly low Mascot score and expectation value. These peptides are included in the list because they have high Spectrum Mill score and good MS/MS spectra.

Nature Biotechnology: doi: 10.1038/nbt.1654
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Supplementary Table 2 The PDB codes of the crystal structures used for the analysis of
secondary structures and solvent-accessible areas for the ubiquitinated lysines and all lysines in
the crystal structures.

1A31 1MH1 1Z0A | 20B4
1A4pP INTG 127G | 2PBD
1ALD 10GW 1ZR3 2012
1B3U 10QY 2AGA | 2RIQ
1BJ4 1P4R | 2AXN 2VYT
1C4z 1902 2BRY 2ZFY
1E5W 108G | 2C23 2ZKR
1G73 1QGR | 2CS2 3BOR
1GH2 1SYW | 2CV5 3BQC
1GK7 1U7B 2DGV | 3BYH
1GY5 1U8F 2DZM | 3BZH
1102 1UCN 2E8A | 3CPF
1110 1UEL 2EC4 3E46
1I7K 1Uso 2ETL 3E77
1INZ 1UWS 2F3Y 3EI3
1J7D 1VYH 2G9N 3FEY
1JDH 1W7J | 2HDE 3GJ0
1JEY 1WHO 2HRO 3GR4
1JMC 1WTB 2TE4 3133
1KMT 1X4A | 2JKV | 3ULL
1KMV 1X4B 2KG4
1LCY 1XD3 2028
1LM8 1YH2 20B0

408



Supplementary References:

1.

Garcia-Saez, 1., Parraga, A., Phillips, M.F., Mantle, T.J. & Coll, M. Molecular structure
at 1.8 A of mouse liver class pi glutathione S-transferase complexed with S-(p-
nitrobenzyl)glutathione and other inhibitors. J Mol Biol 237, 298-314 (1994).

Lorick, K.L. et al. RING fingers mediate ubiquitin-conjugating enzyme (E2)-dependent
ubiquitination. Proc Natl Acad Sci U S A 96, 11364-11369 (1999).

Denis, N.J., Vasilescu, J., Lambert, J.P., Smith, J.C. & Figeys, D. Tryptic digestion of
ubiquitin standards reveals an improved strategy for identifying ubiquitinated proteins by
mass spectrometry. Proteomics 7, 868-874 (2007).

Schwartz, D. & Gygi, S.P. An iterative statistical approach to the identification of protein
phosphorylation motifs from large-scale data sets. Nat Biotechnol 23, 1391-1398 (2005).
Schneider, T.D. & Stephens, R.M. Sequence Logos - a New Way to Display Consensus
Sequences. Nucleic Acids Research 18, 6097-6100 (1990).

Crooks, G.E., Hon, G., Chandonia, J.M. & Brenner, S.E. WebLogo: A sequence logo
generator. Genome Research 14, 1188-1190 (2004).

Peng, J. et al. A proteomics approach to understanding protein ubiquitination. Nat
Biotechnol 21, 921-926 (2003).

DeLano, W.L. DeLano Scientific, Palo Alto, CA, USA. http://www.pymol.org, 2002).

409





