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(%) # Index #
lons (Da) (Da)  (ppm) (Da)

1 16.68 91.1 10 6/24 Y268y (K)A G K G E\S A\G y\M|E|F/Y|E|A\Q\R (I} 1843.83 80.2475 146.1 55042.5/9.10 Homo sapiens 106879210 23534  Src homology 2 domain containing adaptor protein B
Fragment-ion (m/z) |233.14 [374.41 [382.52 [443.68 479.14 [503.70 |517.67 [543.77 [563.84 [567.94 | 572.81 [581.88 [601.88 [666.97 | 702.87 |711.80 [763.83 [776.12 [811.52 [875.96 |892.60 [901.45 [1032.45 [1161.52
Frac. Inten.(% of TIC) | 1.06 | 277 [ 1296 [ 102 175[ 478 [ 199 [ 109 [ 144 159 386 [ 1097 [ 115 338 101 125 2779 o091 097| 133[ 261[ 366 23| 828
Rel.Inten.(% of BP) | 382 996 | 4662 | 368 | 629 | 1722 | 716 | 393 | 517 | 573 13.90 | 3947 | 443 | 1215 365 | 448 (10000 | 329 | 348 | 479 939 1319 | 855 2981

Score 004 | 100 | 100 100 | 0.06| 100| 0.07| 0.04 | 0.05| 0.0 050 | 1.00 | 1.00 | 1.00 050 | 1.00| 100| 100 | 100 100 100 100| 100 1.00

Iun-type y3 y++f- bE- y4 a? |:,"—‘—11 b? yE- b++13-H20 b++13 yf- b++14 b++1E- b++15 yT bB |:,1CI |:,’I’I

Delta Da 020 | 033| 046 0.44 049 | 066 | 059 065 060 | 052| 046| 032 020 062 018 010| 006 0.9
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Rank Score ?‘:}I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;.smn Digest  Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 17.56 875 9 7125 Y268y (KA 6 K G E|S A\G y\M|E|B/Y/E|A Q\R (I) 1843.83 80.2775 161.7 55042.5/9.10 I;I;prineons 106879210 23534  Src homology 2 domain containing adaptor protein B

Fragment-ion (m/z) |374.39 |382.37 [443.34 [478.94 | 494.68 |503.37 [516.96 [567.36 | 572.37 [581.37 |601.42 [607.52 |609.28 |620.95 |626.24 |632.30 |634.92 |666.46 |763.52 |775.98 | 875.43 [892.47 [901.38 |1032.52 [ 1161.46

Frac. Inten.(% of TIC) 3.05 | 10.50 0.90 2.06 0.88 412 1.78 1.38 3.98 9.75 1.68 1.68 0.03 1.21 425 1.03 0.94 315 | 28.68 1.90 128 2.39 3.81 214 7.24

Rel. Inten.{% of BP) 10.64 | 36.62 314 719 306 | 1435 6.20 4.83 13.88 | 33.97 6.56 5.84 0.1 420 | 14383 3.58 3.26 | 10.99 |100.00 6.61 4.46 832 | 1327 7.45 2525

Score 1.00 1.00 1.00 | -0.07 1.00 1.00 1.00 | -0.05 0.50 1.00 1.00 | -0.06 150 | -0.04 | -015| -0.04 | -0.03 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00

lon-type Ya | ¥ by ¥y g | bryg bty HO | by b, sty ¥s Ye | brepy | breyg Y7 by by by

Delta Da 0.18 0.18 0.12 015 0.1 0.26 0.16 0.15 013 0.00 0.14 0.15 0.18 0.09 0.05 0.03 0.13 0.03
y--NH,

0.04
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# . MH* MH*  MH*  Protein . 2
Rank Score lsﬂ:; BCS Unmatched Va;ilt:?e Sequence Calculated  Error  Error MWipl Species decession Digest Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 1412 8.0 38 1123 Y268y  (K)S R/A G K G E\S A\G vIM|EIP Y/E\A @ R () 205895 80.1905 104.8 55042.5/9.10 :':;Te”ng 106879210 23534  Src homology 2 domain containing adaptor protein B
Fragment-ion (m/z) |382.20 48532 50329 558.71 | 615.58 |624.65 |626.53 629.44 |658.15 [667.15 |670.74 | 679.88 |[689.19 [694.45 [703.28 |748.30 |763.47 [816.54 [883.79 [892.45 [962.65 [1023.43 [1116.73
Frac.Inten(% of TIC) | 444 [ 118 [ 263 216 237 178 | 132 164 | 176 134[ 191 474 2062 [ 145 209 | 122[ 2880 188 215| 457[ 446 382[ 195
Rel. Inten.(% of BP) | 15.40 | 411 | 912 | 7.51 822| 617 | 460 | 570| 610 | 466 | 6.65 1647 | 7160 | 5.05 | 7.25| 4.23 10000 | 652 | 745 | 1587 | 1548 | 1223 | 6.78
Score 100 | 050 | 1.00 | 1.00 050 | 1.00| -0.05| -0.06| 100| -0.05| -0.07 050 | 1.00| -0.05| 0.07| -0.04| 100 | 1.00| 1.00| 100 | 100| 1.00| 1.00
lon-type y++g |¥H0 Vs | brry b H0 | by, b, bre;-H,0 | brrgy Ye by | b++yg Y7 | g Yz b
Delta Da 0.01| 007| 003| 0.03 033 039 0.20 010 | 041 010 012 043 | 0.03| 025 -003| 026
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1 13.77 69.5 10 9124 ;;?}g (RISQHEHKGIQLYDT|EB/Y\NE\P E\G Q s VD/S DS E|S T\V|S\P R (L) 3436.58 160.8406 252.4 55042.5/9.10 H;;:?euns 106879210 23534 Src homology 2 domain containing adaptor protein B

Fragment-ion (m/z) |359.28 |647.02 |676.93 [806.71 | 865.18 |871.52 | 875.76 |887.28 |979.06 |984.46 | 984.83 |1007.73 [1014.87 |1035.77 [1041.98 |1047.72 [1065.00 |1068.54 |1071.17 [1074.58 | 1080.40 [1103.59 |1109.59 |1123.46

Frac. Inten.(% of TIC) | 4.66 1.68 214 262 1.59 7.75 0.12 235 246 153 310 215 1.59 3.19 23 3.73 217 8.02 275 20.51 13.53 5.63 23 1.62
Rel. Inten.(% of BP) | 22.71 819 | 1043 | 1277 a7 | 31T 059 | 1146 | 12.02 748 15.12 1048 7.76 15.56 11.256 16.18 10.58 39.09 13.40 | 100.00 6597 | 2747 13.72 7.88

Score 1.00 1.00 1.00 1.00 025 1.00 1.50 011 -012 1.00 1.00 -0.10 -0.08 -016 -0.11 1.00 1.00 -0.39 -013 1.00 1.00 -0.27 1.00 1.00
lon-type Y2 Yo | brryy | brryy ag | by, [by-NH, bivo by betyy Yio Yityg | by, birryg | ¥y
Delta Da 0.08 0.67 0.62 0.35 0.67 0.63 0.29 0.53 0.44 0.63 0.51 -0.35 0.29 0.47 -0.00
100 | 150 ¥,oHH,
st sty 0.26

0.63 0.37
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Rank Score Sﬂl::l BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ACCE;SIGH MIS;legt;st Protein Name
(%) lons (Da) (Da) (ppm)  (Da) ndex
1 17.83 83.0 13 525 Y297y S30is (K)G I Q L/¥/D/TI|P YIE|B/E G Q/s\V\D S D S E/S\T V|S\P R (L) 2956.33 1601224  60.9 55042.5/9.10 Homo sapiens 106879210 23534 Src homology 2 domain containing adaptor protein B

Fragment-ion (m/z) [359.39 | 646.98 [723.80 |853.50 | 871.59

|880.63 | 920.40

[929.16 [993.62 [1000.87 [1007.15 | 1114.68 [1123.84 [1131.66 [1174.52 [1231.80 [ 1242.82 [1260.79 [1321.92 [1353.69 [1362.13 [1370.78 [1371.24 [1380.75 [1423.35

Frac. Inten.(% of TIC) 364 1.25 1.14
Rel. Inten.(% of BP) | 19.64 6.76 6.15
Score 1.00 1.00 1.00
lon-type ¥y (b | yerg,
Delta Da 019 039 0.51

Ye

0.63

270
14.55
1.00
by,
027
b_-NH,
0.74

513 1.70
27.64 9.18
1.00 1.00
b | y++,.
023 028
1&-'Hzo
0.24

185 | 18.54

10.00 |100.00

1.00 1.00

b++15 ¥+o

055 028
b+++_ o
0.37
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0.52

559
30.16
1.00

¥

022

0.04
0.20
0.25

st

0

0.04 1.91
0.24 10.28
1.50 0.50
sty bg-MH,
0.38 023
Yoy H0

0.23

16.49 316 2.87 1.32 314 9.16 1.61 1.95 245 1.35 9.63 2.08 1.36
88.92 17.04 15.46 713 16.95 49.40 8.13 10.51 13.21 7.28 51.92 11.21 135
1.00 1.00 1.00 1.00 0.50 1.00 -0.08 1.00 -0.13 -0.07 -0.52 -0 1.00
¥y by | y++y a,g by tiH, b ¥ by
0.38 018 054 072 -067 027 0.68 0.30
¥ o ywz'NHa
0.30 -0.76
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WT_EGF_C10.3030.3044.0.pki Maz=s [miz] PH+: 2350 4654 mdz: Te4.16 23
# MH* MH* MH* Protein . .
Rank Score ?;; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ACCE;S'U" Mli;j[:,?e#ﬂ Protein Name
lons (Da) (Da) {ppm) (Da)
1 18.58 93.0 12 324 Y246y (K) D/E/V/T/I|A DID|¥y 5 D|P F/D/A/K N\D|L K (5) 2270.08 B0.3831 177.3 55042.5/9.10 Homo sapiens 106879210 23534  Src homology 2 domain containing adaptor protein B

Fragment-ion (m/z) |260.12 [524.97 [557.86 [617.02 [677.91 [688.90 [726.22 743.96 | 746.15 | 746.44 [803.71 [858.50 |897.77 |954.02 [ 965.66 [988.61 | 995.67

[1004.88 | 1037.62 [1046.06 [1054.24 [1054.80 [ 1285.56 |1303.79

Frac. Inten.(% of TIC) 222
Rel. Inten.(% of BP) | 13.39
Score 1.00
lon-type ¥z

Delta Da -0.08

12.89 1.99 1.50 221 3.59 1.50 227 1.58 4.65 3.93 1.99 7.04 215 1.46 2.87 1.90 7.68 4.12 16.55 143 3.35 214 9.00
7792 | 1205 905 | 1338 | 2167 907 | 1371 956 2812 | 2378 | 1201 | 4254 | 1297 581 | 1732 1151 46 41 2492 | 10000 8.65 2024 12 .92 54 38
1.00 1.00 1.00 -013 1.00 0.50 1.00 1.00 1.00 1.00 1.00 1.00 1.00 -0.09 1.00 050 1.00 0.50 1.00 1.00 -0.20 0.50 1.00
b ) by ¥s Yo | bNH, b | yrriz | ¥z ¥7 by | yrris [ ¥rrie beeyy Jyrr 0 | yrryg b0 | by |y, b,H,0 b
0.69 0.53 -0.34 0.50 -0.15 057 -0.67 -0.38 0.28 0.08 0.40 on 019 024 0.45 0.69 013 027 0.06 0.28
yoes o yse |y
047 0.76 -0.62
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/
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DELTAKI_CID.3538 3564.0.phl Mass [miz] hiH+: 23143154 mf2: 77211 23
# MH* MH* MH* Protein . .
Rank Score S,,:' BCS  Unmatched Variable sites Sequence Calculated Error Error MW/pl Species ACCE#SS'U" ""ISED'Q;SI Protein Name
%) lons (Da) (Da)  (ppm) (Da) ndex
1 17.56 901 9 6/25 Y207y (R)T L/E/B/V RIP P W/V|P N/D\y VI[P S P T R (N) 223320 811179 497.6 52446.1/5.71 Homo sapiens 109689723 29029  abl interactor 2

Fragment.ion (m/z) |545.25 [557.93 | 605.04 [613.90 |663.44 [696.95 | 700.94 [708.37 [740.14 |745.60 [754.73 |756.81 [762.82 [809.69 |856.50 |879.33 [888.33 [937.21 | 977.29

[985.77 [1014.60 | 1041.33 [1050.11 |1088.74 [1225.62

Frac. Inten.{% of TIC) 1.40 3.26 200 | 2247 2.34 1.88 1.65 1.29
Rel. Inten.{% of BP) 618 | 1443 5.83 | 9940 | 10.36 5.3 7.30 570
Score 1.00 1.00 0.50 1.00 1.00 1.00 1.00 1.00
lon-type b+, Ys [¥++ipH0 | y+ey, |yt by |y+++ig | biegg

Delta Da 0.42 0.63 0.78 0.63 0.64 0.56 0.59 0.48

0.04
0.18
1.50

sty
1.07

147
6.49
-0.06

1.16 108 | 232 | 428
514 | 480 | 1028 | 1893
005 | 005 010 1.00
Y,

0.30

282
12.47
0.12

242
10.72
1.00

b++‘5

0.39

1.06
4.69
-0.05

127
563
1.00
Y+

0.24

Y+

1.00
441
0.50

IT’HEO

0.80

2260
100.00
1.00
Yrhr
027

101
447
1.00

¥s
017

7.34

3247

0.50
y++H0
0.32

1.90
543
1.00
Y¥rtig
0.09

10.36
45.83
1.00
bID
0.09

1.57
6.94
1.00

Yo
0.10




Peak 8

S L L =1 & s 1 1 » | 7 s &l
163+ ¥,
36.2% .
315.3 assignment
i
b b
b1|:l 13;21 4 b12
1215.5 :
b ity PR wb 141|5'B 14’%6.‘4 17581
L] L] L] L]
1 200 1200 1400 1600 1200
DELTAKI_CID.25891 29050 pkl hiH+: 2045 99584 mfe: GE3A7 2 3
WhEetk] e s ] 0 ] o8 e y =1 e | s | v | w | 7 s a]lr ]« |
Pimmdz-17
fig4.3
3 14erin 1025.9 e
Ti.0%
. 12198 Bz
2 Giaf.3
) 313 . Pimfz-11 20501
2403 2, . 2 ' 2, W03 gy %1 13638
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WITETD . 234 23520 phkl Mazz [miz] hiH+: 2049 2054 mfz: 63374 203
1 1448 8238 N 1125 Y490y (K)D RIE A I\ A\y S E/S|LIM/TIS|A|P\E (G) 1968.96 80.0372 34.6 56973.8/8.17 Homo sapiens 132566684 14421 scavenger receptor class B, member 1 isoform 1
Fragmentiion (m/z) |244.13 [315.26 [402.49 |503.65 [557.97 [599.88 | 634.98 [652.31 [659.83 [674.55 [700.15 [709.00 [716.25 [747.78 [756.39 [774.95 [816.21 [824.97 [834.73 [850.22 | 859.17 85048 [868.26 | 894.60 |903.73
Frac. Inten.(% of TIC) | 195 [ 3.09 [ 312 [ 470 273 [ 240 132 434 210 280 315[ 669 | 207 247[ 178 [ 227 215[ 371[ 462 274 2.13 5.01[ 7.6 741 897
Rel. Inten(% of BP) | 17.21 | 27.32 | 27.60 | 4151 | 24.08 | 21.24 | 100.00 | 38.34 | 18.59 | 22.09 | 27.80 | 50.28 | 18.28 | 21.84 | 1576 | 2002 | 19.02 | 32.78 | 4081 | 24.22 18.83 4426 | 66.78 6549 | 79.22
Score 100 | 1.00| 1.00| 1.00| 1.00| 021 100 | 100 -019| -0.22| 028 | 100 | -0.18 | 100| 1.00| 020 | 0.50| 1.00| 1.00| -0.24 0.50 0.50 | 1.00 050 1.00
lon-type by ¥a ¥y ¥s by baas o | basy, bty ¥7 b YgHo0 | by, Ys bt o H0 b H0 | bae o (b, HO | bty
Delta Da 000 | 006| 026| 037 068 004 | 054 069 037 000 022 | 062 029 0.31 062 | 039 022 034
Yz Ye Yrgt0 |y,
0.04 0.66 020 033
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lons that verify assignment
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# MH* MH* MH* Protein . .
Rank Score Pl BCS Unmatched Variable sites Sequence Calculated  Error  Error MwW/pl Species feseion (LS Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 11.87 90.6 10 219 Y455y (RIE/E D E|H P y/E\L\L|L|T|A E\T\K (K) 1916.91  80.3031 168.6 123108.5/5.93 Homo sapiens 140161500 30330 ankyrin repeat and sterile alpha motif domain containing 1
Fragment-ion (m/z) |432.31 [520.11 |533.28 |646.38 [935.06 1003.19 |1126.34 [1239.54 [1352.64 [1465.75 |1480.01 |1566.81 | 1567.76 |1768.24 1806.74 |1852.78 |1868.27 1868.76 | 1870.32
Frac. Inten.(% of TIC) | 1491 | 234 [ 592 | 507 | 237 25| 461 240 292[ 970| 25| 38| 1418 281 409| 305 275 857 53
Rel. Inten.{% of BP) |100.00 | 15.72 | 39.70 | 34.01 | 1593 | 17.29 | 3090 | 1611 | 1959 | 6507 | 16.89 | 2582 | 9510 | 18.85 | 2745 | 2047 | 1647 | 5746 | 35.92
Score 100 100| 100| 100| 100| 025| 100| 100 100| 100| ©025| 100| 025| 025| -027| 025| 100 025| -0.36
lon-type z, € Zg Zig | Croyg z% Cg Gy €10 €11 '3 €12 iz s s Cig g
Delta Da 009 | -008| 001| 003| 066| 062 003| 008| 010| 013| 030| o014| 008| 048 005 | 047 | -0.05
Vs Yis
0.64 043
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b
Y5 G
510.8 G371 TES.T
2 82+
13.3%
++
Yo 3.4 ¥q
5403
¢ 624 Jilgeal4 747 876 .4 ¥y "
2623 '!"'3 4144 AEQ iy B 9915 10 '!-"1 1
ITEE J 446 7 81.4l 6201 1062 .4
3311 | | ” 1Miza 1926 yp7q
b 023 T .||.I |;|.. JuLI LI 1L il L o ol e e il e
) ) L] ) ) ) LI Ll Ll Ll L] L]
200 300 400 ann B0 a0 200 300 1000 1100 1200 1300 1400
DELTA CI0.1921 .1936.0 phi Mass [miz] hiH+: 2052 8554 miz: 63529 =03
# MH™ MH™ MH~ Frotein = 2
Rank Score A BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Lpesn (LT Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 1932 945 10 4125 Y228y (RIE ¥ E D G\Y|P GIGIS/D/N|yIG S\LIS R (V) 1973.83  80.0294 307 104156.3/6.49 Homo sapiens 146231942 452 catenin, delta 1 isoform 1A
11932 945 10 4125 Y127y (RIE ¥ E D G\Y|P GIGIS/D/N|¥IG S\LIS R (V) 1973.83  80.0294 307 96689.8/5.87 Homosapiens 146231970 2660  catenin, defta 1 isoform 3ABC
1 1932 945 10 4125 Y127y (RIE ¥ E D G\Y|P GIGIS/D/NIyIG S\LIS R (V) 1973.83  80.0294 307 95868.9/5.92 Homosapiens 146231991 3822  catenin, delta 1 isoform 3AB
1 1932 945 10 4125 Y127y (RIE ¥ E D G\Y|P GIG|S/D/N|¥IG S\LIS R (V) 1973.83  80.0294 307 9347825592 Homo sapiens 146231946 5131  catenin, delta 1 isoform 38
1 1932 945 10 4125 Y127y (RIE Y E D G\Y|P GIGIS/D/NI¥IG S\LIS R (V) 1973.83  80.0294 307 93496.4/6.59 Homo sapiens 146231977 6337  catenin, delta 1 isoform 3AC
1 1932 945 10 4125 Y127y (RIE ¥ E D G\Y|P GIG|S/D/N|y|G S\LIS R (V) 197383  80.0294 307 92675.5/671 Homosapiens 146231994 7468  catenin, delta 1 isoform 3A
1 1932 945 10 4125 Y127y (RIE Y E D G\Y|P GICIS/D/NI¥IG S\LIS R (V) 1973.83  80.0294 307 92675.5/671 Homosapiens 146231948 8738  catenin, delta 1 isoform 3A
1 1932 945 10 4125 Y127y (RIE ¥ E D G\Y|P GIGIS/D/N|yIG S\LIS R (V) 1973.83  80.0294 307 9267550671 Homosapiens 146231975 10265  catenin, delta 1 isoform 3A
1 1932 945 10 4125 Y228y (RIE Y E D G\Y|P GIG|S/D/N|¥IG S\LIS R (V) 1973.83  80.0294 307 108170.6/5.86 Homo sapiens 146231940 30706  catenin, delta 1 isoform 1ABC
1 1932 945 10 4125 Y228y (RIE ¥ E D G\Y|P GIGIS/D/NIyIG S\LIS R (V) 1973.83  80.0294 307 107349.7/5.90 Homo sapiens 146231962 31626  catenin, delta 1 isoform 148
1 1932 945 10 4125 Y228y (RIE Y E D G\Y|P GIG|S/D/N|yIG S\LIS R (V) 1973.83  80.0294 307 104959.0/589 Homo sapiens 10835010 33563  catenin, delta 1 isoform 1B
1 1932 945 10 4125 Y228y (RIE Y E D G\Y|P GIGIS/D/NI¥IG S\LIS R (V) 1973.83  80.0294 307 104156.3/6.49 Homo sapiens 146231938 34647  catenin, defta 1 isoform 1A
1 1932 945 10 4125 Y228y (RIE ¥ E D G\Y|P GIG|S/D/N|y|G S\LIS R (V) 197383  80.0294 307 104156.3/6.49 Homo sapiens 146231968 36000  catenin, delta 1 isoform 1A
Fragmention (m/z) [262.27 [414.39 |519.83 |540.34 | 560.57 |568.99 |602.93 628.13 | 637.07 |646.06 653.43 |668.40 | 747.71 | 759.67 |762.85 [765.69 |768.63 |771.57 |840.71 [876.41 | 888.30 |897.07 [919.39 [976.41 |991.50
Frac. Inten(% of TIC) | 078 [ 0.77 | 427 155 | o068 | 112[ 096 [ 235 1623 [ 2094 | 005 160[ 175 126 [ 090 [ 2340 395 075[ 086 140 146 [ 110 117 [ o093 | 078
Rel.Inten.(% of BP) | 260 | 256 1427 | 517 | 228| 374 | 322| 784 54.22 (10000 | 015 | 535| 584 422| 300 7816 | 1318 | 251 | 286 | 467 489 | 369 | 389| 311| 259
Score 100 | 0.03 | 100 1.00| 100 | 100| 1.00| -0.08 050 | 100 150 | 0.05| 050 050 | 100| 1.00| 100 0.03| 100 1.00 050 | 100 1.00| 100 1.00
lon-type Y2 Ys | Y [brrrg |y by b+ H,0 | by sty be-HO | by H0 Ye by | brryy e y7 |brrigH0 | bery, by by ¥s
Delta Da 0.12 054 063| 004 077| 0T 067 | 068 | 082 0.44 042 | 053] 041| 037 042 | 0.05 048 | 024| 0.03| 003 011
g+




Peak 10

METag 1 *r| E | 1] ||3| ¥ | F ||3||3|s | 1] | N | ¥ ||3|s | L |s | R |
; Pimiz-21
A Bmie-1 assignment e
100,84 F(mfz-13 e
Pry-
. rf
2 ' 14 2
k] 2 o = W I \
c ' G Pimi z L ) 12 . S c o !
z 1, Y 5 Fimsz) 7 5 LET . P 15 (714 715 16 2,0
I T I | o ¥ |
b | | . o Ib .EI ol II |I I“l” ]ll T i I|I| || Ll |I Il ||] Il j | !
400 E00 200 1000 1200 1400 1600 1200 2000
DELTAETD. 1641 164 .0.pkl Mazz [m/z] hiH+: 20544354 miz 68548 33
M5Tag 1 '1"| E | 1] ||3| ¥ | 2 ||3||3|s | O | N | ¥ ||3|s | L |s | R |
Pimiz- 1) 7
i
3 52e+dm 1027 5 :
00 %4 pg5.g
[+
2 14 2
3 . 1610 6 16
2p 3 3602 o 2 8036 c 17377
7 s # 0 1364 3 %1 »
240 4517 fi1g.4 052 g 8604 M d WETF 4785 13* 2 1811 japaa o a
(" | | . ol I| ?8.2'? H w, AL Hlll”” ]ll 1 || L, 'I|I| L] I |I Il - j |
400 B0 &0 1000 1200 1400 1600 1500 2000
DELTAETD. 1641 1641 .0 phl Mass [miz] hiH+: 20544254 miz: 625,48 2: 3
Fragment-icn (m/z} 23028 | 24520 |245.04 | 318.10 | 35822 61336 | B60.40 < 373.53 | 893.65 |975.44 | 58423 | 106257 | 108067 | 111863 | 127531 | 1308.33 | 1364.80 H1366.468 | 1553.28 | 1608.62 | 1610.62 | 1697.78  1T37.67
Frac. Inten.(3% of TIC} 5.94 2.14 2.04 232 548 2.74 277 2.45 5.90 504 233 3.83 452 2.54 2.47 8.26 413 311 3.77 2.36 5.59 488 8.97
Rel. Inten.(% of BP} £9.82 231.48 20.48 2330 5484 27.52 2775 24 58 59.21 50.56 2338 25.44 45.38 35 44 2477 82.84 41.11 31.15 37.80 23.86 58.06 45.92 100.00
Score -0.20 -0.21 -0.20 1.00 1.00 1.00 1.00 -0.25 -0.55 1.00 0.25 1.00 1.00 1.00 -0.25 1.00 =041 -0.21 0.25 1.00 0.25 0.25 1.00
lon-type Cz 'S Cs 'y ' c'g 'y C4g "0 Caz c'z C1s c'ys c" g
Delta Da -0.08 0.00 0.11 0.08 0.07 012 0.17 0.23 0.21 -0.18 -0.28 0.08 0.05 0.12 0.02

0.00



Peak 11

MeTa ] R | o Y |« 1 v | o []s5] R | o ¥ I
b
1 Be+5- e
42 1%
234 : 7P 6
7440
022 6
219.1
by L Ll o - L 1I:II1I:I.2 T 12868
0 200 400 &0 200 1000 1200
DELTA_CIDLE152.2152.0.pkl Mass [miz) hiH+: 20963382 miz: 52484 2 4
MiTag 1 p | Y | E ) | D |
+++ +++
Y10 Y13 I:lE
4403 bk ¢
1.42e+5 4057 27
56.2% ¥
¥ 4624 B e "
] : G09.49
b 3413 3634 5544 TR 6
T44.49
z o077 | 4r \ 381 2 415 4% |:14;| 3513 8 f444 5@4.? 5024 saag  GEO3 b 6 T4 2eb 2
2??2 el |li L L ..L. ! |I|| LI%? I?.Eﬁll wloall i..l || L |||| ||LJ Ll I il .Iqu |
] L] L] ] N L] ] L]
3IIII:I 400 4a0 Sal E00 a0 roa Tal
DELTA _CID.21582.2132.0.pki Mass (] MH+: 20963352 miz: 52484 21 4
# MH* MH* MH* Protein . .
Rank Score =il BCS Unmatched Variable sites Sequence Calculated Error  Error MWWipl Species MEEEEEL L Dl Protein Name
(%) ) # Index #
ons (Da) (Da) (ppm) (Da)
1 962 782 9 10122 Y760y (KIR D ¥/E\V/DIG R\DIY\E/F/V/T S R (E) 2014.94 81.4016 684.7 100455.5/5.51 Homo sapiens 148539628 5190  discs, large homolog 1 isoform 1
1 962 782 9 1022 Y782y (K)R D Y/E\V/DIG R\D|Y\E/F/V/T S R (E) 2014.94 81.4016 684.7 103321.5/5.63 Homo sapiens 148539578 21685 discs, large homolog 1 isoform 2
Fragmention (m/z) [329.19 [341.33 [355.35 [363.39 |414.96 [428.83 [434.19 |440.30 |462.62 | 478.78 | 487.26 [495.66 | 544.40 |554.33 |556.92 564.69 [609.93 [628.90 |675.75 |734.67 |744.89 |778.64
Frac.Inten.(% of TIC) | 216 | 360 | 166 | 308 | 167 252| 239 [ 1575 | 666 2.01 357 | 1352 192 [ 1170 | 169 247 [ 509 190 | 154 192[ 225/ 10.93
Rel. Inten.(% of BP) | 1372 | 2284 | 10.55 | 19.56 | 10.60 | 16.02 | 1519 | 100.00 | 4225 | 12.75 2268 | 850 1218 | 74.29 | 1074 | 1566 | 32.29 | 12.03 | 9.75 | 1218 | 14.28 | 69.37
Score 014 | 023 | 011 | 100| 011| 016 | 015 | 100 | 100| 100 050 | 1.00 050 | 100| 011 | 100 | 100 012 | 100 | 012 014 | 1.00
lon-type ¥a Y+ Yo [Yrrry b H0 | by (b HO L by b, ¥s bes, b,
Delta Da 0.19 044 | 035| 057 003 | -057 034 | 058 045 | 059 0.49 0.30
y++7 Y+++13
0.44 0.09




Peak 12

lons that verify assignment

AN

MiTag1 g Q i L C v R L T
I I . I I I I I I
¥7
2.E0e+0= YEH 44 y
- G
b +
100 % 4078 b 5144 7
by b Pifizy2H 0 8166 1o
+ 454 1 EOzO GAT[Z iz i ' i b 12295
Ya ¥y anh 4 ' 7372 g4 15 9
- 30 P aunls g | ) I 8.1 B g 287 1036 4 12165 3787 14315
b= T T - T ket T T = L T T by - T T T ™
200 400 A00 EO0 yoo g00 a00 1000 1100 1200 1300 1400
DELTAKICID.EETE 2401 .0.phl Mazs [mfz] hiH+: 2244 2954 miz: 74877 23
# MH* MH* MH* Protein . .
Rank Score [S“:}I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ACCB;’S'O" Nﬁ;ﬁ;f;‘r’t Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1436 898 6 924 Y588y (KIT @ @ Vv 5 LAC ¥ R\L|T|¥/Q T\C\D K (A) 2164.02  80.2793 1394 T0416.3/6.29 Homo sapiens 149274610 7706 hypothetical protein LOC91893

Fragment-ion (m/z) |407.83 [458.35 [571.32 585.64 | 608.90 |639.38 [642.31 [651.30 | 656.53 |657.17 |665.33 702.25 [704.25 | 707.08

[710.51 [716.09 [728.32 [732.72 [814.43

[915.51 [992.04 [1216.48 [1329.54 [1431.51

Frac. Inten.(% of TIC) | 10.79 | 15.91 1.14 0.87 3N 0.81 1.39 2.95 1.61 378 | 11.3:1 0.98
Rel. Inten.(% of BP) | 67.81 |100.00 714 547 | 20.82 510 8.74 | 18.53 1013 | 23.74 | 71.05 6.14
Score 1.00 100 | -007 | -0.05 1.00 0.50 | -0.09 1.00 0.50 1.00 1.00 | -0.06
lon-type yHig |y b++, |b-H,0 y. |b++,,H0 by | b+
Delta Da 0.16 0.15 0.14 0.03 0.02 023 -019 0.03
h+++
14
0.62

1.1
6.99
-0.07

6.04
37.93

0.50
b++,,-H,0
0.26

0.88
5.52
-0.06

0.36
227
1.50
b+
0.26
1.50
sty
0.08

1.02 1.02 | 13.87 | 11.36 1.09 0.84 574
6.41 6.39 | 8715 | 7138 6.82 529 36.05
-0.06 | -0.06 1.00 1.00 1.00 1.00 1.00
Ye v | ber by bg

0.09 012 0N -0.04 -0.06

1.84
11.54
-0.12




Peak 13

e L I I I L L ¥ sl v 1re ] v o st ] e |sf.x
Pimiz-17 I Pimiz-27
3 S ehin 2 . 104 assignment 2 LA
10.0% 3161 5 Pimiz) ERREE | | I 176 6
B3 . RCEERS TR | 11 o
' 9496 o 1409 8 1z
2
.4 I
1?4 '3 =
1 °i 5 g
131f.2 “ l 3054
wd; LS L
1] 2EIEI 1000 1200 1400 1600 1800 2000
WT_EGFETO_R. 156615703 pkl Maz=s [z ] hiH+: 2027 1554 mfz: 67639 203
# MH* MH* MH* Protein . .
Rank Score S‘,:I BCS Unmatched Variable sites Sequence Calculated  Ermror  Error MW/pl Species Acce;smn MIS;!D'G:ES‘ Protein Name
(%) lons (Da) (Da) (ppm) (Da) ndex
1 1280 834 M 4124 Y1105y (R)N/E/E/E/N I y/5|V P H|ID|S|TIQ G\E (I) 1946.87 80.2828 156.1 170515.0/6.19 Homo sapiens 150417981 1378 glucocorticoid receptor DMA binding factor 1

Fragment-ion (m/z) |245.16 [316.13 [417.45 |504.32 [619.34 |635.51 |949.55 | 952.46 |992.07 |1019.52 [ 1039.59 | 1076.65 | 1409.86 [1511.30 | 1525.76 [1612.32 [1639.15 [1654.83 |1713.81 |1768.64 |1784.40 | 1898.06 | 1899.03 | 1931.44

Frac. Inten.(% of TIC) 3.72 435 240 3.87 1.70 281 425 248 8.65 231 223 213 3.60 284 282 1.73 283 37 7.05 11.34 1.69 6.32 13.80 1.90
Rel. Inten.(% of BP) | 2698 | 3149 | 1738 | 26,03 | 1232 | 2038 | 30.80 | 18.00 | 62.67 16.71 16.16 15.42 26.10 20.57 2042 12.52 20.52 2294 51.07 82.19 12.21 4583 | 100.00 13.80

Score -0.21 1.00 1.00 1.00 1.00 0.25 1.00 1.00 | -0.63 017 1.00 1.00 1.00 0.25 0.25 1.00 1.00 0.25 0.25 0.25 0.25 1.00 0.25 -0.14
lon-type zy 7, 7y Zy Ye | © e Zy Zh Cs €11 '3 iz €12 Zh, Yisq s ' Yis Cig e
Delta Da -0.04 0.23 0.07 0.06 0 017 | -0.00 0.10 0.26 0.29 0.64 0.15 0.69 0.46 0.12 0.12 -0.10 0.65 0.30 0.26
Tt Yiz TS

0.66 0.09 0.27




Peak 14

Sali R A I D e | ¢ .~ 1 = | e [&s] F | = |
POTVZYZH, 0 v,
By oz
1 13e+5m BIET S 3
5 B2
b b + b
b, I oy, b ] Yar b B b 14
Gr g wan, S 529 6 s 14 12 1513_3
m‘l ||.| L |u|h 4I:l|IF4|‘.415| |...J||l-l. L L ||II:| 126:45 |13I1D4I 2 .1:46.‘36 1
400 B0 &00 1000 1200 1400
DELTA CI0 5548 5577 .0 pki Mas= [miz) hiH+: 3338 4582 md 83537 o 4
1 13.05 806 9 11425 L Kl ¥ = S/S/PAWILIPQ/D/CE/DJP SDyv AEPHMDAVVEPER [N 3177.48 1608748 3122 170515.0/6.49 | o° 150417981 7378 glucocorticoid receptor DMA binding factor 1

sapiens

51072s

Fragment-ion (m/z} | 586.36 | 624.76 | 63271 | 707.86 | 713.85 | 73094 775.69 7T30.72 | 800.068 |801.70 | 805.95 |809.78 | 811.56 | 817.49 | 82223 |843.57 87815 |8980.44 | 90627 02444 93588 |937.75 | 943.89 |967.22 158470

Frac. Inten (% of TIC} | 7.23 3.46 0.88 1.89 1.11 1.03 0.84 118 | 261 002 | 4291 1.27 0.05 0.78 1.00 912 | 282 1.24 1.18 1.22 147 | 1284 o7e | zoe 0.74
Rel. Inten.[%: of BF} | 17.08 8.06 1.58 3.94 2588 | 240 198 | 278 | 807 0.05 [100.00 | 296 0.12 178 | 2233 | 2126 | €10 | 288 | 278 | 285 2.42 | 3180 1.78 279 172
Score 017 1.00 100 | -0.04 0.25 100 | 002 | D03 | 008 100 | -0.03 150 | 002 | -002 1.00 1.00 | -0.03 0.50 1.00 1.00 100 | -0.02 1.00 0.02
lon-type be | yEEss b-H-PO, | y+es st | yiidgy b- Y |y bg-H O b yiiyg |y, yities
Delta Dia 0.46 074 0.52 062 0.80 028 0.52 0.28 011 0.05 0.47 032 0.79
1.00 1.50
st sty

-0.18 0.24



Peak 15

lons that verify assignment

/

Ml s v s s s Jp | ow v R /e |0 Je] F | o |F |s |00 | ¥ | = [
Pimiz}2H, 0
4. 33e+im #le
31.6%
16 'bB
¢ ]
+ b W o +
b ¥ 7 1 Yoo ¥ Big
3 4 18 21
A jeich o) 1503 7
41 so7.1 L |. et ad ol l 'l |. 1 ] ]I:|3?.E 12077 -
h:I'l T ™ - T bt = — ol T T T T T
1] 200 400 E00 SIZIE" 1000 1200 1400 1800 1aan 2000
WT_EGF_CI10.5497 5532 .0 phi Mazs [riz] MiH+: 3267 6182 miz: 81516 z: 4
HSTEQ 1 ' I L L P I o]
Pimiz}2H, 0 by by
- Q06 8443
13.3%
b15 w
b 200 & = + ¥ +
7 oy Vs - 16 Var + Yag -
THE b Mmooy 935f7 Yaop 10246 ¥
g Trid : A a05 .4 Q668 G 1a
: ’ eLebe
pod il Ff}lg:.l .l Ll ..l?sﬁl?l.”u'l i o g . Lk oy |l T l |. Ll Ll Lol 1|:I'l',_s"?_8
' T T T T
Tan ao0 gan a00 530 1000
WT_EGF_CID.5497 5532 .0.phi Mazs [miz) hiH+: 32567 G182 mdz: 81516 2 4
# MH* MH* MH* Protei " .
Rank Score sﬂﬁfl BCS Unmatched Variable sites Sequence Calculated Error  Error I\;\?’V?;I.I Species fccesslon MIS;!DIQ;H Protein Name
(%) lons (Da) (Da)  (ppm) (Da) ndex
1 13.18 67.3 10 10025 Y1087y (K)s v s s/S/P/W|L PA\Q D G/F/DIPAS\D Y AEPMD AV VKPR (N) 3177.48  80.1348  51.7 170515.0/6.19 Homo sapiens 150417981 1378 glucocorticoid receptor DNA binding factor 1

Fragment.ion (m/z) |586.39 [624.83 [660.87 |695.85 |731.63 [765.08 [786.71 [790.72 [797.86 800.25 [800.62 [ 826.68 | 835.45 |837.44 [843.72 [878.08 878.65 [ 905.40 [935.73 [937.91 941.39 | 966.75 [1009.50 [1024.59 [1503.69

Frac. Inten.(% of TIC) | 1064 3N 270 179 260 252 1.54 0.10 1.61 220 6.43 4384 133 1.81 2471 232 4.09 132 265 12.58 140 203 147 290 1.31

Rel. Inten.(% of BP) 4307 | 1257 | 1094 724 | 1050 | 1020 6.23 0.40 6.50 890 | 26.00 19.59 538 7.32 | 100.00 939 | 16.54 534 | 10.74 50.90 5.66 §.22 594 11.75 531

Score -043 | -013 -0.11 -0.07 100 | -0.10 | -0.06 1.50 -0.07 1.00 1.00 0.50 0.50 -0.07 1.00 1.00 017 1.00 1.00 1.00 1.00 1.00 1.00 012 1.00

lon-type b, sty b++g | b+ |bgHy0 [ bet-H0 beeys | Y4y Yoy | Yihg (Yo by |y++eyy |yt by,

Delta Da 0.29 0.10 062 | -0.25 0.27 0.07 -0.66 019 0.33 0.32 0.49 | -0.08 0.32 0.56 0.01
Yy,

0.67




Peak 16

M5Tag 1 v P ] G a 5 T L G I E & L
v e s oL kel ] :-r | | e |
3 ¥y 14 M5 Y1s
. . 4T3 30,4 6785 7340 8226
783+ |ons that verify assignment . '
- ssignmen Pmizy2H, 0 assignmen
¥y B17.4 H &
b e
6 IR TOUE | 850 by
2421 +
¥ 487 3 W 1366 8
B 8 1 7 12 Bya
WET e l 9115 g?f-ﬁ | |I 11553 1284.7
- — T T i]ll.ilj Ll ] S Ll — L . L
200 400 B0 200 1000 1200 1400
WITCID 4302 4426 3 ph Mazs [rniz) MH+: 1285 4954 miz 62917 23
# MH* MH* MH* Protein . .
Rank Score Al BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ==t Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 14.20 67.9 10 925 Yddy (R}A A/v|P S/CG A|S T/G|I yv/E/A|L/E/L R (D) 1804.94 80.5515 3103 46932.0/7.58 Homo sapiens 153267427 4613 enolase 3
1 14.20 67.9 10 925 Yddy (R}yA AfV|P S/G A|S T/G|TI ¥v/E/A|IL/E/L R (D) 1804.94 80.5515 310.3  46932.0/7.58 Homo sapiens 153267448 1316 enolase 3
1 1420 679 10 9125 Yady (R)A A/VIP S/G AIS T/GITI v/E/AIL/E/L R (D) 1804.94  80.5515 3103 47169.27.01 Homo sapiens 4503571 17636  enolase 1
1 1420 679 10 9125 Yady (R)a A/V|P S/G A|S T/G|I y/E/A|L/E/L R (D) 1804.94  80.5515 310.3 47268.8/4.91 Homo sapiens 5803011 35485  enolase 2

Fragment.ion (m/z) |242.14 [288.21 [417.30 [530.42 | 53536 |544.03 [554.30 [572.18 [601.52 [610.15 [618.76 [642.74 |666.41 |678.47 [730.42 [734.93 [799.61 |800.07 |804.50 |814.28 |822.57 [855.92 |872.05 [1114.57 [1355.76

Frac. Inten.(% of TIC)

Rel. Inten.(% of BP)

Score

lon-type
Delta Da

1.35 2.03 813 719 1.31
546 821 | 3294 | 2912 529
1.00 1.00 1.00 1.00 0.50

b, Y2 ¥a Ys |y H0
-0.01 0.01 0.05 0.09 0.60

113
4.59
1.00

¥y

0.26

3.70
14.99
1.00
b?
0.01

2.02
8.19
1.00

¥y

-0.10

210
8.51
1.00

Ys
0.15

1.92
i
-0.08

1.51
6.10
-0.06

1.87 358 9.88 1.61
756 | 1449 | 4002 6.51
-0.08 1.00 -0.40 1.00
¥+t Ye
0.09 0.01

y++

13
0.07

8.75
35.44
0.35

163 [ 373
6.59 | 16.12
100 | 1.00
b1D b1D
022 | 068

1.81 1.27
7.33 5.16
0.07 | -0.05

24 69 3.45 1.18
100.00 | 13.98 4.79
1.00 | -0.14 1.00
y++1E y++1€
0.18 0.13

1.64 250
6.65 10.14
-0.07 1.00
b,
017




Peak 17

lons that verify assignment

\

METag 1] 1 | M | & | F | | s | 7 | ™ v ¥ | o =& | C | r
1o
. 12707
1.52e+54 assignment
100 .8
12805
'!-"5 12414
B37.9 & ¥ Mz
W
40334 401 5 Bm'ﬁ s w81 11392 5 I o 1555 3
m_l r . I|.. NPT i i . l IIIHILIMiIJ'lI PR T | I 139}::3 . | r 1?9I?'?
a 200 400 S} &00 1000 1200 1400 1800 1800
DELTAKI_CID.3566 35662 .phl Mass [miz] mAH+: 1916 6327 miz: 96882 =20 2
MeTea 1 g F | =« 1 ¢ | = | = | = | v | ¥ | o | & |
*10
e 12797
T4.9%
bs ¥ 1241 5
£27.9 g ¥
b W 12
b3 4;534 5ns48 619'1 T e o 10285 & ”392 5 T 1390.3 fesa
35]5 II. L | .:ll i + l.l | L l L III w B LM uln...lul: u| |.II PR L ) A T | .I i. 133:54 II.J i L
A00 EO0 200 000 1200 1400
DELTAEI_CID. 2566 2566 2. phi Mass [mfz) hiH+: 19166227 miz: 992 82 z: 2
# MH* MH*  MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MVW/pl Species o e Protein Name
(%) ) # Index #
ons (Da) (Da) (ppm) (Da)
1 1531 923 9 kTl Y26y (K) T M/Q/F\E|B/S T|M/V|y/D A C R (I} 1835.78 80.8566 464.5 269669.4/5.75 Homo sapiens 16753233 1400 talin 1

Fragment-ion (m/z) |490.61 |508.75 |521.66 |619.93 [637.90 |640.91 [764.61 [786.39 | 833.96

|843.05 |859.50 |863.47 |922.28 |981.55 |994.29 |1152.57 |1182.51 |1262.56 |1279.69 |1391.22 |1555.82

Frac. Inten.(% of TIC) 1.74
Rel. Inten.(% of BP) 440
Score 0.50
lon-type b-MNH,

Delta Da -0.59

245 210 477 549 334
6.18 530 12.04 | 13.87 845 | 1
1.00 1.00 0.50 1.00 1.00

b, Ys |baNH, by | y++y,
053 045 -0.31 063 0.66

6.28
5.86
1.00

¥s
0.37

1.90
4.80

-0.05

2.30
580
0.50
y++,H0
0.63

247
6.24
1.00
0.72

218
5.52
-0.06

4.32
10.90
1.00

0.

Ya

1

6

152
3.84
1.00

hB

0.12

3.63
9.18
-0.09

2.26 1.77 262 261 39.58 2.06
570 446 6.63 6.60 | 100.00 522
1.00 1.00 1.00 0.50 1.00 0.50

¥7 big Yg (V4o MH, Yig [¥a4NH,
-0.06 0.06 0.08 010 0.21 -0.28

462
11.67
1.00
Yiz
0.22




Peak 18

assignment

M3Tag 1 n | Q | F | E | F | sl | T | M | W
Vs
i TE4 G . .
5.B0e+5n lons that verify assignment
74.9% +
g
432 5
X ¥y v, ek
2 3363 anh 44381 498.6
13 a7 A I 11205
o el —l . L T - Il . L f 1
200 400 A00 EQ0 Fan 2an 00 1000 1100
DELTAKI_CID.3571 35893 .phl Massz [miz] miH+: 19161554 mfez: 63939 z: 3
# MH* MH* MH* Protein . .
Rank Score Sﬂ:I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;smn MIS;leg;st Protein Name
() lons {Da) (Da)  (ppm) (Da) ndex
1 1116 679 9 11/25 Y26y (K) T M/Q/F\E P S/T|M|V/y/D A\C R (I 1835.78 80.3793 2155 269669.4/5.75 Homo sapiens 16753233 1400  talin 1

Fragment-ion (m/z) |432.50 |446.67 [498.07 |508.61 |518.71 [521.74 |548.72 [559.85 | 577.69 [602.61 |619.87 |622.90 |699.25 [702.18 |759.56 |764.65 |778.60 |791.71 |824.77 |842.86 |863.50 | 904.47 |922.48 [1053.36 |1061.62

Frac. Inten.(% of TIC) 6.39
Rel. Inten.(% of BP) | 36.53
Score 1.00
lon-type Yy+tg

Delta Da 0.34

324 374 1.89 214 374 2.04 3.04 318 2.05 6.19 3.03 220 1.85 213 | 17.48 2.28 1.83 208 219 9.23 289 294 5.06 716
18.50 | 21.39 | 10.81 1226 | 21.37 | 1166 | 17.41 | 1820 | 11.74 3539 | 1732 | 1258 | 1059 | 1220 |100.00 | 13.03 | 10.49 | 11.90 | 1252 | 52.79 16.52 | 16.84 28.95 40.97
-0.19 1.00 1.00 -012 1.00 1.00 017 | 018 -0.12 0.50 017 | -0.13 -0.11 012 1.00 1.00 1.00 -0.12 1.00 1.00 0.50 1.00 1.00 -0.41

Yy b, Yi| ¥ b-NH, Ys | Y+ | brgg L anst] Ys | bgH;0 b, by
0.39 0.39 0.53 0.52 -0.37 041 0.30 0.41 053 0.19 0.08 0.08 -0.08




Peak 19

MiTag1 g I

2.7 et
31 B

Pimdz 25 0CH
0FD .4

4-Hz

+
+1 Yo
27 ++ ++
12724 ¥ +3
32
Ll ] L I.F31.1.'g
T T
oo 1100 110 1200 q2a0 1300
DELTA_CID.4000.4004.0.phi Mazs [miz] fiH+: 4019.2582 mdz: 100557 z2: 4
# MH* MH* MH* Protein . "
Rank Score il BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species fzezin (S Protein Name
(%) | D # Index #
ons (Da) (Da)  (ppm) (Da)
1 13.11 774 10 5120 M137m Y123y S124s (RS FFLE/AHHP\Yy s LWG/E/NIS/FAKEPAQWMS\ Q\MRPPER (W) 3843.84 175.4133 128.0 16520.7/6.20 Homo sapiens 169165294 20439  PREDICTED: hypothetical protein
1 13.11 774 10 5120 M137m Y123y S124s (RS FFLE/AHHP\Yy s LWG/E/NIS/FAKEPAQWMS\ Q\MRPPER (W) 3843.84 175.4133 128.0 16520.7/6.20 Homo sapiens 169165744 26438  PREDICTED: hypothetical protein
1 1311 774 10 5120 M137m Y123y S124s (RISFFLE/AHHP\Yy s LWGE/NIS/FAKPAQWMS\QQARPPER (W) 3843.84 175.4133 128.0 16520.7/6.20 Homo sapiens 169166096 30797  PREDICTED: hypothetical protein

Fragmention (m/z) |860.41 [925.98 [930.12 | 965.09 [969.45 [973.06 |974.06 | 985.45 [989.15 [992.51 [1014.37 [1018.25 | 1029.39 [1037.83 [1067.16 |1087.48 [1093.92 [1100.01 [1133.44 [1240.65

Frac. Inten.(% of TIC) 3.20 3.95 9.53 3.58
Rel. Inten.{% of BP) | 19.64 | 24.25 | 5853 | 21.93
Score 020 | 024 1.00 0.50
lon-type Y+ | YgNH,

Delta Da 0.65 0.59

0.26
1.60
2.00

by

0.01

m

0.3
188
2.00

Yy

0.07

m

0.45 0.19
278 114
2.00

m b+++24
0.70

m

0.66
4.03
2.00

m

-0.55

3.32 13.36 §.32
20.37 51.99 51.05
1.00 1.00 1.00
bess,, | yree, | bes HO
0.61 0.47 -0.01
LaRet

-0.62

8.96 4.67 6.68 4.33 16.29 3.19 351
55.00 | 2869 | 4225 | 2659 | 100.00 19.61 21.54
1.00 1.00 0.42 1.00 1.00 1.00 -0.22
a, hg Y+ |3+--|-+27 N ana
-0.69 0.65 -0.61 0.88 0.61
b++
18
-0.58




Peak 20

MeTag 1) E | = | [ | C | s | T | P | o« | F F | v s F E T F y | v K
1.42e+5+ o934
74.9%
Yo
1196.8
assignment 11476
i 23
aSS|gnment
5864 7 1‘;‘132
0135
643 PapEgH 0 1155 i
1343 5
- 1250 6 1441 )
seba n1 1540 6
4405 4005 g B9 18228h15 Y1t
340.9370.1 ’ ’ 38 J I 1702.6 20262
o . . —d ) .]I.l..hn].lu m | II.uIIuﬂI_ Lyl ll||| l Lill I”. it |||l|.| | L4 |..| 1 ; 784 . 15897 . —

0 100 200 200 400 500 600 1200 1300 1500 1800 1700 1800 1300 2000
DELTAKI_CID 3500 3600 2 pkl Mass (miz) MH+: 22080327 miz: 110452 2:2
M3Tag 1 H | T | P 5 F F | v | H F E T

b0
1 et 003 4
74.3%
Yo
1196 8
1147 6
294
Y4
5860 M
1512
gos Y5 12506 a9z
, s a L
[ TR TR W) e L '.l ‘ .
600 1600 1700
DELTAKI_C1D 360036002 pki Mass (miz) WH+: 22080227 mie: 110452 2 2
1 9.67 659 6 11725 Y855y (K(lEsMc s T/P A/FIP VIS|IPE T/P ¥y V K (T) 2126.98 81.0554  493.2 155266.4/6.34 Homo sapiens 65288071 34866 tensin 3

Fragment.ion (m/z) |586.88 |660.75 798.85 | 895.54 [913.49 [960.63 [976.37 [ 993.37 [1000.65 [1011.58 [1026.70 [1074.48 [1077.45 [1178.71 [1189.78 [1196.79 [1207.70 [1214.58 [1250.55 [1294.64 [1299.24 [1343.47 [1489.34 [1512.03 [1512.78

Frac. Inten.(% of TIC) 392 202 177 217 396 203 305 18.67 295 243 im 333 239 289 1.72 15.06 261 204 215 173 368 336 314 2 68 724
Rel. Inten.(% of BP) 21.01 10.84 9.51 11.62 | 21.21 10087 | 16.33 | 100.00 15.78 13.02 16.11 17.85 12.80 15.50 924 50.69 13.96 10.92 11.50 9.28 19.70 18.01 16.80 14.33 38.81
Score 1.00 0.1 0.50 0.50 1.00 01 -0.16 0.50 1.00 1.00 -0.16 -0.18 013 0.50 0.50 1.00 1.00 011 -0.12 1.00 -0.20 1.00 017 1.00 -0.39
lon-type ¥s YehH, | yH0 Y7 bgH,0 ¥z by Y1gH:0 by -H,0 Yio b, b,; ¥4 Yia
Delta Da 0.62 -0.48 0.14 0.08 -0.01 021 0.19 0.16 028 0.23 0.19 0.10 -0.16 0.31




Peak 21

M3Tag 1
EQIIILISISIHIEIjIMIEISITIPIP.IFIPI'-.-‘ISIPIEIT
assignment 11 Yia
3.4+ Y4 724 1196.7
100 %
“14
Bys 15401
| 1303 l
M- . " ll..l..ll TN I | L L !
I L] L] 1 1 1
0 200 400 B0 800 1000 1200 1400 1600 1800 2000
NT_EGF C 104163 4168.0 pkd Mass [z MH+: 27352464 miz 91242 23

1 1497 826 8 7125 Y855y

(RITLSSKESMCS T|P A|F|P V|5/P E|T/P v VK (T)

2655.30 T79.9410 9.3 155266.4/6.34 Homo sapiens 65288071 34866  tensin 3

Fragment.ion (miz) |457.28 [586.45 |598.93 |672.45 [687.45 [752.85 [756.45 | 761.55

[770.42 [814.44 [85539 | 859.64

|869.13 [887.56 [891.13 895.13 [1000.69 [1025.67 [1067.77 [1076.32 [1196.70 [1224.84 [1295.83 [1393.01 [1540.12

Frac. Inten.{% of TIC) 1.76 6.11 5.83 719 475 205 5.40 233 423 1.85 1.9 1.74 592 29 394 4.06 349 1.88 1.77 293 11.33 522 177 1.85 4.76
Rel. Inten.(% of BP) 15561 | 6389 | 5149 | 6346 | 4193 | 1811 | 7413 2059 | 3732 | 16.29 | 16.90 16.38 | 6223 | 2571 | 34.74 35.80 30.78 16.59 15.62 2590 | 100.00 46.10 15.66 16.31 42.03
Score 1.00 1.00 1.00 1.00 1.00 -018 1.00 0.50 1.00 -0.16 07 050 1.00 -0.26 -035 0.50 1.00 1.00 -0.16 -0.26 1.00 1.00 1.00 1.00 1.00
lon-type ys Yo | ¥¥*qp | Y9y \E Yt b H0 | by, bt HO | bty yH0 Yo | b+ a4 by | by, by b,
Delta Da 0.07 0.19 0.15 0.13 0.14 0.09 0.19 0.06 022 0.1 -0.27 0.25 0.68 014 0.28 0.74 0.36 0.40

b -NH, Yio

022 014




Peak 22

lons that verify assignment
\

Sl I A B I ¥ | e I v o Jafs]e] & [ v [ » | F |s] & |
Pmiz) _ . Figm/z-1)
assignment .
9308+ fifi4.2
100 %
Fs
%y 5165
3311
o Lk h L . .
L) L] L] L] ‘ L]
0 200 400 £00 200 1000 1200 1400 1600 1800 2000
DELTAETD.3145.3160.0.pkl Masz [m/z) bH+: 1990 3754 mi: 66413 23
lons that verify assi;nment
MRl o s | L 8] o |
9. 3ler+im
100.%
3
365.3
o Lk . I L . . |
I L] L] L] ‘ L]
0 200 400 £00 800 1000 1200 1400 1600 1500 2000
DELTAETD.3145.3160.0 pkl Mazs [miz) bH+: 1990 3754 miz: 66413 2: 3
1 1665 915 15 3122 Y180y (K) L/S/L/G/QI¥|D|N/D|A GICG|QIL B/F\S\K (C)  1909.93 80.4464 241.2 155266.4/6.34 Homo sapiens 65288071 34866  tensin 3

Fragment.ion (m/z) |365.27 |516.46 |575.48 |703.65 [759.63 |874.37 |888.84 [973.49 |1003.81 | 1103.51 [1117.75 [1232.50 |1288.75 |1416.82 | 1475.82 [1603.94 |1661.87 |1774.02 [1776.02 | 1860.87 |1862.46 |1864.43

Frac. Inten.(% of TIC) 2.81 2.25
Rel. Inten.(% of BP) | 28.31 | 22.66
Score 1.00 1.00
lon-type z, Cg

Delta Da 0.08 015

8.22
82.78
1.00
Z'g
0.15

4.90
49.37
1.00
g
0.26

6.77
68.14
1.00
e
0.29
ZIT
-0.78

874
86.02
1.00
5
-0.00

258
26.01
1.00
Zy
0.37

295
29.74
-0.30

292
29.38
1.00
Zi
0.31

365
36.74
1.00
o
0.07

6.96
70.08
1.00
Z'y
0.21

764
76.93
1.00
i1
-0.01
-

12

-0.07

6.43
64.75
1.00
€12
0.23

9.93
100.00
1.00
Cia
0.24

232
23.40
1.00
LT
022

299
30,14
1.00
Zhs
0.28

1.97
19.79
0.25
L
0.19

374 in 290
37.62 34.32 29.21
1.00 -0.34 1.00
C1e €17
0.24 0.05
Tie .7
0.26 0.08

380
38.27
025
iz
0.64
a7
0.66

210
21.19
-0.21




Peak 23

Mt oL s o s e ] ¥ o v o Jadefe] o | v | p | F s ] v |
v
4?34,3 lons that verify assignment
1.26e+5- :
100 84
g assignment
8327
s 1?31313 Y1z v
¥y l 9p.6 508 © 447 ks
m-l T u?lE].IEI | Inlllll ] .u|||I|.J=|. ' .hhl..lht-klll.lllll || [ | |.]|lll ﬁl ' L T L L T
0 200 400 500 800 10 1200 1400 1600 1800 2000
DELTA,_CID3611.3611.0 phi Mass [miz) P+ 1000 1537 miz: 00568 20 2
Wl L s oL s e ] ¥ | o | v e Jalsle] o | v ¢ | 7 [s] & |
1 SBe+Sn lons that verify assignment
100 24
Fimiz}H,, 0
b 93532 4 s P14
by 7 ' 1nss.5L 1209.7 1112,9 Byg By
TP Nl PR WY e ndl ul bl N TN P TR R e N : e
wd, . Ik o I. | [I 75 vl . | |le 11§ 6095 1TE .
0 200 400 =i 800 160 1200 1400 1800 1300 2000
DELTA_CID3511.2511.0.phl Mass [miz) hH+: 1990 1537 miz: 99558 203
1 16.84 88.8 M 525 Y780y (K)L S/L/G Q/¥/DIN/D|A/G/G QILIP F 5 K (C) 1909.93 80.2237 129.3 155266.4/6.34 :‘:;?;ﬂs 65286071 24866

Fragment-ion (m/z) |460.54 [478.64 [591.91 [776.78 [833.70 | 839.13 [857.55 [895.55 [904.77 | 953.35 [956.61 [968.95 '979.15 [982.03 [1019.39 [1086.52 [1133.78 [1248.72 [1382.85 [1399.69 [1477.93 [1491.74 [1494.75 [1495.85 [1512.90

Frac. Inten.(% of TIC) 182 | 17.07 | 295 3.06 730 423 203 567 | b6.59 1.95 248 185 | 209 183 263 338 5.15 4 2 344 298 218 2.66 575 448
Rel. Inten.(% of BP) 10,65 [100.00 | 17.27 | 17.92 | 42756 | 2476 | 1188 | 3323 | 3860 | 1145 | 1452 | 1082 | 1222 | 10.73 15.38 19.79 30.16 24.69 13.14 2019 17.48 1277 15.58 33 26.25

Score 0.50 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 050 | 015 | -0.11 012 | -0 1.00 1.00 1.00 1.00 0.50 1.00 017 1.00 0.50 0.50 1.00

lon-type YahH, ¥, ¥s ¥z Ya | b7H0 b |y, ¥s | bsH0 Yio by Y14 Vi | By by Yiz |DyH0 | by HHy b,

Delta Da -0.70 0.37 0.56 0.35 0.25 -0.20 021 0.16 0.28 -0.03 -013 0.11 0.22 0.13 0.32 0.14 0.12 0.12 0.24 0.26
y++

15

023

tensin 3



Peak 24

lons that verify assignment

N
Wt s oo ow ] [« » | o Js] « | e | ¢ | 1+ | ¥ I I
b .
g assignment
— ¥y 957 6
74.9%% G2E K ,
¥a b | 11
. i
)7 & ness b
b 1 1285 6
473 by 5 741l |sdazs 117k B
541 .4 fro6
b,y Rk LT
: 1552.9 17241
b ' | IJ # L]l Losile Ui o
I ] ] 1 L] L] L]
0 200 400 &00 800 1000 1200 1400 1600 1800 2000
WTCID G539 GA29 .0 pki Mazz [miz) hdH+: 2596 4054 mfz: 86617 203
1 17.97 882 12 5124 Y376y  (R)R/L/W/L E/A|M D|G R\E|E I|y/TILIP A I/I S K (K)  2516.38 80.1122 562 92466.6/8.34 Homo sapiens 169203583 18234  PREDICTED: similar to mCG142052 iscform 2
Fragment.ion (m/z) [347.28 [454.16 |628.61 |648.46 |741.46 [756.49 [805.79 [833.95 |836.73 [842.61 [905.11 [912.01 [928.39 [964.61 [985.01 [987.61 |1085.50 [1172.57 [1178.67 [1197.52 [1235.14 | 1284.81 [1295.63 [1301.82
Frac.Inten.(% of TIC) [ 235 | 254 720 [ 1141 212 454 | 1028 | 006 281 355 203| 212 194 372 278 | 897 | 48| 491 45 229 493 29| 39| 3.09
Rel. Inten.(% of BP) | 20.57 | 22.29 | 63.12 [100.00 | 18.60 | 39.77 | 90.12 | 0.53  24.63 | 31.14 | 17.77 | 1859 | 17.04 | 32.58 | 24.34 | 78.64 | 42.76 | 4299 | 39.56 | 20.09 | 4321 | 2613 | 3493 | 27.11
Score 100 | 022 1.00| 1.00| 100 | 100 | 100| 150 0.25| 100 | 018 | 019 | 1.00| 1.00| 100 | 100 | 1.00| 100| 100 020 100| 050 | 100| 1.00
lon-type L5 Yo | Y14 by | boryy | Y+, sty Ys bivys | Yty | brryg by Yo Bip | ¥y Yy, by NH, Y11 b,
Delta Da 0.05 021 011| 003 0.09| 035 049 0.08 0.05| 062 003 011| -0.02| -004| 058 051| 018 | -007| 0.16
y? y""'—15- y"“'—19
0.03 0.08 0.49




Peak 25

lons that verify assignment

S N T L sl « | & 1 *# | 1 y L I L I
3.14e+5- assignment
Td.9%
Y
10857 b
912.6 10
1738
b, q4b.1 B2E ) gpas by
4543 AAT.2
#0.2 1 | 1270.3
m_ (IF i L lnll At L in | A
I lJ lJ T v L] L] L] L] L]
1] 200 400 =] oo 1000 1200 1400 1800 yE] 2000
DELTACD.G969. 7003 .0 phl Mazz [miz) hdH+: 24688154 mfz: 82361 203
M3T2g 1w | L | E | A | M | o | G | K | E IF
W ++
B ¥y
235+ 5205645 5
56194
¥a
62D 5 a1z 6 10857
2171 b
+ o
++ Yo b
Y14 34233 14 1738
b 1 Batds
b ¥ 5.4
1 3 b % ¥
557.3 12
300.2 47.2 3 s sps 693217 e
413.3 4324 53?.355?,5 713.3
% N I NP SR DOV T SO 1 DY 1 IO P
200 400 500 600 700 800 900 1000 1100
DELTACID.6969.7003.0.pi Mass (miz) hiH+: 29688154 miz: 82361 213
1 1694 904 10 5125 Y376y (K) L W/L/E/A/M/D|G K E[P I|yIT\LIE A I I S K (K) 2388.20 80.5271 2271 92466.6/8.34 Homosapiens 169203583 18234  PREDICTED: similar to mCG142052 iscform 2
Fragmention (m/z) |557.32 [628.50 |648.54 |656.42 |692.47 [745.46 | 796.42 | 80550 [814.00 [842.62 [847.46 | 855.49 | 856.02 [859.35 |863.32 [864.49 [903.29 | 912.06 [921.19 [929.20 [964.51 | 1019.84 [1028.55 [1085.72 [1173.78
Frac. Inten{% of TIC) [ 1.73 [ 1714 | 10.76 [ 237 | 154 148 1.38 419 [ 224 [ 360 166 2.96 389 [ 181 241 388 23 878 | 207 2584 235 135[ 932[ 558
Rel. Inten.(% of BP) | 10.10 |100.00 | 6277 | 13.80  8.98 | 8.64 8.03 2442 | 13.06 | 21.03 967 17.29 2268 | 879 14.04 | 2264 | 13.79 5125 | 12.06 | 15.34 | 16.60 1368 | 7.90 | 5437 | 3269
Score 010 100 1.00| 014 100 -0.09 0.50 100 | 1.00 | 1.00 | -0.10 0.50 0.50 | 1.00 | 1.00| 1.00| -0.14 050 | 1.00 1.00 050 | 100 | 100 | 100
lon-type Yo | ¥* 4 breyy Y H 0 b0 | by, Ys b+ H0 [ bes, HO by |y | by, bre g H,0 | bav g |y | Yot |YrtgH0 |y, ¥s by
Delta Da 010 0.19 0.12 0.01 064 | 013 | 0.09 0.10 063 | 005 037 010 013 | 026 0.52 034 004 016 022
Yy, ¥ g
0.07 0.67




Peak 26

M5Tag 2 I L i H i M i T W R E G M
¥ o]
I I |~ | I |~ 1 I | I I I | & | I
17
Q867
2.9 e+il= W
42 1%
b, T T T | Ll I II
0 200 1400 1600
T_CID0. G244 6244.0.pkl Maz= [mifz) hiH+: 3524.0982 maz: 88178 z: 4
MiTag 1 a H | ¥ | A | M » | W | T | W |
Bap Y1z
5.1Te+dm 817 5 9867
74.9% 8468
I s
RN 12649
+ b + BT
VS 18 a0 18
-y “ FaF T4 11095 Vo 12330
. LT 7167 T2 a 4863 i 2385 agqd3 1157 6 12057 1268.7
b, AT 5 4709 BIE gy g 0054 8838 g ?D?.I | 1 | l ‘ Y 8350040 448 2.1 1058 8 | U ‘ hz i
o 29:3 34?-3 SPIF-E - I L I | L Ll |I|. :||il 5?3 I bl Ly I‘ _IIII I I | I | L III lII L III T I Ll ] |l
00 400 00 EO0 oo a00 00 1000 1100 200
WIT_CI0 G244 62440 phl Maz= [mfz) hiH+: 35240082 miz: 88178 z2: 4
1 1297 76.2 8 8123 T201t Y188y (K)II LAHYAMWTVRE/GMQ/VAE\VMS|F/LTHNEPMHE () 3362.67 161.4313 4252 111896.7/9.58 Homo sapiens 169215032

8292

Fragmentiion {m/z) |494.14 | 740.69 |768.24 | 774.02 |782.84 |790.60 [803.78 |808.42 | 817.46 |823.21 |828.67 |840.61 | 846.79 |986.68 |1006.44 [1057.71 [1060.71 [1093.48 |1109.75 |1126.40 | 1160.20 [1205.74 | 1269.01

Frac. Inten.(% of TIC) 2.46 2.05 5.03 3.23 2.19 217 3.82 253 5.74 2.05 214 4.96 925 | 19.34 2.90 4.50 2.78 240 314 3.38 247 2.70 577
Rel. Inten.(% of BP) 12.71 10.62 | 26.00 16.71 | 11.31 | 11.22 | 19.76 | 13.06 4519 | 1059 | 11.04 | 2564 47.584 [100.00 14.97 2328 14.39 12.41 16.23 17.50 12.79 13.94 2982
Score 1.00 1.00 | -0.26 1.00 | 011 -0 -0.20 | 013 1.00 0.50 1.00 1.00 1.00 1.00 015 0.50 -0.14 -0.12 1.00 1.00 1.00 1.00 1.00
lon-type yr+g [bees, bt+e b+e 1y NH, | y++ Y; [beery | yee ygH, b+ . | bees | beeg Yig | by

Delta Da -0.12 0.37 0.67 0.43 -0.20 0.28 017 0.75 0.23 0.20 -0.23 0.23 0.68 0.16 0.46

PREDICTED: similar to hCG40021



Peak 27

lons that verify assignment

MiTaat g | & | ¥ | s | ~ | F |G\|\ ¥ | s | s | F |l » | s | = | 7 |5 |¢
++ +
g Y11 ¥z 1
& i 4016 5878 692 7 o 1726
56.2% _~assignment  Py;
14127
s 403 f 1248 5 1305 big
4 am ' i 1476 qaes7 1013 gpg g 17057
- L I|II| |IIJ.||||ul Lol ||! [ | |I
400 B0 200 1000 1200 1400 1600 1800
DELTAKI_CI0. 335232060 phi Mazs [miz) MH+: 2586.1454 miz: 86272 23
1 1544 885 8 5123 Y3dy (R)M O A ¥/S NIP G yIS S/FIP S/ T G LIE|P S C K () 250511 81.0394 4149 405143/5.33 Homo sapiens 62865649 27437  rififylin
Fragment.on (m/z) |491.59 [547.12 | 587.48 [616.38 |620.81 |660.93 682.99 |688.92 [695.81 | 698.72 [747.88 |828.44 |845.08 |945.99 [983.42 [988.56 | 1038.95 |1048.40 [1092.48 [1155.02 [1172.63 | 1248.49 [1413.68
Frac.Inten(% of TIC) | 7.23 | 210 1082 264 | 246 | 585 | 194 238 | 260 | 1052 313 211 245 786 | 277 [ 228 231 448 280| 184| 1087 246 639
Rel. Inten.{% of BP) | 66.45 | 19.34 | 99.562 | 24.28 | 2259 | 51.01 | 17.83 | 21.87 | 23.87 | 96.77 | 28.83 | 19.41 | 2250 | 72.29 | 25.49 | 21.00 2127 | 4124 | 2577 | 16.89 | 100.00 | 2266 | 5879
Score 100 | 100 | 1.00| -0.24| 100| 100 | 018 | -0.22 | 100 | 100 | 1.00| -019 | -022 | 100 | 1.00| 1.00 050 | 100| 100 080 | 100 050 1.00
lon-type Yo | big |y Y5 | Y2 bg |y+++ig | Y4+, Y+ | by Yo |br+igH0 | by by |y, -NH, Yiq | By H0 by

Delta Da 0.36 0.42 0.70 0.54 0.61 0.53 0.76 0.53 0.09 0.01 0.08 0.03 0.47 0.09 -0.52 0.07 0.05 0.16




Peak 28

lons that verify assignment
S

MSTag 1 y | o ¥ | | | a | 5 | R
5
9.92e+5+ 4291 assignment \?4&.4 8575
74.9% 748 7 ¥q
'!-"3 A03 .4 T4F 5
Vs 3003 ash b . ab 4| b
B2.2 4 5
510 Gl 4 SEU W
258 2 [rEi1.5 T
S U e | o F W i e e
b= T T T S g 4 'y I| . - T T * T . T T
200 200 400 A00 EO0 oo a00 |00 1000 1400
O0GLMZI02EGF2. 1381 1381 .2 phi Maz= [mfz) MiH+: 11507127 miz: 57586 z:2
1 16.38 94.8 7 5125 Y273y (R) I/YI1QIvIIIQIS\R (F) 1070.56 80.1498 159.4 64934.5/9.21 Homo sapiens 5921999 33480 dual-specificity tyrosine-{Y}-phosphorylation regulated kinase 1B isoform b

Fragment-ion (m/z) |249.20 [262.19 |277.21 [355.19 |372.22 [390.32 [405.28 [420.73 | 429.10 [437.91 [468.36 [485.51 [501.92 [503.39 | 510.88 [519.47 [563.10 [648.38 [746.44 [761.47 [857.48 |874.48 [889.44 |976.41 [1037.53

Frac. Inten.(% of TIC) 5.89 229 218 0.93 127 3.21 249 1.64 10.57 8.15 1.14 0.73 0.80 5.87 0.84 6.23 0.73 263 | 1429 1.95 | 11.37 | 10.59 2.39 0.97 0.85
Rel. Inten.(% of BP) | 41.23 | 16.03 15.23 6.49 6.91 | 2249 | 1743 | 1147 73.97 | 57.09 7.99 510 558 | 4112 591 | 4362 512 | 1843 (100.00 | 13.66 | 7957 | 7413 | 16.74 6.76 595
Score 0.25 1.00 1.00 | -0.06 0.50 1.00 1.00 | -0.11 0.50 1.00 | -0.08 0.50 | -0.06 1.00 0.50 1.00 | -0.05 1.00 1.00 1.00 0.50 1.00 1.00 1.00 1.00
lon-type a, ¥z b, ¥ H0 ¥a b, ygth0 |y yH0 Ya [YH7H0 |y b, Y= by | yghH, Ye by b, ¥z

Delta Da 0.04 0.04 0.06 0.02 011 007 041 0.22 023 0.10 0.66 024 014 012 014 012 0.10 005 | -001 0.08




Peak 29

lons that verify assignment

Mgt ] s | 5 | ¢ | C | C | [ '-.-'zl/T | s | v | ¥ | & | w
Pimiz}2H, 0 Vg
& Setin 7218 £26 6 a5
75.0% i
5408 assignment
+
454 6 5p2.2 13
I05.5 13073 14449 1545 5 1606.2
g " I VTIPS 1 PRI T B r Ll Loy .|I|.I i i I|...
400 B0 800 1000 1200 1400 1600
DELTAKI_CI0.4632.4632 .0 phi Mass [mfz) biH+: 25122854 mizi 8381 23
M5Tag 1 C | C | I | v | T
Pmiz}2H. 0 i
m
) O G
9.202-+]- Y6 o
100.% Tia
++
Y12
493
Y4 Y5 -
¥ + +
540.3 609 ?;g ; By B1
HE 4 847.3 L by 104.9
237 17 10165
, 7207 821 2 835 6093 T e
o |II | . .||I| I || 1. l l | el ‘I "- M b LU0 11 \ II|| H agla J|I hllll ol IL .|I||.||l||l. ) ||I| m.. I\.I.
530 E00 B30 o0 a0 200 230 ann 930 000 1030 1100
DELTAKI_CID 4632 4632 .0 phl Mass [miz] hiH+: 2612 2854 mfe: 8381 203
1 1100 733 11 8123 Y596y (RIL V/S S/P C C\I/VIT S/T y/G W/T/A/N M\E R () 243210 80.1811 85.5 83264.6/4.97 Homo sapiens 20149594 17724  heat shock 90kDa protein 1, beta
Fragment-ion (m/z) |549.77 [620.87 |655.36 |721.84 [749.31 |757.61 |766.37 [775.19 [798.72 |804.38 [821.18 [883.48 |909.26 |947.17 [964.56 [973.39 |982.39 | 998.44 [1016.52 [1063.59 [1104.92 | 1142.07 [1150.72
Frac. Inten.(% of TIC) | 458 | 612 | 228 | 835| 670 | 343 | 673| 385 | 563 | 256 | 304 | 267| 220| 603 | 1066 231| 268 | 205| 423| 242| 498 394 | 378
Rel. Inten.(% of BP) | 42.94 | 48.05 | 2142 | 78.33 | 62.83 | 3215 | 63.13 | 36.08 | 52.79 | 24.04 | 28.50 | 24.12 | 20.66 | 56.60 |100.00 | 21.68 | 24.18 | 19.28 | 39.70 | 2270 | 46.69 36.94 | 3549
Score 1.00 | 1.00 | 1.00| 100| 100 | -0.32 | 063 | 036| 100| 100 | -0.28 | -024| -021| 050 | 100 022| -024 | 050 | 100| 100| 100 0.50 | 1.00
[crtpe Vs Yo | ¥¥Hy0 Yo | Y12 Y+t b, ¥ MH, ¥z bg-H,0 by | y++ | birg lyse HO | oy
Delta Da 053 | 059 | 060| 051| 051 039 | 004 023 013 004 | 003| 016| -0.04 061 | 026




Peak 30

lons that verify assignment

A
MiTagt | | ¢ | v | 5 o] 7 | ©E | = | E Pl | y | s | » | E | & ] & o
g
1 250 +5m T3 L
100 24 y Ve 1 16 .
2 243 '!-"5 o ah6 .5 aSSIgnment
338.2 W 72h 4
3 595 4 Tob b
4533 a1 "
b, bl ¥ 1050 5 bys b
254 1 + 8 l # l 12035 7 14
b s AT ™ .|Lul Ll | Lol gqf:l,la N o Ipe.r 15116
I I I i I L] v L] L] L] L]
1] 200 400 EO0 a00 1000 1200 1400 1600 1800
WTCIDLE00E.3010.0.pkl Maz= [mfz] hiH+: 2234 9954 mfz: 74567 203
# MH* MH* MH* Protein . .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Bcess oS Digest Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 12.33 687 M 925 Y446y (R)¢ P V\S G T/E|P E|P V\y\5 M/E/A/A/D/Y R (E) 2154.96  80.0306 28.8 61586.4/5.24 Homo sapiens 20357552 12463  cortactin isoform a
1 12.33 687 M 925 Y409y (R)¢ P V\S G T/E|P E|P V\y\5 M/E/A/A/D/Y R (E) 2154.96  80.0306 28.8 57466.9/5.18 Homo sapiens 20357556 22723 cortactin isoform b

Fragment.ion (m/z) |254.09 |338.23 |453.30 |524.29 [595.45 [628.38 | 682.06

[691.23 |706.41 [724.34 [737.70 [787.38 804.40 [811.84 [820.99 |832.45 |854.55 |856.47 |868.86 |891.90 |940.43 [1013.29 [1050.54 |1293.62 | 1362.58

Frac. Inten.(% of TIC) 1.14 6.44 3.68 7.34 466 319 257 503 216 | 1443 1.7 121 353 278 441 1.66 4.30 §.92 1.67 7.76 1.56 1.26 283 142 435
Rel. Inten.(% of BP) 7.91 | 4459 | 2551 | 65089 | 3229 | 22.07 17.62 | 34.89 14.94 |100.00 | 11.82 835 | 2444 | 1925 | 3056 | 1163 | 29.77 | 61.83 | 1156 | 53.77 | 10.80 873 19.58 987 30.16
Score 1.00 1.00 1.00 1.00 1.00 1.00 0.50 1.00 0.50 1.00 -0.12 -0.08 1.00 -0.19 -0.31 -012 1.00 -0.62 1.00 -0.54 -0.11 -0.09 1.00 1.00 0.50
lon-type b, Y2 Y2 Vs ¥s by |y++y-HO |y |y H0 Ye L AT by Yhg by b, |b,H0

Delta Da -0.06 0.05 0.09 0.04 017 0.09 -0.21 -0.05 0.09 0.01 0.07 0.16 0.01 0.03 0.08 0.02




Peak 31

M3Tag 2 5 ¥ R | & | F W | 5 | 5 | T E F | E | F
++
++ Y13
Y11 804.85
1 E2e+in 692.1 by /2y 2H, 0
100 B 0T 3
assignment by
13479
¥y W
2383 byy
b
. ¥y Byo - 12095 1 15
3 b gurs 10606 ¥op 1574
453.5 17 :
55
’ L]
o L L I| Lol jih 1, . PRI T | |IL|| Lol i Ll Llj II 4 |||||I|. LII ) LL. Ild l Iy
400 500 600 700 800 900 000 1500
DELTA,_CI10.3623 36230 phi Mass [miz) biHe: 2054.1854 miz: 9854 2:3
2 1223 766 9 10125 Y446y (K)A E/L S ¥ R\G P V S\G/T E|P E|P V\y/S M E A A/DIY R (E) 287433 79.8604 359 61586.4/5.24 Homo sapiens 20357552 12463  cortactin isoform a
2 1223 766 9 10125 Y409y (K)& E/L 5 ¥ R\G P V S\G/T E|P E|P V\y/S M E A A/DIY R (E) 267433  79.8604 359 57466.9/5.18 Homo sapiens 20357556 22723  cortactin isoform b
Fragment.ion (m/z) [338.33 [453.49 [692.09 |720.83 [804.85 [833.72 [885.56 | 919.39 [930.16 |940.58 |942.56 [957.36 [975.08 [1044.63 |1060.64 |1073.23 [1107.36 [1186.60 [1260.69 | 1300.17 [1309.47 [1347.92 [1381.87 [1574.02 [1607.75
Frac.Inten.(% of TIC) | 424 | 188 | 1333 | 215 [ 1639 208 | 244 | 301| 197 223 | 320| 207| 242 281 303| 245 282 233 228 285 379 926| s545| 469 205
Rel. Inten.(% of BP) | 27.64 | 12.21 | 86.61 | 13.99 [100.00 | 13.50 | 15.82 | 19.63 | 1279 | 1447 | 2134 | 1345 | 1675 | 1825 | 1970 1589 | 18.29 | 1612 | 14.79 16.56 | 2461 | 60.16 | 3541 | 3049 | 1334
Score 1.00 | 1.00 | 026 | 100 | 100| 014 100 | 100| 013 | -014 | 100 | 013 | 016 | 018 100 | 016 018 -015| -0.15 050 100| 100 100| 100 100
Iun-type y2 YB af- bE- Y""13 b++17 y++1E- yB b1D b++24-HZO b++24 b13 Y11 l315 y13
Delta Da 015 | 028 | 028 | 046 052 012 | 002 0.16 0.10 01| o041| o027| 032 027 oM
yerey,
0.65




Peak 32

What L | o |l = = 1 11l € | w | & | v |l = &« I 7 |
P~ lons that verify assignment lons that verify assignment
Hoeto-
100 %
+ +
b, Toob, o b
460,23 500.5 1z
3314 h 5102 | 1391.8
M- . ol P PRI N Y B P T i . .
T T T T T
200 400 E00 1400 1600
WT_EGF CIDLITED.37vE.0.pkl Maz= [mfz] hiH+: 2441 1254 mdz: 81438 203
MH* MH* MH* Protein . .
Rank Score =71 BCS Unmatched Variable sites Sequence Calculated Error Error MVipl Species Brce=Se M SiDigest Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 11.59 67.0 10 10/25 Y221y (R} L/Cc/T/S/BP A E H\Q Y F/M|T E/y V\A\T R (W) 2361.06  80.0616 39.0 88415.0/5.60 Homo sapiens 20986503 1698 mitogen-activated protein kinase 7 isoform 1
1 1159 67.0 10 10/25 Y82y (Ry¢ L/C/T/S/P A E H\Q Y F/M|T E/y V\A\T R (W) 2361.06  80.0616 39.0 73218.5/5.47 Homo sapiens 20986493 13120 mitagen-activated protein kinase 7 isoform 2
1 11.59 67.0 10 10/25 Y221y (RyG L/C/T/S/P A E H\Q Y F/M|T E/y V\A\T R (W) 2361.06  80.0616 39.0 88415.0/5.60 Homo sapiens 20986501 35910 mitogen-activated protein kinase 7 isoform 1
1 11.59 67.0 10 10/25 Y221y (R} L/Cc/T/S/BP A E H\Q Y F/M|T E/y V\A\T R (W) 2361.06  80.0616 39.0 88386.9/5.60 Homo sapiens 20986497 36360 mitogen-activated protein kinase 7 isoform 1
Fragment-ion (m/z) |689.48 [707.46 [746.31 |751.59 | 758.31 [761.91 [772.62 | 778.24 [781.09 [796.74 [797.54 [868.05 [912.46 [919.48 | 953.18 [961.94 | 996.65 [1005.70 | 1038.90 | 1047.61 |1050.56 |1056.59 = 1074.61 |1083.67 [1127.46
Frac. Inten.(% of TIC) 2.56 1.82 6.43 4.92 2.4 284 5.50 0.06 2.89 3.97 2.64 1.85 6.32 345 | 13.68 293 5.99 1.79 4.47 1.81 6.07 441 6.37 296
Rel. Inten.(% of BP) 18.75 | 13.29 47.00 | 3596 | 16.16 | 20.73 | 4024 042 | 2112 | 29.04 | 19.27 | 13.52 | 46.22 2522 1100.00 21.43 43.84 13.08 32.67 13.26 44.41 3225 46.54 21.65
Score 1.00 | -013 -0.47 1.00 1.00 | -0.21 -0.40 150 | -0.21 029 | 019 | 0.4 1.00 1.00 1.00 0.50 1.00 0.50 1.00 1.00 1.00 0.50 1.00 -0.22
lon-type Yt | b sty Y7 by | y+tig [y H0 | y+rg (beeH0 b+ Yo | Yt |breHO | b,
Delta Da 0.18 0.66 0.08 -0.60 0.09 -0.23 0.03 0.23 027 -0.02 -0.31 013 0.64 0.18 0.23
y++ 10 ye 10

0.27 0.66




Peak 33 lons that verify assignment
lons that verify assignment

Wt oW v o\ o [ e | [T |5 y | v I~ 7 = | I
Prmysz-17 -
1 Efatsm assignment a7 assignment
100 %4 . Prmfz-11
24' i 2o 4 o . Syg Pimdz-23 "
02 4303 G734 0046 cg . 1487 18785
256 1455 2
1322 6 4 )
(o N | I | . ‘ . L |.|.I.| ..|I| . oo L || | I Ly . L... L 1771 6 2 5
I L] 1 1 L] 1 " 1 L] L] 1 1
0 200 o0 EO0 a00 4000 1200 1400 1600 1800 2000 1
DELTAETD. 1461 . 1465.0.phl Mazs [miz] MiH+: 1575.8954 msz: 52587 =z 3
# MH* MH* MH* Protein . .
Rank Score ‘S‘,:; BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species ACCE;’S"]" h‘ﬁ;’[:f;‘r’t Protein Name
lons (Da) (Da)  (ppm) (Da)
1 16.88 921 10 4/23 Y182y (R)E/TID|DIEM|TIG|I¥IV A T\R (W) 1495.65 80.2473 178.3 41293.5/5.48 Homo sapiens 20986512 22099 mitogen-activated protein kinase 14 isoform 2
1 16.88 921 10 423 Y182y (R)E/TIDIDIE|IM|T|G|yIV A T\R (W) 1495.65 80.2473 178.3 34091.8/8.25 Homo sapiens 20986514 23816 mitogen-activated protein kinase 14 isoform 3
1 16.88 921 10 4/23 Y182y (R)E/TID|DIEM|TIG|I¥IV A T\R (W) 1495.65 80.2473 178.3 35453.6/8.94 Homo sapiens 20986516 25290 mitogen-activated protein kinase 14 isoform 4
1 16.88 921 10 4/23 Y182y (R)E/TID|DIEM|TIG|I¥IV A T\R (W) 1495.65 80.2473 178.3 41493.7/5.54 Homo sapiens 4503069 36149 mitogen-activated protein kinase 14 isoform 1

Fragment.ion (m/z) [245.19 |256.01 [371.15 [430.32 |486.33 |615.36 |673.35 | 689.39 [730.44 |746.43 [831.55 |847.52 [860.41 [904.55 |962.60 |1057.61 [1091.55 [1147.42 |1206.63

[1322.55 [1356.70 |1418.66 |1422.52

Frac. Inten.(% of TIC) 1.60 4.14 3.95 6.33 6.28 4.92 7.93 2.16 2.81 1.63 1.57 520 1.92 9.48 2.80 2.24 5.82 7.37 227
Rel. Inten.{% of BP) | 12.69 | 32.80 | 31.33 | 50.20 | 49.79 | 39.01 | 62.82 | 1713 | 22.26 | 12.90 | 1242 | 41.20 | 1525 | 7513 | 22.16 17.79 46.15 58.42 18.01

Score -0.13 1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 1.00 | -0.15 1.00 1.00 0.18 1.00 1.00 1.00

lon-type c, c, Z9 B B e y= e cH e c, c, gz e B e

Delta Da 013 | -0.02 0.07 | 014 0.12 0.07 | 0.09 0.14 0.15 0.20 0.19 0.20 0. 0.1 0.04 017
Yo ¥

0.1 0.15

256 212 12.62 229
2027 16.77 | 100.00 18.12
0.25 -017 1.00 1.00
4 Ci2 243
0.05 013 -0.02




Peak 34

lons that verify assignment

STt M I t | o |« 1 = 1 7 [|s| ¥ | v
'!-"3 '!-"4 . t
assignmen . .
3473 446 lons that verify assignment .
453+ Y g assignment
17.7% Vg
457
b
! 93?33 b!EI
: 12105
[st= | Y
b ‘ [ L By
b, |l| H Lit ]..I Gl Y — . L1 a0a.2
0 g00 1000 1200
WT_EGF_CID.1720.1724.0.pkl Mas=sz [miz] hiH+: 1655 6054 mdz: 55254 z: 3
# MH* MH* MH* Protein . .
Rank Score l%,:; BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species ACCE;’S'B" Mli;j[:;f?l Protein Name
lons (Da) (Da) (ppm) (Da)
1 1276 835 5 824 T175t Y182y (R)E t D D E M T/G|y|VIA\T R (W) 1495.65 159.9573 14.9 41293.5/5.48 Homo sapiens 20986512 22099 mitogen-activated protein kinase 14 isoform 2
1 1216 835 5 8124 T175t Y182y (R)E £t D D E M T/G|y|VIA\T R (W) 1495.65 159.9573 14.9 34091.8/8.25 Homo sapiens 20986514 23816 mitogen-activated protein kinase 14 isoform 3
1 1276 835 5 8r24 T175t Y182y (R)E £t DD E M T/G|y|VIA\T R (W) 1495.65 159.9573 14.9 35453.6/8.94 Homo sapiens 20986516 25290 mitogen-activated protein kinase 14 isoform 4
1 1276 835 5 824 T175t Y182y (RIE t D D E M T/G|y|VIA\T R (W) 1495.65 159.9573  14.9 41493.7/5.54 Homo sapiens 4503069 36149  mitogen-activated protein kinase 14 isoform 1

Fragment.ion (m/z) |347.27 [373.74 |406.79 | 415.47

[435.28 |446.58 [514.57 [520.47 [528.92 |534.10 [592.36 |597.63 |599.95 |606.25 |642.09 |655.66 |689.38 |691.32 [729.54 |742.02 |746.67 | 812.55 [967.30 [1210.49

Frac. Inten.(% of TIC) 4.98
Rel. Inten.(% of BP) | 22.14
Score 1.00
lon-type A

Delta Da 0.07

1.92 3.32 6.00
8.53 | 1477 | 26.68
1.00 0.25 0.50
y+ig a, |by-H,0
0.07 0.68 -0.63

212 | 16.02 017 0.72 1.78
9.43 | 7127 0.76 322 7.93
-0.09 1.00 0.25 150 | -0.08

A st a,

0.31 0.70 | -0.67

1.50

sty

0.60

1.61
77
-0.07

1.72
7.64
0.08

251 3.05 | 2248
11.18 | 13.56 |100.00
011 | 014 1.00
b+,
0.59

1.66
7.39
-0.07

11.15
4959

b

1.00

0

0.46

1.81
8.07
1.00

Y5
0.08

3 3.98
14.26 17.69
1.00 0.50
bty | ygNH,
0.61 0.24

2.08
9.26
-0.09

249
11.10
1.00

Ye

0.35

1.56 1.71
6.94 7.63
025 1.00
b.-H,PO, by
0.26 0.01

1.96
8.74
1.00

bB
017




Peak 35

lons that verify assignment

M5Tag 1 C | M | F M | M | t | ¢ | ¥ |« | v
g
8147 assignment . .
1.0 e+in g lons that verify assignment
Ta.0% '!,rg
12677
3
W
y 3754 1o bys
2 14047 15775
2761 :
h - . L by N el ] . )
b L Ld l | l. | ] L i |
L] L] L] L]
400 1200 1400 1600
DELTARI_CID. 3459 3459 2 phl Maz=s [riz] MH+: 19518727 miz: 97644 2.2
# MH* MH* MH* Protein . .
Rank Score I BCS Unmatched WVariable sites Sequence Calculated Error Error MVipl Species glecessichpiis Tligest Protein Name
(%) 1 Index #
one (Da) (Da) (ppm} (Da)
1 7.52 647 6 11125 T183t Y185y (R)T A/C T N F/M/M/t/P ¥ V/V T R (Y) 1791.82  160.0501 60.1 48311.6/5.49 Homo sapiens 21237745 669 mitogen-activated protein kinase 9 isoform JNK2 beta2
1 7.52 647 6 11125 T183t Y185y (R)T A/C T N F/M/M/t/P ¥ V/V T R (Y) 1791.82  160.0501 60.1 44051.1/5.98 Homo sapiens 21237739 13828 mitogen-activated protein kinase 9 isoform JNK2 alphat
1 7.52 647 6 11/25 T183t Y185y (R)T A/C T N F/M/M/t/P v V/V T R (Y) 1791.82  160.0501 60.1 48139.4/5.41 Homo sapiens 21237736 20715  mitogen-activated protein kinase 9 isoform JNK2 alpha2
1 7.52 647 6 11/25 T183t Y185y (R)T A/C T N F/M/M/t/P v V/V T R (Y) 1791.82  160.0501 60.1 44223.4/16.10 Homo sapiens 21237742 24588 mitogen-activated protein kinase 9 isoform JNK2 betal
Fragment-ion (m/z) |375.40 |587.09 |678.81 |699.92 [787.05 |808.56 |814.71 [832.91 [848.57 |879.64 [890.50 | 897.62 [919.64 [922.49 [927.47 [940.47 [962.89 [995.44 [1022.53 | 1028.53 | 1040.38 [1126.58 [1160.44 [1257.69 |1405.55
Frac. Inten.(% of TIC) 1.85 253 242 278 224 3.25 | 1296 3.58 2.08 4.22 223 4.55 4.10 573 0.31 4.68 216 4.96 2.36 8.49 363 4.96 4.33 7.60 2.00
Rel. Inten.{% of BP) 14.30 | 19.56 18.67 | 2145 [ 17.26 2506 |100.00 | 2764 | 16.04 | 3260 | 1723 3514 | 3160 | 4422 2.36 36.13 | 16.65 | 38.30 18.23 65.54 2797 3827 33.38 58.65 15.39
Score 1.00 -0.20 0.50 0.50 -017 0.50 1.00 -0.28 -0.16 -0.33 1.00 0.25 -0.32 -0.44 1.50 0.50 -017 1.00 -0.18 025 0.25 1.00 -0.33 1.00 -0.15
lon-type ¥a boNH, | yHH, b_-H,0 ¥e y++,5 |YHPO, sty |bg-NH, ¥ yg-H,PO, | byH,FO, ¥ ¥s
Delta Da 0.16 0.55 -0.39 025 0.32 0.16 0.20 0.08 013 0.04 0.07 -0.02 014 021




Peak 36

DELTAKI_CID.2187 3222.0.pkl

Maz= [miz)

assignment . .
g/ lons that verify assignment
-
MSTEQ"IISIPIDIEIDISISISI'/‘T'I |s||:||F NI],r
¥

8.97e-+in 3 s

345 3 by 0
100.%4 . Pimiéz+zH,.0 1155.8

assignment X0 oes b
by ¥4
t'a 4355 G087 \
3.
- 1*--1."41-"-- Il il .I| L el L
400 E00 1800 2000
DELTAK_CIDE ST 3222 .0 pkl Mazz [miz) hiH+: 29045354 miz: O63.05 203
MSTag1 | 5 | F | 1] | E | 1] | 5 | 5 | 3 | v | 5 | 5 IN
++
yiatt Y21
sarern v, yis_ . 1236.00
100 %% 3453 bED
b 1155 8
F +
Mmiz2H, 0 N
Q56,8
b4 +H Ya
b, a5 ¥y S087
4769
'0-32:“'] d " ||I Il“l - N |||Il ||I l
400 a00 EOO 1300

fAH+: 20042354 msz: 96205 2.3

Rank Score ehl
() lons

1 13.30 M1 12 [rs]

#
BCS Unmatched Variable sites

Y28y

Sequence

(R}F S/I/S/P D E\D|S S\S Y/S/S N S D/F/N/¥|S ¥/P T K (Q)

MH*

Calculated

(Da)

282417 80.6610 239.2 56026.3/8.08 Homo sapiens

MH*  MH*
Error  Error
(Da)  (ppm)

Protein . q
MwWIpl Species S (LElless Protein Name
# Index #
(Da)
21361602 33694  solute carrier family 38, member 2

Fragment.ion (m/z) |345.34 [595.90 [752.24 [776.79 [795.75 [838.65 | 891.44 [911.27 |921.24 [932.50 [952.28 [1007.86 [1065.66 [1099.53 | 1146.67 [1155.78 | 1226.78 [1227.48 [1236.00 [1262.92 | 1270.31 [1271.62 [1279.48 [1297.51 [1316.57

Frac. Inten.{% of TIC) 516 251
Rel. Inten.(% of BP) | 48.22 | 23.45
Score 1.00 1.00
lon-type ¥a Y=

Delta Da 013 0.59

1.80 240
16.82 | 22.40
1.00 1.00
Y2 b,
044 | 044

7.7 220 2.04 2.03 251 1.66 4.90 197 579 223
72.65 | 20.56 19.02 | 16.93 | 2345 | 15.50 | 45.80 18.43 54.14 20.84
1.00 1.00 1.00 -0.19 023 | -016 1.00 1.00 1.00 1.00
¥*ra Ye by Y7 | Y7 by Yg | by
0.44 0.31 0.07 -0.10 0.47 0.22 0.08
Y,

0.76

245 6.45 1.66 218
22.89 60.52 15.47 20.33

0.50 1.00 0.50 -0.20
o Ho0 | by Yo, -H,0

0.25 0.36 0.32

8.01 7.26 235 10.70 9.37 2.04 2.56
74.82 67.85 21.96 | 100.00 87.53 19.04 2397

1.00 -0.68 0.50 -1.00 1.00 0.50 -0.24
¥Y+ta, yrrp 0 Y++pp | bypHO

0.53 0.36 0.50 -0.01




Peak 37

W5Tag 1 ¥ | =« | D | o« | D | | E | N | 8 | N |F
b7-H,0
. 654.72
8.13e-+in assignment i
assignment
100.%
Y6 ++
+ Y20
¥ig 1188.15
10661 '5.rm '!.f” "
1142 8 1363 1 1n Yz bys
o bty ), A TS 14508
= T T T
a00 400 a00 EO0 Taa 200 Aa0 1000 1400 1200 1300 1400
DELTAKI_CID.3505.3505.0 phl Maz= [mJfz ) hiH+: 2595 3254 miz: 86678 z: 3
# MH* MH* MH* Protein . .
Rank Score S.;:I BCS Unmatched Variable sites Sequence Calculated  Error  Error MVWipl Species Acce;smn MIS;legist Protein Name
() lons (Da) (Da) (ppm)  (Da) dex
1 16.35 788 12 625 Y1y (K)s BH/¥|A/D|VID P E\N Q N/F|L/L/E/S\N L G\K K (K) 2518.22 80.1046  53.2 56026.3/8.08 Homo sapiens 21361602 33694 solute carrier family 38, member 2

Fragmention (m/z) |468.52 [566.75 [647.08 [654.72 [ 735.84 [753.63 [ 775.95 [782.26 [799.67 [810.71 [834.72 [837.66 [846.46 | 849.65 |857.84 [888.71 [923.74 [973.64 [1001.79 | 1021.12 [1031.06 [1066.13 [1094.34 [1148.75 [1188.15

Frac. Inten.(% of TIC) 3.85 23
Rel. Inten.{% of BP) | 39.13 | 2343
Score 100 | -0.23
lon-type b,
Delta Da 0.39

4.99 532 227 7.56 2.05 219 276 374 0.10 279 247 9.85 70 6.85 3.90 3.76 5.90 210 3.09 535 21 2.52 443
50.66 | 54.09 [ 23.07 | 76.81 2080 | 2220 | 28.01 | 38.00 1.04 | 28.34 | 25.07 | 100.00 | 78.21 | 6960 | 3964 | 38.18 59.95 21.32 31.35 5438 21.39 25.57 4547
1.00 1.00 0.50 1.00 1.00 | -0.22 1.00 | -0.38 150 | 028 | -0.25 050 | -0.78 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00
Ye b, |bH0 b [brrey, b,y sty b.-H,0 Yg | ¥"he | Yiur ¥s beei |y 2y by Yio | Y20
0.69 0.53 0.59 0.37 0.62 0.37 0.65 -0.63 0.20 0.27 0.64 0.19 0.70 0.54 -0.26 -0.04 0.08 0.60
Y7 st 0 Y™
0.52 -0.39 0.09




Peak 38

M3Tag1 v C R P E 5 ! E H P E a ] P G| a T
| | | | | s | l.e 1 | » | | s 112
RERST 9
HO6 5948 7 1187 6
3 Bdetin . ; lons that verify assignment
13 200 assignmen
+
b
P12 + g +
3 7421 e 1050.4 bog
b b
‘ 013 A ] 1174z Yz by by 13 17
1308 5 1599.% 13962
b T L. ml I |....I| L l ||..|.lI]LI|.|J. Pl . 11‘:1?:'4 14540 . l.‘ 1 - ]
200 400 =] ] 1000 1200 1400 1600 1800
OELTA CID.2050. 2065 .0 pki Maz= [mfz ) fiH+: 2495 1854 mz: 8324 z2: 3
M5Tag 1 P E § | Q E | H | r
Y13++ g
800.79
2.29e+5- BHES
b
M E% q
BT 1187 6
Y4 17
600.85 ode 7
Vs b b + b +
¥y op T 671.81 5 12 iy 2,0 big & Bt I:-zl:|
g TOG.7 T3 2 10504 14
Wi B gas 6 | W a1y 8 115 5 s,
W .I| L L & ] P A M I.I.I.. A Mﬂ M IR ' Ll l - .Ei ] . | '
a00 E00 oo 200 i 00 1000 1100 1200
OELTA_CID.2050.2055.0. phi Maz= [miz] hdH+: 2495 1854 mfz: 8324 20 3
# MH* MH* MH* Protein . "
Rank Score S,;:I BCS Unmatched Variable sites Sequence Calculated Error  Error MwWi/pl Species Acce;smn I\nlIS;j[)lg;sl Protein Name
&y lons (Da) (Da)  (ppm) (Da) ndex
1 11.66 87.3 & 120 Y704y (K)Y ¢ R P E\S @ E\H\P E\A\D|P G AJA|P ¥y L K (T) 241510 80.0821  46.4 87981.2/5.94 Homo sapiens 21618338 26624 signal transducer and activator of transcription 3 isoform 2

Fragment-ion (m/z) |[413.32 [594.96 |600.85 [671.81 681.79 [706.72 [707.83 [743.13 [781.73 [786.23 | 791.63

|800.79 [818.66 [878.54 |896.48 [913.33 [948.73 [1050.40 [1120.64 |1187.60

Frac. Inten.{% of TIC) 1.88 2.3
Rel. Inten.(% of BP) 5.07 6.23
Score -0.05 | -0.06
lon-type
Delta Da

4.58
12.36
1.00
Ya
0.587

217 11 0.97 269 234 117 242
5.86 2.99 261 725 6.30 314 6.53
1.00 -0.03 1.00 1.00 1.00 0.50 -0.07
¥s by | bsy, | b+, yoNH, b+,
0.49 0.42 0.53 0.32 -0.62
[

11
058

345 | 37.08 1.16 254 | 15711
9.31 | 100.00 313 6.85 | 4237
0.50 1.00 -0.03 -0.07 1.00
3,0 | by, ¥
0.31 0.46 0.05

246 4.45
663 | 12.00
1.00 1.00
b++‘5 |;;++|7
0.45 0.33

248 [ 130 774
6.69 | 350 | 2086
100 | 0.03| 100

bB bB
0.03 0.1




Peak 39

lons that verify assignment

M5Tag 14| C | R | | H | = | E | » | o | *
. . b
lons that verify assignment g
1.5%e+H- Y4 1877
G005
23.7%
1143 6
4133 -
¥ By SED. Y13 B13
3411 4807 575 1194 12956 1600
2543 390 41f.5 | 1461 5
b | I | T il Loy L L ll el s I.' .
T T T T T
200 400 =11] 1200 1400 1600
WT_EGF_CID.2122 21400 phi Mazz [miz) hiH+: 25838054 miz: 86184 203
# MH* MH* MH* Protei . .
Rank Score S'EI BCS Unmatched Variable sites Sequence Calculated  Error  Error h:\‘:\!?[;ll.l Species Leesan MIS;!D'!];‘“ Protein Name
gl lons (Da)  (Da) (ppm)  (Da) neex
1 19.24 923 11 4125 Y705y (K)Y ¢ R\P E 5 Q\E\H|P E\A\D|B/G/S|A|A|P ¥ L K (T) 2502.14 81.3700 543.3 88068.3/5.94 Homo sapiens 21618340 25132 signal transducer and activator of transcription 3 isoform 1
1 19.24 923 11 425 Y705y (K)Y ¢ R\P E S Q\E\H|P E\A\D|P/G/S|A|A|P ¥ L K (T) 2502.14 81.3700 543.3 83126.9/6.70 Homo sapiens 47458820 28398 signal transducer and activator of transcription 3 isoform 3

Fragment-ion (m/z) |413.28 [454.38 | 480.67

|580.68 | 582.79 [600.84 [671.77 | 698.67

[707.74 [722.84 | 792.08

[800.76 [823.85 [829.41 [886.51 [903.63 [921.33 | 948.11

|956.58 | 965.67 |966.63 | 983.53

[992.03 [1050.51 [1187.67

Frac. Inten.(% of TIC) | 3.72 1.36 1.25
Rel. Inten.(% of BP) | 1271 | 465 | 428
Score 013 | 005 100
lon-type b,

Delta Da 0.47

1.35 1.35 4.89 1.86 1.24 1.75
461 462 | 16.69 6.35 422 596
-0.05 0.50 1.00 1.00 1.00 1.00
¥, Yo Y (b -HO | by
-0.46 0.56 045 0.38 044

¥

0.36

225
T.67
1.00

212
722
0.50
b+, ,-H,0
076

2931
100.00

b

1.00

-,

043

125
426
0.04

0.07 1.81
024 6.18
1.50 1.00
¥7 ¥s
0.02 010
1.50
sty

0.70

133 177 147 1.92 147 248 17.10 4.9 478 749
453 6.04 503 6.55 398 846 58.34 | 16.74 16.30 2557
0.50 1.00 0.50 1.00 0.50 0.50 1.00 1.00 1.00 1.00
b-HH, by bt -H,0 | bee s JygNH, | ygHH, [ bee HO | by by by
073 | -0.06 0.72 018 -0.76 020 0.62 011 0.08 018
by Yy
0.45 0.07




Peak 40

M5Tag 1 Yy c R P E 5 Q E H P E A o
I I I I I L I I I I I I
g 13
H Go0.4 2004
8.0 e+dm assignment
23.7% v +
4 b -II:.+ a ¥y
s00.7 5%y “rozae
- - 5 . BYT 4 g2
Vg ¥ v ff{1.5 7 b by
3361 23 10 8299 ” k 2 o s
- | T T | - Lo bl fge U gl ]y tosor ol
) T d T T T T 1
0 200 400 EO0 a00 1000 1200 1400 1800
DELTACID_R.Z07E.2089.0. pkl Mass [miz] hiH+: 2552 2182 md: 646,31 z: 4
M5Tag 1
ag co | R | F | E o | 5 | ] | E | H 3
¥q 18
1 £ 9a+5m GO0 G322 G619 I:-IGH
56.2% 3004 b16-H,0
alz.4
a1g.g
056 ot - B850
W ++ ¥
4 6.4 st big bl e, = 'O
3007 - “ ny ¥y " y 74 - by amue
Vs 4z se5.5 0" 215 b ) 7 : 956 5 by
6.1 23 541.4 | B934 733 TAA 528.9
b —p Ll 3843 . 42.2'3 4544 | rgl. . 1] |..III|| li I I|. I J I L Ll PN (| iy — | I III ! . 11453 III-:I?'3
300 400 500 &00 i yoo 200 ana 1000 1100
DELTACIO_R.2076.2089.0.pki Mass [miz) WiH+: 26222182 miz: 64631 24
# MH* MH* MH* Protein . .
Rank Score Bl BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species fccessiols D et Protein Name
(%) 1 Index #
ons (Da) (Da)  (ppm) (Da)
1 14.37 695 8 623 Y705y (K)¥ ¢ R P\E/S Q\E H P E/A D|P G|S\A|A|P ¥ L K (T) 2502.14 80.0828 45.1 88068.3/5.94 Homo sapiens 21618340 25132 signal transducer and activator of transcription 3 isoform 1
1 14.37 69.5 & Bi23 Y705y (K)Y ¢ R PAE/S Q\E H P E/A D|P G|S\A|A|P vy L K (T) 250214  80.08626  45.1 83126.9/6.70 Homo sapiens 47458820 26398 signal transducer and activator of transcription 3 isoform 3

Fragment-ion (m/z) [300.68 [483.28 [577.93 [ 585.78 |600.39 [608.61 | 614.44 |622.82 [ 626.43 [632.18 [655.86 | 661.93 [671.51 [800.38 [828.92 [856.26 [877.40 | 912.37 [920.97 | 947.97 |[956.64 | 983.63 [992.62

Frac. Inten.(% of TIC) 1.94 225 0.67 0.96 | 18.71 4.87 2.09 4.21 0.91 | 14.30 4.09 11.42 168 | 1023 0.9 0.75 1.73 9.81 2.05 1.41 1.80 1.70 1.52
Rel. Inten.(% of BP) 10.36 | 12.01 3.57 511 |100.00 | 26.05 11.16 | 22.52 484 | 7642 | 21.88 61.00 8.97 | 54.65 4.85 4.00 9.23 52.44 | 10.96 7.55 9.63 9.07 §.12
Score 1.00 | -0.12 1.00 1.00 1.00 | -0.26 1.00 -0.23 1.00 | -0.76 | -0.22 1.00 1.00 1.00 1.00 | -0.04 1.00 0.50 1.00 0.50 1.00 1.00 1.00
lon-type baadt b, b+, Ys besrye Y bere g Y5 | breig ¥7 beyg | bt 10 by b+ o H0 | by | bat o H,0 | beryy
Delta Da 0.04 0.67 0.53 0.11 018 0.15 0.32 0.19 0.05 | -0.47 0.03 0.49 | -0.42 0.58 0.24 0.72 0.70

yre b"*", A

051 0.09 0.17




Peak 41

Wit o G | ¥ I v k | 2 | ! | &
+ +
4 Yoo Y Vs
4854 G644 G136 . .
3 et aSSIgnment aSSIgnment
42 1%
W
Vi ’r W W 11 ?a'?
2602 4'.-'3 8135 y 8
55T 01z
m mT L]
Fo- oo .... A Ly bl | |||JL N |. | lul.
I v I L] I L] L] L]
200 200 A00 BO0 700 200 a00 1000 1100 1200
OELTAZ0E1 2031 .0.phi Maz= [z hiH+: 1287 9127 mfz: G946 =0 2
# MH* MH®  MH* Protein . .
Rank Score A BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species ferzion (LS iree) Protein Name
(%) I # Index #
ons (Da) (Da) (ppm) (Da)
1 10,72 804 5 924 Y699y (Kya/v/D/c yIVIRIP ¢ I K (Q) 1217.69 80.2239 198.4 89866.4/5.71 Homo sapiens 21618344 24201 signal transducer and activator of transcription 5B
1 10.72 804 5 9724 Y694y (K)a/v/D/G yIVIEIE @ I K (Q) 1217.69 80.2239 198.4 90647.5/5.98 Homo sapiens 21618342 25076 signal transducer and activator of transcription 5A
Fragment.ion (m/z) |215.88 |339.12 [416.10 [467.63 |485.44 [506.94 | 555.81 [564.43 |568.24 |586.22 |595.72 [598.07 [613.60 [619.39 [622.87 [685.35 [698.24 [712.60 [751.05 |757.86 [813.54 [1109.54 [1127.74 [1132.78
Frac. Inten.(% of TIC) 1.583 1.69 1.98 1.81 | 1537 | 1141 423 | 15.02 1.71 2.24 2.04 3.04 §.52 1.44 1.94 377 3.48 410 2.35 2.16 1.93 2.46 4.36 1.41
Rel. Inten.(% of BP) 994 | 11.02 | 12.86 11.76 [100.00 | 74.25 2752 | 971 11.13 | 14.60 13.27 | 19.78 | 55.39 934 | 1263 | 2453 | 2267 | 2666 | 1530 | 14.06 | 12.58 15.98 28.36 915
Score -010 | -0.11 -0.13 0.50 1.00 1.00 0.50 1.00 0.50 1.00 0.50 -0.20 1.00 | -0.08 | -013 1.00 -0.23 1.00 | -015 | -0.14 1.00 0.50 1.00 0.50
lon-type Yo NH, Yo | ¥y [yiigHy0 | yy | bHO b, |ys-NH, ¥s by Ys b; | yot1,0 ¥g | by H,0
Delta Da -0 65 013 0.18 0.54 0.15 0.06 0.03 -0.66 0.20 0.09 013 0.19 0.00 0.19 0.24
LAt

021




Peak 42

lons that verify assignment

MSTag 1 g | W | T | P | 5 | a H | | M | R | T | F
Vs
G2 .
3.45eH assignment  +
1]
a6 . 2% -~
=+ +
W
§ by
4.8 + 985 1
‘ b5 '!-"8 i b12
R )
- r L. . | r I |I | L, I%ﬁhﬂ.lﬁﬂﬂh“h Jl TS TR Il...l il L r 12?.3'8I
200 200 400 A00 1000 1100 q200 q300
WT_CI0 G443 G442.0.pk] Maz== [z hAH+: 25978182 mfe: 68021 20 4
= w i win 1 visn A "
Rank Score =150 BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species fezeson (S n ) Protein Name
(%) | # Index #
ons (Da) (Da)  (ppm) (Da)
1 1163 731 7 10124 Y5dy KlaEV/TPSQHGNRTE/S\WI\LIED HT K (Q) 2518.20 T79.6225 -132.4 69666.7/6.00 Homo sapiens 22027642 4573 kelch-like ECH-associated protein 1
1 1163 731 7 10124 Y54y KIAEV/TPSQHGNRTEF/S\W\T\LIED HT K (Q) 2518.20 79.6225 -132.4 69666.7/6.00 Homo sapiens 45269145 5134 kelch-like ECH-associated protein 1

Fragment.ion (m/z) |314.76 560.42 | 583.75 |586.91 |614.06 | 619.85 |625.97 [629.01 |638.24 [664.07 |682.43 |722.66 | 747.67 [755.46 |757.00 |767.11 [814.72 |832.04 |877.95 882.68 888.00 | 919.79 [929.13 [985.09

Frac. Inten.(% of TIC) 228 2n 1.95 453 41 280 0.07 | 19.60 227 1.96 429 2 5.61 223 4.20 3.85 251 1.97 242 268 251 12.34 8.59 320
Rel. Inten.(% of BP) 11.63 | 10.76 9.93 | 2312 | 2098 12.75 0.35 [100.00 | 11.58 | 10,00 | 21.91 | 11.29 2861 | 1140 | 2143 19.66 | 12.79 1005 | 1235 | 1369 | 1282 62.94 | 43.83 | 1633
Score 100 -0M 1.00 100 | -0.21 1.00 1.50 100 -012| -010 | 022 | 011 050 | 011 1.00 100 | 013 0.50 100 | 014 -013 0.50 1.00 1.00
lon-type Y Y, Yy b+++1g sty Y= b++1 4_HEO |]++.14 Y bB_HEO h++15 b++1E_HEO b++1€_ |]++.17

Delta Da -0.39 016 | -0.33 0.25 017 | -0.28 -0.19 0.14 0.10 -0.35 | -043 011 023 | -035




Peak 43

M5Tag 1 I | ¥ | L | W | F | E | K Q | L | L |
++ ++
. t Yo Y12
assignmen
1 09+ g 5644 7919
b Top.a
31 6% 475 pg
G Dgen o
++ ¥ o
Y6 1"
bE g48.9 ¥a . ¥q
737 LT app = o 1126.5
| || %73 1omr l 12706
m_ I.luju N II JI. IJI|..||I|. FI I + Ll 1 r L + | T
200 300 700 200 400 1000 1100 1200 1300
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# MH* MH*  MH* Protein . .
Rank Score I BCS Unmatched Variable sites Sequence Calculated Error  Error Mw/pl Species Accession IS Digest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 13.55 833 10 9/24 Y552y (K) L/I/¥IL\VIP E/E/Q/L/LIN E R (I) 1728.01 80.4500 267.5 141689.5/7.77 Homo sapiens 22325383 5213 intersectin 2 isoform 2
1 13.55 833 10 924 Y552y (K) L/I/¥|L\V|P E/E/Q/L/LIN E R () 1728.01 80.4500 267.5 190365.7/8.42 Homo sapiens 22325381 25905 intersectin 2 isoform 3
1 13.55 833 10 9/24 Y552y (K) L/I/¥IL\V|P E/E/Q/L/LIN E R (I) 1728.01 80.4500 267.5 193331.3/8.32 Homo sapiens 22325385 27225  intersectin 2 isoform 1

Fragmention (m/z) |377.82 [418.49 [450.99 |470.45 [525.23 [531.70 |555.89 |564.35 |569.95 [583.80 |589.05 [593.10 [594.73 |614.16

[644.94 [670.18 [682.82 |696.52 |743.06 |772.79 |783.56 |791.87

|847.94 [ 1126.53

Frac. Inten.(% of TIC) 1.73 253 1.44 242 1.54 422 260 | 2036 267 393 147 1.6 142 292
Rel. Inten.{% of BP) 7.26 | 1058 6.04 | 1012 643 | 1767 | 1088 | 8521 | 1117 | 16.43 617 6.91 594 | 1222
Score -0.07 1.00 1.00 1.00 | -0.06 1.00 0.25 1.00 | -0.M 100 | -006 | -007 | -006 | -012
lon-type Yo | Vs b, ‘A a, | y++gy b,
Delta Da 0.29 0.22 0.24 0.4 0.60 0.54 0.51
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Peak 44

lons that verify assignment
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WT_CID.7233 . 72ra.0.pkl Mass [mfz] hAH+: 29726982 mee: 74282 2 4
MiTag1 | F | P | a | L | L | K | W
3+ ++
by7 y5-NH3 b1y NH
1 95a+5m 618.01 718.06 774.45 Ye-NA3 ¥z
831.16 995
56204
]
b
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b Y, L 14
§ 5 B0 5166
W T L IR 2 LI & W
250 200 a0 400 450 00 A50 A00 S50
WT_CIDLF2E8.7E72.0.pkl MlH+: 20726022 miz: 742092 20 4
# MH* MH* MH* Protein o .
Rank Score Sn:I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species ACCE#SSIOH MIS;legl;st Protein Name
) lons (Da) (Da) (ppm)  (Da) pex
1 1183 3 9 1125 M367m M371m Y372y (RITK/P P ONLAL/EV Q L G/D ONT D S\E/m L L G\m ¥ R (C) 2860.54 112.1558 67.2 632823.3/5.46 Homo sapiens 24415404 17305 MDM1, midasin homolog

Fragment-ion {m/z) |422.50 [552.68 | 618.01 |665.78 |668.54 | 718.06 |722.43 [727.26 | 732.76 |774.45 [779.69 |789.83 | 803.88 |816.92 |831.16 |836.05 |838.00 [879.50 | 888.09 | 915.95 [959.65 [979.75 [994.96 [995.24 [1019.54

Frac. Inten.(% of TIC) 1.05
Rel. Inten.(% of BP) 7.08
Score -0.07
lon-type
Delta Da
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0.03 3.06
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-0.62 041

1011 209
68.22 | 14.14
1.00 -0.14
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1.07 131 121 5 1.04 138 1.73 143 415 391 M 496 | 11.09 143
7.20 8.82 8.20 | 61.72 6.99 9.35 | 11.67 967 | 2799 | 26.36 | 14.25 | 3344 | 7481 9.67
-0.07 1.00 | -0.08 0.50 1.00 | -0.09 | -0.12 0.50 1.00 | -026 | -0.14 1.00 1.00 -0.10
vy, YellHa | yo+is bgH,0 |y+++y ¥7 Y7
0.43 -0.19 0.70 -0.48 0.83 045 | 017




Peak 45

MiTagt 1| t | = | P | ~ | @ _LGI R 1LP LD | E | = | « | y | & |
Bia By 15*—*'31? By Vig
1 31 atEim va9.9 G742 o028 10935
42 1% '!'r1[|
b
3 1254 6
3543 o
b . -+ 20 ¥
+ + L L 1
Yaove | Y o ATt Aok  Fe Hag.7 vedi g Y13
EED.E G094 el g oy ; 7 Ul b 124 ’ 1633.8
o LT cinL. | o M 4l ' N ||.LL| ¥ O N Y N ] . .
L L L] L] L] L]
200 400 EO0 1000 1200 1400 1600 1800
OELTA _CID.2830.2901.0 pki Maz== [mz ) MiH+: 26371784 mfz: 87973 2.3
METag 1 ¢ T P F N | a | & | R F ] E F | W ¥
3+ ++
Y19 Y19
762.51 1142.55
4.3 e+5m + b +
Big b7 m Yig
100,34
Teog B2 1093 4
++ 3+
Y10 Y18
628.66 729.77 bt
17 M
1003 5
9343 o Tz .
By 1 1045 " 10
3643 b L 1004.3 bag 1254 5 ,
Vs l g 4 5 1 15 J heas 141119 i3
ELE :
b 2603[ ALl |38?'? | ‘Iksrﬂl L I|J||. PRTTANTI T i Pu | IIJ.I ludbab oo d ik |J.IJJ. n Lol . [ Il 21 . . 1632 8
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DELTA CID.2Z880.3901 .0 pkl Mass [miz) WiH+: 26371754 miz: $70.7% 23
# MH* MH*  MH*  Protei . .
Rank Score Bl BCS Unmatched Variable sites Sequence Calculated Error  Error m:\?vﬁl: Species Sezzdon LN Protein Name
%) lens (Da) (Da) { D # Index #
ppm) (Da)
1 1534 717 1 1125 T230t Y243y S5240s (R)A t T/P/P/N\QIG\RIP/D s/P V|y/AN\L Q E L K (l) 2396.22 240.9550 400.4 96254.9/7.29 Homo sapiens 26986534 7889 Rho GTPase activating protein 12

Fragment-ion (m/z) |628.66 [651.02 |663.05 | 729.77 [751.94 [757.53 | 762.51 |768.87 [784.43 789.90 [815.83 [817.76 [835.47 [841.14 [847.16 [862.58 [870.77 [924.22 [1003.51 [1045.04 [1058.65 [1093.53 | 1133.78 [1142.55 [1254.58

Frac. Inten.(% of TIC) 4.87 24 2.36 5.85 1.78 4.54 10.30 177 | 282 6.93 273 8.27 0.05 0.12 0.19 3.24 2.60 4.16 4.61 4.26 2.36 8.29 1.75 11.64 2.08
Rel. Inten.(% of BP) 4188 | 2071 | 2025 5027 | 1532 | 39.03 8853 | 1521 | 2426 | 5954 | 2346 | 71.04 045 1.02 165 | 2780 | 2232 | 3573 39.64 36.61 2027 7118 15.05 | 100.00 17.86
Score 042 | 021 1.00 1.00 -0.18 -0.39 1.00 1.00 | -0.24 1.00 1.00 1.00 0.25 150 | 028 | -0.22 1.00 1.00 1.00 1.00 1.00 0.50 1.00 1.00
lon-type by |y++rg 87 | ¥*rg b, Y7 | ¥*he st st by ¥Yrtig by |y Y | Yityg (Vg0 | yeegg Y10
Delta Da 0.80 0.44 0.19 0.05 -0.41 0.37 04 042 | 017 0.31 0.07 0.08 0.16 0.04 0.77 0.54 -0.03
Yy b+, 1.50 b+
0.83 0.08 sty 0.37

0.44




Peak 47
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OELTAETD. 2197 .2200.0.pki Maz= [miz) MiH+: 2276 2582 mfz: 56982 z: 4
# MH* MH* MH* Protein . .
Rank Score Bl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species B et Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 18.99 9.3 15 2125 Y1197y (K) E A/K PA\N|G\I\F\K G\S|T|A|E|N|A\E|y L\R (V) 219511  81.8290 818.1 134278.3/6.26 Homo sapiens 29725609 2364 epidermal growth factor receptor isoform a
Fragmention (m/z) |443.33 |515.35 [557.39 |574.01 [614.48 624.99 |715.46 [727.43 |829.40 |874.64 [958.33 [1029.44 [ 1045.34 [1059.99 | 1116.50 [ 1146.72 [1247.92 | 1318.88 | 1404.69 |1448.32 [1562.91 [ 1633.01 [1762.15 | 2060.06 |2119.68
Frac. Inten.(% of TIC) | 296 | 231 | 607 | 255 | 368 | 293| 255 325| 479| 863 | 452 | 633| 323 285 423 501 297 &73| 449 314 444 333 260 509 23
Rel. Inten.(% of BP) | 3428 | 2674 | 70.32 | 2956 | 4259 | 33.93 | 2957 | 37.62 | 5554 |100.00 | 52.37 | 7339 | 3740 | 3306 | 4908 | 5811 | 3444 6644 | 5201 | 3640 | 5141 | 3860 | 3016 | 5899 2682
Score 100 | 100| 100| 100| 100/ 100| 100| 100| 100 100| 100| 100| 025| 00| -049| 100| 100 100| -052| 400| 025| 100| 100| 025 025
lon-type € 7y G5 | €1 Cs | €12 Zy & Zy Cg z7 g ¥s 10 €11 Ci2 €13 Cig s Cig Ci7 L s
Delta Da 007| 014 | 009 | 019 015| 065| 017 | 002| 006| 016 | -005| 002| -010| 040 009| 025 017 057 | 011 o048| 027| 008 068
1'1-1—3 T o Yy
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Peak 48
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Detailed Results
# MH* MH* MH* Protein . .
Rank Score :s"::)l BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;,smn N‘ﬁ;}:g;‘r’t Protein Name
lons (Da) (Da) (ppm) (Da)
1 16.02 739 12 6/25 Y1197y (K) E/A/R/P/N/G/I|F Kf/G S T/A/E|N/A/E/y L R (V) 2195.11  81.4063 632.5 134278.3/6.26 Homo sapiens 29725609 2364 epidermal growth factor receptor isoform a

Fragmention (m/z) |531.51 |642.36 |660.48 |664.69 [675.69 |692.70 | 707.11

[710.65 | 716.49 [720.86 [726.95 [731.54 [736.22 [741.59 [783.63 [ 828.65 | 839.46 |845.63 [869.16 [925.50 | 956.61 [966.33 [974.32 [1045.68 [1290.73

Frac. Inten.(% of TIC) | 3.23 248 329 200 1.80 41 218 1.97 3.80 3.80 0.06 541
Rel. Inten.(% of BP) 18.30 14.05 | 1859 | 11.30 | 10.20 23.24 12.35 | 11.12 21.51 | 19.83 0.33 | 30.62
Score 1.00 0.50 1.00 | -0.11 | -0.10 1.00 0.50 1.00 1.00 | -0.20 1.50 1.00
lon-type Yo [¥H0 Y. b_-MH, |b++, -H,O b, [ b+, sty Vs
Delta Da 0.28 010 020 -0.66 0.25 0.27 0.62 0.58 0.23
yree o Yt
0.36 047

341 | 1212 228 1.65 224
1761 | 68.62 | 12.89 9.35 12.66
-0.18 -0.69 1.00 0.50 1.00

y++yg | YgNH, | byHO
0.28 0.32 0.02
¥,

-0.44

4.897
2814
1.00
Ye
0.27

2m
1139
1.00
¥*++ig

0.75

541
30.63
1.00
¥+hig

0.07

6.05 358 | 17.67 N 1.67
34.22 | 20.25 (100.00 19.29 9.47
0.50 | -D.20 1.00 1.00 1.00
y-MH, ¥7 ¥z LT
-0.76 -0.08 0.24 0.19
y++17
0.37




Peak 49
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DELTACID_R. 3576 . 2599.0 pkl Maz=s [riz] MiH+: 23164454 miz: 7282 =3
# MH* MH* MH* Protein . .
Rank Score S‘}EI BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/ pl Species ACEE;S'“" MIS;jDIQ;SI Protein Name
() lons (Da) (Da)  (ppm) (Da) ndex
1 2218 947 M 2125 Y1172y (K)G s H Q I|S LIDINIP D/¥IQ/QIDIF|F\P K (E) 2236.03 80.4149 193.6 134278.3/6.26 Homo sapiens 29725609 2364 epidermal growth factor receptor isoform a

Fragment.ion (m/z) [391.30 [523.31 [538.44 [653.43 | 674.16 [683.15 | 695.88 | 704.68 |723.53 [740.12 |753.39 [781.48 |797.87 [832.49 [838.53 [889.78 |897.65 [909.66 |935.48 [952.57 963.37 [1019.45 | 1028.39 | 1037.29 [1152.51

Frac. Inten.(% of TIC) 254 215 173 251 399 | 16.51 1.67 281 1.84 0.20 233 1.80 1.55 213 363 1.81 1.97 216 194 | 12.56 521 294 T.75 14.37 1.90
Rel. Inten.[% of BP) 1539 | 13.06 | 1049 | 15.19 2420 (100.00 10.10 17.00 | 11.12 119 | 1410 | 10.92 940 | 1290 | 2200 | 1095 | 11.94 | 13.06 11.78 | 76.08 | 3157 17.79 46.97 87.03 11.63
Score 1.00 1.00 1.00 1.00 0.50 1.00 0.50 1.00 1.00 150 -0.14 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.50 1.00 1.00 -0.18 0.50 1.00 1.00
lon-type Y2 by ¥s Vs [y H0 |y, a; | b+, by |y, Yo | ¥ityg | brryy by | big | v+, ¥7 | bghH, by | b+yg biriHO | by ¥z
Delta Da 0.07 0.05 0.14 0.10 0.38 0.37 0.50 0.40 0.15 0.32 0.09 0.55 0.15 012 -0.07 0.28 0.21 0.06 0.12 -0.02 0.47 0.37 0.03

e b+, H,0 b-H,0 150

0.10 0.60 | -0.69 =ty
0.11




Peak 50
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ANE02H0N20A0EA 2R0E2A4RERSA0A2AAGEA20002A0EA200 82045602000 26 A0E0 20002 T AREA2A062F 406 A2A00 234060 20000 2040802000 20408020A 040863003 204080 A0 03049503300 204095 BAEAE2 0
DELTA 4629 4629.0.pki Masz [miz) hdH+: 33017782 mf: 8262 z2: 4
# MH* MH* MH* Protein " .
Rank Score Bl BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species e Digest Protein Name
(%) 1 # Index #
L= (Da) (Da)  (ppm) (Da)
1 14.05 75.8 10 1123 Y1172y [K)lc s H Q/I/S L/D\NIB/D/y Q QD/FF/PREEVARPNGIF K (G) 3220.57 81.2084 376.2 134278.3/6.26 Homo sapiens 29725609 2364 epidermal growth factor receptor isoform a
Fragment-ion (m/z) |615.27 [676.60 [711.72 |752.12 [761.83 [778.38 | 784.15 [790.42 [792.93 [801.30 | 810.33 [812.58 [838.49 | 860.36 | 927.12 [935.36 [952.51 [964.92 | 1060.55 [1069.15 | 1118.01 [1126.46 [1175.07
Frac.Inten.( of TIC) [ 3.91 | 245 [ 228 | 440 798| 551 2588 [ 422 292 o010 540[ 246 277 241 484 244 389 322 224 [ 228 266 | 268 [ 340
Rel. Inten.(% of BP) | 1528 | 957 | 890 | 1720 | 3120 | 2154 | 10000 | 1651 1143 | 040 | 2112 | 961 1083 | 942 1891 | 956 | 1522 1260 877 | 881 1040 | 1045 | 1328
Score 100 | 010 | 009 | 017 | 100 | 022 100 -017 01| 150 100 | 010 100 | 100 100 050 100 100 050 | 100 050 | 100 100
lon-type Lanst ¥z L anast sty 2z by |y++ty, |yree, |bgNH, by |yrats, |y H0 |y lyre HO |y |y,
Delta Da 0.41 0.09 0.45 010 | 0.08 008 | 030 035| 0.06| 006 046 0.54 | 0.14 049 | 006 002
[——

20

0.65
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lons that verify assignment
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: J 1407 .8 l 16R3% G 19Eff 2|:|7E.9
b sl b I ¥ i 36 ] Lll X X - |
400 i 1200 1400 1800 1800 2000
WTCIDL3615.3654. 2. ph Mass [z ] hiH+: 23167727 miz: 115889 2.2
# MH* MH* MH* Protein . .
Rank Score S‘,:I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species pece=i Iu'IIS;leg;st Protein Name
(%) lons (Da) (Da)  (ppm) (Da) ndex
1 1424 754 9 7125 Y1172y ()G s/H @ I|S L|ID|N|B/D\y/Q Q D/F F P K (E) 2236.03 80.7422 3349 134278.3/6.26 Homo sapiens 29725609 2364 epidermal growth factor receptor isoform a

Fragment.ion (m/z) |523.37 [538.49 [705.54 [723.56 [ 820.49 [838.66 [909.63 [952.61 [1087.03 [1110.15 [1165.29 [1267.64 [1346.49 [1364.75 [1461.80 [1478.77 [1479.62 [1593.83 [1779.62 [1794.11 [1795.78 [1909.56 [1926.98 |2073.88 |2075.52

Frac. Inten.(% of TIC) 315 545 205 3.07 275 | 1068 2.06 432 640 0.15 3N 2.90 2.13 10.88 318 3.2 10.70 555 2.29 3.72 292 220 222 2.05 2.2

Rel. Inten.(% of BP) 2898 | 50.06 18.83 | 28.25 2524 | 98.10 | 18.89 | 39.66 58.83 1.37 34.09 26.64 19.53 | 100.00 23.20 30.03 98.32 51.01 21.05 3422 26.83 20.25 20.38 18.86 20.30
Score 1.00 1.00 0.50 1.00 0.50 1.00 1.00 1.00 1.00 1.50 1.00 1.00 0.50 1.00 0.50 1.00 -0.98 1.00 021 1.00 -0.27 -0.20 -0.20 -0.19 -0.20
lon-type b, ¥s |bHO bs | bg-HO by ¥z by | yri7 sty b VYo |¥1gH20 Yig |¥17NHy Y14 Yiz Yig

Delta Da 0.1 0.19 017 0.18 010 025 0.18 0.16 0.55 0.64 0.76 0.14 -0.06 0.19 0.23 07 020 037




Peak 52
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NTETD 3040 3040.0 phl Mass [m/z] MH+: 3315 3582 miz: 57967 204
# MH* MH* MH* Protein . .
Rank Score s‘,:I BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species Accession MIS;leg;st Protein Name
(%) lons (Da) (Da)  (ppm) (Da) ndex
1 959 TI7 6 33 Y1172y (Kl S HQ IS LDHNPDy\Q\QIDIF\F P K (E) 2236.03 81.4276 630.6 134278.3/6.26 Homo sapiens 29725609 2364 epidermal growth factor receptor isoform a

Fragment-ion (m/z) |476.97 |538.86 |549.83 | 555.90 |567.69 |653.87 |683.17 |685.06 | 704.68 | 759.76

|768.93 |889.78 |963.68

Frac. Inten.(% of TIC) 7.93 9.49 6.68 0.31 6.51 | 15.82 5.30 9.15 12.55 599 5.50 8.05
Rel. Inten.(% of BP) 50.08 | 59.98 | 4218 1.97 | 41.11 |100.00 | 33.48 | 57.81 79.34 3786 | 34.74 | 50.85
Score 1.00 100 | -0.42 150 | -0.41 1.00 1.00 | -0.58 1.00 0.50 1.00 1.00
lon-type ey ¥s batsy, ¥s | Y10 bty [ brriHO | bty | b
Delta Da 0.24 0.56 0.67 0.54 0.39 0.40 0.45 0.62 -0.07

1.50 bT-HEO

sty -0.69

0.64

6.73
42.53
1.00

b++1€-

0.29




Peak 53

lons that verify assignment

S L S A I T N LA B y L |l = 1= [ v [
b, Y8 ¥ A
Y5 % 851.65 n
527.76 N6 - 11138 . .
2EZetdm b, byl lons that verify assignment
1 B4 254 1 a77 4 1078J59
¥ By - il
3 44 b 1230.9
- :
a3 b B35 43 9 o
9 ] ag 21 Byz ¥, b
454 5 1162 12 M4 ]
- itli AL A2 TR I
1 1
200 400 £00 200 1000 1200 1400 1800 1800
WT_CID. 2196 2202 .0 phl Mazz [miz) hiH+: 24300054 mfe: 32737 213
# MH* MH* MH* Protein r .
Rank Score A BCS Unmatched Variable sites Sequence Calculated Error Error MVvipl Species Cemzson LEWE Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 17.19 786 12 5124 Y1110y (K)R/PIA/G S V Q N|P V\y/H/N/Q/P L/N|P A\P S R (D) 2399.23  80.8627 361.4 134278.3/6.26 Homo sapiens 29725609 2364 epidermal growth factor receptor isoform a
Fragment.ion (m/z) |254.11 [307.30 |527.76 |616.29 |641.95 | 775.57 |783.06 |789.08 794.90 |800.77 |806.42 |809.60 |810.65 |835.87 |851.65 [977.40 [979.54 [1006.79 |1061.07 1078.59 |1093.54 |1113.80 [1114.10 | 1230.90
Frac. Inten.(% of TIC) | 268 | 4.14 | 587 260 | 331 | 449 383 | 787[ 035 226[ 489 | 222 481[ 211 1366 284 220 320 39| 445 25 309 987[ 303
Rel. Inten.(% of BP) | 19.62 | 3033 | 4298 | 19.02 | 2425 | 3288 | 2805 | 5761 | 258 | 1646 | 3580 | 1627 | 3519 | 1543 (10000 | 18568 | 1676 | 2344 | 2853 | 3260 | 1846 2264 | 7223 | 2218
Score 100 | 030 | 100 100| 100 | 100 025 | 058| 150 | 016 | 0.3 | 016 | 1.00| 1.00| 100| 100 100| 1.00| 100| 100 100 100 100| 1.00
lon-type b, ¥s | ¥, Y5 (Y2 a; sty by | y++. ¥g | brys ¥s bg | boegg | ¥ty Yio | Yttap | ¥riag | b
Delta Da 0.0 047 | 047 | 061| 053 063 0.49 023 | 047 018 | 044 0.01| 025| 007 08 | 003 027 | 05| -0.20
b, H,0
0.66
Yia
0.27




Peak 54

M3Tag1 < | H | q | [ | § L L | ] | M | P | ©
1o . t
assignmen
1.8 a+im B 8
W
4z 1% 4 ot
5383 - 17
+ 1077 .2
¥y Vg ¥a ¥ ¥
2434 2014 3.6 T ¥y
l \ 11524
G224 l ‘ h
h:l_ T A T 1 I| ||qi54 516][ n]l‘.ull.lﬁ I| Ll Illl L
200 200 400 oo 1000 1100
WTCIO. 3642 2657 .0 phl Mass [miz] MiH+: 2396 7354 mfz: 7996 z2:3
MiTag1 = | H | i | [ | 5 L L | D | M | P | o
w .
o assignment
1 81a+5m K] TET
W
42 1% 4 +
5383
1077.2
¥y Ve Vg ¥s
G636
2439 WA 5295 122.1
\ 438-3| ] l53 45745 G134 l 19 1 ‘ h
o L . A f .1|1.L.|| 1. Ll
I I I I L]
200 200 400 a00 Taa 1000 1400
WMITC 103642 3657 .0 phi Mazs [miz) MiH+: 23967854 mfz: 7996 z: 3
MH* MH* MH* Protein . .
Rank Score Sl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species LlecesonNE Digest Protein Name
(%) | # Index #
ons (Da) (Da}  (ppm) (Da)
1 17.06 81.0 9 5125 Y1172y 51162s (Kl s HQ/I S LDINIPD v/Q/QID/F|F|P K (E) 2236.03 160.7549 343.1 134278.3/6.26 Homo sapiens 29725609 2364 epidermal growth factor receptor isoform a
Fragment-ion (m/z) |243.93 [391.36 [538.34 [653.55 | 674.40 [682.98 [739.97 [740.33 [761.14 [767.01 [781.32 [809.33 [827.25 [872.41 [909.49 [918.53 | 93461 [937.83 [954.48 [1003.42 [1019.34 [1028.57 [1032.61 | 106830 [1077.25
Frac. Inten.{% of TIC) | 241 [ 223 408 [ 261 197 [ 2018 | 186 493 021 [ 036 | 421 221 422[ 190 220 376 a78 [ 238 [ 452 292 448 570 5% 384 610
Rel. Inten.(% of BP} | 11.95 | 11.07 | 2023 | 12.93 9.75 |100.00 | 920 | 2443 | 103 | 179 | 2088 | 10.96 | 2093 | 9.41 | 10.89 | 18.61 2369 | 1178 | 2239 | 1445 | 2222 | 2825 | 2945 19.03 | 30.25
Score 100 | 100 100| 100 050 | 100 100| 100| 025 | 150| 00| -011| -021| 100| 100| 100 025 | 012 | 100| 100| -022| 028 100 050 100
lon-type Yz ¥a Y. Y5 | Y0 | vy | yery, | vy st sty Ye bee ¥z b; | byHPO, Yt | by, by |b++H0 | bt
Delta Da 024 | 013| 004 | 022 062 020 017 | 053 048 | 034 | 007 009 | 004| 016 017 056 | 005 020 040 034
Yo

a

0.16




Peak 55

lons that verify assignment

Mt w8 v s [ | T e s |ow | R\ ¥ L
by by s by y Yin v
e 260.1 3224 TEET  ETOE b 1ea 12627 1
23.7% assignment
, /
41323 h4 h12
b, . ||. a1y 4 Ll .4?1!.;I |14?.I:|'.B ; ]
1] 200 400 1800
OELTA CID.2817.2817 .2 phki Mazs [mfz) hiH+: 1646 3327 mifz: 82367 z2:2
# MH* MH* MH* Protein . .
Rank Score L BCS Unmatched Variable sites Sequence Calculated Error Error MwWipl Species ecessiD NI s et Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 17.70 932 9 424 Y998y (R)M/H|L|B/S/P T|D|S N F\y\R [A) 1564.72  81.6114  999.3 134278.3/6.26 Homo sapiens 29725609 2364 epidermal growth factor receptor isoform a
Fragment-ion (m/z) |269.12 [364.31 [382.35 [631.40 | 68030 |689.59 |735.65 | 749.55 [757.79 |766.67 |774.36 |800.66 |811.38 [879.57 [881.36 |1060.72 [1079.54 |1148.43 [1165.72 [1227.61 | 1245.62 |1246.64 |1263.72 [1376.57
Frac. Inten.(% of TIC) | 6383 | 227 [ 1128 | 112 149 [ 411 107 151 138 987 013 176 | 168 | 341 263 163 se4|[ 127 97| 171 161 386 | 2243 415
Rel. Inten.(% of BP) | 3043 | 1011 | 5028 | 4.97 665 | 1831 | 478 | 674 | 615 | 4401 | 059 | 783 | 748 | 1522 | 1171 | 727 | 2601 | 565| 31.05| 761 718 | 17.21 | 10000 | 1851
Score 1.00 | -010 | 1.00 | -0.05 050 | 100 100| 050| 100| 100| 150 | -008| -0.07| 100| 100| 050| 100 050 | 100| 100 100 | 050| 100 100
lon-type b, by Yy H0 |y a; |YgNH; | y+ey; ¥s sty by Ye | ¥5H20 ¥z | ¥gHz0 Yg byy | by #Hz0 |y g H, Y10 LAT
Delta Da 0.01 0.16 051 | 079 | -073| 028 | 046| 038 | 050 017 | 004| -069| 012| -001| -073| 006 006 | 016 022| -002
by by, Yy Hz0
-0.34 -0.14 013




Peak 57

lons that verify assignment

M5Tag 1 m | D | P E | C | T | [ | o | F
b ++
f
<407 .4
7.8 ehim , L
23.7% ++
THF3 b
) AR e ' 2
A 7 Pimiz}40CH, 215.5
40 f a7 -
+
b v
2 15 Vg
o NNl N
wod e L Py ol L g N1 T .
) i ) ) v L] ) Ll Ll
200 200 400 500 E00 oo 200 a00 1000 1100
DELTAKI_CID. 3977 2977 .0.pkl Mazz [mfz) hdH+: 254 3382 mf 63609 204
# MH* MH* MH* Protein . .
Rank Score o BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species R siasl Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 1404 37 10 1125  M378m Y387y $381s  (R)K m/D/E s\C\TII G Fly C\R/N V\Q\D\F K (R) 2366.07 1752656 -260.5 52497.7/5.65 Homosapiens 30410845 7243  APG4 autophagy 4 homolog C isoform 8
1 104 73T 10 1125  M378m Y387y $381s  (R)K n/D/P s\C\TII G Fly C\R/N V\Q\D\F K (R) 2366.07 1752656 -260.5 52497.7/5.65 Homosapiens 30410844 11770  APG4 autophagy 4 homolog C isoform 7
Fragment.ion (m/z) [338.25 [407.94 [458.67 [504.71 [616.59 | 619.48 |654.62 | 669.61 |706.06 | 712.28 |718.18 [727.34 74578 [ 750.90 [752.79 [ 756.58 [800.74 | 809.55 [813.23 [814.68 [818.61 [863.49 [915.39 [931.53 |993.96
Frac.Inten.(% of TIC) | 283 | 849 [ 245 276 150 | 021[ 220 428 186[ 228[ 372[ 272 324 583 [ 207 2748 218 244 [ 317 | 685 [ 306 2712 165[ 383 162
Rel. Inten.(% of BP) | 10.31 | 30.89 | 8.91| 10.05 | 546 | 077 | 800 | 1557 601 | 832 1355 | 9.90 1179 2120 | 7.53 | 100.00 | 7.81 8.89 | 1154 | 2382 | 1114 | 7.70| 6.05 | 128 588
Score 010 | 1.00| 100| 00| 1.00| 200 100| 100 -0.06  1.00| 100 -0.10  -0.12 1.00 | 0.08 | 1.00| -0.08 050 | 1.00 1.00| 1.00| -0.08| -0.06 | 013 -0.06
lon-type b++€- b++7 I;;++‘|:| yE-'NHB bE b+++15 b+++1e Y b+++17 Y+ b++12'H20 Yy, bE- b++12
Delta Da 019 | 002 065 | 047 | -060| 036 034 | 023 0.62 0.29 021 -063| 067 | 016
200 | y+rg b,-SOCH,
M| 065 -0.35
0.78 Ve
0.52




Peak 58

MsTag1 | t K K m L H P 1] T F |
I I I I I I Loy I I I I
16
ard.d
2.00eHe
31 6%
Bt G653 T3
2
PR 531.8 o o
Ya o Y5 by y 5
5802 i
b . G 4333 bl WLl i g4 I...I. . La 1 v |
lJ lJ lJ L] L] L]
200 400 EO0 1000 1200 1400
DELTAKI_CID. 2511 2516.0.pkl Mazz [miz) hiH+: 30348382 miz: 7030 204
# MH* MH* MH* Protein . :
Rank Score A BCS Unmatched Variable sites Sequence Calculated Error  Error MVWipl Species flecos=lonpi S ges Protein Name
(%) | D D D # Index #
o= (Da) (Da)  (ppm) (Da)
1 1177 767 8 9724 M413m T409t Y428y Y429y (K)L/t EN F\m/L\E\E D T F I Q L A\L Q/L/A/y ¥ R (L} 2777.52 257.0211 371.4 70178.9/6.63 Homo sapiens 31542325 17687 camnitine O-octanoyltransferase
Fragmention (m/z) |531.84 [642.90 |656.82 |660.89 |665.04 [665.31 [692.99 |707.57 |710.46 |716.85 [721.22 |727.05 [731.86 | 741.74 | 747.87 |845.60 [925.41 |956.47 | 96530 [966.97  974.37 [1017.34 |1045.55 |1290.61
Frac. Inten.(% of TIC) | 228 | 188 [ 235 195 177[ 505 429[ 142 [ 004 365[ 417 007[ 210[ 949 2374 [ 430 413 482 240 223 [ 1079 152 203[ 183
Rel.Inten.% of BP) | 9.62 | 7.93 | 989 820 | 746 | 2129 | 18.07 599 | 0.8 | 1538 | 17.66 | 0.31 [ 17.26 | 39.97 | 10000 | 18.10 | 17.41 | 19.03 10410 | 941| 4547 | 639 885 | 771
Score 100 | -0.08 | 010 1.00| 1.00| 100 -013 -0.06 | 100| 045 | 018 1.00 | 100 | 1.00 025 100 1.00| 050 050 | 009 1.00| 006 050 | -0.08
lon-type b+ ¥a b, b, st m Y, |¥+++,; | bg-SOCH, ¥s b, |ygNH, [be+ H.O b+ b -NH,
Delta Da 0.08 029 | 030 -0.03 0.34 006 | 036 039 061 030 0.05| 014 019 0.12 0.0

T
22

0.26




Peak

M5Tag 1 L | E | Wy | L | & | N | E | | v | E | D | =
F(m."z}ZHEI:I
assignment
1 Sde+in 415 g
100 %4
¥ -
+ 21
+H b +
¥a Yo v, T4 by 12047 bys
2761 A I 485 6 |
M- il L odEs S o T T AL b o
L] I I L] 1
200 400 EQi0 1400 1600
OELTA _CID.3<450 3456 .0 pki Maz= [miz) hiH+: 3692 9382 mfz: 92399 z: 4
# MH* MH*  MH*  Protein ; ms.
Rank Score f%:)l BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species bz Digest  Protein Name
lons (Da) (Da)  (ppm) (Da) Index #

1 1109 619 8 924 Y607y (IR LN EW LIGNEN|TE/DQ/VIS\LIVEDDEDL/PEEDE K (T) 3611.60 81.3337 370.3 83598.8/5.84 ;‘:p’?;ﬂs 32455248 339 phosphoinositide-3-kinase, regulatory subunit 1 (alpha) isoform 1
1 1109 619 8 924 Y307y (IR LN EW LIGNEN|TE/DQ/VIS\LIVEDDEDL/PEEDE K (T) 3611.60 81.3337 370.3 49965.3/7.20 ;‘:p’?;ﬂs 32455250 643 phosphoinositide-3-kinase, regulatory subunit 1 (alpha) isoform 3
1 11.09 619 8 924 Y337y (ELNEWLIGNEN|TE/D Q/yIS\LIVEDDEDL/PEEDE K (I) 3611.60 81.3337 370.3 53486.3/5.98 ?;;enns 32455252 97 phosphainesitide-3-kinase, regulatory subunit 1 (alpha) isoform 2

Fragment-ion (m/z) | 740.68

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

756.00 |762.74 [784.73 [789.86 | 832.31 [864.59 889.68 [908.36 [910.96 [958.34 [970.33 | 1001.86 [1007.84 [1011.49 [1058.41 [1066.56 [1083.56 [1132.67 [1132.97 [1139.63 [1198.64 [1248.21 [1295.65

4.30 3.67 2.64 310 2.86 Ebal 270 3.62
38.49 32.85 2359 | 27.70 25.58 28.68 24.20 3237
-0.38 -0.33 1.00 1.00 1.00 -0.29 1.00 1.00
b, |y, b Yt | b
0.44 0.28 045 0.58 0.45

Yo+ 10

005

552 287 259 8.32

49.41 25.70 23.14 74.39
0.50 -0.26 1.00 1.00
bg-H,0 Y | Yihg
0.03 0.22 0.52

294 312 3.46 298

26.28 27.90 30.99 26.63
0.26 1.00 0.31 -0.27
byg
0.05




Peak 60

M3Tag 1 E W L G M E N T E o ol
I I | & | I L I I I
Yas
2 (7 atm 10082
100 %4
v +3
0 Pimizy2H, 0 p Py
a3k + 18
+ 3 4 +i 3 W il
b b 83,1 b b ++ +
by B e g ;g? bIF by i3 AF, toses 11312-3 ¥in 1 Vag  Vas
Jire . TauT ’ 130006
o E?IS'EI L fI?qI A "’ il ke H 29 I?IIFI.I uwl il . IEI'I:I‘I'I.EIi L 1 ; 14{:4'5 I?II'E
300 00 a00 EO0 oo a00 0 1000 1100 1200 1300 1400 Aa00
DELTA_CID. 3522 3635 .0 phi Mazs [miz) hiH+: 36645382 miz: 39189 z: 4
M5Tag 1 E | W | L | & | M | E | M | | E | o | a
. +3
24
20T a+im
® +
100.% Yoy
. +3
20 pgmizyaH,, 0 +3 +
W ST + -+ o ol Y Y
b ¥ I:'g .I:'E .I:'3 -!Ir13 +3 b Wy 14 F ¥ b + ++
1 11 W W
[l ! L : I FI Y il 1 2u.Igl e d .II:IIL Ll Ll 2.4 25
I J L] I L] L] L] L]
a00 400 A00 EO0 oo f00 0 1000 1100 1200 1300 1400 1500
DELTA_CID.3522. 3535 .0.pkl Maz=s [z ] hiH+: 35645382 mfz: 89189 z: 4
1 10.75 694 9 9722 Y60Ty ()L N E W/L|G/N/E N|T E/D Q/y S/LV/EDDEDLPHHEDE K (T) 3483.51 81.0287 298.0 83598.8/5.84 Homo sapiens 32455248 339 phasphainositide-3-kinase, regulatory subunit 1 (alpha) isoform 1
1 10.75 694 9 922 Y307y (K)L N E W/LIG/N/E NIT E/D Q/y S/LV/EDDEDLPHEDE K (T) 3483.51 81.0287 298.0 49965.3/7.20 Homo sapiens 32455250 6543 phosphoinositide-3-kinase, regulatory subunit 1 (alpha) isoform 3
Fragment.ion (m/z) |656.94 |740.26 | 755.98 [790.13 [ 832.31 |846.27 [870.88 [879.24 [907.43 [ 913.28 [919.92 [ 95157 [958.78 |964.48 [964.90 [ 970.31 | 100239 [1008.18 [1011.13 [1058.22 [1069.88 [1132.76
Frac. Inten(% of TIC) | 338 [ 330 484 347 433 224 308[ 291| 267 269[ 232 462 362 226[ 678[ 1748 389 [ 1217 332 353 289 423
Rel. Inten.{% of BP) | 19.32 | 18.87 | 27.71 | 19.83 | 24.75 | 12.81 | 17.61 | 1664 | 1526 | 15.41 | 1328 | 2643 | 20.73 | 12.94 | 38.79 | 100.00 2227 | 6964 | 18.98 | 2021 | 16.53 | 24.20
Score 100 | 1.00| 100| 020 100| 100| -0.18| 047 | -045| 100 | 013 100 | 021 | 013 | 039 | 1.00 050 | 100 100| 020 1.00| 1.00
lon-type b |y, [y, Yy, yree,, Yt Y, |y HO [ yse, | oy by | y++,
Delta Da 060 | 045| 067 031] 039 025 052 026 048 | 043 022 061| 03




Peak 61

lons that verify assignment

M5Tag 1 E | D | o | ¢ | E | = | 7 | y | 7 | 7 | = | & |&
F(m.l‘z}HEEI LY
4 4t aSSIgnm%t 873 1191.6
Y8
42 1%
b5 -5,-? 894.52 'g.l'g
Lt
¥z v
1173 1306 6 13
11232 : 1476 .5
1422 6 1532.8
| L] i G
J A L . L1 i L1y (il ] —_ I
h:l L] | | 1 L] | 1
400 £00 200 i 1000 1200 1400 1600
DELTAKI_CID.1852.1352.2.pkl Mass (miz) MH+: 17628727 miz: 88194 2:2
# MH* MH*  MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species e LR Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 13.73 916 7 3M9 YiT2y (R)W L E|IDIDIP EJA|T/¥/T T S G G K (l) 1682.78 80.0972 74.2 108267.1/5.86 Homo sapiens 32967311 13835 ephrin receptor EphA2

Fragment-ion (m/z) |342.25 | 439.54 |457.49 |550.78 |572.76 |597.14 |793.65 |799.07 |831.05 | 851.64 |869.62 |894.52 [947.29 |965.48 [1123.20 | 1173.64 [1191.60 |1306.65 | 1421.77

Frac. Inten.(% of TIC) 1.56 332 314 270 6.69 4.01 6.39 1.9 281 267 337 g.22 210 588 1.59 3.96 3144 5.06 320
Rel. Inten.(% of BP) 4.97 10.55 9.99 860 | 2127 | 1276 | 2032 6.08 8.95 648 | 1071 | 2613 6.67 | 18.70 504 1258 | 100.00 16.11 10.19
Score 1.00 0.50 1.00 1.00 1.00 -013 1.00 1.00 -0.09 0.50 1.00 1.00 0.50 1.00 -0.04 0.50 1.00 1.00 1.00
lon-type b, [b,H,0 b, Ye bg Y7 b, by-H,0 by Yg [¥sH:0 Yo ¥147H:0 Y11 Y12 Y12

Delta Da 0.05 0.32 0.26 0.50 0.50 0.34 0.7z 0.26 0.23 0.186 -0.10 0.08 0.18 on 013 0.2z




Peak 62

M5Tag 1 Lo | D | D | =+ | E | ~ | 7 | T | 7 | t |
+
W ++
15 Y17
951.41
2.9Te+in 8302
3 6% -
¥ - Y
+H +H
¥, b 5724y 7131 + +
b, B T3 B Ve 1 " LE + Yig
3422 4 sans §36.0 14 by | byg 10447
3.2 4571 | 7ar 2 BIP 10724
b | ) i L 1.1| | A | I P |.... Ld ?E_ e Y | P L 1 .
I lJ L] lJ L] L] L]
200 400 £00 &00 1000 1200 1400
WITCIDL.2554.2594.0.phl Masz [miz) MiH+ 2242 6154 miz: 74821 23
1 1936 9%4 12 322 Y712y (R)V/L/EID/D|B/E/A/T/y T T/S G/G K/I/B I R (W) 216210 80.5179 2459 108267.1/5.86 Homosapiens 32967311 13835  ephiin receptor EphA2
Fragment.ion (m/z) [342.18 [385.47 [498.61 [552.16 | 557.97 |572.39 [636.92 [687.72 | 713.97 |715.60 [723.45 727.78 |739.54 [787.19 | 827.49 [836.23 [893.77 [951.41 | 1006.98 [1015.66 |1015.94 [1072.35
Frac. Inten.(% of TIC) [ 1.00 [ 340 [ 106[ 118 | 4188[ 223 108 [ 250 112 [ o008 [ 37| 127[ 118 131 161 [ 2520 [ 544 [ 1043 2600 206 681 117
Rel.Inten.(% of BP) | 397 | 1232 | 420 | 468 | 748 887 | 428 991 442 | 032| 1500 | 506 | 461 520 6.39 [100.00 | 21.58 | 40.20 9919 | 819 | 2624 | 465
Score 100 | 1.00| 100 | 0.05| 100| 100| 1.00| 100 050 | 150 | 100 -0.05| -0.05| 1.00 1.00 | 1.00| 1.00 | 100 050 | 1.00| 100| 1.00
lon-type b, ¥ Yy ) T by | yrryy [ ¥ YO [y |y, ) eV Yo [ ¥Y*ris | Y e | Y7 (Y a0 |y | oyt | ¥rrie
Delta Da 002 021 | o027 036 | 013 | o010 038 011 | 060 | 029 0.19 002 | 032 035 047 053 | 020| 048] 035
Yy 1.50 yT-NHa y++15-HZO
-0.05 sy | 930 058

0.23




Peak 63

METag 1 E | E L v R o] 5 | s | JSlTlD | ¢ M | E | o |
Bog Byz
9 36e-him 1are 1387 .
13
17.7%
—+ b —+ 14457 .4
Vg 12 v, Pap
a74.3 G789 . 1147 £ " Rt v —+ 1743 .9 -+
++ '!Il' A0 ﬁ ++ h
vl B b z 13h4 b Ve bag e 3T
| 8221 god o 9583 f 9T et ol 420717
b e Ll i Hel'R : l I S & ViR
400 (Huli] 200 1000 1200 1400 1600 1800 2000
DELTAKI_CID. G268 5268 .4.pki Mass [miz) hAH+: 49632982 msb2: 124173 2. 4
1 1240 724 6 9/24 T432t Y421y S420sS434s (K)LFEELVRAS SHS|TDLMEAMAMGS\WVEAsyRC\LAAAILIVLtESsGR(S) 464428 319.6165 501 58062.4/7.61 ‘5';;)"'9””5 33286422 i pyruvate kinase, muscle isaform 2
1 1240 724 6 9/24 TA32tYa21y S420s S434s (K)L FEELVRAS SHS|TID LMEAMAMG\S\VEAsSyYyRC\LAAAILIVLtESsGR|(S 4644.28 319.6165 50.1 58062.4/7.61 :‘;;euns 33286420 8655 pyruvate kinase, muscle isoform 2

Fragment-ion (m/z) |574.30 [678.93 | 72051

[729.80 [1146.98 [ 1195.98

1203.75 [1214.02 [1229.73 [1247.60 [1251.98 [1252.76 [1260.45 [1318.55 [1356.14 |1385.59 [1394.33 [1457.38 [1458.14 [1501.16 [1746.59 [1754.66 [1796.09 [1909.90

Frac. Inten.(% of TIC) | 2.17 1.85

Rel. Inten.(% of BP) 863 | 7356

Score 1.00 1.00
lon-type yieg | bre b

Delta Da 0.04 0.08

1.69
6.73
060
H,0
0.14

b

160
6.37
1.00

++
13

043

3.60
14.30
1.00

Yo

1.92
7.65
-0.08

192
763
1.00

b+

0.3

4,
i a

0.26

41 421 2514 2371
16.35 16.74 | 100.00 943
0.16 017 1.00 0.50
b+oq | ByyHH,

0.03 -0.65

757
30.09
0.50

b, ,-NH,
0.13

424
16.86
017

248
9.87
010

8.52
33.91
100
I’|2
055

1.75
6.96

0.07

346 2.0 4.36 1.67 233
13.75 8.01 17.33 6.63 9.25
014 1.00 1.00 0.07 1.00
b|3 b|3 h++3’CI
0.36 0.40 0.36

¥z Ny

0.70

3.81 272
1516 10.82
-0.15 1.00

b++34
0.58




Peak 64

1 19.68 91.7 9 3125

Y771y Y783y

MIGTAEPDYGALYEGRNPGPFY\WV\EAINP\M|E T F K (C)

3304.56 161.8562 554.9 148532.9/5.73 Homo sapiens

33598946 14027

MSTag 1
s st ] e ¥ I fsls] v | ¥ | & Is| ®» | v [ ®» |s] F |
¥y ¥7 Bag
P 03 7 THE 8347 1166 5
42 1% - b H
b, 24
1416 2 13733
v '
6 #4. 1487 0
361 13i4.1 1413.5
- 25?"'1.|1Ll..ll|n. T | | Y PEPTI | T
Ll L L L] L] L] L]
0 200 400 1200 1400 1600 1300 2000
DELTA CID.4992 4997 0.pkl Mass [miz] hAH+: 366 4152 mie: 86736 2 4
METag 1 Y | G i L | ¥ | E
Y6
5 etse  TL0H bps"
1005
+
- Ban
by 1166 8 b h24*+
21 +
1045.3 1013 l 1216 2 b (B8 13733
mg{ 1280 5 : l
m_li ||I|-||I.ILI| IJIJ.l L ..|l — |I.l T | I‘l |
700 1400 1200 1300
DELTA, C1D.4992 4957 .0 pkl Mass [miz] hH+: 34664152 méz: 86736 2 4

phospholipase C gamma 1 isoform b

Fragment.ion (m/z) [492.70 [720.89 | 778.71 [812.01 [816.51 [834.74 [843.63 | 854.55 |878.16 | 886.15

[894.80 [905.55 [910.51 | 916.45 |948.64 99219 | 1036.52 [1045.34 [1101.28 | 1157.78 [1166.75 [1216.20 [1280.53 [1316.79 [1373.30

Frac. Inten.(% of TIC) 452 | 1014 536 21 260 544 0.05 573 2.02 6.57 2 1.93 277 9.44 5.22 263 3.30 4.08 2.05 562 319 183 1.65 410
Rel. Inten.(% of BP) | 44.64 |100.00 5284 | 2277 | 2567 | 5362 0.49 56.55 19.97 | 64.80 | 19.86 | 19.07 | 27.31 9315 51.51 2597 32.61 40.21 2023 5541 31.45 18.09 16.30 40.41
Score 1.00 1.00 1.00 -0.23 0.50 1.00 1.50 1.00 0.50 1.00 1.00 -0.19 1.00 1.00 1.00 0.50 1.00 -0.40 0.50 1.00 1.00 1.00 1.00 1.00
lon-type ¥s Ye |brrry y-H0 ¥z sty brevy, |brrHO | bregg ¥g brevy, |brrryg |brrryy |breH0 | breyy breygH0 | bvryy | bewyy | brvg, | by, | by,

Delta Da 042 052 073 010 032 125 0.46 077 041 010 074 058 045 057 038 031 025 019 0.00 074 023




Peak 65

MiTag1 1 i E F 1] T G i L T E G R N F
|+ 1 I I I |5 | Ib Lo I £ |5 | I I F
. : Ir? o assignment  yas
9 £9a-+dm ] TI0.6 gad.y 10053 g 13335
42 1% . /
8
a5 b
4+ AL =+
b 14 b 1% 3 ¥y
4] H ooy + : 1
b, s 47479 Yoo 12 b It GG Tk 1n 1241, =+
gy 5 S05.3 G121 kgr 4 G26.4 6243 1| 1 r‘ | L "’ I 23 rarla
m_ 1 I T L A L .-I1 E.In'l.lu e I L L L
lJ L] L] L]
200 400 E00 200 1000 1200 1400 1600 1800
OELTACID 5520 .5601.0.phi Mass [mfz) MiH+: 3385 9382 mf2: 84724 20 4
M5Tag 1 ¥ | G | i, | L | ¥ | E
3+
2.34a+0- '!-rﬁ ’
100.% —+
b24
13335
byt +
Eas
o Yag s ¥a1
4 4.4 1o0v].r l ’ 1149 L 1241 .3
- 1 I II. JLII. L PR . | r I. I. r i
Fan 2an a0 1000 1030 1100 1150 1200 1250 1300
DELTACID. 5520 .5501.0.pki Maz= [mfz) hiH+: 3285.02382 miz: 84724 24
# MH* MH*  MH* Protein . .
Rank Score S‘VEI BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn II'IIS;jD'gI;SI Protein Name
() lons (Da) (Da) (ppm) (D) [wize
1 1570 828 10 b/24 Y783y M)IGTAEPDYG/ALYEGR N\P G\F\y\V\EIA/N|P\M/P T F K (C) 3304.56 81.3762 416.4 148532.9/5.73 Homo sapiens 33598946 14027 phospholipase C gamma 1 isoform b
1 1570 828 10 6/24 Y783y (NIGTAEPDYG/ALYEGRN\P G\F\y\V\E|A/N|P\M/P T F K (C) 3304.56 81.3762 416.4 148661.0/5.73 Homo sapiens 33598948 31704 phospholipase C gamma 1 isoform a

Fragmention (m/z) |492.48 [720.57 [745.69 |751.70 | 784.82 [796.22 [822.12 | 827.98 [834.71 [854.91 | 889.78 [905.54 | 922.01

[931.86 [959.59 [966.09 [997.09 [1005.34 |1017.62 [1074.66 | 1118.22 [1127.20 [1176.61 [1333.50

Frac. Inten.(% of TIC) 5.97
Rel. Inten.(% of BP) | 62.71
Score 1.00
lon-type A

Delta Da 0.20

9.20 20 553 3.81 214 0.09 7.06 6.99 3.84
96.64 | 21.14 55.13 39.99 | 2251 0.95 7413 | 7347 | 40.33
1.00 | -0.21 1.00 1.00 | -0.23 1.50 1.00 1.00 1.00
Ye bistyy |baaty, sty [b+s,, Yr | b+
0.20 0.37 0.47 -0.27 0.61 0.29 0.51
-
0.26

3.09 334
3241 | 3509
1.00 1.00
b+++24 Y b++
0.72 0.09

9.52
100.00
1.00
IB'Hzo
-0.42
b+

0.60

1.78 225 381 227 5.09 216
18.73 | 23.65 | 40.06 | 23.84 53.45 22.68
1.00 | 024 | -040 | -0.24 1.00 0.50
b”’w b++19 VB'NHa
0.42 0.37 0.15

4.69
49.26
-0.49

281 423 2.69 561

29.49 44.48 2825 58.96

0.50 1.00 1.00 1.00
b”’zu'Hzo b”’zu bH’zw bH’za
0.74 0.711 0.59 042
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T4.59%
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bB ‘ I:-1 )? b 22
382 B 5 1245 | |
o [ ! Lo a1l ] |LI| ! 1N ||| |I|_]i L || . 1 L . |
400 E00 o0 1000 1200 1400 1800
WT_EGF_CID.GT25 67850 phki Maz= [mfz] hiH+: 2664 4454 msz: 88882 203
W a | s | oA | " | : | i | y |
Yg
3.d1etdm aras
100.%
¥ +
538 Y1
9513
14| PImiZFSOCH,
Gr.¥
el W lolll ik |
SOl | |
ol .Pgl I l |||| ] |l:| | |I ||I| L ||||||| |.||II |||“|I Ll ” ||_ | ||l 1 Ly | il |I| |
a00 i) oo a00 Ii'!':!IZIIZI 1000 1100 1200 1300
WT_EGF_CID 6736 6735.0.pkl Mass [miz) hiH+: 26644454 miz: 38882 22 %
# MH~ MH®  MH*  Frotei ] .
Rank Score £ BCS Unmatched Variable sites Sequence Calculated  Error  Error I.;WJ’E;:-I Species pECESS L SlinesE Protein Name
%) lens (Da} Dz} (ppm) (Da) # Index #
1 104 842 7 213 M281m Y272y 5270s (RIALPPASANESLWLGEWEITOWMnPLE(K) 748834 1761074 67.5 43396.2/8.66 Homo sapiens 38348376 7226  UDP-GloMAc:betaGal bets-1.3-N-acetylglucosaminyliransferase &

Fragment-ion (miz) |832.75 [867.69 [816.86 [951.26 [978.52 | 1014.80 | 1020.68

1028.86 | 1034.35 | 1038.31 | 1059.91 |IIBS.B&|I2BB.25

Frac. Inten.(% of TIC) 7.03
Rel. Inten.[% of BF) B3.62
Score 1.00
lon-type -

Delta Da 0.3z

0.5

13.10 2.05 11.13 6.35 9.63 T.97 7.3 T.B5 B.56
100.00 B5.08 2454 48 43 T3.45 B).78 58.33 £9.90 50.06
1.00 0.25 0.50 1.00 1.00 .61 0.50 060 1.00
¥g |¥eBOCH, |yrhHD | ybhe | bk, yoHO By
0.03 0.23 0.70 0.1 013 .65 [ ]
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MTeadl s s | s | s | v | v s]a] o | o |s5] y | w e @ w |7 pF Js]a]a] |
++ PimizrEH., 0 .
nr 1 assignment
o 5 il : Q69.5
100 84
++
Yig b
s B ¥ 13
LA 22 1 1365 6 b b
¥y 70 Vip 11198 : - b
1593.9 20
x| 16942
b= MERTIE ™ [V LLL all . 1990 i
I 1 1 1 1 1 1
1 200 400 E00 1400 1600 14800 2000
OELTA_CID.3263 3263 .0 phi Maz= (mfz) hiH+: 2942 1554 mJz: 98139 203
# MH* MH*  MH® Protein i i
Rank Score £ BCS Unmatched WVariable sites Sequence Caleulated Error Error Mipl Species .Pﬁ:e;smn “|5-EIQ';51 Protein Name
(%) lons {Da) {Da)  (ppm) {Da) ndex
1 1484 744 9 BI25 Y633y (RISESENLGADDG w|M\P M|T/PGARALMAGS|GS|GECE(S) 2864121 B0.B420 336 137334.8/8.90 Homo sspisns 30683860 32067 insulin receptor substrate 2
Fragment-ion (miz) |479.62 [622.94 [624.86 [666.82 [675.77 [702.88 | 749.67 [767.77 [771.55 [780.16 [789.67 [828.67 |854.84 [1088.60 [1107.48 [1118.62 [1160.50 | 122287 [1222.56 [1224.28 [1247.58 | 1248.76 [1265.65 [1592.82 | 1695.45
Frac. Inten.(% of TIC) | 241 | 368 | 910 312 | 461 | 211 282 823 | 241 | 527 | 1061 | 485 712 3200| 215 250 194 405 | 378 | 385 288 194 s502( 288 200
Rel. Inten.(% of BP) | 2271 | 34.78 | 8577 | 2351 | 43.47 | 1991 | 2660 | 5870 | 2268 | 4565 |100.0D | 43.80 | 67.10 | 2825 | 2026 | 2353 | 1836 3813 | 3547 | 2720 | 2747 | 1827 | 4732 | 2508 | iEES
Score 100 100| 100 | 030 0325| 100| 050 100| £.23( 050| 100 | 100 100| 100 020| 100 100 050 | 1.00( 100 1.00 100 00| 100 g
EEAED ¥, Yo | ¥+, a; by |ygNHy ¥z Vs | ¥hhg | b ¥z | by, (b HO | bk bz iy | bygMH; by bys
Delta Da 043 | 068 | 057 058 | D44 | 061 | 048 032 | 046| 068 015 | 062 012 058 | 014 | 000 032| 018| 038
TH'H, Yis
035 013




Peak 68

M5Tag 1 ¥ I T I o I |
- . +
¥s Ve
1 Setin IET.1 2851 G609
43.63%
7309 a049.6
: G054 G427
2371 AF6.7 esh 7 4.7
D“ 7141 156 244
21:3 251, 1 ‘ 5040 7915 | ’
ol . .|.. |.Il A S
1350 200 ?IZIIII 750 200 250
WT_CI0.3105.3105.0.pkl Mazs [z hiH+: 19088182 mfz: 47796 z: 4
# MH* MH* MH* Protein . .
Rank Score S‘::I BCS Unmatched  Variable sites Sequence Calculated  Error  Error MW/ipl Species Acce;smn Mli;j[:;f?t Protein Name
%) o= (Da) (Da) (ppm)  (Da)
1 1027 14 7 s Y111y (R)¥/T M A/L\QII/F S ¢ GIGII S S VK (L) 1829.95 T78.8716 -573.5 T6731.4/5.71 Homo sapiens 39777601 19674  transglutaminase 3 precursor

Fragmention (m/z) |267.11 [295.12 [349.19 [394.31 [444.58 | 455.85 | 460.04 |504.66 |533.94 |545.65 | 556.84 |561.70 | 572.03 |586.35 |608.42 |660.89 |680.92 |809.63

Frac. Inten.% of TIC) | 18.66 911 1.39 214 1.21 0.93 0.89 1.76
Rel. Inten.(% of BP) | 49.07 | 23.97 365 563 319 245 235 4.64
Score 1.00 1.00 | -0.04 1.00 | -0.03 1.00 1.00 1.00
lon-type yre, | yreg b+, yre+ o (bres o | yee

Delta Da 0.06 | -0.56 0.35 0.59 017 | -0.61

0.93
2.44

1.51
3.96

-0.04

0.97
2.56
1.00

yHr

0.54

16.01 1.99 1.01 1.00 | 38.03

4210 522 266 263 [100.00

1.00 0.50 -0.03 -0.03 1.00

¥+ | ¥eH0 b,

011 -0.31 0.64
b++

11
0.10

1.51 0.95
3.97 2.50
0.04 | -0.02
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M3Tag 1 T M E v W K E L m
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9 ¥ 7 15
5 E5ahdm G208 G33.9 T4ET a61.49 g71.4
TaEA
a6 .20
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411.5 [
wu 525 5 74 | ST
2521 3574 91 10355 1262 12556 13653
e L L |I Lt
b _m Ll |Ilh I*Ill | ! 1" } '
200 3 S0 g00 T 200 300 1000 1100 1200 1300 1400
WT_CI0.2870. 2879 .0.pki Mazs [mifz] hiH+: 2101 8554 mse: FO1.29 203
# MH* MH* MH* Protein . .
Rank Score 5 BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species Rezedor. LS Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 11.00 592 7 11725 M532m T523t Y529y (R)c/t ¥ 8 VWV/K y E|L|m R\P\S N K (A) 1925.96 175.8983 -13.9 138254.5/5.61 Homo sapiens 40217808 7072 euchromatic histone-lysine MN-methyltransferase 1

Fragment.ion (m/z) [489.52 [534.66 | 585.91 |593.76 598.01 |606.87 | 611.73 [620.82 [635.69 |641.57 647.90 | 668.37

|677.40 [679.73 [681.95 | 683.88 |§91.94 [748.69 [764.52 [770.64 [788.11 |829.50 |856.44 |861.86 [971.42

Frac. Inten.(% of TIC) | 240 | 221 324 3.05 516
Rel. Inten.(% of BP) | 22.08 | 20.31 | 29.77 | 28.06 | 47.46
Score -0.22 | -0.20 1.00 | -0.268 | -0.47
lon-type b
Delta Da 0.34

3.82 2.99
35.08 27.52
-0.35 0.50
b++_-H,0

-0.48

5.65
519
1.00

h++9

-0.40

013
117
1.00

st

-0.29

6.08 3.09 0.10 316 012 217
5594 | 2338 0.89 | 29.09 109 | 1993
1.00 -0.28 1.50 1.00 2.00 1.00
by b+ H0 | beey m | y+tg
-0.63 -0.39 | -0.36 | -0.24 0.63
1.50
sty

-0.27

428 9.58 | 1083 2.25 2.90 3.18 237
39.31 | 88.08 |100.00 | 20.70 | 26,67 | 2919 | 21.82
025 | -0.88 1.00 | 021 -0.27 | -0.29 1.00
¥-SOCH, Ye by,
-0.50 0 0.17

3.13
28.78
-0.29

9.59 8.47
88.21 | 77.91
1.00 1.00
Y7 | Y5
040 | -0.01
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+ 25
1 (15845 EG‘E& Tre2  BG66E 9476 14706
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200 .5 401 6 156639
1478 6
1415'-3 [| reserTiee 1871 10442 206152126
m_ . L Il T W I..u Ll T L L
200 1600 1800 2000
OELTA _CID. 2627 26450 pki Mazs [mfz) hiH+: 2875 6754 mfz: 95923 203
# MH* MH* MH* Protein . .
Rank Score I BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species (ecesion (LS lles)
(%) Index #
lons (Da) (Da) (ppm) (Da)
1 17.63 95.0 10 2123 Ya452y (RILLEAAAQSTERGUVIY S|P Y|S V/S|G/SIG/S T\A\G S R (T) 2795.35 80.3272 125.5 513708.9/5.61 Homo sapiens 41322908 163
1 17.63 950 10 2123 Y4442y (RALLEAAAQSTEGUVY|Y S|P ¥Y|S V/S|G/S|6G/S T\A\G S R (T) 2795.35 80.3272 125.5 512606.8/5.61 Homo sapiens 41322910 2471
1 17.63 95.0 10 2123 Y4478y (RARLLEAAAQSTEGVY|Y S|P ¥Y|S V/S|G/5|G/S T\A\G S R (T) 2795.35 80.3272 125.5 516481.2/5.61 Homo sapiens 41322914 78
1 17.63 95.0 10 2123 Y4474y (RRLLEAAAQSTEGVY|Y S|P Y|S5 V/5|G/5|G/S T\A\G 5 R (T) 2795.35 80.3272 125.5 516200.7/5.64 Homo sapiens 41322923 7830
1 17.63 95.0 10 2123 Y4501y (RALLEAAAQSTEGGVY|Y S|P Y|S V/5|G/5|G/S T\A\G S R (T) 2795.35 80.3272 125.5 518475.0/5.60 Homo sapiens 47607492 8205
1 17.63 95.0 10 23 Y4460y (RRALLEAAAQSTEGUVY|Y S|P Y|5 V/5|G/5|G/S T\A\G S R (T) 2795.35 80.3272 125.5 9514777.0/5.58 Homo sapiens 41322912 16390
1 17.63 95.0 10 2123 YadTdy (RILLEAAAQSTERGUVIY S|P Y|S V/S|G/SIG/S T\A\G S R (T) 2795.35 80.3272 125.5 516278.9/5.63 Homo sapiens 41322919 17705
1 17.63 950 10 2123 Y4611y (RALLEAAAQSTEGUVY|Y S|P ¥Y|S V/S|G/S|6G/S T\A\G S R (T) 2795.35 80.3272 125.5 531793.3/5.74 Homo sapiens 41322916 25031

Protein Name

plectin 1 isoform 3
plectin 1 isoform 7
plectin 1 isoform 10
plectin 1 isoform 11
plectin 1 isoform 1
plectin 1 isoform 2
plectin 1 isoform 8

plectin 1 isoform 6

Fragment-ion (m/z) |578.98 |635.90 |657.53 [722.99 |761.88 |779.75 [782.63 | 848.67 |866.63

[913.10 [941.62 | 996.89 | 1040.23 [1049.62 [1052.53

111199 [1121.59 [1140.56

[1244.18 [ 127053 [1279.60 [1313.79 [1563.93

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

Score

lon-type
Delta Da

210 £

1565 | 39.

1.00 1.
Ye

0.69 0.

£yl 553 260 250

71| 4135 | 1945 18.67

00 1.00 1.00 0.50

Y7 | bregg ¥Yg |¥ohH,

59 022 0.65 -0.46
Y.
072

7.

83

58.58

1.

0.

00
¥z
39

276
20.61
1.00

3.60
26.94
0.50
YigMH,
-0.70

13.37 4.65
100.00 | 34.81
1.00 1.00
Yio | b+
0.23 0.66

1

254
9.03

019

9.69 4.04
72.50 30.18
0.50 0.50

b, NHy | b+, -HO
0.35 0.25

4.08 4.08
30.49 30.52
1.00 1.00
b++g | by H0
0.64 -0.04
Yiz

0.03

3.36

2513

b++,
21

0.50
H,0
0.01

3.66 246

27.40 15.42

1.00 -0.18
b++,
21
0.58

1.96 2.69 4.99
14.65 2010 37.36
1.00 0.50 1.00
bty [brryHO | beryg
0.62 0.46 0.52

289
21.60
1.00
b,
0.18

332
24.81
1.00
b,
0.22
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200 400 0 o0 000 1200 1400 1600 1800
DELTAETO. 1537 . 1661.3.phl Maz= [mfz] hiH+: 17720054 mdz: 880137 203
# MH* MH* MH* Protein . .
Rank Score S.;:I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species ACCE;S'U" Iu'IIS;ID|gt;sl Protein Name
(%) Tore (Da) (Da)  (ppm) (Da) ndex
1 17.06 956 12 224 Y1234y (R) D/M/Y|D/R|E|y|Y|S\V|HIN\E (T) 1691.74  80.3584  221.3 155542.2/7.02 Homo sapiens 42741655 21037 met proto-oncogene precursor

Fragment-ion (m/z) |244.79 [382.24 |427.08 |568.50 | 584.56 |670.49 |731.57 [747.55 [799.54 | 822.02 [974.48 [1042.57 [1103.52 [1161.66 [1205.64 [1232.76 |1292.57 [1347.77 [1391.69 [1510.52 [1528.94 |1642.12 |1643.52 |1645.28

Frac. Inten.{% of TIC) 7.56 2.74 1.05
Rel. Inten.(% of BP) | 75.55 | 27.44
Score 1.00 1.00 1.00
lon-type z, 7,
Delta Da -0.35 0.04

10.47

-0.08

77 177 3.38 9.09 1.05 4.07 2.80 3.88

7165 | 17.74 | 33.78 | 90.86 | 1047 | 40.68 | 28.03 | 38.79

1.00 025 1.00 1.00 0.25 1.00 1.00 1.00

Zy ¥s % Ty Ye Ce | T2 z;

0.20 024 0.20 021 017 021 0.20 0.09
7"+

12
0.68

10.00 2.40 1.10
100.00 23.99
1.00 1.00
G '
0.21 0.09

11.03
0.1

6.94
69.33
1.00

0.22

1.65
16.54
025
'y
023

6.67 2.83 2.09 9.7 283 4.49 332
66.64 28.29 20.86 97.04 28.25 44.91 3319
0.25 1.00 0.25 1.00 1.00 025 -0.33
L €10 L C11 Ci2 iz
021 017 01 0.36 -0.50 011
z 12
0.45
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17.7%
W
2 7. ++
i byg
GE3 1115911837
¥ o0 1.1 Y10
27p.2 sas HOE o ggpg BUHE g 1341 &
m_ Ll J L ..|.| N .IImJlI..ll b IIlI-|| L l FPEE P L I Ll
L] lJ lJ L] L]
200 400 =] 1200 1400
DELTAKI_CID.2912. 2917 .0.pkl Mazs [mfz] hiH+: 2807 1554 mdz: 83629 2: 3
# MH* MH* MH* Protein . .
Rank Score %E; BCS Unmatched Variable sites Sequence Calculated  Error  Error MVWipl Species Acce;smn MIS'-jD|g;st Protein Name
lons (Da) (Da)  (ppm) (Da) ndex
1 16.68 894 10 6724 Y234y (R)IV G Q G Y V/Y/E|A|AIQIP E Q/D E/y D\I|P\R (H) 242711 80.0455  31.6 93372.3/5.41 Homo sapiens 44662836 2165 breast cancer anti-estrogen resistance 1

Fragmentiion (mfz) |272.22 [663.49 |672.04 [727.11 |735.94 |743.81 [771.42 |806.65 [811.76 |827.23 |871.42 |896.55 952.71 [957.38 |967.54 [987.55 | 1020.41 |1038.59 |1062.47 |1070.51 |1118.92 | 1148.54 |1166.68 |1341.51

Frac. Inten.(% of TIC) | 2.24 181 | 33.28 1.86 6.28 1.32 2.39 6.55 2.02 157 | 221 148 3.50 1.74 1.05 1.30 144 472 144 1.60 2.36 1.46 15.17 1.23
Rel. Inten.{% of BP) 6.74 5.44 1100.00 5.58 | 18.86 397 | 7.18 | 19.67 6.06 47 6.63 445 | 10.51 5.22 3.16 39 4.32 14.19 433 4.52 7.09 439 | 4557 3.69

Score 1.00 -0.05 1.00 -0.06 1.00 1.00 1.00 1.00 -0.06 -0.05 1.00 1.00 1.00 -0.05 1.00 1.00 0.50 1.00 1.00 -0.05 1.00 0.50 1.00 1.00

lon-type Y2 ¥+t Yy ¥Ys | ¥4 | YHhya Yt by | y++ by Y7 | by H0 by, | b+ b++o |by,HO b, Yo

Delta Da 0.05 077 0.64 0.50 0.60 0.31 0.56 014 0.32 0.09 017 -0.07 0.10 0.55 0.46 0.00 013 -0.03
b++

20

-0.31




Peak 73

e I I I A L L (L DU I ¥ o Ty e e vl r |
Pim/z-17
a5 assignment Rimz-2
1.35e+im- 1060 0
Ta.0%
. N Prmidz) 2, Pie-1) ° , . Pimpz-2)
e 33133 55? . cg 90O udke " re ' ’ 131? 3 e
. . 141849 .
23321 817 Z 24 315
jll. l | . A | l — l | L ..ln l ..11 5.6 " ™ " L . .Iﬁq?.l'3 1?|!:|2 iadbl n.LL d . s
h:|'| T T e y T T T 1 T T 1 1
] 200 400 B0 f00 1000 1200 1400 1600 1800 2000 zz200
DELTAKIETD. 2445 24840 phl Mazs [riz] MAH+: 19673954 miz: 65647 23
# MH* MH* MH* Protein i i
Rank Score S%l?l BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;smn MIS&DIQ;S‘ Protein Name
(%) lons (Da) (Da)  (ppm) (Da) ndex
1 1591 894 10 4725 Y249y (R)H/L L|A P|G PIQIDII|¥YIDIV B P VAR (G) 1887.01 80.3831 2119  93372.3/541  Homo sapiens 44662836 2165 breast cancer anti-estrogen resistance 1

Fragment-ion (m/z) |245.44 [248.92 [381.26 [549.45 |551.42 |666.40 [682.52 [703.37 [831.66 [909.59 |946.65 [1022.57 [1059.69 [1137.99 [1265.80 [1302.65 [1305.31 [1309.03 [1417.91 [1418.88 [1420.95 [1588.21 [1810.56 |1811.27 [1814.85

Frac. Inten.(% of TIC) | 250 290 4.02 239 534 5.00 274 4.65 4.03 597 6.70 392 585 5.05
Rel. Inten.{% of BP) | 31.62 | 36.60 | 50.77 | 30.19 | 67.50 | 6320 | 34.63 | 58.72 | 50.95 | 7540 | 84.59 4947 73.95 63.52
Score 032 | 037 1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 1.00 1.00 1.00 1.00
lon-type Cc, Cg zy Zg Ye c; c, z, Cq z, Cip Ty

Delta Da -0.00 0.10 0.08 0.03 013 | -0.05 018 0.19 0.14 0.09 0.10 0.48

3.56 792 234 288 193 507 235 178 254 6.52 2.05
44.93 | 100.00 29.62 36.33 24.44 64.02 29.68 2250 32.08 82.37 2595
1.00 1.00 -0.30 -0.36 1.00 0.25 0.25 1.00 1.00 0.25 0.25
Zy €14 ] o LA L™ Cig e LH
0.23 0.03 0.26 0.22 0.30 0.48 0.67 0.37 -0.06




Peak 74

MiTag 1 | M T ¥ W s s J F H A
| | | | | | | ¥ | |
Y14 g
el L]
1 BV etim
13 3% assignment
¥a t'3 g
F?E-2 311_1 10885
b SRR il FUvl Y Lol .||I. . —— - .
200 200 200 1100 q200 q300 1400
DELTARI_CIDAT23.5730.0.pkl Maz=s [riz] PH+: 2083 5054 mdz: 69684 23
M5Tag 1 s W S 5 F
| | | " [ ¥
Yig
1 25c+6m 952 8
100,
++ ++
Y13 Y15 950 .4
755.4 y 887 4
Y12++ 8;;?
++ 756 :
Bee Y11 7059 aba
P sef 2 0433
5628 ga. 635 4 s
wr g7 5.3 sehg 5807 \ ﬁss.@ﬁt’.ﬁ il 718.8 [ 7863 sias °7 889 2678 daa 5
[ — l . | . i) . ) M T L m . N . L . . .
00 S50 E00 Ea0 0o a0 200 aa0 00 930 1000
DELTAKI_CI0.5723 5730.0.pkl Mass (rmiz] MH+: 2088 5054 miz: 696 84 21 3
# MH* MH* MH* Protein . .
Rank  Score S BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Geseion - (LS Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 1669 922 10 424 Y246y (K)A I/M/T/¥IVIS|S F/y H A\F/S\G A 0 X (A) 2007.96  80.5421 2757 103058.1/525 Homo sapiens 4501891 11345  actinin, alpha 1
1 1669 922 10 4124 Y265y (K)A I/M/T/YIVIS|S F/y H A\F/S\G A @ K (A) 2007.96  80.5421 2757 104854.6/527 Homo sapiens 12025678 25384 actinin, alpha 4
Fragment-ion (m/z) |490.70 [545.32 | 562.86 |580.73 [ 619.23 |624.98 [630.37 | 636.04 | 653.28 |662.39 679.96 |705.90 [726.46 | 746.39 |[749.21 [755.45 [766.90 |836.73 |843.57 [879.02 [887.35 | 943.75 | 94403 |[952.80
Frac. Inten.(% of TIC) | 077 | 108 | 202 083 | 180 | 09 | 530| 572 068 | 427| 175| 647 064 103 | 093 | 1207 | 066 805| 062| 063 1088 244 532 | 2506
Rel.Inten.(% of BP) | 309 | 431| 806| 331| 718 | 382| 2113 | 2283 273 | 17.05 | 699 | 2581 | 2567 411 | 370 | 4818 | 265 | 3214 | 249 | 250 | 4340 9.73 21.21 |100.00
Score 100 | 100 | 050 100 050 | 004 | -021| 100 050 | 100 1.00| 100| 1.00 050 | -0.04 | 100| 100| 100| 100 -0.03| 1.00 0.50 050 | 1.00
lon-type Vs | ¥++g |bsH0 by |ye-H,0 Y (Y HO |y, by | y*+ig | breyy |y+,H0 b anat} by | y+eq, | b, Yrrgs [VragHy0 | yar 0 |y
Delta Da 044 | 059| 059 045| -0.09 0.77 050 | 061 061| 060 0.15 0.56 062 052| 037| 021 0.46 0.35 063 039




Peak 75

MiTagZ p G 5 i W P P T F N F 5 5 1]
¥
| & | I I I O L I I I I I I
Y1 Y7
01270456 .2
1. 18+ Plmsz}2 HZD )
17.7% 501.2 Yip assignment
- 0246
e
1
b 35t Il ¥
4 by ¥ b TS ofdz L by g M
2692 g2 ] : 1 11t8 (508 & 1HzE 14841
b | | i AL PR P T vl PEPEIOT | 1Y Y B —_— L
L] 1 Ll
200 400 600 200 1000 1200 1400 1600
DELTA_CID. 3342 2376 .0 phl Mzzz [z hodH+: 24360254 mfz: 31268 20 3
# MH* MH* MH* Protein . "
Rank Score 2 BCS Unmatched  Variable sites Sequence Calculated Error Error 1wipl Species fezzion LETGEE] Protein Name
(%) I D Index #
ons (Da) (Da)  (ppm) (Da)
1 1235 726 9 8/25 Y39y (K)G/G/P G S/A/VIS/B/y BT FN/P S SD/VAALEHR (A 2356.16  79.8686  40.1 38714.5/6.57 Homosapiens 4502101 17408  annexin|
Fragment-ion (m/z) | 409.41 [472.69 | 508.62 [526.79 | 595.87 [638.98 |696.41 [736.78 [745.93 [ 775.30 | 793.92 [803.00 [804.05 [863.69 |864.61 | 903.83 [912.69 [943.60 | 947.56 |956.20 | 996.98 | 1006.05 |1024.56 [1041.22 |1489.88
Frac.Inten(%of TIC) | 130 [ 419 | 379 [ 216| 207 | 171 [ 182 195 o7 | 301 173 141 173 136 177 191 | 1241 [ 6.00 426 | 23.94 236 | 370 | 284 206[ 177
Rel Inten.(% of BP) | 544 | 1750 | 1582 | 903 | &64| 712 | 633 | 815| 3788 | 1266 723 | 591| 724| 570 738 797 | 5184 | 2505 17.80 | 100.00 985 | 1544 1187 | 862 738
Score 050 | -017 | 050 | 1.00| 050 | 100| -0.06| 050 | -038| 1.00| 100 -0.06| -0.07| 1.00 -0.07 050 | 1.00 | 025 0.50 | 1.00 050 | 100 100 | 100 -0.07
lon-type bg-H0 b--H0 b, | bg-H0 Ye y7NH; Yty (Y, ¥*+is Y0 |y Y0 | yreg [yaegHO |y Yio | ¥ e
Delta Da 023 037 | 053| 053 | 058 038 060 | 021 -0.21 041 | 027 063 | 026 051| o088 002| 023
Y. H,0




Peak 76

MSTag 1 E | G | T | ¥ | G W | W | ¥ | K
RimézH, 0
Y4
3 A5atEm G91.6 Tilg
5238 500.0
74.9% bz
assignment
G9g.1
Y7
¥y 742 7788 o
¥ 360.4 50T 9z
2 " 7221 by-H, 0 9384 g bygHa0 ¥
2371 5419 : A 539.5 10214 1015 5
, L 573, nr.z : TH 6 l . 117as
i . - . L R Lol .IL.I. TWRTAY I.JIJ. | T PR T T W i ol 1l - L IL ||.| 1 L r
200 400 300 o0 i 200 00 000 1100 200
DELTAR_CID. 202 2032 2 phi Mass [z biH+: 14787327 miz: TIO8T =202
MH* MH* MH* Protein . .
Rank Score P BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species fiesercdion - LS IRc Protein Name
(%) | # Index #
ons (Da) (Da) (ppm) (Da)
1 13.88 7956 8 7125 Y15y (K) I/ E/G T/vIG V/V/¥/K/G R (H) 1398.74  79.9951 19.5  34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
1 13.88 7956 8 7125 Y15y (K) I/ E/G T/vIG V/V/¥/K/G R (H) 1398.74  79.9951 195  27502.9/6.54 Homo sapiens 16306492 13150  cell division cycle 2 protein isoform 2

Fragmention (m/z) [232.12 [360.36 | 505.60 [523.80 [541.86 | 582.05

[590.91 [606.70 [623.01 [626.13 [637.46 |646.47 |649.13 [669.58 | 674.84

| 682.79 | 683.76 |691.55 [700.62 778.82 | 839.52 | 938.42 |1021.53 [1101.53 [1179.84

Frac. Inten.(% of TIC) 1.66 3.45 1.21 | 12.60 218 2.53
Rel. Inten.(% of BP) 1318 | 27.38 9.59 [100.00 | 17.34 20.07
Score 1.00 1.00 0.50 1.00 | 017 0.50
lon-type Y2 Yo |YoMH, Y, Y++ig-H0

Delta Da 002 012| 057 050 0.77

11.33 274 | 11.30 2.06 1.38 7.06 3.65 1.29 2.30
8996 | 21.75 | 8968 | 16.35 | 1096 | 56.01 | 2899 | 10.22 18.23
1.00 -0.22 1.00 -0.16 01 -0.56 -0.29 -0.10 0.50
¥+*10 ¥z y++H,0
0.63 0.64 053

323| 666 061| 294| 674 295| 284 326 205 199
2564 | 5291 | 485 | 2335 | 5349 | 2342 | 2253 2586 | 1626 | 15.83
100 | 100| 150| 100| 100 050 | 050 100| 050| 1.00

bH.0 [bH,0 | sty b.| ¥, |byH,0 [bH,0 ¥ |byoH,0 Vio
046 | 052 | 068 | -063| 036| 019| 002 004 006| 028
y++1_‘ y++1_

052 | 045




Peak 77

M5Tag 1 E | & | T | ¥ | 5 | W | W | ' | K
F‘(I'n."‘z}Hzl:l
f24.5 i ¥
1 52e+Tm aSSIgnment &
QG648
42 1%
¥
PimszrdH, 0
302 Y3 . 2 y
5 G5 6
4083 : W
. 5694 B08.5 [ b Yo
b yo ¥y b b ang & 9
; i 6 5 o 5 l F 6. 1152.5
(" | T |45?'21B|'. l LI. ] L ol " lSE?'4 A L I L
T T T T 1 1 T T T T T
200 400 a00 EO0 yoo 200 A00 1000 1100 1200
WTCID.2069.2114.00pkl Mazs [miz) hiH+: 12656327 mdz: 63332 22
# MH* MH* MH* Protein . .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Becessionphtcs fige s Protein Name
(%) 1 D # Index #
ons (Da) (Da)  (ppm) (Da)
1 16.57 92.8 8 1123 Y15y (K) I/G/E|G/T/¥/G V/VIY K (G) 1185.62  80.0177 40.6  34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
1 16.57 92.8 8 1723 Y15y (K)1/c/E|6/T/v/CG V/V|Y K (G) 1185.62  80.0177 40.6  27502.9/6.54 Homo sapiens 16306492 13150  cell division cycle 2 protein isoform 2
1 16.57 92.8 8 123 Y15y (K) I/G/E|G/T/¥/G V/V|Y K (A) 1185.62  80.0177 40.6  35045.9/8.86 Homo sapiens 4557439 20493 cyclin-dependent kinase 3
1 16.57 92.8 8 1723 Y15y (K) I1/c/E|G/T/y/CG V/V|Y K (A) 1185.62  80.0177 40.6  33929.7/8.80 Homo sapiens 16936528 30029  cyclin-dependent kinase 2 isoform 1
1 16.57 92.8 8 123 Y15y (K) I/G/E|G/T/¥/G V/V|Y K (A) 1185.62  80.0177 40.6  30084.1/9.14 Homo sapiens 16936530 30881 cyclin-dependent kinase 2 isoform 2
Fragment.ion (m/z) [300.16 [310.24 [409.33 | 47490 [483.81 [530.40 | 539.45 [548.45 [565.44 | 567.94 [576.84 [683.30 [808.48 | 839.45 [909.53 [ 938.51 |948.50 [956.55 |966.54 [1077.57 |1101.58 |1134.66 [1152.52
Frac. Inten.(% of TIC) 2.38 6.15 5.28 2.62 1.28 T22 333 21 3.88 6.20 263 1.39 5.61 3.04 410 4.9 9.79 237 | 16.91 1.87 2.84 1.47 2.9
Rel. Inten.(% of BP) 1410 | 36.35 | 31.22 15.49 7.58 | 42.70 19.71 | 1245 | 22.95 36.63 | 15.53 8.25 | 33.16 17.97 | 2421 | 29.02 | 57.88 | 13.99 [100.00 93 16.82 8.71 17.19
Score 1.00 1.00 1.00 0.50 1.00 | -043 0.50 1.00 1.00 0.50 1.00 0.50 1.00 0.50 1.00 0.50 0.50 1.00 1.00 0.50 0.50 0.50 1.00
lon-type b, Y2 Yo [¥rp 0 |y yrg a0 |y Y5 |¥++igTo0 | y++qg | beHy0 Ye | bgH,0 ¥7 | bgHO |y, H0 by ¥g | ¥oH,0 | bygH,0 yyp-H0 Yio
Delta Da 0.00 0.06 0.09 0.19 0.09 021 0.21 011 0.19 0.09 0.06 0.12 0.12 0.12 011 0.08 0.14 0.11 0.10 011 017 0.02
y N,
014




Peak 78

MTsa T | E | & | t I ¥ s v 1 v | Y | x I
W W
: ; assignment
3 (Tatin 2102 BDE 6 g
¥z
17.7%
409 .5
'!."1 T+ YE
b 1046 .4
3 1§ Erimiz A b . y ¥
3000 Y ¥y ¥ 3 . 7 q 10
g i K I l 1766 1X32 5
o Lo 1) | | n i i ll. | .. o il — " I AT A
T T T T S T T T T
200 a00 400 A00 EO0 oo 200 a00 1000 1100 1200 A300
WT_CI0.2155.2175.0.phl Mass [mfz] hiH+: 1345 6727 mde: 67304 2: 2
MH* MH* MH* Protein A A
Rank Score =A] BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species BrcesEionppit s Iigest Protein Name
(%) Index #
lons (Da) (Da) (ppm) (Da)
1 11.24 804 6 524 T14t Y15y (K)I/G E|IG t/¥y/G V/VIY K (G) 1185.62  160.0577 92.9 34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
1 11.24 804 6 524 T14t Y15y (K)I/G EIG t/y/G V/VIY K (G) 1185.62  160.0577 92,9 27502.9/6.54 Homo sapiens 16306492 13150  cell division cycle 2 protein isoform 2
1 11.24 804 6 5124 T14t Y15y (K)I/G EIG t/y/G V/V|Y K (A) 1185.62 160.0577  92.9 35045.9/8.86 Homo sapiens 4557439 20493  cyclin-dependent kinase 3
1 11.24 804 6 524 T14t Y15y (K)I/6 EIG t/¥/G V/VIY K (A) 1185.62  160.0577 92.9 33929.7/8.80 Homo sapiens 16936528 30029  cyclin-dependent kinase 2 isoform 1
1 11.24 804 6 524 T14t Y15y (K)I/G EIG t/¥v/G V/VIY K (A) 1185.62  160.0577 92.9 30084.1/9.14 Homo sapiens 16936530 30881 cyclin-dependent kinase 2 isoform 2

Fragment-ion (m/z) |300.14 [310.22 [409.47 | 44052 |[475.02 [530.63 |539.66 |565.88

|568.46 [575.99 [616.10 [624.97 | 683.78 [808.65 | 839.52

891.57 [919.39 [920.46 | 938.48

948.52 [1036.40 [1046.44 [ 110161 [ 1134.47

Frac. Inten.(% of TIC) 1.56 765 6.12
Rel. Inten.(% of BP) 14.07 | 68.82 | 55.05

Score 1.00 1.00 1.00
lon-type b, Yo Ya
Delta Da -0.02 0.04 0.23

222
19.94
0.25
bH.PO,
0.31

291 499 270 430 583 o004 &6
2616 | 4488 | 2424 | 3864 | 5240 | 039 | 7741
026 | 045 -024 | 100 -052| 100 100
¥s st | yre,
0.55 069 | 064

1.60 208 8.99
14 38 18.73 | 80.85 3
1.50 0.25 1.00

sty |bH,PO, |y, bHPO

0.68 0.54 0.29

414
7.21 2
0.25

4 | ¥
0.19

322 147 317 720 1112 il
696 | 13.25 | 28.51 64.78 100.00 14
0.25 050 | -0.29 0.25 0.25 i
PO, | bg-H,0 bg-H,PO, |yg-H,PO,

017 0.09 0.08 0.10 0.

60 367 319 1.60
37 33.04 28.70 14.37
00 1.00 0.25 0.25
b ¥g [bigH:PO, |y,,HPO,

0z 0.04 0.14 -0.02




Peak 79

e L L L L e L lesl v 1«1 v | « [Js] = |
Pimysz-2
£ ia+5m o assignment
5620
-1 . Prmyfz-3)
" " =]
2 v " 15
o 214 1861.3
s : 1293 8 i
1005 5 10887 :
h:l- .IIH... ]J |I.li.l ..l
200 400 EO0 g00 1000 1200 1400 1600 1800
DELTAETD. 1642 16460 .phl Maszs [miz) hiH+: 1849 2582 mfz: 46307 20 4
# MH* MH* MH* Protein . .
Rank Score P BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species fesesion LSS Protein Name
(%) | # Index #
ons (Da) (Da) (ppm) (Da)
1 17.01 903 14 2125 Y15y (K) I/E/RII/GIE|G|T|¥\GIV\V|YIE G\R (H) 1768.96  80.2990 179.9 34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
1 7.1 90.3 14 2125 Y15y (K) I/E/R| I/G|E|G|T|¥\G|V\V|Y|K G\R (H) 1768.96  80.2990 179.9 27502.9/6.54 Homo sapiens 16306492 13150  cell division cycle 2 protein isoform 2

Fragment.ion (m/z) [344.28 [388.36 [507.44 |558.57 [646.92 [672.70 [687.65 |705.61 |742.50 [744.53 [792.52 [796.08 [846.81 |860.48 |1005.59 |1088.68 [1107.73 [1145.87 |1244.85 [1293.79 [1350.67 |1463.72 [1507.02 [1591.91 |1692.82

Frac. Inten.(% of TIC) 5.95
Rel. Inten.{% of BP) | 90.91

Score 1.00
lon-type CHbg
Delta Da 0.07

7

3
0.06

418 3.05 6.08

1.00 1.00 1.00
c, 9
0.10 0.16 0.1

3+
-0.16

2.80
6399 | 4665 | 9290 | 4284

c. | Z++

292 457 j.a2 319 444 6.54
4456 | 69.77 | 5833 | 4868 | 67.81 [100.00
1.00 1.00 1.00 | -0.49 1.00 | -1.00

T2 % g &
0.37 0.25 0.19 0.10

6.07 419 3.16 2.65
9269 | 6406 48 22 40 .47
1.00 1.00 1.00 1.00
CHig |24y zy C
0.39 0.06 012 0.18

Ca

0.33

2

270 3.11 3.00 491 252 3134 327 5.01 5.05
4130 A7 55 4589 7510 38 44 51.06 49 97 76.53 7713
0.25 1.00 1.00 0.25 0.25 0.25 1.00 0.25 0.25
'y €10 €11 ', '3 Z' €12 ', s

0 0.35 0.26 0.20 0.06 0.03 0.30 0.12 -0.03




Peak 80

M5Tag 1 E | o | 7 | ¥ s | « | « | f | &
Fip
2.12e+5- " Fim/z}H,, 0 , 11527
¥ 5095 2
100.% 1z
Q6.7
£97.7 .
Pim/ZrNH,, 1435 11
1265.8
2p3
708 P13
. 1144.7
l | %t’ [ | anm 7 UEB 1077 6 127 e iz 1400
i1 . L I ol . IR Ll i) AR I o | W M L s .
a0z 4 g0 ] [ Lkl L] L i ci bl ] s l
L] L] I L] L]
200 400 f00 1000 1200 1400
WTCIDL 2693 2695 .0.pki Maz= [rfz] hAH+: 1636 0527 mez: 81853 20 2
# MH* MH* MH* Protein . .
Score ol BCS  Unmatched Calculated Error Error MW/ pl Species Geseson [T Protein Name
(%) 1 D # Index #
ons (Da) (Da) (ppm) (Da)

19.24  95.6 10 2125 (K) I/E/RIIIG\E|G\T ¥ G V|V/Y\EK (G) 1555.84 80.2161 152.7  34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1

19.24 956 10 2125 (K) I/E/KII|IG\E|G\T ¥ G V|V/Y\E (G) 1555.84  80.2161 152.7  27502.9/6.54 Homo sapiens 16306492 13150  cell division cycle 2 protein isoform 2
Fragmention (m/z) [310.32 [371.43 [409.47 | 466.52 [484.58 [541.52 [670.59 | 688.57 |697.71 [727.22 | 753.23 |[761.25 |769.99 |778.66 |948.57 |966.66 [1077.60 [1134.75 [1152.66 |1227.89 [1247.70 [1265.85 [1308.76 [1327.59 [1490.02
Frac. Inten.(% of TIC) | 252 | 162 299 210 216 | o011 | 261 241[ 1169 300| 261 1654 234 286 822 175 [ 177 | 188
Rel. Inten.(% of BP) | 1525 | 9.79 18.07 12.71 | 1307 | 067 | 1576 | 1457 | 7065 | 1812 | 1577 | 100.00 | 71414 | 1549 | 4971 | 1056 | 1069 | 1134
Score 1.00 | 1.00 1.00 050 100| 150 016 | 050 | 100| 050 050| 100 100| ©050| 100 050 | -011| 100
lon-type ¥z b, by |y H,0 | yregg sty ¥gH;0 Y5 | Y0 |y, NH, Yio by 40 ¥qq b0 b,
Delta Da 014 | 020 018 037 | 061| 057 015| 023| o013| ©072| 016 032 013| 027 | 014 0.32




M3Tag1 g | E | o | T | ¥ | o | v | v | v | K | & | R |
Pimdz-1]
assignment
7 09e+5n Gy 403 &
]
100 .84 R X Prmlia-1 12
v (ryz-1) o 12210
i o THD A 10
Joh ] 5 %y 11367
2 n
475.5 5 2 By 4716 ]
\ l 606 5 l l 762, 2745 \ \ \ 1z
1351
i L ' | L | |l | L ] I L l l L Ll 1. l . T b 4
L L L L L] L] L]
200 400 i EQi0 &00 1000 1200 1400
OELTAKIETD. 1062, 10653 pkl Mazz [miz] MiH+: 14790554 mfz: 49369 z:3
MsTag 1 | T | ¥ | & | W | W | T | K | & |~r
Pimdz- 1]
T2 :
Tl8etig Gy assignment
[
100.% | 743 Pimpiz-1 2
R G - 12218
o z .4
5z, o 785 %y, 1136.7
Z . [
A58 5p7 4 5 8 9736 °
l 606 5 { 8745 \ 1005.3
4 C |
pod — . A . L |. - | l . L . . L | a— I. . Il )
400 *JEI EO0 Foo 200 a00 1000 1100 1200 1300
DELTAKIETD. 1062 10653 phi Mazs [mfz ) hiH+: 1479.05464 miz: 49369 203
# MH* MH* MH* Protein . .
Rank Score S‘;:I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce;smn MIS;’DIQI;SI Protein Name
(%) lons (Da) (Da) (ppm) (Da) ndex
1 20,83 979 12 1/25 Y15y (K) I/G/E|G|T|¥/CGIVIVIY|E|G\R (H) 1398.74 80.3179  237.7 34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
1 2083 979 12 1125 Y15y (K) I/G/EIGITIy/GIVIVIYIKIG\R (H) 1398.74 80.3179  237.7 27502.9/6.54 Homo sapiens 16306492 13150  cell division cycle 2 protein isoform 2
Fragmention (m/z) |231.75 [317.29 [344.30 |374.33 [475.46 |507.43 |606.52 |647.14 |654.98 |675.53 |705.64 |762.68 |775.47 |874.51 |973.65 |1005.75 |1106.76 |1136.71 |1163.78 |1180.42 | 1264.84 |1292.90 |1293.79 1321.90  1351.04
Frac.Inten.(% of TIC) | 114 | 456 | 416 | 681 341 [ 309[ 196 334 | 4106[ 157 404 278 479 202 390 373 699 682 718 208 283 139 710/ 1203 121
Rel. Inten.(% of BP) | 0.51 | 37.87 | 3460 | 56.60 | 28.35 | 2566 | 1631 | 27.78 | 884 | 13.03 | 3358 | 23.00 | 3983 | 1674 | 3237 | 3099 | 5810 5665 5964 | 1727 2353 | 1157 | 58.96 10000 | 10.05
Score 025 100 100 100 100 | 100| 100| 100| 025| 100| 100| 400| 400| 400 | 400| 400 | 100  400| 100 -047 100 100 025 100 025
lon-type ¥z s 7, Cy Cs z, Ty | vy | Y4y |24, e 7 = Cy Cq Ty Iy Cig Ziy Ciq 'y "y Ciz LA
Delta Da 039 | 011| 008| 013 | 021| 015| 017 | 035| 018 | 023| 022| 024 | 017| 014 | 021 028| 024| 021 024 024 032| 020 028 043




Peak 82

M5Tag 1 H | n L L | 8 | ¥ | 7
gy iy i, O assignment
? ' 4 454
2 ETa+im 416 5
100 %4 Ty
a2 ¥ -!I,-I3
5 5528
- - b, 545 77 760.7
¥ bﬁ g ' L]
158 2 :
| 46 3 2045 KR 35133ﬂ.3 407, 6354 669.9 G &
" [ PR | N WU AU W B A TR
a0 200 20 300 a0 400 a0 00 Al EO0 Ea0 oo Tan a00 gan 00
DELTAKI_CID.27E1 3781 .0.phl Mazs [miz) fiH+: 1395 8354 miz: 46595 =3
M3Tag 1 | i | L L L | i ¥ T | L | s | it | K |
2, ) Pimz-1]
5 [febdm 455.5 G032
5620
Pz
6.1
B0, Rimiz-2)
: . F1o 1208 0
oy 2, z . P11, 2 5] i ‘g 1112.6 oy i
467 g aiBh
=4 400.4 so1.1 531.2 B P33 2440 2155 206.4 l ooT 8 1158 4 12657
Pu_l ||.| . i ll.||...| Ik | ] | . || L . | | . i . [ TR || Tl . | Lk . Ly il ll . . |.||| .
200 400 00 E00 Fo0 200 ann 1000 1100 1200 1300 1400
DELTAKIETD.31E3. 31850 pki Mazs [miz] fiH+: 13950354 mfz: 4657 203
ey (e (e Wy vy
1 1531 750 8 1125 Y141y (R)E B/A/L/LIA|¥|T/L|G VAK (Q) 1314.74 81.0938 B807.8 50141.1/9.10 Homo sapiens 4503471 4998 eukaryotic translation elongation factor 1 alpha 1
1 15.31 750 8 7125 Y141y (RIE B/A/L/LIA|Y|IT/LIG VAK (Q) 1314.74 61.0938 807.8 50470.4/9.11 Homo sapiens 4503475 10607 eukaryotic translation elongation factor 1 alpha 2

Fragment-ion (m/z) [201.04 [215.90 [303.25 [ 309.19 [318.12 [380.78 [404.31 | 407.14 |416.47 [433.38 [439.99 [473.12 [517.71 [529.14 | 53822 |546.75 |548.45 [552.79 [556.94 [564.73 [625.41 |635.94 [669.90 |760.71 |831.60

Frac. Inten.(% of TIC) 1.69 262 | 1055
Rel. Inten.(% of BP) 14.80 | 2297 | 9243
Score 015 | -0.23 1.00
lon-type ¥s

Delta Da 0.05

323 202
2827 | 1771
050 | 100

b+ H0 | besg
002 | 006

277
2425
1.00

¥y

0.09

250 443
21.88 38.81
022 0.50
y++-H,0

-0.06

1141 006
100.00 | 0.51
1.00 | 1.50
Y. |bH,0
018 | 016
yr+ | 150
027 sty

0.46

in 434
3428 | 38.05
1.00 1.00
|;;++7 ¥+,
0.30 0.37

5.01 1.69 210
4392 | 14.79 18.43
1.00 1.00 0.50
Ve ¥y b++B-HEO
038 | -0.15 047

3.75
32.86
1.00

|]1—+5

001
bH,0
0.45

243
2129
-0.21

9.09
79.63
-0.80

310
2713
0.27

3.89
34.06
1.00

b,

042
y++15
-0.08

1.95 1.80 358 935 274
1710 | 1573 | 3141 | 81.91 | 24.05
1.00 1.00 -0.31 1.00 1.00
b+, b, Y ¥z
0.61 059 035 020




Peak 83

L L I L . ¥ I T I L [ & | v I
F‘I:n'u."‘z}r\lH3
7 dBatEn G395
100 %%
assignment
Gap.1 Vs ¥e
i N
byH, 0 b H,0 bgH,hﬁ-HzD 944.5 ,
- b, ,-H,O
by th, 2201 4335 Yg 54T 179 ESDQ 6 ?gDG.s 1052' 8 1z o
i 267 o 5177 | f “raz | 525 8729 adi 6 i - 10T
b0 L T T T a - T . . . et . Tt 1 S | T T T
200 400 500 E00 ?GD 200 a00 1000 1100 1200
DELTA_CI0.3692 37 13.0.pkl Mass (miz) hiH+: 13848527 miz: 69793 202
R 1y 1y Wy ey
1 12.714 882 T 6i22 Y141y (R)E H|A/L/LIA|Y/T LIG V K (Q) 1314.74 801111 103.8 50141.1/9.10 Homo sapiens 4503471 4998 eukaryotic translation elongation factor 1 alpha 1
1 12.714 882 T 6i22 Y141y (R)E H|A/L/LIA|Y/T LIG V K (Q) 1314.74 801111 103.8 50470.4/9.11 Homo sapiens 4503475 10607 eukaryotic translation elongation factor 1 alpha 2

Fragment-ion (m/z) | 249.00 [267.03 [303.12 [320.14 [405.42 [ 433.47 [517.70 | 546.74 [550.69 | 564.88 | 617.94 [632.17 635.99 |646.68 760.83 [815.68 |825.64 |831.64 944.52 [1057.80 [1128.68 | 1230.67

Frac. Inten.(% of TIC) 25 1.44 1.24 543 283 7.66 223 6.63 1.84 238 4 1.58 1.21 1.35 6.35 1.52 267 | 1561 | 1532 5.54 4.68 5.25
Rel. Inten.(% of BP) 16.11 9.24 7.94 | 3478 | 1815 | 4907 | 1429 | 4249 | 1180 | 1527 | 3016 | 10.15 7.78 6.64 | 40.66 9.76 | 1711 |100.00 | 98.14 3549 29.97 3360

Score 050 | 100| 100| o50| 018| 050 100| 4100| 0412 100| 050| 010 100| 009 1.00| 040 | 047 | 100 | 100| 100| 100 050

lon-type bH,0 b, ¥ |byH,0 b,H,0 Y5 | brry b, | bgH,0 bg Ye ¥z Yo ] Yig | byHO

Delta Da -0.10 | -0.08 | -0.08 0.00 0.25 0.37 -0.02 0.57 0.60 0.64 0.47 0.24 0.03 0.23 0.07 0.08
b5—H20 Y+

044 0.07




Peak 85

MiTagl  w | & | & | P | ' | o | &5 | & | N | 't | & | P | & s
F(m."Z}ZHED
Tl ¥ -
4.52e+in assignment : 14
36.2%
+ + b
+H b +
%5 - AT ‘4 125.4 Y14
0.2 678 4241 .
10 | | 7o §ILE i 12025 |
m_ it B 1 | [T Ll 1 TR T
T T T T T ¥
200 200 400 a0 1400 1200
DELTA_CID. 20033 2033 .0.pkl Mazsz [miz) hiH+: 2270 96484 mfz: TE7EG 2 3
# MH* MH*  MH*  Protein . .
Rank Score Bl BCS Unmatched Variable sites Sequence Calculated Error  Error MWi/pl Species LccessionpMs Digest Protein Name
(%) | # Index #
ons (Da) (Da)  (ppm) (Da)
1 13.75 713 10 725 Y335y [(RINM G G P Y|G/G\G/N|Y¥IG|P G\G S\G\G/S/G Gy G G R (5) 2189.91 81.0601 481.6 36006.1/8.67 Homo sapiens 4504447 15070 heterogeneous nuclear ribonucleoprotein A2/B1 isoform A2
1 13.7% 7.3 10 25 Y347y (RINM G G P Y|G/G\G/N|YIGIP G\G S\G\G/S/G Gy G G R (5) 2189.91 81.0601 481.6 37429.9/8.97 Homo sapiens 14043072 17847 heterogeneous nuclear ribonucleoprotein A2/B1 isoform B1
Fragment.ion (m/z) |565.17 [573.83 | 59312 [602.49 [620.93 [639.71 [646.71 | 67479 |[683.80 [712.65 [733.53 [740.11 [789.38 [797.79 [804.26 | 816.03 [819.13 826.05 [905.37 [937.83 [946.81 [ 973.40 [1004.25 [1068.71 [1125.45
Frac. Inten.(% of TIC) 252 6.55 2.36 8.10 295 215 5.84 274 260 262 364 6.09 274 6.56 278 375 256 | 1010 3.38 218 287 250 7.04 3.26 214
Rel. Inten.(% of BP) | 2495 | 6493 2340 | 8022 | 2923 | 2128 | 57.82 2713 | 2577 | 2595 | 36.02 | 6032 | 2709 | 6493 | 2751 3713 | 2533 (10000 | 3347 | 2158 | 2843 24 81 69.73 3226 2124
Score 025 1.00 0.50 1.00 1.00 1.00 1.00 0.50 1.00 1.00 1.00 100 | -027 100 | 028 050 | -0.25 1.00 100 | 022 | 028 0.50 -0.70 1.00 1.00
lon-type ¥rtig | ¥+ H0 | b NH, by | b+, Yo |¥r+igHp0 | yaeyg | beeyg by | b+ ¥+ Y+ H0 Yrris [ by ¥, H0 by b,
Delta Da 0.61 0.39 0.73 0.66 | -0.55 0.48 0.53 0.54 036 | -0.76 | -0.69 0.48 -0.78 0.23 0.01 0.05 0.29 0.01
L et Y7 | ¥ e
0.76 026 | -0.18




Peak 86

MSTag 1 | H v} P 3 5 g £ P W
I - I | o I I I I I | ¥
g L 5 Yiz g
3 19ehdn 44408 gy B545 7178 882 3 by, 1009.5
— 966 6
1226
- 142.5 "1 CID
e 213 3 : 1220 5 1300
2491 ' l | | 13313
] 21..EI..I. oI Al T | “. VAR IVl
1
L] ) Ll L] L] Ll 1
200 300 400 500 1000 1100 1200 1300 1400
DELTA 12351838 0.phl Mass (miz) biH+: 2102 3654 miz: 70346 23
e I L L L l=l=1 = 1°]v] ¥ sl =1 121 v |
Pimiz-1)
3 DB+ 1055.1 Rimiz-T)
100 % 2111.5
Pimiz)
" Pimpz-1)
z md o . 21124
2 oy 2 10452 1w ETD
773 sa3 7 a4 1921 "14050 5 2jfza
0.3 : TRED i 1376 9 1727 4 1903
7 Fﬂ_ﬁ 12847 | 163328 :
b Iml |] . Ll | | |F | ] [ 1 |.||I| L | |.* | [ ] L i Ll L “]:
I I J I L] L] L] L] L] - L]
0 200 400 B0 i am 1000 1200 1400 1600 1800 2000
DELTAKIETDL0333 0833 3 phl Mass [miz) hH+: 2102 5754 miz: TO3.63 23
# MH* MH* MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species fesesfon LS Protein Name
%) lons (Da) Do b # Index #
ppm) (Da)
1 1483 795 8 5123 Y88y 5855 (RVE/I H 0 QIB/QIS|S\S/B\V ¥/G S S A K (T) 1947.96  160.4095 226.2 60936.9/5.92 Homo sapiens 4506345 37403 paxillin
Fragment-ion (m/z) |444.90 [449.30 [ 479.40 |483.73 [513.99 |527.47 [552.73 |571.70 [615.40 [652.31 | 654.46 |659.32 [665.12 | 670.36 |[678.95 | 719.13 |[727.92 [772.89 |879.49 |888.33 [966.60 [1009.50 | 1122.55
Frac. Inten.(h of TIC) | 1230 | 232 | 4.3 | 284 | 489 | 219 | 323 | 201 215| 408 | 1198 | 539 | 071 0.13 | 252 236 | 1185 | 221 401 633| 431| 419 3.86
Rel. Inten.(% of BP) |100.00 | 18.88 | 33.61 | 23.09 | 39.73 | 17.82 | 26.26 | 16.33 | 17.47 | 3316 | 97.34 | 4382 | 677 1.05 | 20.46 19.20 | 96.33 | 17.93 | 32.58 | 5148 | 35.06 | 34.03 31.39
Score 100 | 1.00 | -0.34| 100 | -0.40 | 100 | -026| 1.00| 1.00 | -033| 100| 100 | 025 150 | 1.00 050 | 100| 050| 100| 100 | 100 -0.34 0.25
lon-type ¥+g ¥s b++y beeg Y& | ¥ by | be+y, st |y++ o H0 | ysegy [y H0 |y, |yH0 b, ¥s bg b,-H,PO,
Delta Da 020 | 0.06 0.01 0.21 0.01 | 017 012 | 004 | 048 011 | 031 035| 014 | -043| 004| -0.06| 012 0.02
T 1.650
018 st sty

-0.28




Peak 87

Sl L Hele e r e Js]s|s]r|v] ¥ sl s s |a] & |
Pimdz-11
1015 3 assignment
4 ESa+i- Pimyz-21
100.% Pimfe-17 2030 .4
. 0159
+ n
. : oq “1z M % 4 "3 g . 0
%3 A saa 0T °8 | o707 48T 159?1;;4 16 1351";1
h:I'l T - T T I T . T - T T T T T
0 200 400 i) aan 1000 1200 1400 1600 1ga0 2000
WWTETD. 1429 1493 3 phi Mazss [mfz] hiH+: 2029.0154 mdz: 67701 2: 3
# MH* MH* MH* Protein . .
Rank  Score =15 BCS Unmatched  Variable sites Sequence Calculated Error Error MWipl Species Becassioni et
(%) ) # Index #
ons (Da) (Da) (ppm) (Da)
1 1742 9.2 11 3125 Yagy (R)F I/H Q|Q P QIS/S|S P V\y|G|S|S\A\K (T) 1947.96 81.0595 538.8  60936.9/5.92  Homo sapiens 4506345 37403

paxillin

Protein Name

Fragment-ion (m/z) |290.24 [376.25 [433.39 [434.38 [449.21 [543.43 [896.66 |950.19 [959.69 [1031.90 [1046.71 [1070.74 [1133.69 |1353.61 |1486.77 |1487.68 |1596.16 | 1596.95 |1653.97 |1740.11 [1752.96 |1829.26

[1867.52 | 1899.08 | 1900.95

Frac. Inten.(% of TIC) 121 449
Rel. Inten.(% of BP) | 11.35 | 4213
Score 0.25 1.00
lon-type ", z,

Delta Da 0.07 0.05

378
35 54
1.00
T,
017

9.45
88.73
0.25
FA
0.16

1.07
10.09
1.00
CH
047
Ve
0.03

7.95
74.64
1.00
Cy

0.1

3

207
19.40
1.00

[
0.19

2413

3.04 1.39 383 6.80
28.60 13.05 36.02 63.88
1.00 -0.13 1.00 1.00
Zy Zy Cs
0.29 0.28 0.20

269
2530
1.00
zy

1.24 3.09 6.90 1.83
11.69 29.02 64.82 17.22
1.00 1.00 0.25 1.00

Ciz LV LA Cia
-0.08 0.14 0.04 -0.56

10.65
100.00

6.08 1.79 2.16 257
57.07 16.80 20.31 2412
1.00 1.00 0.25 0.25
Cie Cis LA Cie
0.23 -0.66 0.20 0.45

145
13.65
014

592
5565
1.00
Ci7
0.24

5.97
56.03
-0.56




Peak 88

M3Tag 1 E | g | W | W | ¥ | = | ] | [ | R |
g B ¥g
. TI7.3 g216.4
3.36e ¥y assignment
56204 2382 b . > Vg
b, £02.3 by 1002.5
9314
2171 by b
+ b, 4023 PmizH, 0 A "6
W 2 b
i, 04.2 a4 a
237.9 ' i | ‘ enp.s 10443
Fo- Ju L R T L. . Ml
1 L] L] 1 1 1 1 1
200 200 400 a00 0 oo 00 300 1000 1100 1200
DELTACIO_R.2136 21580 phi Mazs [miz) hiH+: 12188127 mi 60981 22
# MH* MH* MH* Protein . .
Rank Score L BCS Unmatched  Variable sites Sequence Calculated  Error  Error Mwipl Species tezsdem (LG Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 1438 915 7 118 Y263y (K)s E|1s/VIVIyIAID IR [K) 1138.57 80.2388 223.6 29082.3/8.85 Homo sapiens 4506357 9527 myelin protein zero-like 1 isoform a
Fragment-ion (m/z) |217.06 | 286.08 |288.23 [357.17 | 385.19 |403.29 |408.82 [474.36 | 484.26 | 492.92 [502.21 717.32 [745.39 [816.42 [ 913.40 [915.60 [931.36 [1002.51
Frac. Inten.(% of TIC) | 361 409 632 251 [ 489 241 169 248[ 251 385 | 527 | 1828 [ 206[ 2065 | 263 422[ s50[ 705
Rel. Inten.(% of BP) | 1749 | 19.79 | 30.59 | 1214 | 2366 | 1165 | 819 | 12.01 | 1214 18.64 | 2550 | 88.51 | 9.95 (10000 | 12.73 | 2044 | 2662 | 3415
Score 100| 050 100| -012| 050 | 100| 100| 1.00| 050 050 | 100 | 100| 100| 100 050 | 100| 100| .00
lon-type b, |b,-H,0 Yo b,-H,0 b, | y++g a; |bH,0 |y++,-HO b ag b, b, |b-H,0 ¥s b, Y
Delta Da 002 | -002| 003 002 011| 013| 010 002 019 | -004 | 003| 011| 010 007 | 017 | 002| o004
y,H,0 Ys 'R y+, Y5 Yo
-0.03 | 0.08 0.09 047 | 002 0.0




Peak 89

MsTeal ] 9 I L I L I D I o I ¥ | ¢ &
assignment
2 St b 5818 Ve Vg o by
g 5306
100.% b, P T7e A 1054.7
3553
b '3
2 1802 a4y 7 BT 8 553.9
21 337 .4 az4  g5xF 0 10T
: 11034 11483
| |75 I | | |
i L I ' il | | L N e 1 |- I L
L] I I i L] L] L]
200 200 ann 500 E00 700 200 00 1000 1100
WIT_C10. 3356 3356 0 phi Mass [m/z] MH+: 1295 3927 miz: 6497 202
# MH* MH*  MH* Protein . .
Rank Score Shal BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species decessionigis igest Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 718 782 6 a3 Y24y (K)T T 0IL/LID\D\¥\P ¥ (C) 1217.68 80.7151 576.7 34273.7/572 Homo sapiens 4506667 5743  ribosomal protein PO
1 718 782 6 413 Y24y (K)I I 0IL/LID\D\Y\P X (C) 1217.68 80.7151 576.7 34273.7/5.72 Homo sapiens 16933546 36729  ribosomal protein PO
Fragment-ion (m/z) |355.29 [527.53 [581.93 [590.85 |613.82 638.65 |696.25 |717.62 |811.55 |830.64 |839.59 |943.30 [1054.68
Frac. Inten.(% of TIC) | 490 | 1199 | 926 | 614 | 559 | 543 | 454 | 1159 610 | 1167 | 469 740 | 10.70
Rel. Inten.(% of BP) | 40.88 [100.00 | 77.23 | 5121 | 46.59 | 4531 | 37.90 | 96.69 | 50.91 | 97.33 | 39.10 | 6173 | 89.25
Score 100 | 100| 100 | -051| -047 | -045| 100 100 100 100| -039| 1.00| 1.00
lon-type b, | b+ b, b, Y= b, Ye ¥r b,
Delta Da 006 | -022| 053 018 | 037 009| 031 012 | 019
ygNH,
0.23




Peak 90

MSTag 1 5 | g | = | 5 | g | W | = ] E | R | W | o | ¥
++
¥ v we  PimizriH_ g . .
4 5 6 g 14, lons that verify assignment
1 142+5m 5125 B17.4 7165 TEEZ  gygq3F2Y 18 Mg
: +HI9222 gRs 6 v yz-H-
42 1% 17 13
b2 1037 .5 11ga.z
¥3 1H +
9 ]
A0 3 nah 2 21 W
+ i a
b v, b + f1zza
7 g by by by 13z By o
; a 1372 8
b ?52 C193 3o 3.3 N L.h |.I1219'9I -
200 200 400 A00 1000 1100 1200 1300
WT_EGFCID.2600.2605.0.pki Maz= [mfz) MiH+: 223922254 miz: 7808 z:3
# MH* MH*  MH* Protein . .
Rank Score L BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species tezesion LR Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 1717 859 13 424 Y689y (K) s 8/G/S5/G/5/5/V/A/D E RV D y|V|VIV|D Q\Q K (T) 2312.10 80.1254  66.5 80005.5/5.95 Homo sapiens 46370071 10706 GRBZ-associated binding protein 1 isoform a
1 1747 859 13 4724 Y659y  (K)S S/G/S/G/S/S/V/A/D E RV D y|VIVIVID Q\Q K (T) 231210 80.1254 66.5 76616.7/5.63 Homo sapiens 46370073 25875 GRB2-associated binding protein 1 isoform b
Fragment-ion (m/z) |385.30 [518.51 [617.39 |716.53 |770.69 [774.37 | 780.31 [788.75 [815.63 [821.24 = 829.92 [837.29 [839.10 [872.70 [888.59 [922.20 [938.51 |965.62 [1009.51 [1038.23 [1059.47 [1081.11 [ 1100.92 [1109.79
Frac.Inten.(% of TIC) | 253 | 412 560 872 774 192 799 191 29| 194 328 239 422 1062 326 433 195 542 273 461 269 219 205 484
Rel. Inten.(% of BP) | 2386 | 38.83 | 5273 | 8210 | 72.88 | 18.09 7525 | 18.03 | 27.83 | 18.27 3089 | 2249 | 3973 [100.00 | 3063 | 4077 | 1840 | 51.05 | 2668 | 4342 | 2532 | 2063 1927 | 4562
Score 024 | 100 | 100 100 | -073| -018 050 | 100 | 100 -018 050 | 100| 100 100 | 100| 100| 100 | 100| 400| 100| 100| 100 050 | 100
lon-type ¥ ¥z Yo b+, H,0 | b+ b+ HO | yreg, (baeg [y, [ b [ yse, e |y | oyrr s |y by |y (yee, HO |y,
Delta Da 025 | 006| 014 001| 086 | 017 008 | 041 | 026 030| 021 026| 060| 017| 0&4| 075| 002 012 042 | 029
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MiTag 1 | Q | W | E | w | L | o | L |o
++
bg . t
assignmen
1 0de-+5n 565.2 Y6 poH Y g
1000 %4 B2 6
N
Y4 : 565.8 P
= Pmdzr2HL O G705 -+
By op b
¥, 14 BfgE 7 by b
WI o aman T sanTach e 2004 1013.5 1120.5 0
| 043 4 9767 l i 1166 .4 1241 .4
= L 1 i Fl T N T b T Ll
200 400 a00 E00 oo 200 00 1000 1100 1200
WT_EGF_CI0.23140.3140.% phl Mass iz ] MiH+: 12761354 mfz: 626.06 z:3
# MH* MH* MH* Protein . .
Rank Score Pl BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species bzt LSS Protein Name
(%) ) # Index #
ons (Da) (Da) (ppm) (Da)
1 15.89 858 10 6/24 Y657y (K)G D K @ VAE\Y\L|D|L/D|L|D|S\G K (5) 1794.88 81.2598 689.5 80005.5/5.95 Homo sapiens 46370071 10706 GRB2-associated binding protein 1 isoform a
1 1589 858 10 624 Y627y (KJG D K Q@ VAE\y\LID|L/D|L|D|S\G K (S) 1794.88 81.2598 689.5 76616.7/5.63 Homo sapiens 46370073 25875 GRBZ-associated binding protein 1 isoform b
Fragmention (m/z) |291.23 [406.41 [493.56 [507.65 [512.91 |519.68 |528.50 [565.23 [600.64 [608.12 [634.93 [657.91 | 670.37 |679.49 |713.49 | 726.60 |735.74 [747.71 [793.20 [836.66 |862.62 [900.44 |1013.53 |1129.48
Frac. Inten.(% of TIC) 133 4.00 5.30 4.38 1.16 418 115 | 1277 262 220 9.79 247 253 6.39 141 1.18 8.94 6.18 374 219 | 10.39 295 1.19 1.56
Rel. Inten.[% of BP) 1038 | 31.36 | 4148 | 3432 9.05 | 32.76 9.04 |100.00 | 2051 | 17.22 | 76.68 | 19.36 19.81 | 50.03 | 11.01 9.24 | 70.03 | 4841 | 2930 | 1717 | 81.36 | 23.08 9.32 12.23
Score 1.00 1.00 | -0.41 1.00 | -0.09 1.00 1.00 1.00 | 021 -0.17 1.00 1.00 0.50 1.00 | -0.11 0.50 1.00 1.00 1.00 1.00 1.00 1.00 1.00 -012
lon-type ¥a ¥4 by ¥s by | baey Ye by | b+ HO | by bas  HO | baeyy Y7 | brag | by, ¥s b, b,
Delta Da 0.06 0.22 0.43 0.40 0.22 0.50 0.63 0.59 0.59 0.70 0.27 0.41 0.32 0.35 0.30 0.20 0.09 0.10




Peak 92

METagly] W | E aQ U -2 A T - N T A S T R F E
gt g Y10
1 55etdm 13 216 6 1223 6
7557 ¥is
21.6%
a7
! 7 b,
| 1921 6
| by | 2043 .8
|. L i.i. .1.5.|?'q | | L |
L] L] L]
a0 600 &00 1000 1200 1400 1600 1800 2000
DELTA,_CID 467046700 ph Mazs (miz) hiH+: 28313054 mfz: 9ddd7 23
M3Tag1 | E | i | L | 5 | W | | E | [ |
Y7
4. 0e-+dm 78785
1009
b6-NH
+
¥1z
+ ooEsT
b bys ¥
AR 74
o d 46:45: I, d L || | ||.|I.||]||| || I
L] I
500 £00 700 &00 a0 1000 1100 1200 1300
DELTA_CID 4670 4670.0.pki Mass [miz) hiH+: 2831.3954 m/z: 04447 23
# MH* MH* MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated  Error  Error MwW/pl Species fesesfon . LSS Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 1103 8.0 8 317 Y28y (AYyHEQLSVAIEI/TNA/C/F/EIP AN\Q M V\R (C)  2750.29 81.1042 401.9 49916.9/4.97 Homo sapiens 46409270 1613 tubulin, alpha 3e
1 1103 8.0 8 317 Y28y (KAyHEQLSVAIE I/TNA/C/F/EIP AN\Q M VAR (C)  2750.29 81.1042 401.9 49959.8/4.97 Homo sapiens 17921993 30820 tubulin, alpha 3c
1 1103 8.0 8 317 Y28y (AYyHEQLSVAIEI/TNA/C/F/EIP AN\Q M V\R (C)  2750.29 81.1042 401.9 50135.9/4.94 Homo sapiens 17986283 231764  tubulin, alpha 1a
1 1103 8.0 8 317 Y28y (AYyHEQLSVAIEI/TNA/C/F/EIP AN\Q M V\R (C)  2750.29 81.1042 401.9 49959.8/4.97 Homo sapiens 156564363 32253 tubulin, alpha 3d
1 1103 8.0 8 317 Y28y (AyHEQLSVAEI/TNA/C/F/EIP AN\QM VAR (C)  2750.29 81.1042 401.9 50151.9/4.94 Homo sapiens 57013276 34672  tubulin, alpha, ubiquitous
1 11.03 8.0 8 N7 Y28y (KAyHEQLSVAETI/TNA//EPRANQMWE(C) 275029 81.1042 401.9 49924.7/4.95 Homo sapiens 17921989 36946 tubulin, alpha 4a
Fragment-ion (m/z) [755.66 |787.85 |794.66 | 805.10 |876.05 |890.25 [910.95 [916.58 [918.45 | 1013.96 [1022.91 [1063.43 [1079.66 [1163.31 [1223.64 | 1334.11 [1343.13
Frac. Inten.(% of TIC) | 307 [ 1931 330 628 | 635| 675 375 533 | 346 541 649 364 | 292 313 417 630 | 1034
Rel. Inten.(% of BP) | 15.87 |100.00 | 17.08 | 3252 | 3287 | 34.98 | 1940 | 27.58 | 17.94 2803 | 3361 | 1887 | 1511 | 1621 | 2159 3262 | 5353
Score 100| 100| 025 0&0| 100| -035| -019| 100 | -0.18 050 | 100| 100| 100| 100| 100 050 | 1.00
lon-type Yrtis Y7 ag | bgNH, | y++,g ¥s bt HO | berys Ys by | bty Yig (b H0 | brey,
Delta Da 032 | 044 | 034| -019| -036 0.12 054 | 048| -009| 020| -019| 009 054 | 055




Peak 93

MiTag1 T I L

3.52etdm
31.6%

¥z

2603502 4
o L1

Yy

L I|| . .‘lﬁ?:?ullu..

lJ
200
DELTA_CID.A594 55940 phl

400

b11

L 12657
Y0
13163

L i .||..I||,|,[.|.|| . L [

200 4400

hiH+: 31766182 mf: 79491 20 4

bEi b1

la ]
T

| 0 I |

MsTag1 || |
A 0E -
vd.9%
+3
¥q I:-3 I:-13 .
0 anzd Erw
b0 ¢ T =T L -
300 o0
DELTA_CID.S5594 559400 pkl
SPI &
Rank Score o, BCS Unmatched Variable sites
(%) lons
1 11.59 887 9 4116
1 11.59 887 9 4116
1 11.59 887 9 4116

(K)s T/LEE N A\Y E D\I|V/G/DIL/PREN|IPYyEDVD L K (5
(K)s T/LEE N B\Y E D\I|V/G/D|IL/P REN|Py EDV DL K (5)
(K)s T/LEE N A\Y E D\I|V/G/DIL/PREN|PyED VD L E (5

H I
+2

s fivd.5

ol 2
GO0
Sequence

Fragment.ion (m/z) [530.25 [587.76 [610.19 [619.71 |744.65 [764.25 [768.16 [820.89 [860.73 [878.48 [906.71 [956.35 | 997.05 [1059.59 [1152.36 |1265.66

Frac. Inten.(% of TIC) 7.05 3.20
Rel. Inten.(% of BP) | 25.85 | 11.73
Score 1.00 [ -0.12
lon-type y+eg
Delta Da 0.52

233 390 730
654 | 1430 | 26.78
-0.09 1.00 1.00

b

2|y

13

12

-0.69 041

348 6.15 | 27.27

12.76 | 22.55 [100.00
013 1.00 1.00

0.58 0.30

Y | YR

+
h19 bm
1059.6 1152.4 By
Vi yz687
1216.3 I
I.;|I||I.. e T I.I|.||.I
000 1400 1200
hiH+: 31766182 mdz: 79491 z: 4
Species Acce;sion Mlﬁ;jzig;m Protein Name

375.8 126485.3/9.35 Homo sapiens 47132532 10009 suppression of tumorigenicity 5 isoform 1
3095.46 81.1603 375.8 82079.2/9.09 Homo sapiens 21264614 11507 suppression of tumorigenicity 5 isoform 2
3095.46 81.1603 375.8 126485.3/9.35 Homo sapiens 47132529 19360 suppression of tumorigenicity 5 isoform 1



Peak 94

M3 Tag 1 E E N & Y E ] [ W G ] L F
| | | =1, | | | | | & | | |
¥z
4.18e+dn T2
100 % A + +
;21131 his e Y20 Yo Y1y
. +
. weE 1har.8 1216 13036 "1z 14298 “
13645 b
8231 Ya i by
Ta1 6 11726 1515.4
W3 473 8302 g0 2 098 L 4 U l l 1643 6
m_ l Ill.llulull [ pally |||I|J TAREN Llllllrﬂn.lllll ] II|| u 1 ||| |l|| I.I L ||| L L
00 =11] aan 1000 1200 1400 1800
WT_C10 G648 55480, phl Mazss [mfz] MAH+: 31766654 miz: 106956 2:3
# MH* MH* MH* Protei a MS-
Rank Score izl BCS Unmatched Variable sites Sequence Calculated Error  Error h:\?\fﬁ;? Species ACCE;SW" Digest Protein Name
(%) lons (Da) (Da)  (ppm) (Da) Index #
1 1205 726 13 10/25 Y501y (K)s T/L E E/N A/Y E/D/I/V|G/D/L/P K E/N P ¥y E D V D\L\K (5) 3095.46 81.2075 390.7 126485.3/9.35 ;‘:;?eons 47132532 10009  suppression of tumorigenicity 5 isoform 1
1 1205 726 13 10125 Y81y (K)s T/L E E/N A/Y E/D/I/VIG/D/L/P K E/N P ¥y E D V D\L\K (5) 3095.46 81.2075 390.7 82079.2/9.09 ::;Teuns 21264614 11507  suppression of tumorigenicity 5 isoform 2
1 1205 726 13 10/25 Y501y (K)s T/L E E/N A/Y E/D/I/V|G/D/L/P K E/N P y E D V D\L\K (5) 3095.46 81.2075 390.7 126485.3/9.35 ?;;:ED"S 47132529 19360  suppression of tumorigenicity 5 isoform 1

Fragment-ion (m/z) [764.21 [821.07 [875.01 |877.39 | 906.75 [956.11

['996.72 [1013.00 [1022.82 [1040.85 [1070.08 [1086.39 [1099.93 [1115.93 [1126.18 [1142.53 [1172.63 [1179.66 [1216.05 |1308.60 |1364.54 [1428.64 [1459.23 [1495.31 [1515.41

Frac. Inten.(% of TIC) | 11.19 B.7T 1.76 193 | 10.55 4.28 224 1.63 3.36 5.16 3.78 2.16 262 2.02 2.16 1.90 2.90 236 Fval 6.97 431
Rel. Inten.(% of BP) |100.00 | 6048 | 1569 | 1720 | 9426 | 38.24 19.98 14.53 30.00 46.09 3375 19.30 2343 16.04 19.34 16.93 2594 21.05 64 45 62.26 3847
Score 1.00 1.00 | -0.16 1.00 1.00 1.00 1.00 1.00 -0.30 0.50 1.00 -0.19 023 -0.18 -0.19 0.17 1.00 -0.21 1.00 1.00 1.00
lon-type Yirz | ¥hye Yirqg | Y4y [ Yihg [Y5tras | Ve YghHy | yotyg ¥z Yira | ¥ by

Delta Da 037 069 -051 034 017 027 052 057 0.08 014 -0.00 0.01 -0.08

743
66.38
-0.66

1.98 1.64 1.7
17.69 14.67 15.29
1.00 -0.15 1.00
by b+
0.61 025




Peak 95

MSTag 1 | s | E | W | o | y | =~ | P | & | 5 | F | » |=r
ye 64%700 i '5"9
568.89 : assignment
P— b6 g vy 997 5
31 6% o4p-8 \32.5 bg i
¥y P(m/2}NH,, 94 1046 .5
400.4 7851 7
W b1IZI
3 BE8.d b (37 5 I:n11 ¥g
et bl | l|| {Jl osna{[[] 1 L
h:l_ L ||I|||I| ] |.|| il ll I|.. L Il [ ||II [ in .Illlllh A JI L WLl da II' L s . | IL Fin T L L
300 400 500 E00 700 i 200 a00 1000 1100 1200 1300
DELTA _CIO.2166.2163.2 phl Mazs (mifz] hAH+: 15261527 mdz: TE3.88 202
# MH* MH* MH* Protein . .
Rank Score SPI BCS Unmatched WVariable sites Sequence Calculated Error  Error MWipl Species Accession IS Digest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)

1 1319 833 6 6/22 Y1135y (K)T L 5 E|VID|¥IAIP A|G P AR (5) 1446.72 79.4304 -351.2 138585.5/6.11 Homo sapiens 4755142 14485  inositol polyphosphate phosphatase-like 1

Fragment-ion (m/z) |400.45 [431.56 | 512.65 |530.76 |568.89 |571.84 |640.00 |645.98 [657.74 [700.83 [727.30 [730.05 | 870.52 |882.56 |888.44 [923.47 | 941.42 [959.37 |997.47 [1096.50 | 1109.44 |1127.47

Frac. Inten.(% of TIC) 3.02 1.48 1.59 143 | 20.76 3.72 8.80 1.44 4.66 2.82 1.64 1.55 2.20 5.60 2.09 2.33 5.54 500 | 15.95 546 1.50 1.41
Rel. Inten.{% of BP) 14.53 712 7.65 6.89 |100.00 | 17.90 | 4240 6.96 | 2243 | 13.60 7. 7.48 10.60 | 26.98 | 1008 | 11.22 | 2667 | 2411 | 76.85 26.1 7.24 6.79
Score 1.00 1.00 0.50 1.00 1.00 | -0.18 1.00 100 | -022 | -014 | -008 | -0.07 0.50 1.00 100 | 011 0.50 1.00 1.00 1.00 0.50 1.00
lon-type ¥s b, |bsH0 by Ye ¥7 by b-H,0 ¥s b, b;-H,0 by Yo Yig [Py 0 big

Delta Da 0.22 0.35 0.38 0.48 0.57 0.64 0.67 0.19 0.7 0.10 0.05 | -0.01 0.06 0.02 -0.02 0.00




Peak 96

M5Tag 1

¥ =~ F | o |« 1 = | R | o |~ 1 v |
2 O5e+dm assignment
T4.9%
W
° | ‘ By
o I:Ifu bl g 1l M I [ 1 133:4'5. |
L] L] L]
200 400 EO0 a00 4000 1200 1400
DELTA_CID.4370.4370.0.pkl Maz=s [riz] MiH+: 2465 6582 mdz: 61717 204
MoTa T ¥ I T I N I F I o I E F
3+
Yo Y19
406 e-+im 7178
100.% +
+3 i
b 17
" 14 F(mk}zHEDE%.EI 21k, Lo
i ¥y g5g.a IR 14
¥ LN b
2 376.5 3 254 713 8382 add 9763
241 813 ‘ | 4165 4719 5323 I 8R5983 5 |QE!EI )
) |.I | .II TN | |II ..I L I.I [T III:uI.I III.i |J,|.:Ih | I|| s
) ) ) )
200 400 a0 EO0 oo g00 00
DELTA CID.4370 43700 pki Mass [z ] MH+: 2465 6532 miz: BITAT 24
# MH* MH* MH* Protein } .
Rank Score 2 BCS Unmatched Variable sites Sequence Calculated  Error Error W/pl Species fzzeom BT Protein Name
(%) I # Index #
ons (Da) (Da)  (ppm) (Da)
1285 752 M 9124 Y30y (K)A/y|T N/E/D/A E R D A\L N\I|E/T/A I/K T K (G) 2384.21 814489 601.3 38604.2/7.58 Homo sapiens 4757756 3802  annexin A2 isoform 2
1285 752 11 9124 Yagy (K)2/¥|T N/F/D/A E R D A\L N\I|E/T/A I/E T K (G) 2384.21 81.4489 601.3 40411.4/853 Homo sapiens 50845388 12086  annexin AZ isoform 1
1285 752 M 9124 Y30y (K)&/y|T N/E/D/A E R D A\L N\I|E/T/A I/E T K (G) 2384.21 81.4489 601.3 38604.2/7.58 Homo sapiens 50845386 17586  annexin A2 isoform 2
Fragment-ion (m/z) [315.11 [376.50 | 558.86 |560.97 [593.09 | 597.17 [606.03 [630.15 |640.51 | 645.88 [657.71 [662.00 |668.33 [698.32 | 717.94 [750.24 | 772.64 [781.94 [790.80 | 798.87 [820.67 [838.15 883.52 [944.00
Frac.Inten(% of TIC) [ 219 178 366 | 466 006 214 215 334 | 294 460 412 [ 1015] 442 20| 1151 238 1023 879 504 306[ 229[ 293 187 275
Rel. Inten.(% of BP) | 19.04 | 1551 | 3185 | 40.53 | 049 | 1864 | 18.69 | 28.98 | 2556 | 39.95 | 3577 | 88.19 | 38.42 | 26.57 | 100.00 | 20.70 88.85 | 76.42 | 4382 | 2656 | 19.86 | 25.44 | 16.21 | 23.91
Score 100 | 100| 100 1.00| 1560 | 100| -019| -029 -026| 100| -0.35| 1.00 100 -026| 1.00 | -0.21 050 | 100 | 100 | 1.00| -020| 100 | 016 | -0.24
lon-type b, Y3 (Y hs ¥s sty |y*rirg Yty Yg | by, ¥Yritag b H0 | baryy Y7 (Y by,
Delta Da 0.04 | 024| 05| 059| 078 | 052 0.20 0.58 | 0.57 0.67 033 062 033| 049 0.29
yT-HZO
0.18




Peak 97

Hetea e e e L e L R U
+
Yiz
i O61.2
£ dPebdm assignment
T4.9%
b H\,r ¥s
. +
T4 b," 617 b v b b
432.4 12 13
71 13725 1447 3
- hllnl | I W I 4£t| 1551'8.
Ll 1 Ll
200 400 E00 200 1000 1200 1400 1600
DELTA_CID. 4422 4422 .0 pkl Maz=s [riz] PH+: 22352554 miz: 746,79 23
# MH* MH* MH* Protein . .
Rank Score 21 BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species et Protein Name
(%) Index #
lons (Da} (Da)  (ppm) (Da)
1 1420 826 12 6/22 Y30y (K)A ¥IT/N/F/DIA E/R D A/L/N/IIE\T\A\IL K (T) 215507 80.2889 144.3 38604.277.58 Homo sapiens 4757756 3802  annexin A2 isoform 2
1 1420 826 12 6/22 Y4gy (K)A ¥|T/N/E/D|A E/R D A/L/N/IIE\T\A\I K (T) 2155.07 80.2089 144.3 40411.4/8.53 Homo sapiens 50845388 12086  annexin A2 isoform 1
1 1420 826 12 6/22 Y30y (K)A ¥|T/N/F/D|A E/R D A/L/N/IIE\T\A\I K (T) 2155.07 80.2889 144.3 38604.2/7.58 Homo sapiens 50845386 17586  annexin A2 isoform 2
Fragment-ion (m/z) |287.11 [315.15 [561.73 [622.99 | 636.07 | 659.67 |665.81 [674.95 |688.15 [722.96 [729.53 |735.52 [738.58 |773.19 [780.48 |788.85 [792.86 [838.13 [854.00 | 901.78 |[910.71 [961.17
Frac.Inten.( of TIC) | 2.65 | 232 [ 254 [ 367 | 253 425 267 550 416 866 | 285 235 203 275 775 746 283 313 362 384 [ 551 [ 16.61
Rel. Inten.(% of BP) | 15.98 | 13.99 | 1529 | 22.08 | 1526 | 2561 | 1610 | 33.10 | 25.02 | 5213 | 16.33 | 14.13 | 17.62 | 16.56 | 46.68 | 44.89 | 15.21 | 18.85 | 21.80 2314 | 33.18 |100.00
Score 025| 100| 100| 100| 100| 100| -016| 100 -025| 100| 015 | 014 | 018 | 017 100 | 100 | 100| 100 | 100 100 | 100 | 100
lon-type a; b, Y5 | yi+yy b | bees o Ys Yi+ya Yt ¥7 by | bey, |y bas o |y | yars
Delta Da 0.03| 008| 041| 064 046 0.33 0.54 0.57 057 | 040 0.60| 0.27| 056 060 | 0.25| 0.18
bNH, %
0.54 0.24
Yoo H,0
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MSTag1 g | L | F | K | E | E | M | P
++ ++ ++ ++
- Y8 Y4 Y9 Yio VY11 . .
—_— Yy 5443 5867 617.9 6744 703.1 lons that verify assignment
' 2037
42 1% h2 Gvgh9 7028
2
+ B
¥ b? hg
23 20H 3 3503 oy o 2116 BGT.0 s 9815
304.3 735 : | . i.
m_ EIED I | 2|4|Ig| ||- I|JI|||I|||| PN TR |l|. '|l|| || I I T | ' ll Loy ey i L T
200 200 400 Tan 200 a00 1000
WT_EGF_CID.2397 249 1.0.phl Mazss [mfz] hiH+: 16671064 msz: 52304 2: 3
# MH* MH* MH* Protein r q
Rank Score S,,::I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species ACCE;’S'D" N'IIS;legt;st Protein Name
(%) lons (Da) (Da)  (ppm) (Da) ndex
1 16.51 90.2 8 1125 Y17dy (K)¥/G|L|F|R\E E|N|B/y A R (F) 1486.73 80.3729  259.5 20323.9/9.14 Homo sapiens 4757886 33123 pituitary tumor-transforming gene 1 protein-interacting protein precursor

Fragment.ion (m/z) |221.05 [289.09 [293.68 [334.22 [350.79 | 450.05 |473.47 [480.51 [482.90 |489.49 [544.32 [559.86 |569.09 [586.74 [600.08 [609.16 |617.89 [643.08 [674.41 [694.44 |702.77 [703.09 [811.59 |867.57 [981.49

Frac. Inten.{% of TIC) 3.08 0.95 523 0.94 1.25 2.00 1.66 149 216 1.64 9.02 0.95 1.49 9.62 213 195 [ 20.11 1.01 | 14.21 0.95 4.00 9.69 1.38 1.31 1.72
Rel. Inten.(% of BP) 15.38 487 | 2599 4.69 6.21 9.92 5.24 740 | 10.72 517 | 4487 4.73 741 | 47.83 | 1061 9.71 | 100.00 5.04 | 70.65 473 | 19.89 | 48.20 6.87 6.53 §.55
Score 1.00 -0.05 1.00 1.00 1.00 1.00 -0.08 1.00 -0.11 1.00 1.00 -0.05 0.50 1.00 -0.11 1.00 1.00 -0.05 1.00 -0.05 1.00 1.00 0.50 1.00 1.00
lon-type b, yrt, by |y [yriry, b, Ya | ¥ yoHH, A by | y++g ¥+ YHegg |y Y hH, b, b,

Delta Da -0.04 0.06 0.04 0.15 0.51 -0.73 0.30 0.59 -012 0.50 -0.18 0.62 0.60 0.45 077 | 0.7 015 0.02
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WSTea 1] s | R | & | ¥ I = 1 =« | v | y | ¢ 1 & |
g
S BAT .7 assignment
00,9 b
i ¥
b f
N 040 4
2763 277 1 8295 ooz 10534 By
2913 l 1135 5
o b | N al o L ] 12547 13146
J I L] L]
0 200 1000 1200
WT_EGF_CI0.2376.2376.0.phl Maszs [mfz) MiH+: 18317354 maz: 61125 203
# MH* MH* MH* Protein . .
Rank Score Ehl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species fezdan Sz Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)

1 12,57 76.0 7 8125 Y464y (K}s R E ¥Y\D Q|L|¥|E|E|Y T\R (T) 1751.79  79.9483 9.8 81624.8/6.10 Homo sapiens 4826908 37653 phosphoinositide-3-kinase, regulatory subunit 2 (beta)
Fragmention (m/z) [415.73 | 438.17 [439.52 [446.99 [527.80 [536.76 |551.21 | 559.49 [568.85 |583.36 |593.36 |597.56 |627.74 | 633.38 |654.88 | 679.79 |697.72 [768.48 [779.57 |800.36 |829.53 [892.63 [922.25 |940.38 [1053.43
Frac. Inten.(% of TIC) | 3.03 301| 523| 584 196 241 378 329 | 765| 207| 258 469 | 244 | 310 269| 273| 1248 328 | 455| 326| 307 360| 240 751| 335
Rel. Inten.(% of BP) | 2431 2413 | 4186 | 4680 | 1570 | 19.28 | 30.25 2633 | 6126 | 1656 2068 | 37.54 | 1952 | 2487 | 2153 | 21.90 [100.00 | 2631 | 3647 | 2613 | 2459 | 2885 | 19.23 | 6017 | 26.81

Score -0.24 050 | 100| 100| 100 100| 050 050 | 100| 017  -021| -038| -020| 100 -022| 050| 100 -026| 100| 026| 100 100| 050 | 100| 100

lon-type b++--H.0 Yo | bes |y b, |y, MNH, | b+ HO | by b+, yehH, | by b, b+, b y.H0 ¥e ¥

Delta Da 046 | 029 | 028| 058 051 | -004 027 | 062 063 050 | 045 024 021 021| -008| 004| 000

Y. b_H,0 ¥s

0.58 012 0.40
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200 200 400 a00 EO0 oo EGEI 00 1000 1100 1200 1300 1400
MT_CI0.2288 2288 .0.pkl Mass [z ] hAH+: 15898127 mdz: 7954 z2: 2
# MH* MH*  MH* Protein . .
Rank Score A BCS Unmatched Variable sites Sequence Calculated Error  Ermror MWipl Species Hezzin (B e Protein Name
(%) 1 D. # Index #
oons (Da) (Da)  (ppm) (Da)

1 13.67 933 & 4/23 Y464y (RIE Y/D/Q/LIY/E/E/Y/T R (T) 1508.65 81.1587 750.0 81624.8/6.10 Homo sapiens 4826908 37653  phosphoinositide-3-kinase, regulatory subunit 2 (beta)
Fragmention (m/z) |276.26 | 390.25 439.55 | 518.58 [568.81 = 582.98 |591.95 |613.89 |631.94 |649.49 |679.93 |697.82 | 768.27 |857.48 | 874.38 |883.80 |922.36 |940.40 |1035.80 |1053.49 |1132.35 [1164.69 |1296.63
Frac. Inten.(% of TIC) | 199 [ 256 [ 484 [ 555[ 353 277 176 193 893 276 169 97| 151 155 728 4175 338 [ 2013 163 885 216 140] 230
Rel. Inten.(% of BP) | 987 | 1270 | 2406 | 2755 | 1755 1375 | 876 | 953 | 4436 | 1372 | 839 | 4837 | 750 | 768 | 3617 | 867 | 1681 10000 | 812 | 4396 | 1072 | 698 | 1143
Score 100 050 | 100 050 100 050 | 100| -010| 050| 100| 05 | 100 -007| -008| 050 | -009| 050| 100 | Q50| 100| 050 050 1.00
lon-type ¥, [byH0 Yo [bgNH, Y, |y+regH0 | oy b -MH, by [yg-MH, Vs b-H,0 yg-H,0 Ye | ¥-NH, ¥; | bgH0 | yg-MH, | bg-NH,
Delta Da 009 | 012 032| 059 | 054 074 | 070 032 | 021| 036 050 0.08 003| 006| 060 006 | -004| 023| 020
yoe Yo

073 0.12
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DELTAKICID. 173017902 . phl Maz=s [z ] MiH+: 1059 6927 mdz: 53035 =2
# MH* MH*  MH* Protein - -
Rank 5core = BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession MS-Digest Protein Name
(%) I # Index #
ons (Da) (Da)  (ppm) (Da)
1 13.93 983 6 115 Y260y (R)¢ I/V|V|¥ITIGID R (T) 979.52 80.1720 194.1 T4167.3/5.73 Homo sapiens 48762682 27732  Na+/K+ -ATPase alpha 1 subunit isoform b proprotein
1 13.93 983 6 1115 Y260y (Rl 1/V|V|yITIGID R (T) 979.52 80.1720 194.1 112896.8/5.33 Homo sapiens 21361181 30493  Na+/K+ -ATPase alpha 1 subunit isoform a proprotein

Fragment-ion (m/z) |225.06 |269.15 |270.06 [290.15 |347.23 369.11 [395.70 |445.24 |448.30 [612.31 [691.33 [713.46 [770.31 |790.33 |889.31

Frac. Inten.(% of TIC) | 199 | 168 | 499 | 178 | 248 | 256 | 368 | 2548 | 360 | 214 | 2146 | 164 | 178 | 2005 | 470
Rel. Inten.(% of BP) 779 | 659 | 1958 | 698 | 972 | 10.05| 1443 [100.00 | 1412 | 838 | 8421 | 645 | 699 | 7867 | 18.46
Score 100 | 007 | 100, 100| 100| 100, 100| 100| 100| 100 100| 100| 100 | 100| 100
lon-type y+, b, Yo ¥y b, | y+g | y++; A b ¥s b b, Y ¥r

Delta Da 0.45 012 | 000| 006 | 014| 004| 005| 008| 003| 009| 013 | -0.04 | 002| -007
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200 00 400 4000 1100 1200
DELTACID. 2243 2248.0.pkl Maz= [mfz] MiH+: 25577782 miz: 6477 20 4
# MH* MH* MH* Protein . .
Rank Score el BCS Unmatched Variable sites Sequence Calculated Error  Error MW/ pl Species fgreten (S Ime Protein Name
(%) | Index #
ons (Da) (Da)  (ppm) (Da)
1 1018 722 9 619 Y55y (R)E g/6 V/M V/G\M G @ E/D\S\y V/G DIE/A Q 5 KR (G) 2507.18 80.6016 2455 42019.2/5.23 Homo sapiens 4885049 8090 cardiac muscle alpha actin 1 proprotein
1 1018 722 9 619 Y55y (R)E Q/G V/M V/G\M G @ E/D\S\y V/G DIE/A Q 5 KR (G) 2507.18 80.6016 2455 42051.3/5.23 Homo sapiens 4501881 17765 alpha 1 actin precursor
1 1018 722 9 619 Y55y (R)E Q/G V/M V/G\M G @ E/D\S\y V/G D|E/A Q 5 K R (G) 2507.18 80.6016 2455 42009.2/5.24 Homo sapiens 4501883 21865 alpha 2 actin
1 1018 722 9 6M19 Y54y (R)E Q/6 V/M V/G\M G @ K/D\S\y V/G D|E/A Q 5 K R (G) 2507.18 80.6016 2455 41877.1/5.31 Homo sapiens 4501889 23259 actin, gamma 2 propeptide
1 1018 722 9 6M19 Y53y (R)E Q/G V/M V/G\M G @ K/D\S\y V/G DIE/A Q 5 K R (G) 2507.18 80.6016 245.5 41793.1/5.31 Homo sapiens 4501887 27494 actin. gamma 1 propeptide
1 1018 722 9 619 Y53y (R)YE Q/G V/M V/G\M G @ R/D\S\y V/G DIE/A Q S KR (G) 2507.18  80.6016 2455 41737.0/5.29 Homo sapiens 4501885 37489  beta actin
Fragment.ion (m/z) |350.73 [589.63 [623.03 [628.07 [634.30 |636.54 [678.36 [700.75 | 709.32 [718.42 |723.06 |736.04 |757.59 | 774.92 [812.06 [890.52 [919.55 [925.59 [969.09
Frac. Inten.(% of TIC) | 4.02 | 472 | 013 | 363 | 1129 | 758 | 415 329 340 | 4384 307 | 377 | 472 1343 | 11.01 333 410 564 | 389
Rel. Inten.(% of BP) | 29.96 | 3517 0.98 | 27.01 | 8412 | 56.45 | 30.90 | 24.51 2532 | 36.04 | 2284 2807 | 3518 | 100.00 | 81.98 | 24.84 | 3051 | 42.01 | 28.99
Score -0.30 1.00 150 | -0.27 | 1.00 | -0.56 1.00 0.50 1.00 1.00 1.00 | -0.26 | -0.35 1.00 0.25 1.00 | -0.31 1.00 1.00
lon-type ¥s sty b+ bty | ¥ lH, b, Yo ¥ Hig ) A1 2y ¥z baeir |y
Delta Da 0.29 | -0.02 -0.50 0.05 | -0.61 -0.03 0.04 0.41 024 | -033| 0.09 020 | 067
y++1z'HzO L AT

0.53 0.62
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00 400 0 EO0 oo a00 A00 1000 1100 1200 1300 1400
WTETO.ITO7. 17 15.0.pkl Maz=s [riz] MH+: 14311254 mdz: 48438 2.3
# MH* MH*  MH* Protein . .
Rank Score o BCS Unmatched Variable sites Sequence Calculated Error Error MVVipl Species Accession IS Digest Protein Name
(%) ) # Index #
ons (Da) (Da)  (ppm) (Da)

1 15.21 949 10 2119 Y222y (R)X LIDIN|G/Gl¥ | YIINT\T\R (A) 1400.72 80.4086 298.6 60801.6/6.32 Homo sapiens 4885661 2097 viral oncogene yes-1 homolog 1
1 15.21 949 10 2119 Y213y (R)X L|DIN|G/G|¥ | Y| INT\T\R (A) 1400.72 80.4086 298.6 54513.8/5.86 Homo sapiens 23510364 18851 protein-tyrosine kinase fyn isoform c
1 15.21 949 10 219 Y213y (RIE LIDINIG/GI¥|Y|IVT\T\E (A) 1400.72 80.4086 298.6 60762.2/6.23 Homo sapiens 4503823 19185 protein-tyrosine kinase fyn isoform a
1 15.21 949 10 2119 Y213y (R)X L|DIN|G/G|¥ | Y| INT\T\R (A) 1400.72 80.4086 298.6 60141.3/5.87 Homo sapiens 23510362 32449  protein-tyrosine kinase fyn isoform b
Fragment.ion (m/z) |259.15 |374.34 |444.23 |474.36 |488.28 |602.43 |637.31 |845.48 |880.49 |937.51 953.45 |964.30 |994.51 [1008.51 [1010.57 |1108.52 [1121.70 [1223.48 [1323.91
Frac. Inten.(% of TIC) 2.27 4.53 2.64 4.62 2.20 723 | 15.57 | 17.20 6.36 3.74 2.30 242 321 4.40 414 2.75 3.54 2.93 7.95
Rel. Inten.(% of BP) | 13.20 | 26.31 | 1532 | 26.85 | 12.80 | 42.03 | 90.54 |100.00 | 36.98 | 21.73 | 13.40 | 1410 | 18.67 | 2559 | 24.07 16.01 20.58 17.04 | 4624

Score 1.00 1.00 | -0.15 1.00 1.00 1.00 1.00 1.00 1.00 1.00 025 | -0.14 1.00 1.00 0.25 1.00 1.00 1.00 1.00

lon-type G5! I L C, Cqy z, = 7y 7 Y7 L Cs ¥s 7y Ca Cio Ci4

Delta Da -0.06 | 0.10 0.08 | -0.00| 010 -0.03 0.12 0.12 012 | 0.04 0.09 0.09 014 0.06 0.20 -0.08 0.31

Z'1Ifl
-0.01




Peak 104
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200 200 400 ann EO0 Fan aoa a0a 1000 1100 1200 1300
WT_EGF_CID. 1999 2005 2 pki Mazss [mfz] hAH+: 142 T32F miz: 72187 20 2
# MH* MH* MH* Protein . .
Rank  Score =1 BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species fezion LD Protein Name
(%) | # Index #
ons (Da) (Da) (ppm) (Da)
1 14.88  86.8 T 5125 Y279y 5282s (R)G E/B/N/V|5|yIINC s R (Y) 1281.59  161.1435  839.3  50981.1/8.95 Homo sapiens 49574532 5729 glycogen synthase kinase 3 alpha
1 14.88  86.8 I 5125 Y216y S219s (R} E/B/NH/V|S|¥IINC s R (Y) 1281.59  161.1435  839.3 4B033.9/6.98 Homo sapiens 21361340 32226 glycogen synthase kinase 3 beta

Fragment-ion {m/z) |480.55 |497.65 | 517.63 |534.19 | 571.14 [579.86 |584.90 |610.53 |615.78 |620.24 |627.50 |628.97 |641.70 |655.28 |664.30 |672.86 |754.85 | 809.45 [827.35 | 847.45 |[858.37 |923.51 [940.54 |945.28 [1044.29

Frac. Inten.(% of TIC) 0.96 424 0.95 8.02 249 | 15.55 0.75 0.73 429 263 226 | 36.09 0.82 0.05 0.07 0.07 0.97 1.09 1.55 1.95 23 0.7 1.05 8.50 1.89
Rel. Inten.(% of BP) 267 | 11.76 263 | 2223 6.89 | 43.09 2.09 204 | 11.89 7.29 6.27 1100.00 227 0.13 0.19 0.21 269 3.03 428 540 6.40 197 | 290 | 2356 5.25
Score 0.50 1.00 0.25 | -0.22 0.50 1.00 1.00 | -0.02 1.00 | -0.07 1.00 1.00 | -0.02 0.25 160 | -0.03 0.50 1.00 0.25 1.00 0.50 1.00 1.00 1.00
lon-type b_TH, b, |y, HFO, y+-HO | oy b A Yy |y st st sty b_-H,0 b |y.HFO, ¥e | bgNH, b, Ve ¥+

Delta Da 0.34 0.41 0.37 0.44 0.15 0.63 0.55 0.73 0.74 1.03 0.58 0.16 0.05 0.13 0.1 0.16 016 | -0.01 -0.07




Peak 105
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200 =00 400 a00 EO0 oo a00 a00
WT_EGF_CID.2064. 2070.0.phkl Mass [miz] hiH+: 1361.7354 mez: 4546 2.3
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[
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- q | l 1l L L | L |. . |. L | ] L L L FREFTE ™ 1 .
1 L] 1 v L] 1 L] 1 L] 1 L] 1
200 400 a00 EO0 oo 00 A00 1000 1100 1200 1300
WT_EGF_ETD.AT18.1721.3 phl Ma=s [mifz) hiH+: 136184564 miz: 45462 2: 3
MH* MH* MH* Protein . .
Rank Score p BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Hecesion - LSS Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 19.48 92.6 7 4125 Y279y (R)e E/P W/VIS|¥vIIICIS B (Y) 1281.59  80.1962  168.8 50981.1/8.95 Homo sapiens 49574532 5729 ghycogen synthase kinase 3 alpha
1 19.48 92.6 i A125 Y216y (R)¢ E/P W/V|S|¥|I|CIS R (Y) 1281.59  80.1962  168.8 48033.9/8.98 Homo sapiens 21361340 32226 glycogen synthase kinase 3 beta

Fragment.ion (m/z) |211.93 [216.10 |262.22 [268.23 [313.18 [390.00 | 405.50 |418.84 [422.46 [433.48 [471.17 [479.66 [483.10 [485.58 [497.65 [535.77

[551.28 [566.74 | 579.98 |[584.84 [588.93 [778.56 | 809.67 [827.49 [940.39

Frac. Inten.(% of TIC) 114 21
Rel. Inten.(% of BP) 7.99 | 14.72
Score 1.00 | -015
lon-type Yy
Delta Da 0.34

575
40.21
1.00
Yz
0.07

160 269
11.20 | 18.83

100 | -0.19
Yy,

0.09

286 872
20.02 | 60.98
1.00 0.50
y+e [¥o-NH,
0.35 0.34

1.81 0.71 | 10.03 547 144 112 0.79
12.63 497 | 7010 | 38.25 | 10.06 7.80 553
-0.13 1.50 1.00 1.00 0.50 1.00 | -0.06

¥a Y+ |]++B bE-'NHB Yy
0.28 0.3 0.48 0.55 0.40
1.50

sty

0.60

567 926
3961 | B4.73
1.00 1.00
by Ya
041 0.50

in 312 201 217 | 1029 0.78 1.65
2315 | 2181 14.02 | 1518 | 71.97 543 | 1151
1.00 0.50 0.50 1.00 1.00 1.00 0.50
b4+, |bNH, |y++,-HO by | y+eg ¥e | boMH,
0.57 050 0.74 0.57 0.68 0.26 -0.60

14.30
100.00

1.

00

b

0.19

120
8.40
1.00

bB
0.01
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. L : oy |, | weere s 4
[ . A . " r by . ! " - - 1 . r b & s _
200 400 B0 a00 1000 200 1400 1600 1800
WTETD 22042212 .3 .phl Maz= [mfz] hiH+: 1853 3154 mdz: 62011 203
# MH* MH* MH* Protein . .
Rank Score S‘,? BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce;smn MIS;legt;st Protein Name
(%) T (Da) (Da)  (ppm) (Da) e
1 16.13 940 11 3125 Y279y (K) /L/VIR|GIE P N V|S|y|INC|S\R (Y) 1777.90  80.4141 240.9  50981.1/8.95 Homo sapiens 49574532 57129 glycogen synthase kinase 3 alpha
1 1612 940 1 3125 Y216y (K) @/L/VIR|GIE P N V|S|y|INC|S\R [Y) 1777.90  80.4141 240.9 48033.9/8.98 Homo sapiens 21361340 32226 glycogen synthase kinase 3 beta

Fragment.ion (m/z) |246.06 31623 |358.32 [514.65 [519.52 [527.71 |571.62 |762.54 |849.67 [857.74 [1010.89 [1097.93 [1289.09 |1305.04 [1341.05 [1346.17 [1454.19 [1502.94 [1517.87 [1615.25 [1616.98 1701.16 [1701.95 [1714.94 [1743.90

Frac. Inten.(% of TIC) 3.67 232 3.73 313 7.22 1.90 6.83 5.61 3.30 226 6.14 5.26 6.15 253 9.60 1.88 2.14 3.11 3.04 1.69 1.92 1.91 3.83 9.04 1.74
Rel. Inten.(% of BP) 3819 | 2422 | 38.81 | 3262 | 7524 | 1983 | 71.70 | 5849 | 3442 | 2301 63.97 54.79 64.10 26.40 | 100.00 19.56 2225 32.35 31.65 17.65 19.96 19.90 39.85 9415 18.09
Score 1.00 | -0.24 1.00 1.00 1.00 | -0.20 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 0.25 0.25 0.25 0.25 1.00 0.25 0.25 018
lon-type z, Ca Cs L Cs e Tg T+, Cy Cig Z'g Yio C11 'y Ciz LA Y2 Cia Yia Cig Cia LA
Delta Da -0.07 0.08 0.30 0.27 0.25 0.26 0.36 0.34 0.32 0.32 0.57 0.51 0.41 0.63 0.47 0.29 0.21 0.49 0.25 0.38 0.16 0.14
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WITCID 5430 5445 5 phl Mazz [mez] hiH+: 3206 54584 mfz: 106962 23
2 1721 195 10 5123 Y43y (R)SRVAQQP/LSLV\GCEV\VIE/DIP/SIPDIE/Ly S FR() 312557 81.2730 407.5 91300.1/521 Homo sapiens 50897850 16304  KIAA1914 protein isoform 1
2 1721 195 10 5123 Y413y (RISKVAQOPE/LSLV\GCEV\VIE/DIE/SIEDIH/Ly S FR() 312557 81.2730 407.5 90860.6/5.19 Homo sapiens 24308338 20496  KIAA1914 protein isoform 2
Fragment.ion (m/z) |557.95 [601.09 [606.52 | 640.91 [650.10 |706.97 |756.20 [765.51 [902.59 | 1037.47 [1046.94 [1151.89 [1201.84 [1233.97 [1283.40 [1298.82 [1338.50 |1510.94 [1512.03 [1597.20 |1696.36 |1908.21 [1909.97
Frac. Inten.(% of TIC) | 3567 [ 324 [ 529 689 | 1667 [ 205 [ 642 223[ 685 oo7 | 200 182 190 260 427[ 1068 183 [ 173[ s07| 175 88| 317 502
Rel. Inten.(% of BP) | 2139 | 19.41 | 31.73 4135 [100.00 | 1232 | 3851 | 13.36 | 41.12 043 | 12.03 | 1092 | 1141 | 1562 | 2564 | 64.07 | 10.96 | 10.35 | 2440 | 1048 | 3526 | 19.02 | 30.12
Score 1.00 | 1.00 | 0.32 050 | 1.00| 1.00| 1.00| 1.00| 1.00 150 | 1.00| 100| 1.00| 1.00| -026| 100| 011 100 -024| 100| 1.00| 1.00| -0.30
lon-type Yitg | ¥ Yty He0 | ¥y | ¥y | ¥y Y5 Yo |brrapty0 | beeyy by Yo | ¥*Foy Y10 Yiz bis b b
Delta Da 021 | 017 043 | 032| 033| 047 018| 020 007 | 040 021 034] 010 0.26 0.30 036 | 045 022
150 bre,
sty 0.69
0.94
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g5 T4 16106 {rs
l | 1 17548
m_ r L | L r Lidis Lk . T R | L r
200 400 1600 1800
DELTACID 266 52302 3. phi Mazs [riz] PAH+: 2891.0554 mdz: 997 .69 =23
7 MA* MH* MH" Frotein . .
Rank Score 2 BCS Unmatched Variable sites Sequence Calculated Error Error MVW/pl Species fezedon (LSl Protein Name
(%) | # Index #
ons (Da) (Da)  (ppm) (Da)
1 15.30 782 10 8125 Y413y (K)v & 0 Q/BfL/S L/V/G C E|V/VIP/D/P S PD/H LY S F Rl 2910.45 80.6100 2152 91300.1/5.21 Homo sapiens 50897850 16304  KIAA1914 protein isoform 1

Fragmention (m/z) [606.35 | 641.18 [650.17 |707.62 [756.14 [805.59 | 855.55 |902.68 [935.40 974.46 [1006.50 [1028.50 [1054.68 |1077.72 [1177.98 [1234.19 1267.74 | 1273.98 [1283.04 [1283.31 [1298.72 [1338.69 [1402.37 [1481.09 [1510.77

Frac. Inten.(% of TIC) 1.67 1.84 9.93 1.59 9.03 415 1.73 1.56 384 257 1.75 445 1.55 318 1.80 3.83 2.09 1.29 3.85 18.21 157 647 1.86 222 1.99
Rel. Inten.(% of BP) 9.16 1011 | 54.50 8.73 | 4956 | 22.79 9.52 §.65 | 21.07 | 14.10 9.58 2441 §.51 17.45 9.87 21.06 11.50 T.06 2116 | 100.00 41.5T7 35.51 10.19 12.21 10.91
Score -0.09 1.00 1.00 1.00 1.00 1.00 1.00 1.00 -0.21 -0.14 -0.10 1.00 -0.09 1.00 1.00 1.00 -012 0.50 1.00 1.00 1.00 -0 36 -010 1.00 1.00
lon-type bty | yrrgg BpNHg |y, [y, |y, L LAnst Y"he | Y | Yy Y H0 b, b,y Y10 b, Yiz
Delta Da -0.65 0.39 0.25 0.32 0.23 0.66 0.29 0.56 0.25 0.45 0.12 0.39 0.39 0.66 0.16 0.31 013

y++ H0 Y, yree, v | oy

0.40 0.32 0.15 0.44 0.7
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assignment
MiTagt 1 | s | K W | [ | y M D | F | [ | E | K |
By -
326 ' 7
4. 70e+im Lo Pimifz-17 918 6 oy 1537
100 % 5303 - 777 L 10335 "1 1830.2-27
4 " g fi ! ' 14228 sk
° 2, 4514 1 535.2 8784 © ' 1106.6 g
: : sz o Pfe1) : 7 : Perte-1)
248 0 70 7 . Ao 2| 91 291 4 g 1218.5 =
o : 109115
J g | 402 1 5634 ] are a0 3 I 1295 5 1r 3.4 +7
h:l_ T ] Lll [ | .| | i |||Ii I.I | I hj || llL ll L I.. |L| L (| L L L, | |I l ol [i Ll o lj.lll L.
200 400 E00 200 1000 1200 1400
WWTETD 2884 2837 .0.phkl Mazs [mifz] hiH+: 1552 2854 mfz: 51809 =23
# MH* MH* MH* Protein . .
Rank Score a5 BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species Accession M5 Digest Protein Name
(%) 1 D # Index #
ons (Da) (Da)  (ppm) (Da)
1 1479 927 10 323 Y256y (R)E/T|SIK|V|I|¥y|D|F/I E\K (T) 1471.77 80.4876 335.8 54827.2/8.04 Homo sapiens 51702526 37222 Wiskott-Aldrich syndrome gene-like protein

Fragment.ion (m/z) |248.90 [335.04 [373.20 |463.36 |521.25 | 562.28 |635.25 [651.36 |675.47 |703.90 [713.45 [878.45 [918.56 |989.52 |991.39 [1030.84 |1033.52 |1091.49 |1106.65 | 1218.53 |1306.06 |1407.95 |1422.83
Frac.Inten(% of TIC) | 265 | 766 224 | 396 324 205| 647 170 299[ 320 300 516 1026[ 245[ 477 185 [ 80| 253 456[ 812 245 324 885

Rel. Inten.(% of BP) | 2582 | 7467 | 2184 | 38.64 | 3164 | 2002 | 6312 | 1661 | 2912 | 31.24 | 2929 | 50.33 |100.00 | 23.88 | 46.57 18.01 66.37 24 68 44 .52 79.20 23.89 31.60 84.39
Score 0.25 1.00 1.00 1.00 0.25 1.00 1.00 0.25 1.00 1.00 | -0.29 1.00 1.00 | -0.24 1.00 -0.18 1.00 0.25 0.25 1.00 1.00 0.25 1.00
lon-type 2 €3 zy Cs ", s zy ¥s e |2+, Zy & z; Cg 'y ¥s Zy T ", Ciq

Delta Da -0.23 -0.12 -0.02 0N -0.05 -0.04 -0.07 0.03 0.07 0.06 0.10 013 -0.04 0.06 -0.02 0.13 -0.06 043 027 017

Yiq

0.14
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M5Tag 1 R E 5 K W | 1] F I
I I l. I .. I I y I I I
¥g By Vg ¢ .
A04.6 5707 V7.8 294 .4 aSSIgnment
1 HEe+i- ¥a
42 1% 1007 .5
<400 fa6 .4
347 4 ! 's
iRt ] oM 816.7 1065 b
240 1|2?|3 2 e 10094 :
: : 961.5 1172 .8
b T P | wly g l P . . T 125‘:8'5 T 1433.9
200 400 aan 1000 1200 1400
DELTAKI_CID 2644 3673 .0 phi Maz= [mfz) hiH+: 1823 3954 m/fz: 60847 2: 3
Sty I R R I L T A ¥ Il e I = 1 v 1 = 1 s |
Pimidz-17
2z
2. 33e+i- 24 .c4
100 % sa0.4  Fimé Fimiz-2)
. G086 o ®a 18352
i B 20 C10 . 16939
284 " 1210.4 &
: L © PipE-1) z R E 1K n LI
Iy 5 o 8 1452 7
3731 | ﬁf 7344 h 19 3 1090 7 I. i I | 1564.7
P .':.“..3'4| o 'fl. |.J L .83‘} N L II 1 T 1 | | A | L I"||| il . I|.I L
400 B0 a0 1000 1200 1400 1800 1800
WITETD.2969. 2969 .3 phl Mass= [miz] hiH+: 18243854 mf: 6088 =23
# MH* MH* MH* Protein . .
Rank Score Snrl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ACCB;’S'B" h‘ﬁgzg?‘ Protein Name
(%) s (Da) (Da) (ppm)  (Da)
1 1589 89.9 7 624 Y256y (K)D/R E T S\RIVII/¥/DIF\I E K (T) 1742.90 80.4995 292.4 54827.2/8.04 Homo sapiens 51702526 37222 Wiskott-Aldrich syndrome gene-like protein

Fragmention (m/z) [342.39 | 400.05 [409.04 [504.65 [521.09 |536.82 [554.24 [564.53 | 570.69 [576.49 [589.79 | 635.94

|644.88 [652.11 [657.88 | 699.93 [710.81 [717.80 [735.00 [ 798.81 |816.68 [894.44 1007.54 |1106.53

Frac. Inten.{% of TIC) 216 4.54
Rel. Inten.(% of BP) | 12.93 2719
Score -0.13 0.50
lon-type b++--H,0

Delta Da 0.34

285 745
17.10 | 44.65
1.00 1.00
b+ | yae
0.33 042

1.80
10.81
01

4.94
29.62
1.00
Ya
0.51

5.83
3494
1.00
Yy
0.48

1.38
8.27
-0.08

16.69 [ 0.04 [ 336
100.00 | 0.25 | 20.14

1.00 | 1.50 | 1.00
bH,0 | sty| b,

-0.56 | 086 | 053
s

13
0.74

b++.

1.87 3.25 277 1.58 3.69 164 | 11.15 1.57 1.83 232 9.41 6.08 1.80
11.19 | 19.46 | 16.59 945 | 2209 983 | 66.82 9.38 10.95 | 13.89 | 56.37 36.42 10.81
0.50 1.00 1.00 -0.09 0.50 -0.10 1.00 -0.09 0.50 1.00 1.00 1.00 1.00
1020 | Brryg ¥e be-NH, by b_-H, b, Ye ¥7 ¥
0.66 0.60 0.78 -0.40 0.45 -0.58 0.26 0.08 0.09 0.01
[
11
-0.02
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MiTagt g | & | & | F | s | * | M | ¥ | o | o | o | o | o
. ++
assignment o2l
2.43e+5 '
++
1 .E% Yia o o
, 1852.08 Pimizr2H,0 LITR
++ 6 +H
Y o 7088 . Vg 1018 AL Hese 1
w oy R 79. b 7 OEEE ¥ 1145 4 ¥y
s 1 g P t 3 5867 . 1 Y12 13
ol st T, e L | lege, | Db WMo G e e
400 EO0 200 1000 1200 1400 1800
WT_EGF_CID.3481 35310, pki Mass [mfz] haH+: 306333054 méz: 102844 =3
# = MH™ MH* MH* Protein . ms-
Rank Score Sﬂrl BCS Unmatched Var_ltable Sequence Calculated Error  Error MWipl Species Acce;smn Digest Protein Name
() lons sttes (Da) (Da)  (ppm) (Da) Index #
1 16.69 903 12 4125 Y455y (R)@ G A E/G/A/B/S/P|N ¥/D D/D D D/E/R A D/D/T L F M M K (E) 3003.23 80.0800 36.9 99633.4/6.10 :':;?eons 52426745 29140 Cas-Br-M (murine) ecotropic retroviral transforming sequence

Fragment-ion (m/z) |408.36 |426.34 [497.54 [679.39 [770.88 [794.78 [852.08 | 857.80 | 858.14 | 881.25 [885.70 [966.60 [990.09 (114535 [1148.43 | 1185.14 |1193.58 | 1227.80 [1237.00 [1237.73 [ 1276.76 [1277.51 [1285.94 [1350.17 [1356.78

Frac. Inten.(% of TIC) 1.05 2,67 1.67 2.99 3.21 1.03 2.80 1.44 462 2.16 1.73 27 147 276 1.59 1.67 7.32 341 3.76 7.04 274 5.29 31.45 2.00 1.14

Rel. Inten.(% of BP) LIk §.49 530 949 [ 1019 329 5.89 4.57 14.68 687 549 8.61 4.66 8.79 6.01 532 2327 10.83 11.97 2238 8.73 16.82 | 100.00 6.36 363

Score -0.03 0.50 0.50 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 100 | -005 1.00 -0.06 0.50 1.00 1.00 1.00 1.00 0.50 -017 1.00 1.00 1.00

lon-type bHH, |botH, |y, Ye by | yrr, |y, [y 349 Y7 | ¥ e b haut YreigH0 |y Yio | ¥tz | ¥t |V, M0 ¥Yira | ¥ Y

Delta Da 0.18 0.34 0.57 049 | -0.58 0.72 0.47 0.81 -0.16 0.28 021 0.43 0.70 013 0.21 0.04 0.77 0.27 0.45 0.65 015
yi—+-|—22 y++znrHZO

024 -0.16
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MiTaat | 0 s | 5 | & | W | © +L E | € | E | ¢ | ¢ | = | 7 | o |H
Bas Vi
3+
1.de+5n yo, 3t 10408
100.%
b +
] +3 b b + = -
v, _ 14 15 By gy Yoy
| - 1554 8 16837 1766.41524.9 20349
i1 Ll iy Ll . M
L]
400 EO0 200 1000 1200 1400 1600 '1E|:IEI 2000
OELTA _CID.A349.5349.0 phi Maszs [mfz) hiH+; 46728182 mdz: 114386 z2: 4
Rank Score oF! BCS Unmftched Variable sites Sequence Calrnn:ted E':t:r EMr:tr mﬂ{' Species  Pecession MS-Digest oo jame
%) lons (Da] i E Index #
1 1592 834 13 3 Ylﬂy\"lsﬁy [R}M MNCGEDIGSAWDEEEEEPRPDEQy y NDFIPGKEPPLGCGNVNVIWME [L'
1 1592 834 13 w23 Y239y Y40y

4410.89 161.9345 4371 62849.5/6.10 Homo sapizns

S26939M 18788 SHC (Src homalogy 2 domsain containing)
(R)M A/G/EDIG S/AWDEEEEE/PPD/EQy y HDFIPGRKEPPLCGVVIWME (L) 441089 161.9315 4371 S1681.9/6.T1

ansforming protsin 1 isoform pa&She

Homo sapiens 32261324 26862 SHC (Sic homology 2 domain containing) transforming protein 1 isoform p52She
Fragment-ion (m/z} | 52247 |727.11 |726.06 [800.80 | 958.07 | 962.99 | 1040.87 | 1149.61 |1217.24 | 1280. 1290.58 (120289 |1349.07 |1232.66 | 124718 |1351.29 |1357.08 |1389.74 | 139613 [1423.34 | 1428.83 | 144533 |1457.82
Frac. Inten.(% of TIC} .08 ¥ 5.
Rel. Inten.(% of BP)
Score
lon-type
Delta Da
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I'.'ISTag'il F | ] |'3|S I'“'I L |+3D I E I E |+3E I E I E I F I F I o IH
vis Yay ¥ip Bas
4.8904m assignment %0 9371 10400 ymﬂ 1283 13745
£

42 1% bl
\ 3 o 119045
= 1243 f

o |order far Py

by 7350 8001 I ool 064 .4
O,
gaa
Lt 73ta ad4 1294 15411 17057
s7a.9 69510 . 1993 3
b a
=
400 ] a0 1000 1200 1400 1600 1800 2000
WT_C10 5448 S48 .00 phil Mas=z iz ] hiH+: 4482 9782 miz: 1124 z2: 4
2 MH* MH*  WMH*  Protein : ;
Rank Score 51! BCS Unmatched Variable sites Sequence Calculated Error Error  MW/pl Species """"’;5'“" “I“'E'g;“ Protein Name
%) lons (Da) Da)  (ppm}  (Da} neer
1 1535 867 13 S22 Y350y (R} /G F/D/G SAAVWDEEEEE/PPDHQW\y NDIFPGEEPP L GGVVDHE (L) 441089  §2.0915 473.0 62849.5/6.10 Homo sapiens 52693921 18788  SHC (Src homology 2 domain containing forming protein 1 isoform p&ESh
1 1585 867 13 5i22 Y240y (R)M A/G F/D/G S/AMD EEEEERPDHOWY NDFPGEKEIPP LGGVVIME (L) 441089 820915 4730 S16B1.906.71 Homosspiens 32061324 268627  SHC (Src homelogy 2 domsin contsining) transforming protein 1 isoform p52She
Fragment-ion (miz) |735.82 [800.51 |527.08 [574.36 | 1040.86 [1059.57 [1128.86 [1146.37 [ 1151.82 [1180.44 [1210.57 [1252.03 [1276.43 [1324.53 [1356.26 [1363.13 [1397.88 | 1386.75 [1405.30 [1431.28 [1447.48 [1725.84
Frac_ Inten (% of TIC) 213 553 [ 1273 247 21z 1687 164 481 250 418 1687 963 3830 TE4 833 380 2T 355 478 ioe 165 208
Rel. Inten.(% of BP) 17.19 | 47.02 (100.00 | 19.40 T1.63 13.14 1288 waT 19.64 3438 1312 75.64 30.60 g1.81 65.87 988 17.023 2784 7.4 2437 12.99 16.18
Score o047 | 100 100| 08| 00| £43| 100 D38| q00| 100 00| 100 100 100 100 07| 100| 00| 100| 100| 100
ST Yrhs [y Yio b bbby |y | Bk |y | e yHe |y 2 | yrn |y | b | b
Delta Da 055 | 0.33 0.30 0.53 0.81 027 | 040 0.4 056 016 [ 030 078 | 067 | 102| 047 D32
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M3T2a?] ¢ | 0 |5 s |J]n»] w | ©o | € | € | € | € | & | *# | | o | H
3+
%1
EREER .
+3
100 % Va5
+3
Yap
+ +3
Yin Y Yan
b +
+3 b b
O T A Pl M A + ol il fided (llg,.l|"24 | B¢y B "
2 12 & LT ! 17 o 15 ¥, 18
L] L ol
400 E00 go0 1000 1200 1400 1600 1300 2000
DELTA_CID.47E1 .4781.0.phi Mazs [miz] MaH+: 45881382 mdz: 114779 20 4
# MH* MH®  MH®  Protein ] ;
Rank Score £ BCS Unmatched Variable sites Sequence Caleculated Error  Error MWipl Species M;S'D" MIS-lege;t Protein Name
(%) Ions (D2} (Dz) (ppm}  (Da) e

1 541 801 &8 2114 M366m Y349y Y350y RMAGFDGSAWDEEEEEP PIHOQ/y y HVFPGKEIPPLGGVVDaEI(L) 441089 1772515 2886 62849.5/610 Homo sapiens 52693904 18788 SHC (Src homology main containing) transforming protein 1 isoform pé&She
1 313 801 8 214 M236m Y233y Y240y RIMAGFD/GSAMDEEEEEPPI/HOQ/y yN/EPGKEPPLGGVVD R (L) 441089 1772515 2886 S51681.9/671 Homosapiens 32961324 26862  SHC (Src homology 2 domain containing) transforming protein 1 isoform p52Shc
Fragment-ion (miz) [735.23 [808.49 [969.51 [ 99268 [1056.78 [1115.87 [1120.27 [1165.98 [1178.03 [1222.59 [1284.75 [1298.43 [1356.32 | 1384.46
Frac. Inten.(% of TIC) | 7.65 11.16 508 | e24| o017 1228 54 0 842 a4s3| 524 1040 6.63
Rel. Inten. (% of BF) 30.76 41 1.35 | 100 4383 68.48 | 4D.11 B 53.97

Score 082 1.00 0.25 100 | -1.00 [ 100 100 | 100

lon-type s |y, [v,-SOCH, i m YHyg | bbb |y, |y,

Delta Da o 01| oz | o4 080 | 027| o044| 057
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MsTag1 || o P | = | M | u | @
Pimiz}2H, 0
1 3Te+in BT
W
00 % 5 olp +
G17.4 11
G302 W
‘I4 ++ 7 hB
¥z £30.4 1047 3
¥ o WS 704.5 g ' b b
262 3 7 1 41?53 I ] l 929.5 1146 5 1260.6 b
’ a7 .4 : . 13607
h:l_ 14 L l 3!3 | Ll L ||| L |.; adldl, |l L i l al .l Ll il | al | i P | L l 1
L] L] L] L] L] L] L] L] L] L] L]
200 200 4|J|:I 400 oo 200 a00 1000 1100 1200 1300 1400
WT_EGFCID. 38321 3896 .3 pki Maz= [mfz ) MH+: 19763954 mfz: 65947 2.3
# MH* MH* MH* Protein . .
Rank Score B BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species GccesaionpNEs Hgest Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 1664 871 10 5125 Y427y (R)E L/F/D/D|P S ¥|V/N|V|Q/N LD K (A) 1895.90 80.4933 266.6 62849.5/6.10 Homo sapiens 52693921 18788 SHC (Src homology 2 domain containing) transforming protein 1 isoform p66Shc
Fragment-ion (m/z) |262.18 |465.84 | 487.19 |489.31 |573.87 | 600.38 |617.40 |620.46 |635.73 |642.29 | 671.34 [673.56 |678.88 [680.20 |716.44 [728.21 |736.35 | 78545 |[794.52 [830.48 | 857.95 |[867.56 |929.57 [1047.29 |1260.64
Frac. Inten.(% of TIC) | 194 [ 186 | 289 | 474 321 208 | 947 1687 245[ 292 296 [ 221 64| 882 503 210 499 340 [ 341 640 725 | 364| 230 802 260
Rel. Inten.(% of BP) | 2045 | 19.62 | 27.32 | 50.06 | 33.84 | 21.93 100.00 | 19.78 | 25.86 | 30.80 31.20 | 2338 | 3843 | 9313 | 6314 | 2216 | 52.64 35.94 | 35.96 | 68.63 76.54 | 3842 | 2426 | 8463 | 2745
Score 100 | 100| 050 | 1.00| -034| 050| 100| 1.00| -0.26 | -0.31 050 | -023| 100| 100| 100| -022 100 050 | 1.00| 1.00 100 | 100| 100 | 100| 100
lon-type Y2 | ¥+ |bH0 Ya ¥e-NH; ¥s b, be+, -H.0 yregy [ by Ye yiro [y H0 |y, ¥+ bae | yer, ¥z b, by
Delta Da 004 | 088| -003| 004 008 007| 020 0.07 007 | -008| 005 0.02 061| 068 004 008| 019| 006 -008| 016
y++14’H;O

042
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lons that verify assignment

S R R DL y I v 1« v 1 e | ~ | v ] o ] &
y 7 g ] EET
S assignment
1 42 atEm 618-02 a0y ooy g 13068
a6.2%
b 1
Y1z
1494
1472
O 2T Y13 b b
1727 14 15
12593 15867
L il G, R
o AT WY N il | Ll
L] L] L] L]
Jili] 1200 1400 1800 1800
WT_EGF_CID.3875.3911.2 phi Maz=s [riz] MiH+: 19759727 miz: 98849 =22
# MH* MH*  MH* Protein . .
Rank Score 1] BCS Unmatched Variable sites Sequence Calculated Error  Error MWi/pl Species Bccessionpii s igest Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)

1 1471 865 9 6724 Y427y (R)E L/F D/D|B\S/¥|VIN/V|Q/N L D K (A) 1895.90 80.0706 52.8 62849.5/6.10 Homo sapiens 52693921 18788  SHC (Src homology 2 domain containing) transforming protein 1 isoform p66Shc
1 1471 865 9 6724 Y318y (RIE L/F D/D|B\S/y|VIN/V|Q/N L D K (A) 1895.90 80.0706 52.8 51681.9/6.71 Homo sapiens 32261324 26862  SHC (Src homology 2 domain containing) transforming protein 1 isoform p52She

Fragment-ion (m/z) |489.74 [600.94 |618.02 |620.86 |679.69 716.99 |830.72 |867.71 |929.68 |940.76 [960.42 [998.72 [1011.44 [1029.43 [1047.20 [1073.03 [1128.52 [1146.43 [1172.74 [1181.31 [1341.64 [1356.80 |1471.97 | 1696.88

Frac. Inten.(% of TIC) 3T 481 476 1.66 EEE) 161 | 12.05 370 953 1.69 1.72 274 3.00 207 332 263 1.72 378 164 1.73 722 17.09 318 180

Rel. Inten.(% of BP) 18.53 | 2818 | 27.87 9.70 | 19.84 944 | 7051 | 21.63 | 55.79 9.92 | 10.07 | 16.01 17.56 12.14 19.43 15.40 10.05 2210 9.62 10.10 42.23 | 100.00 18.60 10.54

Score 1.00 0.50 1.00 1.00 1.00 1.00 1.00 1.00 100 [ -010 | -010 | -0.16 -0.18 0.50 1.00 -0.15 0.50 1.00 1.00 -0.10 0.50 1.00 1.00 0.50

lon-type Ve |YsTHy ¥s by | by, by Y7 ¥ e ¥z b,-H,0 by byH,0 b ¥e b, H,0 ¥iq Viz | by H0

Delta Da 0.47 0.64 0.69 060 | 059 | -0.32 0.28 0.34 017 0.07 017 0.09 -0.01 021 0.10 0.18 0.32 0.15

¥e

0.60
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M5Tag 1
g ¥ | i | L | H | T | T | & | T | W | a, | E IP
1 Gde-+im + v
19
47 1%
b
3 g
By
+ + +
We W w \~ h b
5 Yz fi ¥ ¥ ¥
h] T ol l ' i -.1 |3 ?I l“:.l IJuI il l T zlu:ll 1ID m T 1 |I1|.3
00 400 500 1200 1300 1400 1500
DELTAKI_CID.2114.3139.0.pkl Mazz [m/z] hAH+: 26002754 miz: 86743 213

1 1271 814 8 722

Y478y

(R)N N/Y|A|LIN/TITA/TYAE/PYRPIQYRI(V 2519.23  81.0441

414.5 127144.8/9.09 Homo sapiens

53829376

5366 plakophilin 4 isoform b

Fragment-ion (m/z) [392.40 [463.56 |547.16 |576.89 |647.55 | 791.53 |819.54 |844.32 |846.11 [850.14 |857.31 [905.18 | 947.02

|955.74 | 1004.10 [1012.59 [1061.21 [1069.66 |1096.45 |1104.84 [ 1105.15 |1186.32

Frac. Inten.(% of TIC) | 2.58 141 4.50
Rel. Inten.(% of BP) | 17.89 9.78 | 31.24
Score 1.00 1.00 1.00
lon-type b, b, | y++g

Delta Da 0.24 0.37 0.36

1.82
12.65
1.00

b,

0.61

1.35 1.82 251 228 225 4.86 220 528 1.33 6.39 5 51 10.82 316 10.65
9.40 1266 | 1739 | 1681 | 1562 | 33.76 | 15.25 | 36.63 924 | 4435 38.20 75.09 2194 73.90
-0.09 1.00 1.00 -0.16 -0.16 -0.34 -0.15 1.00 0.50 1.00 0.50 1.00 -0.22 1.00
b |y, | eV boNH, | y++ y+HO | yes, et
0.16 0.66 0.26 0.59 0.29 0.64 012 0.65

LARET y++, 10

0.49 0.58

2.51
17.41
0.17

3.24 14.41 91
22.43 | 100.00 63.20
1.00 1.00 1.00
0.31 0.62 0.26




Peak 118

MiTagd g o i a L 5
| ; .. | | | |
1
.06 2Him- BEa.0
23.7%
v ¥yg b
2 19 S
- y 3 0261 10314
W 14 + 42 b +3 +2
1o b b 0 + b +
e i 115 4 5743 o5 radl i a2} 5 e
- - : atE ]
b . l I l | Ll T | , . L I.? ] 3|.!al .I. " il.ln L. I Fl
T T T T T T T T
200 400 a00 E00 To0 200 400 1000 1100
WT_CIO. 1922 1935 .0 pki Mazz [miz] hiH+: 309157582 mfz: 7365 204
SPI g Variable [T i ML fazotein Accession DI:'lse-st
Rank Score o, BCS Unmatched it Sequence Calculated Error  Error MW/pl Species 1 g Protein Name
() lons sttes (Da) {Da)  (ppm) {Da) e
1 1143 M9 8 9/22 Y889y (R)T S Q/D/y/D Q LIP S C\SD/GSQ/A/PARPPRPRPRIR) 3011.44  80.1394  56.0 109450.4/8.15 :aoprlneons 54112420 20278 Cas-Br-M (murine) ecotropic retroviral transforming sequence b

Fragment-ion (m/z) | 391.39 | 506.03 [587.53 [622.48 | 656.56 |682.76 |688.59 |722.82 [726.20 [735.52 | 748.78

[758.56 [760.81 [762.88 [ 806.94 | 887.91 [ 926.07 |963.10 [978.29 [995.50 [1013.13 [1031.40

Frac. Inten.({% of TIC) 1.45 244 202
Rel. Inten.(% of BP) 4.22 7.10 5.89

Score 1.00 1.00 | -0.06
lon-type yrer oy
Delta Da 0.15 040

1.67
4.87
1.00
) ARET!
0.60

386 | 3433 357 | 787 1.76 0.06 790 187 | 277 432

11.24 |100.00 | 1041 | 2292 5.1 018 | 23.01

-0.11 1.00 -0.10 -0.23 -0.05 1.50 1.00 -0.05 025 1.00 1.00 1.00 -0.11 -0.04 -0.06 0.50 1.00
b+ yr+ H,0  yee, g |Yrttgy |Yritigg Yo, b;-H,0 b,

0.34 -0.15 0.62 0.65 053 049 0.31 -0.23 0.03

150 Yoo

sty 038

-0.33

545 8.07 | 1260

420 3.83 3.68 147 | 203 249 4.7
12.24 11.15 | 10.73 429 5.92 7.25 13.73
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lons that verify assignment

MSTag 1 vy | F |&s | « ] =*

W | 5 | E L I | K | - | Q | & | v |
7 _
0598 19
BTt v, 1052 9
3 6% A3 3
+
++
- 405 758 1126.8?21
5 1043 4 1175 4 13646 1477 5
a2 4f .2
0 l F [ ; L 1206 6 13:13.? 1542 5 1644.7
- gl L T llll Ll il III. e r o L — L
400 000 1200 1400 1800
WT_EGFCID . 47TE.4211.0.pkl Maz== [z hiH+: 25049654 mfe: 83566 23
Rank Score :Sn:}l BCS Unn:e:tched \."a;iitilsle Sequence Cal::.:llaled Erl;:)r I;rl;:n Il\:li;\:';gll Species Acce;sinn E_Egzit Protein Name
ons (Da) (Da) (ppm) (Da)
1 13.84 825 10 925 Y214y (K)c/B/V/E/S/VIB/V/GEIKPQGCVyDIPPTEI(G) 2424.32 80.6481 272.2 92861.3/6.23 :an;')-?enns 5453680 8768 neural precursor cell expressed, developmentally down-regulated 9 isoform 1

Fragment-ion (m/z) [377.21 [405.18 [424.35 [442.32 [555.44 | 569.29 [587.33 [776.15 [779.31 [806.04 | 816.83 [853.98 |861.52 [910.96 | 951.47 [959.77 |960.15 [975.77 [1008.97 [1033.09 [1052.87 [1126.82 [1175.93 [1364.65 [1476.77

Frac. Inten.(% of TIC) 187 | 296 149 530 3.90 336 | 478
Rel. Inten.(% of BP) 707 | 1119 564 | 2003 | 1472 | 1271 | 18.06
Score 007 | -0.M 0.50 1.00 1.00 0.50 1.00
lon-type y,H0 Y. ¥s [bgH;0 b,

Delta Da 0.09 0.05 0.09 -0.02 0.01

1.59
6.01

-0.06

1.73 149 220
6.55 5.62 532
-0.07 | -0.06 1.00
Yt

0.40

216
818
-0.08

2497 4.20 2.08 7.70 | 26.46 3.62 247
1124 | 15.89 7.86 | 2911 {100.00 | 13.70 9.34
1.00 1.00 0.50 1.00 1.00 1.00 1.00
Yiris | ¥ibig |bigH0 | yaes | yae | b |oyer,
0.09 | -0.00 -0.02 0.25 0.66 0.30 -0.05

141 7.04 3.51 1.39 1.77 2.53
il 26.61 13.28 525 6.70 9.56
-0.05 1.00 1.00 1.00 -0.07 -0.10
Y&rg | ¥Rt | ¥R,
0.33 0.75 0.32
yoMH,

0.40
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(K)D LK P/V/L D S/¥/VF\N D G S S/R/E L/m N|L t G T/I P V P yv\R (G)

3496.78 176.6801

204.9 43944.6/6.06

what x| ¢ | v | o+ | o | s .t 1 v [ = 1 ~ | o [s]
+
by bog Vi
1 Y 2003
4. 58e-+in -
56 2%
+ b +3
Y15 Vag i
+3 43 + ol BEEST00E | ¥y 1167.2 poH -
By Biz ¥y Em Yy ¥ ol ||r i) Y10 132553 Bor
90.1 g14/1 0.8 i 176, :
- *1 L |I.| .| ﬁ&ﬁﬁ i |.I qnﬁ.'.?i el Al 16306
400 B00 g00 1000 1200 1400
WT_EGF_CI0GEST BEIT.0 phi Mazs [z ] PAH4+: 36724522 miz 01012 = 4

Homao

5454140
sapiens

29024 turnor susceptibility gene 101

|885.75 [890.25 [ 894.93 [930.64 | 936.25 |966.70 |968.50 |987.58 [1009.57 [1013.46 | 1041.58

[1074.36 [1079.24 [1115.15 [1167.21 [1191.35 [1199.65

M53m
1 1128 677 1 9123 56t
Y63y
Fragment-ion {m/z) |551.83 638.98 |769.64 |824.64 [859.30 | 881.67
Frac. Inten.(% of TIC) [ 315 [ 897 [ 504 [ 452[ 428 471
Rel. Inten.(% of BP) | 1924 | 5474 | 3075 | 2817 | 2612 2875
Score 019 | 100 100 | 100| 026 1.00
lon-type ag | ¥z Ye y++H;0
Delta Da 056 | 031 023 0.28
I;;++1.1 yH+,
036 0.27
y++1ﬂ
0.19

022 | 16.39 0.35 354 421 4.67 457 317 357 4.49 3.98
135 10000 213 | 2157 | 2566 | 2848 | 2789 | 1932 2176 2741 24 26
1.00 1.50 -0.22 1.00 -0.28 1.00 -0.19 -0.22 0.50 1.00
st | yee,, sty yrer, Y. by H,O | y++amy
-0.14 0.49 0.50 0.06 -0.07 0.78

1.00

st

0.31

424 3.06 3.06 3.00 382 292
25.86 18.69 18.65 18.29 2328 17.79
1.00 -0.19 -0.19 1.00 023 1.00
yree, bty b+,
0.54 0.34 0.58




Peak 121

M5Tag 1 a E ) E W 5 C P F | o N
I I I I LI I I I I I
7 Y1z Yia Yis
£ E5atim THET 915 258G 9084 '!-‘g
b 11114
31 A% b, g
245 1005.3
+
o + H b
vob b '7 . 1 atbs || v5 e |+ " b X
R T LIS VA A ¥ 10724 11 12404 13125 13
b s A III| Ll IIJ au bl 1o ||..EF|i I.II L Vi
400 EQn a0 1000 1200 1400
WT_CI0.2629 . 2636.0.pkl Mass= [z ] MiH+: 2473 4854 mfz: 82517 z2: 3
M5Tag 1 E A E W C F F I
| | | K | | |
Y15
1 TBertim a0
1000 .84
b6
659.88
b._-HH y by Ya
i G +H 11114 b
by MMy 4.8 a2 4 10053 ¥ig ”
[T I—— | I51.3'1|I I.J ] J |IL.I L l ' ' TR l ! ??4 ' M Y . 1219'4.
a0 S} yaa a0 00 1000 1400 1200
WT_CI0.2629 . 2636.0.pkl Mas=z iz ] MiH+: 2473 4854 mfz: 82517 z2: 3
# MH* MH*  MH* Protein . q
Rank Score S;I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species GAEREETD n‘:ﬁ;ﬁ;g;ﬂ Protein Name
5 lons (Da) (Da) (ppm) (Da)
1 17.81 %0.8 10 3125 Y288y (RIW s/Q E/A/E|V|SICIP FII/D N T/y/S C 5 G K (L) 2393.00 80.4934 2131 52936.5/5.37 Homo sapiens 5454168 5828 RanBP-type and C3HC4-type zinc finger containing 1 isoform 1
1 17.81 90.8 10 3i25 Y330y (R)w s/Q E/A/E|V|S|C|P F|LI/D N T/y/S C S G K (L) 2393.00 80.4934 2131 57572.1/5.47 Homo sapiens 144953898 36345  RanBP-type and C3HC4-type zinc finger containing 1 isoform 2

Fragmentiion (m/z) |538.69 | 60422 [613.31 |624.75 |641.81 [659.88 | 72630 |[735.40 |741.74 |758.70 |781.71 [790.91 |807.22 |815.03 [845.70 | 849.79 |[858.56 [895.62 | 898.99 |908.12 [972.44 | 987.17 [1005.34 |1008.41 |1111.42

Frac. Inten.(% of TIC) | 2.12 114 [ 131 120 275 [ 507 196 [ 1019 [ 277 520 194 341 239 822 333 283 [ 1191 341 404 1326 [ 298| 121 266[ 126[ 333

Rel. Inten.(% of BP) | 1593 858 | 991 | 902 2076 | 3824 1481 | 7683 | 2089 | 3993 1464 | 2574 | 1801 6201 | 2515 2132 | 8980 | 2575 3044 (10000 | 2246 | 912 | 2008 | 947| 2512

Score 1.00 050 | 100 | 100 050 | 100 050 | 100| 050 | 100 100| -026| 018 100 100 050 | 100 | -026 050 | 100| 100 050| 100 100| 100

lon-type Vg |¥++yg o0 | yeeyg | b boNH, by |y++12H;0 | ya+ys [ bR, b Ys L ARSEY by |y++H0 |y, yroigtz0 | yaeyg | yoryg | byHy0 by | y+rys ¥s

Delta Da 0.46 049 | 088 | 051 043 | 062 051| 061 | 044| 037 045 022 | 034 047 | 0.23 014 | 026| 006 -021| 005 051| 004
o

19
073




Peak 122

Mot T ¥ I H I F I E I L |l T s 1 = |
F‘(m.l‘z}EHEEI
CRT e
+
100.%4 I:-12 ¥y
TET.A . " 16,4
142 b+
+ +—+ +—+
b b u] + 18
¥a 8 g 1 : 1076.1 gy 1
4233 2 l 11483
- L Z?Iﬁ.g y a1l v | |.. | - | 5ﬁ?'8| |I III ol .|II L ||ﬁ ElF QIE” i l fl 1|I11. .4.'” M r
300 400 a00 E00 Fo0 a0 1000 1100 1200
DELTA_CID. 2424 2424 0 phl Mazsz [miz) hiH+: 2428 2854 mfz: 21009 =03
# MH* MH* MH* Protein . .
Rank Score IS‘E}I BCS Unmatched Variable sites Sequence Calculated Error  Error Mwipl Species Acce;smn hﬁ;}:g?‘ Protein Name
lons (Da) (Da) (ppm) (Da)
1 9.67 569 7 10123 M384m Y375y (K)M G/¥ H F E/L P G P R m|V/V/T N\L L\T R (N) 233121 97.0454 446.5 64914.6/5.42 Homo sapiens 54607116 3994 leiomodin 3 (fetal)

Fragment-ion (m/z) |408.07 | 643.30 [701.34 [706.32 [718.03 [743.23 | 747.54

|757.09 [777.57 [789.31 [792.20 | 799.69 [821.14 [852.05 [895.41 |915.45 |949.47 [974.91 [993.62 [1016.50 [1027.98 |1076.06 [1120.75

Frac. Inten.(% of TIC) 423 2.80 5.58 4.04 3.39 3N 3.59 9.37 0.09 017 6.33 3.56 413 4.14 397 | 12.02 293 3.25 4.45 6.88 454 3.74 N
Rel. Inten.(% of BP) 3518 2328 | 46.37 | 33.57 | 2817 | 32.53 2986 | 7T 0.76 141 | 5265 | 29.58 | 34.39 | 3447 | 31.35 [100.00 | 2437 | 27.00 | 36.98 57.22 3779 31.09 2584
Score 1.00 1.00 -0.46 -0.34 1.00 -0.33 1.00 1.00 1.50 2.00 1.00 0.50 -0.34 -0.34 -0.31 1.00 -0.24 -0.27 | -0.37 -0.57 0.25 1.00 1.00
lon-type Yty b, Ye bt HO | beryy sty m | y++, |y, ¥s ag | b | yrrg,
Delta Da -0.68 0.68 0.60 -0.27 0.28 0.50 0.91 0.24 0.22 01 0.57 -0.45 0.69

yres

18
0.50




Peak 123

MSTag1  p | & | L | = ]~ 1 = | o | E | L | v | ¥ | Q | « |°*
PimdzrIH, 0 Yz
m 1216.8
5 53ehdm ++ 2 i i
) Y12 o 1 lons that verify assignment
31684 i}
43 0093 2bgy
g agF ¥ big s
447 1 Ve . ¥ 5500047 - 1209 &
200.2 11459'39 15319 1580 3 17181
2 3569 ‘T £ o {
- Ao du I||| [ .I|| T Al 1.. ulll . .|]?B'B
400 1400 1600
DELTARICID 4055 4096 .0 phi Mass [z ] hiH+: 2932 4054 mfz: 97314 2: 3
# MH* MH* MH* Protein r MS-
Rank Score S;I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ACCE;'S'D" Digest Protein Name
%) lons (Da) (Da)  (ppm) (Da) Index #
1 1640 80.3 12 8125 Y750y (K)A/G K/P G L\E A P D\E L V\y QIVIP Q/5/T Q/E/V/S\G A\G R (D) 285146  80.9470 3344 85035.1/6.77 :a”;?;ns 54792129 34283 discoidin, CUB and LCCL domain containing 2

Fragmention (m/z) |447.12 [453.35 [524.34 [546.35 [608.91 [ 675.40 [809.26 [ 858.59 [904.69 [ 954.35 |989.65 [991.82 [1109.25 [1192.59 [1216.78 [1232.53 [1245.89 |1267.63 [1315.94 |1336.80 [1338.87 [1351.36 [1459.80 [1715.90 [1717.53

Frac. Inten.(% of TIC) | 212 181 383 217 911 237 155 530 363 1.59 222 17 204 4.04 3315 288 153 169 216 177 369 238 290 215 221
Rel. Inten.(% of BP) 6.39 545 | 11.55 6.53 | 2749 714 467 | 1599 | 10.96 4.80 6.70 5.16 6.16 12.18 | 100.00 8.69 4.63 5.08 6.52 533 11.12 7.19 8.75 6.49 6.66

Score 100 | 100| 100| 100 | 100| 100| 100| 100 100| 100 -007| 100| -005| -012| 100 009| 100  -005| 100 -005| 100| 100 009| 100 | -0.07
lon-type Vs | by by Yo | ¥ityp |bgNHy | bav o | bas by |y, Yio Yoz bg Yoz Yiios | by be
Delta Da -0.11 0.60 0.02 0.05 011 0.02 0.39 017 0.20 0.22 0.34 0.19 0.21 0.28 0.73 0.73 0.06
yre, v, b, Y,

0.62 0.06 0.51 0.24




Peak 124

lons that verify assignment

A N =1 o s [~ & | y [~ 1 = [ # | v | v |]s]s]
¥ig ++
3 55e+m ++ 1252.56
T4.9%
+
a4
1301.9 -
¥ b
1%:?2 g h14 h15 17 '!"'19
: 1896.8
m_ L J ' L II.l hl T | 1|5FE? |I | 1I.EB'ET |1 T L 1 | |I 20762
1400 1600 1800 2000
WT_CID.58T2.5872.0.phki Mazs [miz] hAH+: 300335054 msz: 101184 223
# MH* MH* MH* Protein . MS-
Rank Score S{' BCS Unmatched Variable sites Sequence Calculated Error  Error 1VWipl Species ECCesSion Digest Protein Name
() lons (Da) (Da)  (ppm) (Da) Index #
1 1417 949 1 218 Y621y (R)E/V/T T/V/L/Q/A/D/S/AE\Y AQ/PLVGGIVGTLHQRI(S) 2952.54 80.9629 3285 85035.1/6.77 2;;:;8 54792129 34283  discoidin, CUB and LCCL domain containing 2

Fragment.ion (m/z) |674.38 | 824.70 |

835.59 | 868.53 | 935.62 | 969.27 [995.15 [1033.53 [1038.66 | 1087.68 |1096.29 [1131.75 | 1187.11 [1194.93 [1204.01 [1244.19 [1252.56 | 1301.88

Frac. Inten.(% of TIC) 8.67 278
Rel. Inten.(% of BP) | 5534 @ 17.76
Score 1.00 0.50
lon-type y++,; | byH0

Delta Da 0.43 0.25

2.49 3.48 227 215 4.15 293 12.80 2.95 8.28 7.59 1111 342 2 2.99 15.67 4.07

15.91 2224 14.47 13.71 | 26.52 18.69 81.70 18.84 52.84 48.48 70.90 21.82 14.08 19.08 | 100.00 25.96

1.00 1.00 1.00 1.00 1.00 -0.19 1.00 0.50 1.00 1.00 0.50 1.00 -0.14 1.00 1.00 1.00

yrrrg, [yrrr, |y [y | yee g Y, a, | yrrg | oyt |yreHO | yee, b | vy, | yre

0.51 042 0.15 0.78 0.15 0.14 0.12 0.26 0.20 0.54 -0.65 -0.41 0.44 0.23
y++, HO

202

0.65




Peak 125

METag 1y | E & & t | & | Q ] L | 5 | = g R
o,
iz 12
5 B2 atEm 617 aras 10314
23.7%
6526 830.7 L
I:u3 v |4 10d3.5
by 3442 sea 7 BEIF o272 9T S qpfz g
430.4 5318 araa 1232 5
21?2 246G 3954 I L ll N ? L j.J 1 A 1 . 1303 4
b0 T T H . T y ey r . T T T
200 a00 400 a00 EO0 oo ] A00 1000 1100 1200 1300
DELTA_CID.2993.2020.0 pkl Maz= [mfz) hAH+: 2202 4354 mJz: TES.16 203
METag 1 E [ i t G 1] L
I I I I I I g I | .. L
iz 12
A et avs.4a 1031.5
42 1% -
I:'1
YM'H' 10319
++
b ; b b +
b 2 b T b y 4 HgFﬂﬂ +312.9 R 12
2 3447 12 sees 12 2pg 713 16 967, 1hao 2
b 1.2 . | . | — | IEI? g A .IE' L I.lll.. ?E.:I et .?8.5'9I.1 W P |340 4 I N |
a00 400 500 EO0 yoo i 200 S00 1000
DELTA_CID.2993% 2020.0.pkl Mazs [miz) MiH+: 2293 4354 miz: 76515 2.3
# MH* MH* MH* Protein . .
Rank Score S‘EI BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Lecesin MIS;legt;st Protein Name
(%) [ore (Da) (Da)  (ppm) (Da) Ddex
1 11.88 66.0 8 11725 T635t Y644y S645s (R)ID V/E|A A t/G Q DA\L/G\S\S R ¥ s G\E\G R (G) 2053.99 239.4457T -197.6 80608.0/5.93 Homo sapiens 55741663 6927 hypothetical protein LOCA7654

Fragment.ion (m/z) [344.24 [568.68 [608.41 [613.25 [616.95 | 651.50 |666.34 |676.85 |682.58 | 688.30 | 694.11 [728.43 [755.52 [813.93 [816.78 [830.69 [878.14 |927.28 | 967.50 |975.86 | 1022.84 | 103150 |1040.16 |1062.65 [1231.29

Frac. Inten.(% of TIC) 1.29 0.89 112 092 | 16.14 132 1.20 1.06 365 1.96 1.81 239 1.86 5.06 112 3.05 0.92 1.50 198 | 3033 1.05 12.68 1.12 447 1.1
Rel. Inten.(% of BP) 425 | 293 an 3.04 | 53.20 4.35 3.94 349 | 12.05 6.45 5.98 7.87 | 6.14 | 16.68 3.69 | 10.05 303 | 494 6.54 | 100.00 3.46 41.80 3.70 14.75 3.66
Score 1.00 1.00 1.00 1.00 | -0.53 100 | -0.04 | -003| 012 1.00 1.00 | 008 | -0.06 100 | -0.04 | 010 | 003 005 1.00 1.00 0.50 1.00 1.00 0.50 -0.04
lon-type by | besy, | y++ | b Y bess  |y+es,o Y+ by | y++,, |b++ H,0 b++. | y*+; b, H0
Delta Da 0.09 | -0.55 0.67 0.51 0.58 0.04 0.17 0.40 016 | -0.02 -0.04 -0.38 -0.24 0.24
by ¥+ 0
-0.33 0.10
y++yH0
063




Peak 127

MiTaat v | F | E | L | = | Q | ¥ | M | & | L | = | L | ©
3.79e-+im
100, Hop
b‘]? b18
¥a 1002 10955 b
285.3 ¥y - By b 1
¥ Yo 0 13756
5 47 5 b Ve 12056 952 7 ' b
3384 | 8 £20.7) 10 I { 12
wlogre 1Tl L L b b e
400 600 1200 1400 1600
DELTAKI_CID.5383.5383.0.pkl Mass [z ] MH+: 23645654 miz: TER86 203
# MH* MH* MH* Protein . .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Bcessioniggis Dinest Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 11.61 62.6 8 8125 Y56y (RIL Y P E L S\Q ¥ M\G\L|S/L N E\E E|I\R (A) 2284.12  80.4489 2041  32444.6/7.06 Homo sapiens 56243522 1509 syntenin isoform 1
1 1161 626 8 8125 Y56y (RIL Y P E L S\Q ¥y M\G\L|S/L N E\E E|I\R (A) 228412  80.4489 2041 32316.4/7.06 Homosapiens 55749515 17431  syntenin isoform 3
1 1161 626 8 8125 Y56y (RIL Y P E L S\Q ¥y M\G\L|S/L N E\E E|I\R (A) 228112 80.4489 2041 32444.6/7.06 Homosapiens 55749490 22158  syntenin isoform 1
1 1161 626 8 8125 Y56y (RIL Y P E L S\0 v M\G\LIS/L N E\E E|I\R (A) 228412  80.4489 2041 32316.4/7.06 Homosapiens 55749523 31735  syntenin isoform 3
1 1161 626 8 8125 Y50y (RIL Y P E L S\Q vy M\G\L|S/L N E\E E|I\R (A) 228412  80.4489 2041 31761.8/7.06 Homosapiens 55749504 35433  syntenin isoform 2
Fragment.ion (m/z) |288.26 | 657.75 |686.35 |688.85 |702.78 |723.42 [733.05 [756.12 | 771.41 |772.74 |799.65 |870.65 | 884.95 [902.66 |910.60 |945.05 [950.56 |989.52 [1037.04 [1039.23 [1095.80 |1205.60 |1262.69 [1375.61 | 1444.48
Frac. Inten.(% of TIC) | 285 | 280 | 260 | 734 [ 292[ 1103 598 | o018 | 239 611 671 298| 353 236 302 242 292| a3s4| 278 536 700 228 316 394 379
Rel. Inten.(% of BP) | 2588 | 2537 | 2355 | 6658 | 2652 [100.00 | 5418 | 159 | 2164 | 5538 | 60.80 | 27.06 | 3198 | 2140 | 2739 2198 | 2648 | 3205 | 2524 | 4863 | 6347 | 2070 | 2863 | 3572 | 3439
Score 100 | 050 | 024 | 100 | 100| -1.00| -054 | 150 | 050| 050 | -061| -027| 050 | 100 100 -022| -026| 100| -025| 400 100, 00| 100| .00 0.50
lon-type Yz |YsH, bee, bg sty |YeH0 |yghH, y7-NH, Y7 | breg Ys breys | b by by b,; |byH0
Delta Da 006 -058 055 | -0.59 008| 00s| 039 048 | 020 070 0.03 028 | 031 011 07| o001| -014
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MSTea Tt 5] 2 | &« |5 | M L y | & | M A
F(m.l‘z}Nl-?I% ¥q g
7.7 et 238 .7 a1 10932 b
12
73.0% ¥y 1102 .4
¥y 1040.3 11204
925
L 43047 1041.3 b
' 1z 1P 13
2274 9196 l h l1D i4 145 1 12897
b m RN L] " |. L
L] L] - L] L]
A00 1000 1100 1200 1300
DELTAKI_CID. 1945, 1945 .0.pkl Mass [z ] hiH+: 1463 6527 mfe: 3283 a2
WeLlieu mesuils
# MH* MH*  MH* Protein . .
Rank Score =A BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Gz LS Protein Name
(%) I # Index #
ons (Da) (Da)  (ppm) (Da)
1 1440 865 9 6/25 Y192y (K) G/A/S Q/A/G/MITIGIYIG M|P R (Q) 138361 80.0383 492 22472.8/6.84 Homo sapiens 56549137 4563 transgelin 3
1 1440 865 9 6/25 Y192y (K) G/A/S Q/A/G/MITIGIYIC M|P R (Q) 138361 80.0383 492 22472.8/6.84 Homo sapiens 56549135 6272  transgelin 3
1 1440 865 9 6125 Y192y (R)G/A/S Q/A/G/MITIGIYIG M|P R (Q) 138361 80.0383 49.2 22391.6/8.41 Homo sapiens 4507357 16071 transgelin 2
1 1440 865 9 6125 Y192y (K) G/A/S O/A/G/MITIGIYIG MIE R (Q) 138361 80.0383 492 22472.8/6.84 Homo sapiens 56549139 30751  transgelin 3
Fragment-ion (m/z) |272.18 '398.32 [460.63 [568.70 | 585.81 |603.88 |668.90 | 686.78 [695.97 '700.15 |703.82 [717.04 |760.73 [816.71 861.57 [894.69 |974.50 | 986.46 [992.54 |1004.55 [1031.54 [1049.50 [1120.44 [1174.56 [1192.45
Frac.Inten.(% of TIC) | 467 | 248 | 346 | 182 278 | 167 329 368 | 277 164 622 320[ 935 224 [ 1220 180 [ 210 146 [ 298| 186 214[ 1037[ 581 515 [ 4.86
Rel. Inten.(% of BP) | 38.27  20.36 | 28.38 | 14.95 2279 | 1372 | 26.97 | 3013 | 2268 | 1348 | 51.02 | 2625 | 76.69 | 18.33 |100.00 | 14.79 | 17.23 | 1199 | 2447 | 1522 | 1754 | B85.07 | 4764 | 4219 | 39.82
Score 100 050 | 1.00| 015 050 | 1.00| 100| 050| 023 -013| 1.00| 026| 100 -0.18| 1.00| 015| 050 | 050 | 100 | 100| 050 100| 100| 050| 1.00
lon-type Yo | bghH, Ys bo-NH, by | y++o | byH, bg by ¥7 ¥gH0 | byo-H,0 ¥s big | yoH0 ¥a Y1 | D12 M0 b,s
Delta Da 0.01 | 015 040 042 | 062| 064 050 -0.48 0.59 0.24 014 | 012| 017 020| 016| 011| 001 015 | 0.03
yNH, Ye Yo
0.54 0.56 0.45
Yot
0.04
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MiTaat p | 1| ¥ | o | = | v 5 E | ©o | a | ©o | = | v | 5 |3
o Pimiz}2H, & v, assignment
¥g 215 8 g
A (b 4755 TA0g 2605 R ]
42 1%
+
b, ¥y f1a b
1wz 1 460 3 1385 4334 11 . y
| 3r3.5 “ rL 1207 .4 ao 13 15
- Ll l L il l A il 1 T |I.L Al ” L |1.|5%:1:?|.| L 1719.8 .
T T v T 1 T T
200 400 1200 1400 1800 1800
WTCIO.2601. 2606.0.phl Massz [z ] miH+: 2404 1654 msz: 802.06 z: 3
# MH* MH* MH* Protein . .
Rank Score SJ:I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/l Species ACDB;S"J" MIS;’D'Q;St Protein Name
(%) o {Da) (Da) (ppm)  (Da) piex
1 13.91 794 10 624 Y518y (K)k B T/¥ D/P V/S\E D/Q/D/P/L/S S D/F KR (L) 232410 80.0614  39.5 114569.2/6.85 Homo sapiens 56549666 24052 tyrosine kinase, non-receptor, 2 isoform 1

Fragment.ion (m/z) |450.24 |475.52 [597.23 | 667.30 |739.45 |754.24 [762.34 [ 764.03 |769.34 |781.41 [852.54 |860.53 [865.47 [892.27 [932.51 |949.58 |966.75 [967.98 [1040.13 [1064.81 [1072.24 [1081.26 | 1194.38 |1437.49

Frac. Inten.(% of TIC) 187 | 11.75 298 6.36 439 216 273 441 0.06 2.00 284 | 1543 234 1.90 184 6.16 173 489 264 1.70 554 709 254 463
Rel. Inten.(% of BP) 1211 | 7613 | 1934 | 4124 | 2845 | 1398 | 17.70 | 28.60 0.38 | 12.97 | 18.39 |100.00 | 1517 | 1232 | 1194 | 3995 | 11.24 | 31.69 17.14 11.05 35.90 45.94 16.48 30.02
Score 1.00 1.00 1.00 0.50 1.00 025 1.00 0.50 1.50 013 1.00 1.00 -015 -012 0.50 1.00 011 1.00 1.00 1.00 -0.36 -0 46 0.50 0.50
lon-type Ya | ¥+ | ¥y |BgH0 Y ag | Yy |bgH0 sty ¥7 | ¥**is yghH, ¥z by | y+rir ¥s b,oH,0 | by H0

Delta Da -0.04 0.26 043 0.05 0.08 | -0.08| -0.1 -0.27 | -0.03 0.08 0.12 0.03 0.07 043 0.69 027 -0.09 -0.07
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M3Tag 1 Y | ] | 5 | R | P | 5 | & | ¥ | 5 |
1 Nfa+5m B T3 v
2092 14
42 4%
A64.3 e
(mézriH..0
st s 2 e T
By o b, i - —_ y
2543 3272 i 410 s 507 s B35 e Y T B R a
2084 | 3op.2 oon 7 005 5 1029.1 11322
- " N ||I N L ||.h1||||I Il I —ld |I...l [ —
200 300 &0 a0 1000 1100
DELTA CID.1937 1957 .0 pkl Mass [miz] hH+: 12107354 miz: 60435 203
M%Tag 1 ¥ | D | 3 | R | F | G | 5
++ ++
Y12 Y13
1 detin GEG 7433
56 10 yio™ 7R 0 -
2092 Y14
8643 a4 5
PimizraH,.0 :
3 6ok 5 76
b, b, sekg 5918
7051 7911
2642 sz 0 aena 4413 agaz  HOT G17 gB36.7  B635 735q  rpas 82h.7
2089 : :
o . L al ll T P —d Al alay 1y I W 1l [ N
L L] L L L
200 200 400 500 700 200
DELT# CID1937 1937 .0 phl Mass [m/z] hiH+: 12107364 miz: 60426 2 3
RMTLAaNTU NTDUILD
# MH* MH* MH* Protein . .
Rank Score I BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species Accession MS-Digest Protein Mame
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 1077 86 T 6/19 Y129y (R)Y/Y|DISIRIP G\G Y\G ¥ G ¥ G R () 1730.76  79.9797 7.4 17170.4/8.86 Homo sapiens 5803137 8158  RNA binding motif protein 3
Fragment.ion (m/z) |299.19 |327.24 [441.92 [529.09 |530.69 |564.28 |569.67 |584.55 |594.00 [641.13 | 675.65 |[685.97 |705.06 |734.97 |743.28 |751.00 [791.10 [824.55 [839.14
Frac. Inten.(% of TIC) | 710 | 208 | 188 [ 130 171 905[ 160 312[ 404 147 166 | 1583 | 243 [ 546 3007 152 165 687 146
Rel. Inten.(% of BP) | 2361 | 693 | 526 | 432 | 568 | 3011 | 534 | 1036 | 1345 | 487 553 | 5264 | 807 | 1816 [100.00 | 505 | 549 | 2286 | 4.85
Score 025 | 100| 100| 100| 100| 100| -005| 010| -013| 100 050 | 100| -008| 050| 1.00| -0.05| -0.05| 1.00| 1.00
lon-type = b, b, b, | b+ | y++y, Y+egg (Y0 by YeNHy | y++i5 Y+, b,
Delta Da 005 | 011| -024 | -010| 046 056 -0.64 063 | 068 028 | 048 022 | -023
Y+
12
0.68




Peak

131

MiTag1 | E F W K F F T L v P M o
I I I I o | ¢, | Yo I I
1D Y14 17 Y7
1 2atEm G16.4 2134 avh.a
17 .7% I:|3 b1|:|
2443 1062 .5
+
b +H
+ W
hz Ilrﬁ '5"'4 IfII:ISI ﬁﬁb” YII:I
2154 LI T 12311.5
b — 2661 — LL Il :IG.IIII.4.. Lo o - - —— —
200 200 a0 A00 EO0 Fan a00 300 1000 1100 1200 1300
DELTACID_F.2926.2955.0 phi Massz [z ] MiH+: 2292 2554 mfz: FE5.00 z: 3
# MH™ MH™ MH™ Frotemn ; =
Rank Score S;I BCS  Unmatched Variable sites Sequence Calculated Error Error MW/pl Species ADDB;SIOH Mlﬁ;j[:)?;m Protein Name
(%) lons (Da) (Da) (ppm) (Da)

1 13.59 85.7 9 925 Y213y (K)T L/E|B/V/R/P P T/VIPHND y/MT S\P AR (L) 221313 80.1284 70.7 49376.3/6.81 Homo sapiens 61743946 4905 abl-interactor 1 isoform ¢
1 13.59 85.7 9 9125 Y208y (K)T L/E|B/V/E/P P T/VIPND y/MT S\PAR (L) 221313 80.1284 70.7T 51841.2/16.39 Homo sapiens 61743948 10824 abl-interactor 1 isoform d
1 13.59 857 9 9125 Y212y (KT L/E|P/V/E/P P T/VIPND y/MT S\P AR (L) 221313 80.1284 70.7 52468.0/6.81 Homo sapiens 61743944 13876  abl-interactor 1 isoform b
1 13.59 85.7 9 9125 Y213y (K)T L/E|B/V/R/P P T/VIP ND y/MT S\P AR (L) 221313 80.1284 70.7 55081.1/6.57 Homo sapiens 61743942 30830 abl-interactor 1 isoform a

Fragment.ion (m/z) [344.23 | 607.61

[616.37 | 650.92 [ 662.51 [665.80 |682.00 |687.95 | 693.72 [719.51 [728.38 | 747.97 |756.80 [813.47 [830.71 [877.90 924.46 [926.74 | 967.07 [975.81

[1022.36 | 103147 [1040.21 [1062.54 [1232.71

Frac. Inten.(% of TIC)

Rel. Inten.{% of BP)

Score
lon-type
Delta Da

183
5.30
1.00

h3
0.05

197
511
0.50
Y+ ;0
0.37

14.12 1.80
40.84 520
1.00 1.00
Y4+, | bhH,
013 -0.45
yre

0.28

071 0.82
2.05 237
1.00 1.00

Yo | Y**1q
018 0.02

240 273 127 1.02 212 1.16 0.86
6.95 in 368 295 6.12 33 243
-0.07 | -0.08 100 | -0.03 -0.06 050 -0.02
L Anast b,-NH,
0.06 -0.45

515
14.9
1.00

¥y,

01

225 0.89
6.562 287
-0.07 1.00
¥y

0.50

120
347
-0.03

120 265 | 3457
347 7.66 |100.00
1.00 0.50 1.00
Y+g |breHO | b
-0.20 013 -014

y+e, HO | yes
0.61 0.35

0.88
253
-0.03

y++

1144
Bn
0.50

1 s'HzO

049

185 429 084

b 35 1241 243

1.00 1.00 -0.02
¥Yihg b

023 -0.08
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Rank Score

MiTag 2 p | ¥ ki LI | E | = 1 « | | * T v | or
++
Yia ¥
1.33e-+H5m 77394 I
a6.200
'z
axa T
¥, Yoo By3¥ig
+H 15458
¥g 12806 1344 By
] e 4?'“3. al ll al l.| 14‘18.3 " - .
b= T T T T
400 1400 1600 1400
DELTAEI_CID. 3380 3388.0.pkl Mazs [miz] hiH+: 2896 2854 mf2: 9661 2:3
# MH* MH*  MH* Protein . .
Sn:.:l BCS Unmatched Variable sites Sequence Calculated Error  Error MWW/ pl Species Acce;.smn I\I'IIS;leg;_r.l Protein Name
(%) fars (Da) (Da) (ppm)  (Da) X
11.68 750 8 10124 Y198y (R)N/T/P/y K T L E|P V/E/P PA\T V/E N D/Y M T S P A R (L) 2816.43 T79.8567 -37.9 49376.3/6.81 Homo sapiens 61743946 4905 abl-interactor 1 isoform ¢

Fragment.ion (m/z) |743.96 [766.52 [773.94 [812.66 |825.68 |837.94 [864.66 | 894.86 | 927.01

| 928.26 [935.77 [936.06 [941.68 [945.86 |948.58 [949.46 |991.49 [1009.47 [1027.49 [1151.62 [1292.32 [1341.41 [1352.74 [1545.75

Frac. Inten.(% of TIC) 3.03 1.80 | 19.00 290
Rel. Inten.(% of BP) | 15.94 9.50 [100.00 | 15.27

Score 016 | -0.09 1.00 | 015
lon-type b+
Delta Da 0.55
LA™
0.57

452 257 3.62 2.66 1.84 2.62 307 9.82 1.70 1.94 1.94

2379 | 1354 | 19.05 13.99 9.70 13.81 19.86 | 51.68 §.92 | 1019 | 10.21

1.00 1.00 | 019 1.00 0.50 1.00 1.00 1.00 -0.09 010 | -0.10
Vo | ¥+ yrrrg, [y, H0 [y, | yoes | yees
0.29 0.52 0.42 0.54 0.14 0.29 0.58

3.30
17.35
017

2.00
10.52
011

4.91
25.84
0.50
b,-H,0
0.03

512
26.97
1.00
bB
0.04

9.93
52.2%
1.00
Yio
0.11

1.62
8.51
1.00

y++

0.3

23
12.16
1.00
¥res

0.25

278
14.61
015

4.30
2261
1.00
b,y
-0.02
Yig
0.01
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M3Tag 1 p | ¥ | K | t | ¢ J E P v K S L S
+ +
Yia. Vs Y17 Yo
2128 8776 orhg 12318
4 e+
23.7% s 1
13519
Yag "1 b
214431 1z ¥yq 1646 1 14
. 1?16.?
I.Il |iL|IIILIIﬁ |. | JE$?. |..| il .
v L] L] L]
4na 600 a0n 1400 1600 1800
WT_EGF_CID.3071 2087 .0 phkl Maz==s [miz] hiH+: 2076 8054 miz: 99284 23
# MH* MH* MH* Protein . .
Rank Score 1 BCS Unmatched Variable sites Sequence Calculated Error Error MVW/pl Species fEedion (LSl Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 1564 870 9 5025 T215t Y198y (RIN T/B/y K T L E|P V/KIP B\T V/P\N D/Y M £ S P A R (L) 281643 160.0767  48.4 49376.3/6.81 Homosapiens 61743946 4905  abl-interactor 1 isoform c
Fragmention (miz) |757.33 [773.57 [805.47 [813.78 [814.04 [855.60 [864.76 [877.63 [905.50 [915.67 | 921.65 |[948.71 [954.87 [960.40 | 967.06 [975.52 [975.82 [1009.49 [1027.48 [1031.45 [1205.57 [1231.59 [1332.56 [1351.88 |1381.57
Frac. Inten.(% of TIC) [ 172 [ 175 [ 226 507 [ 1076 [ 242 441[ 391 316 [ 194 243 [ 005| 016 013 236 613 1504 | 730 | 76| 197 17| 198 223 301[ 204
Rel. Inten.(% of BP) | 1145 | 1164 | 1506 | 3369 | 71569 | 16.09 | 29.31 | 26.03 | 21.01 | 1289 1649 | 035 | 107| 084 1671 | 40.78 [100.00 | 4854 | 3826 | 1308 | 1307 | 7967 | 1481 | 2004 | 1357
Score 0.25| 1.00| 0415| 100 1.00| 016 | -029 | 100| 1.00| -0.13 1.00 0.25 | 150 050 | 1.00| 100 050 | 100| -013| 050 | 100| 100| 100| 1.00
lon-type ag | by Yhe | ¥ihae ¥Yitis Y7 b al al sty |y++HO | yseys | yo+yy | byH0 by b,,-H,0 Yio | Y22 LIPS Gart
Delta Da 0.00 | 0.18 042 | 068 023 | 014 0.32 0.74 | o027 060 | 005| 036 005 003 0.01 | 011| 005| 021| 043
Yoo,
0.55
yoH,PO,
0.76
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MiTagt 1| F | ¥ | &« | v | v | e | F | ¥ | | ¢ F T v | r ] | D] ¥
Pimiz-2)
. 1460 4
2.88e+n assignment o
36.2% 01 4 (T :
C, 17 fir 14 .
“ fi a7 7 ' ' 1664.6 ' 2
- 2 19 "
. L e B P 1" 3z T, . 7 a7 a2
2 o . 5 57332 12347 1336 pag1 o 13 z 5 19753 '
2227 3 4 5182 | l | | | | 1513_3 B e : 2147 9
O Y A ol O I R I TSR R YT Y TR PO 2B Y T
200 400 B0 & g 1000 4200 1400 1500 1200 2000 2200
DELTAKIETD 2180.2150.0.pkl Mass [miz) M+ 28075382 mis 72500 2 4
1 12.271 7141 1 1125 Y198y (RIN T P y\R\T|L|E P W/K P P/T|V P|N|D/Y/M T S P AR (L) 2816.43  80.9094 3255 49376.3/6.81 Homo sapiens 61743946 4905 abl-interactor 1 isoform c
1 12.27 7741 1 25 Y193y (RIN T P y\R\T|L|E P W/K P P/T|V P|N|D/Y/M T S P AR (L) 2816.43  80.9094 3255 51841.2/6.39 Homo sapiens 61743948 10824 abl-interactor 1 isoform d

Fragmention (miz) [271.94 573.22 [646.26 [701.38 |802.66 [809.49 [832.51 [915.47 |924.68 [987.70 [992.45 [1038.24 [1069.44 [1087.03 [1234.71 [1335.99 [1466.11 [1565.07 [1659.09 |1664.58 | 1860.83 [1975.29 [2097.38 [2179.53 [2199.60

Frac. Inten.(% of TIC) 3.02 2.92 278 | 1158 4.67 322 372 2.76 3.69 6.14 2.95 3.76 3.08 2.82
Rel. Inten.(% of BP) | 26.06 | 25.25 | 24.01 [100.00 | 40.30 | 27.82 | 3216 | 23.67 | 31.684 | 53.00 | 25.50 3243 | 2661 | 2439
Score -0.26 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 -0.27 -0.24
[orhie s Ty s s 7| S, & Ty | Gty | T, 7y
Delta Da 0.01| -0.05| 0.08 0.31 012 | 008 | 004 | 028 019 | 046 -0.20

370
31.95
1.00
Z11
0.15

272 | 364| 388| 376| 821| 276| 283
2352 | 3058 | 3347 | 3244 | 7089 | 2384 | 2444
100 -031| -033| 025| 026 025| 025
212 Z1E- l:14 cﬂ&- c1?
0.38 027 | 027 04| 027

4.90 274 3.85
4234 2363 3328

025 024 -0.33

Z1s

0.31




Peak

M3Tag1 g ] M W W A H ] ] F A F
I I I [~ 1 . I I ¥ I I | » |
bs-NHgz ¥ Y14
1 57 a+5m ¥q t::lg_l;NSHg 5953 Gt 4 T36.6 214.8
21 6% b3-NHz 4324 4. assignment
W
B 085 4
o]
h
- 1192 9 12767 13467 14823
[, .1 ) 1511.4 1
h:l_ |I| wli L PR Ll I T L L T
200 1000 1200 1400 1600
DELTA 2540 2566.0 pki Mass [mfz) MiH+: 2242 1364 maz: 74305 203
# MH* MH* MH* Protein . .
Rank Score S‘,’I,:I BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species Acce;,smn IIIIIS;legist
%) lons (Da) (Da) (ppm)  (Da) pdex
1 14.35 746 10 8125 Y601y (Rl o 0 o/M/V/V/A/H Q ¥|S/F/A/P D/G E/A R (L) 2162.01 801271 71.7 155266.4/6.34 Homo sapiens 65288071 34866

Protein Name

tensin 3

Fragment-ion (m/z) |246.15 [368.19 |432.37 |499.32 |598.32 [638.95 |644.41 [682.28 |696.55 |715.47

[724.70 [729.33 [765.16 [ 768.49 [791.54 | 805.96

|814.46 |814.78 [862.50 |863.89 |897.03 [929.77 [949.57 [985.37 |990.44

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

1.68
10.95
1.00
Y2
-0.01

293
19.05
0.50
b,-NH,
0.03

3.62
23.53
1.00

b+++1ﬂ

0.52
Ya
0.15
Y+,
0.66

3.97
25.82
0.50
b, NH,
0.12

4.94
32.10
0.50
b_-NH,
0.05

5.17
33.63
-0.34

15.38
100.00
1.00
Ye
01

2.04
13.29
-0.13

2.89
18.77
0.19

0.15
0.97
1.50
Y7
013
1.50
sty
0.13

2.3
15.01
-0.15

6.59
42.83
1.00

0.03

Y+

4.63
30.08
1.00

™

0.35

2.44
15.88
0.50
b_-NH,
0.12

4.61
29.97
-0.30

189

12.29

0.50
y++,H,0

2

0.62

257
16.73
1.00

Yo,

0.1

12.21
79.40
1.00

Y+,

043

1.52
9.89
1.00

¥z
0.09

4.67
30.38
1.00
y++1 5

0.01

253
16.46
-0.16

245
15.93
1.00

0.37

3.00
19.53
1.00
Ys
013

374
24.33
-0.24

2.06
13.42
-0.13




Peak

M3Tag 1 o | s | ¥ | | & | E | v |L
3.8 e+l
100.%
+H
Yy
515§ ; G
W
3 +3 1261
b GaG b
2042 4084 4615 q G168 G61.5 12
: 03 k. u 1546 9
3 TR TN i w1 I i W T Lo s, s
400 EQ0 1400
DELTA_CID. 4140 41400 phl Mazs [miz) hiH+: 3111 4582 mfz: 77862 z: 4
# MH* MH* MH* Protein . .
Rank Score Sn::l BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ACCE;S'U" MIS;jD'g;St Protein Name
=) lons (Da) (Da)  (ppm) (Da) ndex
1 1431 787 M 5/25 Y354y S332s (R)w D = ¥ E\N L/S|A/D/G E/V L H T Q\G/B\V/D/G|S L ¥ A K (V) 2951.37 160.0888 50.2 155266.4/6.34 Homo sapiens 65288071 34866 tensin 3

Fragment-ion {m/z) |515.60 [538.54 [661.51 [701.05 [718.84 [ 727.74 [734.04 | 743.30 [761.36 [765.66 | 818.03 [833.49 | 857.33 [906.88 [915.51 [926.06 [959.55 [964.42 | 974.55 [983.62 [1010.95 [1013.96 [1019.36 |1057.36 [1062.25

Frac. Inten.{% of TIC) 285 275 2.68 265 361 351 283 297 4.56 521 443 463 3.75 475 4.66 4.0 270 50T 3.62 9.72 2.83 4.42 4.36 2.81 412
Rel. Inten.(% of BP) 2933 | 2831 | 2758 | 2723 | 3711 36.10 | 2914 2847 | 4693 | 53.60 4556 | 4767 38.63 | 4893 | 4793 | 4124 | 2775 | 59.38 37.25 [100.00 29.16 45.51 4488 28.91 4243
Score 1.00 1.00 1.00 0.50 1.00 1.00 -0.29 0.50 1.00 -0.54 1.00 1.00 0.50 -0.49 0.50 1.00 -0.28 -0.59 0.50 1.00 0.50 1.00 1.00 0.50 1.00
lon-type Yitg | by e |YelH, Yo |breegg b -H,0 bg brey, Y7 |BgH0 YaliHy | ye+ys Y0 |yt | ¥eH0 | bres | yirg b0 |y,
Delta Da 0.36 0.35 021 -0.24 0.52 0.44 0.09 0.14 0.3 0.15 0.08 0.12 0.12 0.10 017 -0.50 0.55 0.39 -0.01 -0.24

yor




Peak 139

lons that verify assignment

M5Tag 1 D P | o | H | o | H | T | & | F | L | T |e
P(miz}2H,, 0 ¥
1 FHa+Em Gl .4 T3 219.5
#1.6%
b
3 ¥s By Yo
14 286.2 247 3 1192 12367 1307 .6
h:l_ L l | L L PR ul L L i rad L
1 L] 1 L] L]
200 400 1200 1300 1400
OELTAZOT 2924.0. phi Masz= [mfz) hiH+: 22242854 miz: 7421 203
# MH* MH* MH* Protein . ’
Rank Score i BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Accession WS Digest Protein Name
(%) | D # Index #
ons (Da) |Da) (ppm) (Da)
1 1699 809 10 4125 Y187y (R)v A/D/P D H\D H\T G FILITIE/¥\V A\T R (W) 214400 80.2811  141.5  41389.9/6.50 Homo sapiens 66932916 20787  mitogen-activated protein kinase 1
1 16.99 809 10 425 Y187y (R)v A/D/P D H\D H\T G F|L|T|E/Y\V A\T R (W) 214400 80.2811 1415 41389.9/6.50 Homo sapiens 20986531 213714 mitogen-activated protein kinase 1
Fragmention (mz) | 587.90 |596.93 [635.40 [641.35 | 64435 |[647.14 65357 [679.91 |685.52 [689.49 | 69495 [703.74 [710.00 [724.25 |800.40 |818.40 [887.40 |890.35 [901.46 |919.50 [952.43 | 961.30 |[970.13 |975.05 [1032.57
Frac. Inten.{% of TIC) 192 | 406 | 6.02| 863 210 340 T3 289 33| 424 237 605 | 007 | 555 252 29| 22| 201 232 | 1258 | 219 519 530 320 2.16
Rel. Inten.(% of BP) 1525 | 3229 | 47.80 | 63.56 16.65 | 27.00 @ 5665 | 2141 | 24389 | 3367 18.83 | 48.07 | 055 | 4411 | 2000 | 2346 | 17.68 | 16.01 | 18.40 |100.00 | 7.1 4127 | 4213 | 284 17.18
Score 0.50 1.00 1.00 | 068 0.50 1.00 1.00 | 021 1.00 1.00 0.50 1.00 150 | 044 0.50 1.00 1.00 1.00 0.50 1.00 | 017 0.50 1.00 1.00 1.00
lon-type b+ H0 | by b, ber H0 |y+as, [ by, Y e Y [brH0 | by, sty y:H;0 Yo by | b++; |yH,0 Y7 YHeH0 (b Hy0 | b ¥z
Delta Da 0.15 0.18 012 0.06 0.19 0.27 023 0.19 0.14 | -0.08 0.66 0.07 | 0.06 0.04 0.49 0.08 0.1 0.38 027 | 014 0.09
y++1€.

021




Peak 140

M3Tag1 p | P | O | H | o | H | T | & | F | L | t
2 BetEm G413 T30.3
23.7%
by CID
W
444345 1010.4
b ¥z ’
23;2 347 3 &0 e '!-"3
. a03 10595 11126 12186 12807
- L I #0112 T\ (P allil L A — 1362 .4
L L L] L] L] L]
200 400 300 EO0 o0 200 00 1000 1100 1200 1300
WTCIO.3172.3209.3 phl Mazz [miz] MiH+: 2304 0854 mfz: TEET7 23
MiTagty| o | P | o | w | o | H | 7 |5 *F L t | & | ¥ | « |~ ] 7 | ~®
3. HEe -
17.7% . . Pimz]
R i3 7.5
z ? 4303
2601 312 : cﬁ ETD
2 o G52 .4 2
i} i]
437 (5152 i | [
h:l_ | II [l..ll. ) | r | ll_l. L I‘
200 400 EO0 'i'BEIEI 1000 1200 1400 1600 1800 2000 2200
WTETD. 2310 2328 .3 phl Mazs [mfz ) MH+: 230613584 mfz: 769056 2.3
# MH* MH* MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Hezeson (LTS Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 1491 833 1 4125 T185t Y187y (R)V A/D/B/D E\D\H\T G F\L\t/E/¥/V\A T R (W) 2144.00  160.0811 644 41389.9/6.50 Homo sapiens 66932916 20787  mitogen-activated protein kinase 1
1 1491 833 N 4125 T185t Y187y (R)¥v &/D/B/D H\D\H\T G F\L\t/E/y/V\A T R (W) 2144.00  160.0811 64.4 41389.9/6.50 Homo sapiens 20986531 21374 mitogen-activated protein kinase 1
Fragment.ion {m/z) |446.55 [596.93 [635.34 [ 64130 | 64453 |653.49 [668.06 | 673.96 |679.64 [689.56 [695.15 [ 712.38 [724.46 [730.32 [736.46 [751.05 [759.85 [800.46 [818.49 [887.61 | 901.61 | 95232 [961.54 [ 1001.66 |1010.38
Frac. Inten (% of TIC) [ 290 | 463 | 786 | 801 239 &65 439 667 382[ &40 517 302 013 o0&t | oor| 388 [ 334 [ 347 393 271 6.36 363 481 249 | 485
Rel. Inten.% of BP) | 36.20 | 57.87 | 98.21 | 100.00 2984 | 7053 | 54.89 | 70.80 | 47.75 | 67.51 | 64.56 | 3778 | 165 | 642 | 1212 | 4850 | 4172 | 4334 | 49.04 | 33.88 79.51 4533 | 60.11 3114 | 60.53
Score 100 | 100 | 100| 100 050 | 100| -055| 100 -048| 100 | -065 | 100 025| 150 | 100| -042| 050| 100| 100 0.25 050 | 100 0.50 1.00
lon-type Y, | by, be |y+++g |brr i HO | besyy L anast: ¥s Yt st st sty b, ¥ H0 Ye by |y, H PO, [y+egH0 | yrryg | ¥+ a0 | yorgg
Delta Da 028 | 018 | 006 004 024 | 019 0.35 0.26 043 033 | 047| 074 013 | 015| 025 0.23 0.05 | 016 0.76 | 047
b+++

16

0.24




Peak 141

M3Tag 1 N F F L F F K I ]
| I I I | I I I I
7 9
5 B7atin 1002 .3 1073.2
21 6% |
2.7
H o+
Y23 bys
41289 .4
m_ L. r— (R ITH r Ll Il T 15249.
1a00 1300 1400 1300
WT_C10. 3946 297 1.0.pki Mass [miz) hiH+: 3973 2882 miz: 99407 z2: 4
MiTag 1 p | L | F | P | L
3+
bog bg
1 G7eHm g9rs.6 .
100 % TR
+3 17
bos 8531 gy 1002 3 s
19 Ees
+H
260 930.4 ¥y 10294 o8y, b . 3
o 6 95B.8 Vg 1047 6 0 3
530 a0t 3 || I e L s i ez 141 a2 170 1190 a0 7
pod — P } plilily, . I . .“.:I%S' Lu l ; il i | ad il .
300 330 'i'u:u:u] 1050 1100 11350 1200
MT_CI0. 23046 3071 .0.phl Mass [z ] hiH+: 397232582 mfz: 99407 z: 4
# MH* WMH*  MH*  Protei - MS-
Rank Score S%EI BCS Unmatched Variable sites Sequence Calculated Error  Error N:\‘;\l'?;l.l Species ACEE#SSW" Digest Protein Name
(%) lons (Da) (Da) (ppm)  (Da) Index #
1 1142 709 10 7120 Y585y 55835 56155 (K)G s S y N P P/L\P|PA\L KT S T S/N\G/S\P GFEYH\QO\P GD KFE A s K (Q)  3733.81 239.449 -114.3 144485.9/5.98 Z'a”::;ns 68362740 14373  kalirin, RhoGEF kinase isoform 3

Fragment-ion (m/z) |833.25 [859.95 [925.70 [ 930.36 936.93 [953.14 [956.94 [ 967.96 |970.01 | 973.56 |976.88 [1002.26 [1029.36 [1038.23 [1040.81 [1067.61 |1073.20 [1087.63 [1094.77 [1170.04

Frac. Inten.(% of TIC) 2.89 6.41
Rel. Inten.(% of BP) | 1566 | 34.71
Score -0.16 | -0.35
lontype
Delta Da

240 4.96 N 8.46
12.97 | 26.66 | 1740 | 45.83
-0.13 1.00 | -017 | -046
by,
029

4.15 1.83 0.08 18.47
22.49 9.92 0.34 | 100.00
1.00 1.00 1.50 1.00
bes o | yreeg, sty | beesg,
-0.49 017 032 0.80

260
14.07
1.00
bE
0.56

7.28
3943
1.00
Yt
-0.17

538 4.07
2915 22.03
1.00 1.00
b++‘5 Yo,
-0.08 040

217
11.73
0.50
yg-NH,
-0.62

2.50 13.29 3.60
13.63 71.98 19.51
-0.14 1.00 1.00

by |y
-0.17 033

327

17.69
-0.18

3.00
16.24
1.00
byg
-0.39
Yo NHy
0.55




Peak 143

M5Tag 1 N o D | F | L | y | o | W | F | w
- assignment
8 ESe+im- W
17 -
a6 2% + 2037
16 byt &
754.1 o 10577
9101 ¥ag
+ - + 10394 + v e T
Y3 ¥ P L L I ' Va2 4TI bag
1292 .9
320.3 4128 5136 & | [pasaegla l J ‘ 17453 12448 1234.4
h:l_ Ll 1 L Ll 55?4 ol ?Pﬁﬁl Ll I | |.| N M gH] 8 TR h | |I by Ll .l .|” ' i L 1
lJ L] lJ lJ lJ L] lJ L] L] L] L] L]
200 400 ann =] o a0 a0a 1000 1100 1200 1300 1400
OELTACID. 2499 2517 .0.phki Ma=sz [riz] hiH+: 2842 5854 mfz: 9482 =203
# MH* MH* MH* Protein . .
Rank Score ?n:; BCS Unmatched Variable sites Sequence Calculated Error Error MW/ pl Species ece=os hﬁ;ﬁ;se;‘ Protein Name
lons (Da) (Da) (ppm) (Da)
1 18.72 954 12 325 Y36y (R)E ®/B/A Q/D/B/L ¥ D/V/P N/A/S G G\Q A/G|G B/JQ R P G R (V) 2762.36 80.2250 91.0 84099.3/8.30 Homo sapiens 68989256 16808 ras inhibitor RIN1

Fragment-ion (m/z) [411.99 [612.66 [648.31 |651.39 [754.13 [767.49 [ 794.92

[803.71 857.05 | 862.47 [909.47 [910.06 [915.92 [ 1030.12 [1038.55 [1039.37 | 1078.53 [1087.68 [1088.09 [1145.30 [1219.67 [1244.77 [1249.45 [1293.74 [1318.72

Frac. Inten.{% of TIC) 159 115 1.12 728 878 1.36 139 | 1166 225 16.33 120 570 0.09 165 1.23 415 250 460 16.53 1.51 1.75 119 113 249 137
Rel. Inten.(% of BP) 9.60 6.98 6.75 | 44.07 | 53.15 8.20 841 | 70.57 | 1359 | 98.79 729 | 3449 0.52 10.01 744 2509 15.16 27.87 | 100.00 9.14 10.61 722 6.83 16.07 8.27
Score 1.00 1.00 1.00 0.50 1.00 1.00 0.50 1.00 -0.14 0.50 -0.07 1.00 1.50 0.50 1.00 1.00 0.50 1.00 1.00 1.00 0.50 1.00 -0.07 1.00 0.50
lon-type ¥ty Ys | ¥*yg | b0 |y Yo | ¥ HO |y, bg-NH, b+ sty |baaggHO | bragy |y (yrenH0 |y, | ey |y, (b HO |y, Y+izs [byyH0
Delta Da -0.74 -0.69 -0.02 0.08 0.25 0.06 0.51 0.30 0.04 -0.34 047 0.67 0.09 0.39 0.02 017 0.55 0.25 017 0.20 0.64 0.15
Vs Y0 |y,
-0.15 0.14 -0.43




1

Peak 144

MiTagt s | L | a ] T | 5 | E | | 5 | = | F | H | = | ¢ 5] = | C | E
3+ ++ 3+
Y27 Y19 Y33
5 S5ata 9541 10d47.g 1110 1264 .8 .
Y25
56 . 2% 1437 0
4 8.4
b,-H. 0 a2d’s 85F 10
3012 9308
H7 309 ﬁ”” 8031 | BEZT 15745 16743
- r L s | o1 Il. T | . g . .J Lo — L r
200 400 EO0 2an 1000 1200 1400 1600 1800
DELTA CID 4604 4629.0 . phi Massz [z ] hiH+: 4293 12382 mdz: 107404 z: 4
18.92 887 16 4724 Y180y (R)E/S L/A/T/S E/M/S/A/F/H/Q/B/G/P CE/D/BE/SCLTIHGD YyYyDNLS L\AS P K (W 4211.83 81.3115 313.3 72190.7/6.20 Homo sapiens 7657307 2745 LIM domains containing 1

Fragment-ion (mfz) |830.84 |907.71 [958.76 |959.06 [1001.90 [1047.37 [1060.86 [1096.72 [1110.01 [1120.39 [1143.57 |1149.24 [1167.43 [1192.81 [1229.36 [1258.80 [1264.78 [1292.72 [1298.50 |1316.54 |1322.35 [1360.64 [1388.84 |1437.89

Frac. Inten.(% of TIC) 1.64 21 1.35 7.30 1.35 6.47 328 3.91 10.42 292 143 6.36 1489 7.30 4.79 261 9.61 245 8.22 155 4.32 219 242 4.51

Rel. Inten.(% of BP) 1678 | 2021 | 1294 | 70.04 12.92 62.06 31458 37.62 | 100.00 | 28.01 13.76 61.01 14.33 7002 | 4598 | 25.08 9218 | 23585 78.83 1488 | 4147 | 2098 | 2327 | 4331

Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.14 1.00 1.00 1.00 -0.46 028 1.00 024 1.00 1.00 1.00 1.00 1.00 1.00

len-type bB’HEO A |y (Y, | YR | YR, Ye g | Y, Yo | Y Yy, Y, | yEesg, ) ana |;;+++34 |;;++24 Y, Y+, Y, N

Delta Da -0.52 -0.69 0.36 0.66 0.82 0.60 -0.09 0.93 0.53 0.92 0.76 0.44 0.65 059 0.97 -0.51 0.80 058 027 080
yrr, |y, yrer,, yres

ar
0.48 0.67 0.63 0.59




Peak 145

el O R B - ¥ I R Il v @ v Je | v | =& |
347 e+in s Pimiz NH,
100.% g 2305
b b
W ] 10 I:-12 b
3 14
119.7 1232 6 A b
3T v ¥y by 1307 13 5309
b . b 4 7 10016 ¢ 14501
| b i i i
m_ T L1 L L II|| :i'FIh [ n |'|f"i
200 400 B00 200 1000 1200 1400
WT_CI05116.5116.2.phl Mass [méz) hH+: 16768727 miz: 53804 22
# MH* MH* MH* Protein . .
lank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species s i Protein Name
(%) I # Index #
ons (Da) (Da) (ppm) (Da)
1 682 8.2 7 2110 Y822y (K)S F/L D/S & ¥ R I\L|G A\VAA\K (V)  1596.87 79.9983 19.1 123800.0/5.50 Homo sapiens 7669550 11836  vinculin isoform meta-VCL
Fragment-ion (m/z) |445.48 |608.49 |722.38 |806.47 |1119.74 [1232.58 |1360.73 |1362.64 |1460.10 |1530.92
Frac. Inten.(% of TIC) | 10.33 | 1423 | 1252 | 840 | 948 | 1257 782 s44| sB24| 797
Rel. Inten.{% of BP) | 72.63 [100.00 | 88.02 | 59.07 | 6661 | 55839 | 54.95 | 5933 | 57.90 | 5599
Score 1.00 | 1.00| 1.00/| -0.59 1.00 1.00 1.00 | -0.59 1.00 1.00
lon-type b H,0 | y++yy [ ¥+ys by b,y b,s b, b,
Delta Da 0.27 | 067 | 051 0.25 | 0.01 0.10 040 | 018
Y.
0.20




Peak 146

MSTag 1y | t | e | w s | 1 | ¥ |« ] 7 | &« | s |s] ¢ |]s |]s | s |=r
FREn |
42 1% | -+
b
1
' 1185.3

b +
+ + Vg i Y1z

W +ih g

S '!-f” 1 3 11216 | 1289 7
207.2 457 L l

m_ T ||| I .5:?Flgu 1Ll L ||i |II|| L L | | lll Ll L J | T | L T L1 1
200 400 EO0 go0 1000 1200 1400 1600 1800
NT_EGF_CI10.5369.5369.0. phl Mass [mfz) MiH+: 2517 5364 mJsz: 83985 203
1 11.29 654 10 10724 TH16t Y521y (K)L Vv t E M\G/T y A\T/Q 5 A\L S/S\5/R P\T E\K (E) 2356.22 161.3178 550.2 107142.9/5.72 Homo sapiens 7705369 235 coatomer protein complex. subunit beta

Fragment-ion (m/z) [629.09 [653.86 | 714.97 |727.84 [756.80 |766.15 [785.29 [803.76 |805.62 [853.65 |900.68 [903.29 [929.90 [981.04 | 986.70 [1000.05 [1057.75 [1071.54 [1126.87 |1185.31 |1204.69 [1289.68 [1305.75 [1401.92

Frac. Inten.(% of TIC) 1.67 163 2.62 6.78 344 6.98 1.80 258 207 | 216 1.94 318 210 200 | 2864 1.70 723 21 1.77 5.03 248 1.70 2.66 5.65
Rel. Inten.{% of BP) 5.83 570 914 | 2369 | 12.01 | 24.36 6.29 9.00 7.22 7.55 6.77 | 11.10 7.32 6.98 | 100.00 5.92 25.26 7.M 6.19 17.57 8.64 593 9.29 19.74
Score 1.00 1.00 1.00 | -0.24 1.00 | -0.24 0.50 1.00 | -0.0F7 | -0.08 1.00 1.00 | -0.07 | -0.07 0.50 -0.06 0.50 1.00 1.00 1.00 -0.09 1.00 -0.09 -0.20
lon-type ¥s bs- b+++19 h“’13 y7—HEO ¥z b++1e ¥+ ie VB'NHa ym’NHa h“’19 bs b“'z1 Yiz
Delta Da 032 | 040 0.66 -0.49 017 029 018 | -0.15 0.14 015 058 0.48 -0.22 -0.04




Peak 147

H5T391||3| H | E | 5 | Q | 5 | 5 | W | L | g | 1] | g | E | T | F | K |A
1.0%e+5- - I:-EQH
a9.9% v Y33 15243
| 12924
b 12188 =
20 Van b ++
1020 6 | = £ b
b b +3 ++ w y +3 '!"'1? : b” 2 JPimfr2H L 1447 . 16 '5r4? ¥ +
5 17 ¥z B I3 g7 o 1E0RE e gozE T 1827 38
o e 577.3 Bam iSRG B61E o1l | i 16764 2057 5
400 &0 200 1000 1200 1400 1500 1800 2000
T _CI0LG 55 61550, pk] Mass [miz] hAH+: 5127 4952 mi: 128262 = 4
# . MH* MH*  MH* Protein . MS- .
Rank Score s,,:' BCS Unmatched Va'.'table Sequence Calculated Error  Error MWipl Species ucesEin Digest zm‘e'"
%) lons sites (Da) (Da)  (ppm) (Da) Index # oM¢
1 10.24 678 1M 9/25 Y8386y (RITSIS/GHESQSSVLSDSETPWERWAWTS/PMGT/TNYTMGETS\WSISTS\WDFFETSRI(|) 5048.28 79.2199 -145.6 1519181.9/5.13 :;;:enns 83367077 16118  mucin 16

Fragment.ion (m/z) |924.78 |965.33 [973.89 [1020.65 |1171.97 |1213.46 [ 1219.43 [1287.37 [1292.90 [ 1321.24 [1337.96 [1369.27 |1372.32 | 1402.69 |1406.66 | 1410.73 1426.45 | 1432.50 |1459.04 |1486.13 [1491.78 [ 1497.34 [1524.27 |1581.57 | 1827.61

Frac. Inten.(% of TIC) 322 220
Rel. Inten.(% of BP) | 3257 | 2227 | 3
Score 1.00 1.00 | A

lon-type y++,o | by

Delta Da 065 | 011

3.60 307 3.07
6.49 31.12 31.08
0.36 1.00 0.25
bgy a3

017 -0.58

6.80 9.88 282 6.17 334
68.85 | 100.00 28.53 62.49 33.82

1.00 1.00 -0.29 1.00 -0.34
¥y, b+++3=_ Y+,

0.05 0.91 0.36

325 323 2.78 273 2.54 220 6.05 4.43 6.57 2.68 282 2.88 7.83 3m 2.83
32.87 32.73 28.18 27.64 2572 2229 61.23 44.81 66.48 27.18 28.56 29.16 793 30.51 28.67
-0.33 -0.33 0.25 1.00 1.00 1.00 -0.61 -0.45 0.50 -0.27 -0.29 0.50 1.00 1.00 1.00

a, | bregg |yt by Y43 MNH, by HO | by |y, | by
-0.35 0.04 0.07 0.78 0.37 -0.34 011 0.88 0.33




Peak 148

M3T=a1 ¢ | D | F | & ] = IP.LS | H | « |« | ©o | | o | I | ™ |°F
¥ 14 715 7
4079 . 7454 2021 9156
3.5 4etEn assignment
23.7%
+
Va0 .
b . b
I:-2 5 11225 h12 b13 " 153259 16
3801 : 17029
2741 L] 1260 13747 1430.7 |
[ L b . ek - . L
400 g00 00 1000 1200 1400 1600
DELTACIO_R. 2735 27400 phl Mazz [miz) hiH+: 25172054 mfz: 23997 =203
# MH* MH* MH* Protein . "
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species feze=tn [ Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 17.00 835 10 6/25 Y849y (K) L/C/DIF/G S A S HWV AID\N\DII|TIP/y L V S R {F) 243715 80.7502 3113 116987.4/10.26 Homo sapiens 89276756 18658 serine/threonine-protein kinase PRP4K
Fragmentiion (m/z) [389.14 |407.93 | 458.53 [630.81 [687.54 [717.47 [727.70 | 736.71 [745.44 |779.44 [784.96 [787.95 | 793.41 [796.35 |802.11 [814.53 [825.70 [852.53 [915.56 [991.60 [1028.63 [1065.11 [1114.70 [1122.50 [1145.55
Frac. Inten.(% of TIC) | 0.78 | 445 | 279 [ 078 167 169[ 111 203 590 198 178 3a2 708 [ 139 934 1840 093 496 2090 [ 131 170[ o090 | ow| 175 184
Rel Inten(% of BP) | 376 2131 1334 | 373 | 797 811 | 631 970 | 2823 | 949 | 851 1828 3386 | 663 | 4472 | 8803 | 446 | 2375 (10000 | 629 | B15| 429 437| 839| 785
Score 100 | 1.00 | 1.00| 1.00| 1.00| 1.00 | -0.05 0.50 | 1.00| -0.09| -0.09 -0.18 050 | 050| 1.00| 100 -0.04| 100| 1.00| 1.00| 100| 100| -0.04| 100 100
lon-type by | yavg |y | biwg, | beey, ¥s bt HO | bary b+ HO |y Ho0 | by Ye bese Y7 | ¥ e Ys | ¥'*ie ¥+ b
Delta Da 001| 023 031| 004| -025| 014 041/ 014 057| 003| 026] 014 016 | 013 | 015| 011| 012 000 | 005
yrer, v, e,

0.32 0.73 0.10
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assignment

MiT=a2 ¢ | oD | F | 5 | = | = ] = | H | » |« ] o | v | ©o | | 7 |*f
Y g
5 1 5arhim 2147 Q156
1.6% -
W
Eas b
¥ 515.1 Y .
b
470 by mosz¥o Pt by )
'!."2 4T:| | 1162 9 12257 '5r11 1569 .58 15;255 1:3165?
b — 262.1 A l.l TR | [ III .|.lEJ|l AR TRTIA |.1§.TH-¢I X al ‘o ' Ll .
200 400 =] a0 1000 1200 1400 1600 1800
DELTAKI_CIO.H 22 H22.0.pkl Massz [miz] MiH+: 2592 2654 mie: 86676 z: 3
M3Tag 1 | F | 5 | = 5 | H | W | A |
¥z
7.7 e+l 56
T4.9%
. +
+ 15
+
y + Ya g T ¥ v, +
qﬁ?g By 5151 1n2833 14 ¥ap By
' 40 | | [ | : MSE  yiazg 1225.7
L l . al ] | T lln " TR ||||. i L | odil .||| Il Ll“l.lu.: Al |I|.| ol b, N |
h:l 1 1 1 L] L] 1 1
400 a00 EO0 yaa 200 00 1000 1400 1200
DELTAKI_CIDO.H 22 41220 .phl Mas=sz [miz] hiH+: 2698 2654 miz: 86676 z2: 3
# MH* MH* MH* Protein . .
Rank Score sﬂfl:l BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species icessinn MIS;!D'Q;St Protein Name
k) lons (Da) (Da) (ppm) (Da) ndex
1 14.28 80.5 6 725 Y849y 5837s (KL c D F/G = A/S H/V A/D N\D|I|T|P ¥y L V 5 R (F) 243715 161.1202 457.0 116987.4/10.26 Homo sapiens 89276756 18658 serine/threonine-protein kinase PRP4K

Fragment.ion (m/z) | 458.71 | 515.08 |728.31 [774.75 | 776.51

[784.60 [785.65 [793.52 [803.26 [814.72 | 820.62 [828.11 [833.85 |842.09 [844.61 [884.25 [892.51 |915.57 [981.15 [987.92 [1004.75 [1007.63 [1010.74 |1028.79 [1031.92

Frac. Inten.(% of TIC) 1.84 1.71 3.06 1.77 326
Rel. Inten.(% of BP) 9.19 8.53 | 15.26 8.83 16.23
Score 1.00 1.00 1.00 | -0.09 0.50
lon-type ¥+ y++g | by b++, H,0
Delta Da 0.49 0.32 0.54 0.23
y+++11 y+++13
0.50 0.17

234 6.10 6.61 1.78 | 17.88 2m 0.19 0.34 8.56 299
11.65 | 3038 | 32.94 8.86 | 89.10 10.01 0.94 168 | 4265 | 14.89

1.00 1.00 -0.33 0.25 1.00 0.25 0.25 1.50 1.00 -0.15
bes, | besyy a; Ye |bgH:PO, st sty | b+

-0.69 0.36 -0.02 0.33 0.29 041 0.14 0.26

276 318 | 20007 207 183 1.76 1.74 1.79 1.92 1.75
13.77 | 15.84 |100.00 | 13.79 912 8.78 8.67 8.90 9.56 8.73
1.00 1.00 1.00 -0.14 -0.09 -0.09 -0.09 0.50 1.00 1.00
Yieg | b ¥7 ¥H0 Yo | ¥
0.34 0.16 0.14 0.23 0.27 0.48




Peak 150

Mt o0 ok v e e | B el a] s | oW v Ja] oo | ov [0 |0 | T ]
) Vg byp PaERIH,O 1o
A assignment G145 915749707 12677
42 1%
Vi b
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v 8l it ! 13
3 + i 1572.7
3614 Pa | v a1 A 1643.1 bag
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b i VAP EFTIRE TR I . L |
1| L] L] L]
400 &0 200 180 1200 1400 1500 1200 2000
DELTAKI_CID 51505150 0 pkl Mazs [miz] b+ 2073 G254 mi 9918 23
1 16.35 877 13 625 Y849y ()T I/L K/L CD|IF G S A 5 H V/A/D|N\D\I|T|B/¥ L\V\5 R (F) 2892.46 81.2294 424.8 116987.4/10.26 :Umu 89276756 18658 serine/threonine-protein kinase PRP4K

Fragment-ion (m/z) |716.89 [814.77 |844.72 858.64 | 871.58 [915.67 [ 920.89 [922.52 [932.69 [948.37 [953.18 [965.16 | 973.48 [1021.72 [1029.88 | 1055.96 [1065.33 | 1071.28 |[1080.40 [1240.89 |1257.67 [1259.66 |1355.52 [1372.68 [1444.18

Frac. Inten.(% of TIC) 2.35 | 10.70 4.09 6.10 3.45 | 10.72 2.16 1.97 215 1.88 225 217 9.97 1.88 T4 2.62 4.83 2.20 4.85 3.56 3.08 3.82 1.87 1.91 2.03
Rel. Inten.(% of BP) 2188 | 99.79 | 3813 | 56.91 3215 [100.00 2013 | 1835 | 2008 | 1750 | 2095 | 2029 93.05 17.50 69.11 24 45 4509 2053 4524 33.20 2878 35.60 17.44 17.81 18.94
Score 1.00 1.00 1.00 1.00 1.00 1.00 100 | -0.18 | -0.20 | 0147 | 021 | -0.20 1.00 017 1.00 0.50 1.00 0.50 1.00 0.50 1.00 1.00 1.00 1.00 1.00
lon-type Y= Ye by | breyg |baegy | by Jysesy, be+yq batig |yigHy0 | yreyg |baegHo0 | by |y g-NH, Vig | ¥*ao | brea Y1 Yi2
Delta Da -0.44 0.38 0.26 0.22 0.17 0.22 0.79 0.52 0.38 -0.02 0.34 0.26 0.37 0.33 0.08 0.60 -0.62 0.07 0.53

¥, bB-HEO bB-HEO y11_NH3

0.24 -0.04 -0.66 -0.07




Peak 151

M5Tag 1 F | P | P | M | T
ot
A
2.60e-+]m 5 bmH
T4.3% 6093
R
BE8.T 2
3T A ++
W 247 b 5522 5314
336 1 o e 4334 g
a2 l a7s 5y ' sz ) 52 2
M a5 7 | 462 4 | ] | {;
Fo- | | 2824 il L Ll I " I..?[FIEI. Lhuli i || J 1o g 81T 5P?'1 R = | B335
L] I L] I L] J L] I v L]
a0 00 250 400 450 &l EO0 B0
DELTAKI_CID. 14053, 1406 .0.pkl Mass [mfz] MiH+: 13638854 miz: 4553 223
# MH* MH*  MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error  Error MwW/pl Species fesesfion (LSl Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 9.09 823 6 314 Y339y (R)E/F P P|N/T R/¥\G\G\K (S) 1283.65 80.2323 195.0 195685.2/5.92 Homo sapiens 90669194 10290  deleted in lung and esophageal cancer 1 isoform DLEC1-N1
1 9.09 823 6 314 Y339y (R)E/F P P|N/T R/¥\G\G\K (S) 1283.65 80.2323 195.0 197898.8/6.03 Homo sapiens 90669228 31686 deleted in lung and esophageal cancer 1 isoform DLEC1-S3
Fragment-ion (m/z) |362.29 |368.66 |381.35 [387.47 |424.68 [437.72 [474.94 |488.86 |503.62 [552.16 | 571.84 [581.03 | 600.29 |609.31
Frac. Inten.(% of TIC) | 5.85 6.91 2.98 8.70 8.27T | 315 35T | 241 6.52 9.09 229 | 1952 227 | 1847
Rel. Inten.{% of BP) | 2997 | 3540 | 1526 | 4458 | 4236 | 1613 | 18.27 | 1235 | 3342 | 4657 11.75 [100.00 11.61 | 94.64
Score -0.30 1.00 1.00 1.00 | -0.42 1.00 | -0.18 1.00 1.00 1.00 0.50 1.00 0.50 1.00
||]|'|_type |3+++B y+ig |]+++B yHo b4 A |]++B b++B-HEO |]++B b++1D_HZO b++1D
Delta Da 0.16 0.18 | -0.03 0.47 039 | -0.57 | -0.08 0.10 0.28 0.03 0.05
y“’m'Hzo ¥ o
0.52 0.53




Peak 152

M5Tag 1 L H E H s i A ri
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¥ 0
2.20e+Hl-
6.2% s
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242 ' 915.4
22[!13 | 2442 “ 2116 5 & aF7.s1013.5 TI26.5 e g1220.3
b .Lﬁ‘l'llﬂjl; .||| II.I] |, |.I|Il |.I|.|I|.I|.. . . |'II
200 200 400 500 B0 To0 200 a0 4000 1400 1200
T _CI0L 62T 1627 .0.pkl Mass [miz] hH+; 1667 9954 miz; 55667 23
# MH* MH* MH* Protein . .
Rank Score it BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species Accession MS.Digest Protein Name
(%) I # Index #
ons (Da) (Da) (ppm) (Da)
1 972 781 5 4114 M640m Y641y (KK L/HIE N/Y Y A m/¥\L K (Y) 1572.79 952075 -451.9 110411.5/8.44 Homo sapiens 90963001 29584  hypothetical protein LOG170063
Fragment.ion (m/z) [379.79 | 476.62 |503.09 |513.65 |524.43 |533.63 [539.63 [547.82 | 637.07 |645.80 [665.14 | 696.32 | 705.96 |714.31
Frac. Inten.(% of TIC) | 611 | 1384 | 400| 031 | 012 | 469 | 747 | 474 543 | 1028 | 499 460 543 | 27.92
Rel. Inten.(% of BP) | 2188 | 4958 | 1433 | 112 | 043 | 1680 | 2677 | 16.97 19.64 | 3682 | 17.88 16.46 19.45 100.00
Score 1.00 100 | 100| 100| 150 | -017 | 027 | -017 050 | 100| 018 0.50 1.00 | 1.00
||]|'|_t)upe h3 )-+++1:l ya m y++? y++9-H20 y++9 b++ID_HZO b-l—-l-”j y-l—-l-”j
Delta Da 0.54 009 | 014 | -061| 021 032 004 0.04 068 | 002
1.60 y++ H,0
sty 0.68
017




Peak 153

Wealw| o | ¢ | & | w | o | w | 1 [o]| F | v [ = | & |¥
Pimizr2H,, 0 A
2 LT
2 B atEm 5413.: . 740 Q195 a7r.z .
21 6% B8 Y1z
+ 10348
b df o b
+ Gk O L
v 8 i 8006 -
£00.2 . 73 014.7
Yioo Yz 460 6 io1d§ " .
ITHI 34T A ap ' 1% 12
227.1 384 138z 12187 e
| l | 13337 2 5410
b | T T AT A R e T MR o — | bl
L L] L] L] L]
200 400 EO0 200 1000 1200 1400 1600
DELTARI_CI0.3003.3003.0.pki Mass= [z ] hAH+; 2253 4754 miz: TH1 83 20 3
1 13.79 705 10 724 Y204y (R)I1/A/D/P E H D H\T\G F/L|T|E/y V A\T R (W) 2172.04 81.4398 653.9 43135.8/6.28 Homo sapiens 91718899 1012 mitogen-activated protein kinase 3 isoform 1
1 13.79 705 10 724 Y204y (R) I/A/D/P E H D H\T\G F/L|T|E/y V A\T R (W) 2172.04 81.4398 653.9 40088.2/7.16 Homo sapiens 91718897 3088 mitogen-activated protein kinase 3 isoform 2
1 13.79 705 10 7724 Y204y (R) I/A/D/P E HE D H\T\G F/L|T|E/y V A\T R (W) 2172.04 81.4398 653.9 38275.1/5.80 Homo sapiens 158138507 36296 mitogen-activated protein kinase 3 isoform 3
Fragment-ion (m/z) | 508.15 |611.79 |640.53 [646.38 |652.63 |667.91 | 672.00 [678.88 |684.79 |689.81 | 713.67 |718.56 | 800.63 |818.74 |854.25 [915.68 |919.47 | 968.08 |977.19 |989.32 [1014.66 | 1025.98 [1032.52 [1034.84
Frac. Inten.(% of TIC) | 328 | 539 497 767 238 771 253 358 293 513 239 o1 | 288 264 262[ 283 [ 13.40 623 753 328 263 249 [ 227 310
Rel. Inten.(% of BP) | 2450 | 4023 | 3713 | 57.24 | 17.74 | 57.54  18.90 | 26,73 | 21.88 | 38.30 | 17.86 | 079 | 2152 | 19.71 | 19.59 | 21.15 |100.00 4649 | 56.20 | 2446 | 19.66 1859 | 1695 | 23.15
Score 100 | 040 | -037| 057 | 018 | 100 050 | -027| 022 100| 100| 150 | o050 | 100| 020 100 | 1.00 050 | 100| 100| 050 0.50 1.00 1.00
lon-type bi+y bi+y |ysNH, Y [¥¥++gg | by [y NH, Ye by Y7 (Y440 |y | bovgy | ypNHy (ye+-H0 Yo | Yy
Delta Da 0.58 060 -0.28 051 | 003| 072| 069| 040 028 | 008 015 | 026 | 040 079 054 | 004 040
bH,0 1.50
-0.09 &Y
012




Peak 154

M5Tag 1 o | F | E H ] | T | F | L | ¢
+
HP(mzrzH, 0 oy
y” TEE.1 : Yw 1IZI11E:3 ]
o ETebdm 700 : 0627 :
23.7%
b
3 ¥
W01y 1o
3 ¥ b 1316 3
be Mrz Yy L
1220 .4
A [ R
200 400 1000 1400 1200 1300
OELTAZ179.3186.0. phi Mass iz ] hAH+; 2332 3464 miz: Ty812 20 3
1 14.88 89.4 9 325 T202t Y204y (R)I A/D/B/E/H D H/T|G F\L\t E y\V A T R (W) 2172.04 160.3098  161.7 43135.8/6.28 Homo sapiens 91718899 1012 mitogen-activated protein kinase 3 isoform 1
1 14.88 89.4 9 325 T202t Y204y (R} T A/D/P/E/H D H/TIG FA\L\t E ¥y\V A T R (W) 2172.04 160.3098 161.7 40088.2/7.16 Homo sapiens 91718897 3088 mitogen-activated protein kinase 3 isoform 2
1 14.88 894 9 3125 T202t Y204y (R) I A/D/E/E/H D H/T|G F\L\t E ¥y\V A T R (W) 2172.04  160.3098 161.7 38275.1/5.80 Homo sapiens 158138507 36296 mitogen-activated protein kinase 3 isoform 3
Fragmention (m/z) |611.28 [639.97 | 645.99 | 65829 |[667.76 |672.36 | 678.32 |684.29 [708.99 | 717.03 |733.56 |739.52 [739.97 [745.96 | 760.48 [800.39 | 894.86 | 901.46 [904.44 [943.89 = 959.05 [968.12 | 1008.26 |[1016.92 |1075.88
Frac. Inten.(% of TIC) | 270 | 495 [ 548 422 487 320 &85 203 o946 476 016 018 0s5[ o089 392[ 310 3.01 724 [ 277 | 288 374 [ 786 298 712 274
Rel. Inten.(% of BP) | 2853 | 5239 | B59.62 4463 | 5146 | 3480 | 5829 | 3096 (10000 | 5034 | 166 193 | 575 | 945 | 4144 | 3278 31.86 7655 | 2931 | 3047 39.50 | 79.94 3152 | 7523 | 2895
Score 100 | 052 | 1.00 100 | 1.00| 050| 100 -031| 100 | 1.00 025 | 025| 150 | 050 | 050 0.50 025 | 100 | 1.00 0.50 | 1.00 050 | 100 -0.29
lon-type ey, beH O |brvH,0 | beey, [yeNH, |y, L ARSTIND LR st st st st sty |b;H0 |yaHO |yre HO |\ yAHPO, | ey, | breyg fyre HO |y |yeeH0 by
Delta Da 0.61 0.69 002 | 045 | 008| o004 030 | 041 019 | 064 | 062| 015| 006 -0.00 0.08 | 057 | 003 033 | 027 035 | 048
Yot Yoo, ye.
0.06 -0.48 0.01




Peak 156
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4231
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L L
200 401 EQn 2an 1000 1200 1400 1800 1800 2000
DELTAETD 261026105 phl Maz== [mz ) hiH+: 28033709 miz: 56248 205
# MH* MH* MH* Protein . .
Rank Score =15 BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species Resesin WS Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 15.08 925 14 224 Y394y (K) K ¥|5|S\T\H\y|Y L\L P E|R P P|Y|L|D/E/Y\E K (F) 2726.42 81.9521 707.1 50560.3/8.38 Homo sapiens 10047086 949 mitogen-inducible gene 6 protein
Fragment-ion (m/z) |244.72 [332.24 |419.41 [423.10 520.36 |551.45 |657.38 | 667.50 [715.33 [779.51 |900.64 |942.65 |1072.30 |1077.26 |1176.63 [1239.03 |1275.21 [1282.66 |1294.29 | 1516.90 |1518.60 |1867.45 |1908.97 | 2029.87
Frac. Inten.(% of TIC) [ 713 [ 473 [ 284 427[ 319[ 669 591 [ 348[ 285[ 418 [ 289 st | 427 381 [ 310 322 37| 336 479 20| 369 415 279 440
Rel. Inten.{% of BP) | 87.57 | 5813 | 34.67 | 5246 | 3912 | 8216 | 7254 | 4267 | 3503 | 5128 | 3547 (100.00 | 5240 | 4683 | 386.01 | 3949 | 3695 | 4127 | 58.80 | 3610 | 4535 | 5101 | 3424 | 5405
Score 100 | 1.00| 1.00| 100| 4100| 100 100| 025| 025| 100| 100| 100| 025| -047| 400| 00| 100  100| 025| 025 -045| 025 025| 025
lon-type -1 €y Cy 7, Ce z, Cq 7 | C3+y; zg c Z, | oy Co | Ty | CHiyy | iy AP Tz Cis LA Cie
Delta Da 048 | 001 015 010 | 005 016| 001| 017| 030| 010| 024 | 018| 025 009 | 044 | 07| 055| 061 017 051 -004| -013




Peak 157

MiTagt v | s | s | 7 | W | ¥ | v | v | v || & | ®» | |*F | v | v o
. Pim/z-27
assign ment 1405 3
3.3 9e+il- : ’
1 6% Fa : 55‘1‘5
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o] e z " 15 o o
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0303 2141 8
) Y A P | |
200 400 EO0 i 200 1000 1200 1400 AE00 1800 2000
WT_EGF_ETD.2832 . 2%36.0 . phl Maz= [mfz) hiH+: 2807 1782 miz: 70255 z: 4
# MH* MH* MH* Protein . .
Rank Score ‘Sn:; BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species ACCE;’S'B" h‘ﬁ;ﬁ;f?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1564 891 13 424 Y394y (K)E/V|S|S\T\E\y|Y L L P E R P P|Y|L|D|E/Y/E\K (F) 2726.42 80.7593 282.5 50560.3/8.38 Homo sapiens 10047086 949 mitogen-inducible gene 6 protein

Fragment-ion (m/z) |244.83 |248.50 [259.80 |332.26 |419.34 [423.29 [520.42 [551.51 657.55 [666.51 [779.45 [900.51 [942.80 | 955.59 [1016.01 [1071.71 [1130.27 [1239.30 [1282.83 [1339.76 | 1411.87 | 1866.86 |2145.45 | 2153.57

Frac. Inten.{% of TIC) 4.85 270 2.62 7.95 3.62 4.90 4.00 7.80 4.88 3.82 5.89 3.25 4.58 5.04 2.88 2.57 2.74 4.14 2.84 .02 2.87 272 21 2.62
Rel. Inten.(% of BP) | 6046 | 3363 | 3263 | 9913 | 4508 | 61.13 | 4989 | 97.27 | 6084 | 4767 | 7342 | 4057 | 57.08 | 62.80 35.88 31.99 3415 51.62 3540 | 100.00 35.77 339 33.80 3261

Score 1.00 -0.34 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 025 0.25 1.00 025 1.00 1.00 1.00 -0.36 0.25 -0.34 -0.33
lon-type c; 7, Cy . z, Cs z, Cs 7y 'y g o [ZM | Cob | O | Oy | b | T, | Gy, s
Delta Da -0.37 034 003 0.08 009 011 022 018 019 004 0N 033 058 051 017 071 07 072 0.60 -0.08
¥Yrts,




Peak 158
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n J - I L] L]
200 400 EO0 a00 1000 q200 1400 1800 1800 2000
DELTAETD.Z097 . 3101.0.pki Mazss [riz] MiH+: 26799782 mde: 67075 204
# MH* MH* MH* Protein . .
Rank Score =1 BCS Unmatched Variable sites Sequence Calculated  Error Error MWipl Species fgzeestom LSS Protein Name
(%) ) # Index #
ons (Da) (Da)  (ppm) (Da)
1 16.78 942 14 2i24 Y394y (K)v s/s|TIE\y\¥\L L P E|R P P|Y|L\D|E/Y|E\E (F) 2598.32 81.6543 629.8 50560.3/8.38 Homo sapiens 10047086 949 mitogen-inducible gene 6 protein

Fragment.ion (m/z) |260.03 [291.17 [392.28 |423.31 [529.36 |551.45 [772.40 [779.73 [935.54 |943.72 [1008.19 |1065.59 [1145.08 [1196.04 [1211.35 [1239.50 |1275.37 [1294.20 |1387.83 [1739.56 |1747.18 [1901.94 |2014.32 [2131.39

Frac. Inten.(% of TIC) 2.53 249 §.00 5.66 497 5.99 2.70 4.1 6.68 2.95 3.38 4.46 4.86 2.58 557 3.580 718 440 3.54 248 2.59 3.09 2.95 i
Rel. Inten.(% of BP) 31.66 | 31.09 |100.00 | 70.73 | 6216 | 74.90 | 33.80 | 52.565 | 83.49 | 36.84 42.27 B5.TT 60.78 3224 69.63 43.76 89.75 54.92 44.26 31.01 32.38 38.64 36.83 4011
Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 0.25 1.00 0.25 1.00 0.25 1.00 0.25 -0.32 0.25 1.00 -0.40
lon-type z; s €4 zy s L e 7y =5 T | ey | Crhg | T | g | g | 2T | oy ' €11 iy s Cig
Delta Da -0.11 0.00 0.07 0. 0.09 0.16 0.10 0.32 0.17 0.24 0.69 0.58 0.53 0.46 0.76 041 0.26 0.52 0.20 0.72 0.03 0.34




Peak 159
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200 400 EO0 a00 1000 1200 1400 1800 1800 2000
WTETD.307E.3076.5.phl Mass [miz] haH+: 26301709 mde: 53684 24
# MH* MH*  MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error  Error MwW/pl Species fesesion LS Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 6.11 616 8 10/23 Y394y (Kyjv s 8 T\E/¥\Y\L L B/JE|R P P Y L D|E|Y E K (F) 2598.32 81.8470 701.7 50560.3/8.38 Homo sapiens 10047086 949 mitogen-inducible gene 6 protein

Fragment.ion (m/z) |246.96 |392.09 [423.21 [551.60 |694.09 [772.46 [801.91 |936.46 |1065.79 [1074.61 [1076.93 [1107.44 [1130.08 |1146.65 |1245.04 |1253.64 [1293.93 1304.04 [1319.44 [1388.00 [1390.09 | 1421.59 [2152.72

Frac. Inten.(% of TIC) 3.92 3.39 3.52 4.26 4.15 6.37 422 3.79 6.54 43 342 3.25 3.62 39 3.60 3.5 12.21 4.59 3.81 3.18 3.25 3.89 3.29
Rel. Inten.(% of BP) 3209 | 27.73 | 2883 | 3492 | 3402 | 5216 | 3452 | 31.05 53.59 35.32 28.05 26.65 29.66 31.98 2949 28.71 | 100.00 37.55 31.16 26.01 26.61 31.84 26.97
Score -0.32 1.00 1.00 1.00 1.00 1.00 | -0.35 0.25 1.00 0.35 0.25 -0.27 0.25 -0.32 -0.29 -0.29 0.25 -0.38 -0 1.00 -0.27 1.00 0.25
lon-type Cs z, z, | ety e ¢ | oy g Tt LA i Z' e

Delta Da -0.12 0.01 0.31 -0.23 0.16 0.09 0.78 041 0.52 0.25 0.37 -0.13 0.68




Peak 160
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100.% . 1372 4
Pimifz-17 - + | Pimfz-27
: ¢ 1097 .4
3 Aithiz) 10y 5 Bp?
] 3d6.2
o IE?!_I.L | r | r — || | |I| | | || H ] Il r | |||| | ] I| ||I|| ] | ] r
200 400 EQ0 BDD" 1000 1200 1400 1800 1800 2000
WTETD. 2380 2220.0 phi Maszs [miz) hAH+: 32308582 mez: 82322 =20 4
# MH* MH* MH* Protein . .
Rank Score S‘,:I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Hezion '"'IS;jD'gl;:t Protein Name
(%) lons (Da) (Da)  (ppm) (Da) ndex
1 8.03 713 10 517 M1149m Y1155y (R)g I S\R P/S A A/G I N L\m\I G S T\R|y G D G P\R P P/K M/A R (Y) 3197.68 92.1799 -1149.4 140959.3/6.41 Homo sapiens 100913206 14231

Fragment-ion (m/z) |245.85 |248.75 |346.22 |704.70 |865.45 | 1206.91 [1211.99 [1219.28 |1225.53 [1226.79 [1228.85 [1234.31 |1242.64 [1349.26 [1372.45 [1774.25 | 1888.66

Frac. Inten.{% of TIC) 4.69
Rel. Inten.(% of BP) | 25.04
Score 1.00
lon-type Yo

Delta Da 031

7'+

4
0.7

562
33.60
-0.34

247 442 2.50 3.76 12.62 4.16 247
14.77 | 2642 | 14.92 22 46 75.46 2485 14.79
1.00 1.00 1.00 -0.22 -0.75 -0.25 1.00
Cy |Zry | O Ciz
0.01 -0.12 -0.51 -0.17

8.7 14.19 16.72 3.03 313 6.35 2.55 261
5210 84.87 | 100.00 15.11 18.72 37.95 15.24 15.62
0.25 1.00 1.00 0.25 1.00 1.00 -0.15 0.25
Ciz | Cfizy | Thiy | Yy | T Ci3 Cig
0.08 0.26 021 053 0.61 -0.29 063

DEAH (Asp-Glu-Ala-His) box polypeptide 9
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Mgt w | v | T | 0 o] o | o | o | r | F | o || ®« | v | o |
1.4%e+i-
a6 .20 . -2
- Fe z, PimJz-17 4
c4 ] " ,
" f ¢ 11 S fla .
. 2 ' 2 [
| el Ll ] i oy, L i
o | I |||. I T g ol i
200 0 a0 1000 1200 1400 AE00 1800 2000
WTETD.2E31.2521.0.phl Mas=sz [miz] MH+: 223517782 mfz: 5887 =24
MiTagt | v | 7 | v & ] o | o | ¥ | =. ] o | = | F | o || v | v | o |
&l
1 diebin 5393 1146 6
56.2% Fs I % I Prmyz-17992 .2
! b
2, %y 631 e 5?25 TE3.2 15 1 1703 84
1A gsgg 4613 290 3 1nn5 12819 , ' 17833 cens 10933
351 6.1 1018 5591 1955 P
HI L | n TV
o Al l| 53.D| |||I | bl ol g
200 1000 1200 '14|:I|:I 1800 1800 2000
WTETD. 2531 .2531.0.phi Maz= [mfz) MiH+: 23517732 miz: 5887 z: 4
4 MH* MH" MH* Frotemn . .
Rank Score Sl BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Cece S ligest Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 12.97 81.0 14 625 Y246y (K) D/E\NV/T\I\A/D|D\y\S|D E\F|D/A|RE/N|D L K (5) 2270.08 81.6959 735.4 55042.5/9.10 Homo sapiens 106879210 23534 Src homology 2 domain containing adaptor protein B

Fragment-ion (m/z) |248.86 |261.65 [359.38 |461.27 [473.21 | 574.60 [601.34 [672.50 [760.53 [788.66 |853.93 |876.43 [880.12 [ 997.56 | 1005.05 [1118.67 [1205.53 [1281.88 [1565.61 [1593.11 [1702.95 [1707.43 [1751.98 [1755.37 |1763.26

Frac. Inten.(% of TIC) 295 2.66 6.02 254 2.64 4.09 342 374 530 3.10 519 3.09 3.15 5.68 375 6.06 4.89 2.60 4.56 8.36 A 2.86 3.02 4.39 261
Rel. Inten.(% of BP) 3530 | 31.78 | 7204 | 3042 | 3154 4890 | 40.87 | 44.80 | 63.36 | 37.08 | 62.09 | 37.00 | 37.73 65.00 44 84 T2.44 58.49 3112 5457 | 100.00 39.63 34.18 36.17 52 56 31.28
Score -0.35 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 1.00 | -0.38 1.00 0.25 1.00 1.00 Ry 0.25 0.25 -0.40 1.00 0.25 -0.53 Rih|
lon-type Co 'y | €3ty Cs z', Z'e G 2 |z, | erhyg Chz | ¥ihr Cy Cig s 2, Zy, Cis
Delta Da 0.49 017 | -0.00 0.01 024 | -0.00 0.12 011 0.25 0.09 0.57 0.63 0.62 0.19 0.02 -0.05 0.46 0.76 0.25
Z, (Y, €y Caarts Y
-0.04 -0.30 -0.02 0.63 0.66
ey
0.31
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MiTag2 1 | [ | & | D | F | o | » |
8 30e-+dn
T3.0%
'!,l' -+ +—+
: g Pg by Bz
2602 8
yod | SR Ians L 14198
L] J L] L]
200 400 1200 1400
WT_EGF_CID.3197 3202 .0.phl Mazz [miz) hdH+: 2107 3154 mfz: 70301 203

2 1499 81.4 10 5120 Y246y (K)v/T/1/A/D/D/y S\D|P F D/A K N D\L K (5) 2026.96 80.3551 184.5 55042.5/9.10 Homo sapiens 106879210 23534  Src homology 2 domain containing adaptor protein B
Fragment-ion (m/z) |524.79 [637.12 [669.85 |681.89 |684.57 [688.23 746.98 |788.75 |797.03 [804.72 [862.14 [862.42 [897.64 [924.63 | 94524 [954.01 [954.35 [1004.37 [1047.51 |1060.26
Frac.Inten(% of TIC) [ 942 [ 835 008 | 270 311 204 | 415[ 231 213[ 448 369 [ 1180 | 1837 | 338 217 [ 243 [ 1247 310 212 199
Rel. Inten.(% of BP) | 51.29 | 45.43 | 046 | 14.70 | 16.92 | 11.09 | 22.60 | 1258 | 1158 | 24.38 | 20.07 | 64.23 100.00 | 18.41 1183 | 13.20 | 66.25 | 16.88 | 1156 | 10.85
Score 100 | 045 150 | 015 017 | 1.00| 100 | 043 12| 100 100 | 100 1.00| 1.00 100 | 1.00 | 1.00| 100 100 1.00
lon-type Yty ¥e-H:0 Yo | ¥¥*i2 Yitg | Yihs | Yihg | it | b by |yt | yre |y ¥s b,
Delta Da 051 054 017 | 016 039 | 029 057 027| 026 012| 010 | 044 | -006 -004| -013

1.50 y++15'HzO
sty 0.34
0.47




Peak 163

What e | oW ¥ = s sl w | w | 7 [ ° Jo] w | « |
Pimiz-17
2 He+in assignment e
Pimiz-21
A00.%%
1670
Pimfz-11
. G ! Prmfpz-I1
c 3 2
2 H iz , z N
Ao &y 5 4 & 10215 . " 12 . 1630,
' | 3963 517.3 8390 20 g | ] 8 12753 1410.6 12 %13
(S - i.l . .||I L1 II .‘l . " e | e | ] m TN " '!.15?-'3|I t | i III L | 1519'5. .Il.ud . . |I L .
200 4010 i B0 200 1000 1200 1400 1600 18200 2000
DELTAKIETD.OFF1.0771.0.pkl Mass [mi'z) hAH+: 1667 0054 miz: 55664 2:3
# MH* MH*  MH* Protein . .
Rank Score SPI BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession IS Digest Protein Name
(%) I # Index #
ons (Da) (Da)  (ppm) (Da)
1 8.5 582 8 a1 Y584y (K)L QIHE|¥\TI5 G\HIM/T P G|M K (I} 1587.74 80.1648 119.0 109874.7/5.45 Homo sapiens 111118978 16297 ephrin receptor EphB2 isoform 1 precursor
1 8.53 582 8 821 Y585y (KL QIH|¥\TIS G\HE|M/T P G|M K (I} 1587.74 80.1648 119.0 110030.9/5.49 Homo sapiens 21396504 23887 ephrin receptor EphB2 isoform 2 precursor

Fragment-ion (m/z) |245.50 |246.94 [260.29 [262.01 [310.84 [396.27 |517.34 [639.11 |648.35 [740.07 |884.32 |929.58 [1021.50 |1108.69 [1112.46 [1273.31 |1407.34 [1409.71 [1411.70 [1493.46 [1542.31

Frac. Inten.(% of TIC) | 486 | 14.08 3.86 476 412 4.03 6.57 | 2.65 377 323 | 408 343 6.62 293 282 7.30 276 4.69 4.97 2.96 5.30
Rel. Inten.(% of BP) | 3451 (100.00 | 2741 | 3381 | 2928 | 2862 | 4663 | 18.81 | 26.78 | 22.91 | 2898 | 2437 | 4842 20.80 | 20.03 51.84 19.59 3331 35.30 21.00 37.62
Score -0.35 | -1.00 0.25 1.00 | -0.29 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.21 -0.20 1.00 1.00 0.33 0.25 -0.21 -0.38
lon-type Ez e c, z'. c, z', Cc c z, cg o Ea m
Delta Da 011 | -0.12 0.03 0.08 | -0.16 0.05 | -0.24 | -0.05 0.17 0.07 -0.18 -0.25 0.15
.
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MTeal o s | B ¥ | = 1o |« | v ]« ] ® | ¥ | = 1s Qs w | w |
Pimsz-27
Pimiz)
1329 6
1.0%e+i-
® - 65 5 .
2 +H +H
502 2 ' Pimiz-1) %7 7 . “15
51745 5 Pime-2]
a7 3 1071.6 013 18744 2
By - 13k 6 ' I -
o 17303 =
G 12 + . b 1995 .4
3 + o In
2012 r14.8 14% % \ z 1 Mz 5
: 02, ] : | 162 9 | | '
- : L | A ||| “ — | I||| [ '.l [ 1 | I|| | | i Ll Dpblli 0y L
200 400 gop & a00 1000 1200 1400 1600 1800 2000
WTETDLZ006, 2006.0.pkl Maz=s [miz] hiH+: 2657 7732 miz: 6652 z: 4
# MH* MH* MH* Protein . .
Rank Score ?ﬂ:.:ll BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species ACDB;SIOH I'u'IIS;leg;st Protein Name
lons (Da) (Da)  (ppm) (Da) ndex
1 6.52 71.2 10 i Y577y Y584y (RIA D S/E ¥v/T D K L Q HIy/T\S G\H/M|T P G\M\E (I} 2497.11 160.6659 275.9 109874.7/5.45 Homo sapiens 111118978 16297 ephrin receptor EphB2 isoform 1 precursor
1 652 71.2 10 517 Y578y Y585y (R)A D S/E /T D K L Q H|ly/T\S G\H/M|T P G\M\KE (I) 249711 160.6659 275.9 110030.9/5.49 Homo sapiens 21396504 23887 ephrin receptor EphB2 isoform 2 precursor

Fragment-ion (m/z) |363.08 [517.51 [649.18 [1030.44 [1071.63 [1185.24 [1199.90 [1243.12 [1265.10 [1272.84 [1334.70 [1386.71 [ 1443.22 [1730.26 [1874.39 1988.36 |1995.44

Frac. Inten.(% of TIC) 5.85 7.06 547 5.40 6.58 519 585 6.29 573 560 537 598 6.04 4.73 892 526 4.69
Rel. Inten.(% of BP) 6556 | 79.24 | 61.31 60.59 73.78 58.27 65.62 70.52 64.32 62.80 60.26 67.03 67.77 53.03 | 100.00 58.99 52.58
Score -0.66 1.00 025 1.00 1.00 1.00 0.25 -0.71 1.00 1.00 -0.60 025 -0.68 1.00 1.00 -0.59 1.00
lon-type 7y % Tig | Crryp | ZHryg | ey G+ ray Zy i kS €15 L

Delta Da 0.25 012 -0.02 0.22 077 0.43 0.61 -0.65 013 0.61 0.69 -0.42
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MiTagtw] ¢ | ¢ | Y | t | D | y | v« | = | 7 | R |
Fim/sz-11
TET.6 .
B Fietiy assignment
100 % "
Pimiz) ., e" & {2
) 525 5 . 33- . By G767
' ' z 3 e 2 - 14167
‘2 g 44;2 59n3 7 9355 o “g 1 1
260 2477 : 5ok 3 Be6.g 1[.4? 9 304 12284 131405 14717
s o 1 A [ N L audl”
m-. n l Ll r h I L Ll b L ! Lol 1 L ||.|I. i II L. |IJ| .l Ll |.II b l
200 400 i 200 1IZIIZIIZI 1200 1400 1600
DELTARIETD.0999.1007.0.phki Mass [z ] MiH+: 15728254 miz: 52528 =203
# MH* MH* MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species WEEES L lrEd Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 14.61 874 9 421 T157t Y159y (R)s/Q P B\Y|t/D|¥|VIS|T\R (W) 1413.66 160.1610 145.1 T70581.2/9.67 Homo sapiens 11496279 26083  male germ cell-associated kinase

Fragment-ion (m/z) |260.02 |347.15 |427.38 |446.25 |590.27 |689.10 |689.44 |705.65 |736.08 |765.10 |804.30 |842.48 |886.54 |985.48 |1047.94 |1129.51 |1228.44 |1315.57 |1416.68 |1471.66 | 1473.32

Frac. Inten.(% of TIC) | 2.69 3.7 234 3.75 430 2.60 8.39 3.61 5.08 3.32 | 12,63 34 5.81 374 290 3.26 2.92 4.49 14.28 3.65 3.28
Rel. Inten.(% of BP) | 18.82 | 2599 | 1640 | 26.27 | 3014 | 18.22 | 58.74 | 2529 | 3554 | 2323 | 8843 | 2201 | 40.70 | 26.18 20.31 2283 20.48 32.11 | 100.00 2557 | 2297
Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 | -0.23 100 | -0.22 1.00 1.00 -0.20 1.00 1.00 1.00 1.00 0.25 -0.23

:
lon-type 2z "y 7 s Cs Is Zs Y5 | 274 Zg o Iz Cs s €10 Ty Z 4

2

Delta Da 013 | -0.03 015 0.00 | -0.02 | -0.18 0.16 0.35 0.30 -0.00 0.21 0.16 0.15 0.01 0.11 017 0.1
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M3Tag1 v | | - | ¥ T o ¥ | v | = | 7 R |
Rimz-1
assignment
3 T0e+in 74 8
100, . 2y
. ; Pimee) Pimz-2]
. .
2 o]
47 3 4085 5 C ens X . ‘ . 1406 4
" o 69,2 T 1049.5 1356 &
S © HGEHE 3 l 305 3 ‘ naes o 1391 £
40,4 ‘
233, ] | H 1 35 d \
b ] E.ll |- 5255 ol ||.|| I |. | l|||||,|l.|I||.L. F Lo ||||
L J L L v
200 400 EO0 200 1000 “IEEII:I '14I:IEI
OELTAKIETD. 1041 1041 .0.pkl Mazs [miz) fdH+: 1494 0254 mJfz: 49868 z2: 3
# MH* MH* MH* Protein . ]
Rank Score el BCS Unmatched Variable sites Sequence Calculated Error Error MVWipl Species et Protein Name
(%) 1 a # Index #
ons (Da) (Da) {ppm) (Da)
1 14.35  81.7 9 8125 Y159y (R)s/0 P BIYITIDIvIVIS\T\R (W) 1413.66  80.3610 2641 70581.2/9.67 Homo sapiens 11496279 26083 male germ cell-associated kinase

Fragment-ion (m/z) |245.49 [347.22 [383.24 |427.26 |446.22 [590.39 [638.25 |689.22 [691.35 |695.96 |804.42 [806.46 [864.92 [905.27 [961.31 [996.25 [1049.48 |1068.44 [1072.11 [1148.57 [1154.91 [1235.69 [1336.54 | 1390.75 [1391.58
Frac. Inten.(% of TIC) [ 3.00 [ 663 183| 365 962 169 174 614 365 187 | 292 893 | 190 504 208| 196 | 676 324 245 643| 335 176 520 24 567
Rel. Inten.(% of BP) | 3121 | 68.94 | 18.99 | 37.89 |100.00 | 17.56 | 18.07 | 63.79 | 37.94 | 1948 | 3035 | 92.87 | 1970 | 5240 | 2166 | 2036 | 7029 | 3367 | 2549 | 6680 | 3480 | 1826 | 5497 | 2500 | 5895
Score 031 100| -019| 100| 100| 100| -018| 100| 100 | 100| 100| 100| -020| 100| -022| -020| 100| 100| -025| 100| -035 100| 100| 100| 025
lon-type CHig Cs z, Cs zy e | T+, Ze 5 z; Cq 7y Cs Cio €11 Zy; LA
Delta Da 0.54 0.03| 003 010 006 001 017 | 012| 009 -0.08 008 | 002 0.10 019 | -0.01 047 | -0.01

Za

0.04




Peak 167

MTagtr] W | T Ja ] w | & s Je] v | v Ja]a] € s | v | °F | v | & | v | T
%1 H.cm“ Rimiz-2)
1.1 9e+dm-
Ta.0% "
Z2 , " ZE' F( :I
b
o ' .
. C 1 +H
« g - o (] i i a7
| | |l Lk L
P || I i | ] | | | | i | | || | " || L ] I|I| | Ll | | |l. .
T T ¥ T T . 1 . T ¥ T T T T
200 400 EO0 a00 L] 1200 1400 1600 800 2000
WT_EGF_ETD 4323 4323 .5 phi Mazss [riz] MiH+: 4806 4209 mde: 95209 z: 4
# MH* MH* MH* Protei . "
Rank Score £F BCS Unmatched WVariable sites Sequence Calculated Error  Error I.;Lrll’.n:::’| Species Hcuass gl = Finesk Protein Name
(e lons 0z} (D) (pem)  (Da) Fooo Indexd
1 948 TI0 12 Tir TA2Tt T433t Y435y §425s (K)GTHTAWKS GILAAES/ UFHNLTSENL Q/s K £|1 G L HV «/E|y|E|D §/L K [N} 458932 37107 -563.3 684895.8/7.31 Homo sapiens 118703746 31548  electron-transfeming-flavoprotein dehydrogenass precursor

| Fragmention (miz) [245.47 [248.84 [464.73 [538.88 [603.30 [717.48 [245.31 [888.43 [590.73 [10B0.25 [1147.42 [14B0.01 [1643.77 [1648.08 [1666.38 [1671.24 [1683.11 [1720.45 [1346.46 [1975.44 [2033.77 [124.86 | M355.71

Frac. Inten(% of TIC) | 488 [ 288 [ 305 [ 333 | 23a[ 1047 402 s30| 482 407 224 aa4g| e1a| 5sa[ 305 433 28| az38[ 32| 207 zm8[ 45 274
Rel. Inten.[% of BF) | 45.57 | 2733 | Z8.16 | 31.83 | 3183 |100.00 | 3837 | B0.07 | 4313 | 3883 | 2055 | 4282 | 5863 | 5676 | 2544 | 4139 | 2B45 | 3zaD | 3077 | 2834 | 3ITT4 | 4307 | 2613
Score 025| 100| 029 | 032 | 025| 100| 100| 100| 025| ©025| 100| 100| 05| 057 029| o025 ©028| 100| 100| 00| 100| 043| 100
fon-type yHy | el g | Ty | YHhy; | Gy Yr | €3k | Ty | oy Y Tty Ciz g | Ty oy

Delta D2 002 | 004 000 | 012 | 055 | 04z | 035 04 0 | oo 015 oTz| D48 | 043 | o033 075

2 g ¥iig

002 o0 0.2
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MiTaa1 | H | H [ | o | y | Y | K | K |
Pimfz-17 .
assignment
1 52e+in rls Pimiz-2}
=
12.3% 2 e i &
246.8 ! 2 . 9
4961 . 12836 Pimiz-31
- '35 10315 3
! 14145
B Pirmez-11 B2 R -7 2, . " 11622
377 ‘ ‘ 4ikalsaqa | \ ‘ ﬁ T - 393? | ] L
od— bbbl ol W e D T Ry ] bl L
200 400 EO0 g00 1000 1200 1400
WITETD. 1337 1337 . phl Mas=sz [miz] hiH+: 141126932 miz: 35303 z: 4
METag 1 H I | ] | ¥ v | ®
Rimiz-1} assignment
152 e Fimiz-2}
13.3% o o7
4061 z . "
-:5 10315 3
Prmyz- 13 o B3 24" P -7 2, . " s 11683
| G Q026
AR ‘ | T i | | “
ml] ] | II | || I| ]l || || i: || | |I| | III I|| |I L
A00 EO0 oo 200 a00 1000 1100
WTETD . 1337 1337 .4.pkl Maz== [z MAH+: 14126982 mfe: 35382 20 4
# MH* MH*  MH* Protein . .
Rank Score ‘S‘,:; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ACCB;’S"]" hﬁ;ﬁ;f?‘ Protein Name
lons (Da) (Da) (ppm) (Da)
1 1049 805 7 6/22 Y653y (R)D I|H|H I|D\y|YIR\K (T) 1331.67 81.0239 748.6 87434.1/5.65 Homo sapiens 13186249 12071 fibroblast growth factor receptor 1 isoform 9 precursor
1 1043 805 7 6122 Y653y (R)D I|H|H I|D\y|YIR\K (T) 1331.67 81.0239 748.6 91868.3/5.82 Homo sapiens 105990522 13740  fibroblast growth factor receptor 1 isoform 1 precursor
1 1049 805 7 6/22 Y564y (R)D I|H|H I|D\y|YIR\K (T) 1331.67 81.0239 748.6 82162.6/6.19 Homo sapiens 13186234 14477 fibroblast growth factor receptor 1 isoform 3 precursor
1 1049 805 7 6/22 Y651y (R)D I|H|H I|D\y|YIR\K (T) 1331.67 81.0239 748.6 91580.9/5.77 Homo sapiens 13186251 15462  fibroblast growth factor receptor 1 isoform 2 precursor
1 1049 805 7 6/22 Y562y (R)D I|H|H I|D\y|YIR\K (T) 1331.67 81.0239 748.6 81875.2/6.12 Homo sapiens 13186236 31335  fibroblast growth factor receptor 1 isoform 4 precursor

Fragment.ion (m/z) |231.63 [246.85 [259.09 |374.84 [383.03 [390.62 [422.25 [496.12 |524.21 [555.71 | 564.86 | 577.80 |584.26 |633.34 |643.30 |684.28 [715.14 [992.58 [1031.46 |1155.67 |1168.26 |1283.62

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

347 | 11.08
31.33 [100.00
-0.31 1.00

€2
0.7

955
86.24
1.00
FAR

2

2.93
26.41
1.00

CH+i

015

292
26.34
1.00
&
017

3.04 3.36 5.15 5.30
2746 | 30.33 | 46.51 | 47.87

1.00 1.00 1.00 0.25
Z'++E_ 2'3 cH Yo
0.04 | -0.00 | -0.09 047
"3+,

0.44

2.95
26.66
027

314 242 547 3.59 4.85
2832 | 2183 | 4941 | 3245 | 4376
-0.28 1.00 1.00 100 | 044

cHg z'++B B
0.06 000 001

253 2.55
2282 | 23.03
023 023

2.86 445 6.35 6.29 574
25.84 40.18 57.32 56.82 51.81
0.25 0.25 0.25 1.00 0.25
¢ e ¢’y e Bz
017 0.00 0.20 0.75 0.05
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M3Tag1 | H | H | I o ¥ Y | K | K |
Pimfz-17
TOG.9 .
1.5+ assignment
T4.49%
"3 Pimz-2)
=
oy 3833 4 5 & . ) "y 14153
2459 5203 G334 Pirmfe- 134214 T . 1282 6
992 4 1154 5
1 N bl o] |
- n i L1 | | L [ . Ll |
) ) L] i LI ) ) ) ) L] L] L] Ll 1
200 200 400 00 EO0 oo &00 00 000 1100 1200 1300 1400
WT_EGF_ETD. 12346123463 . phil Mass [miz] miH+: 112 5954 mdz: 47187 z: 3
# MH* MH* MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated  Error Error MwW/pl Species fesesion (ST Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 9.21 6.0 9 9123 Y653y (R) D/I|H\H\I\D|¥\Y|R\K (T) 1331.67 81.9212 1382.9 87434.1/5.65 Homo sapiens 13186249 12071 fibroblast growth factor receptor 1 isoform 9 precursor
1 9.21 6.0 9 9123 Y653y (R) D/I|H\H\I\D|¥\Y|R\K (T) 1331.67 81.9212 1382.9 91868.3/5.82 Homo sapiens 105990522 13740  fibroblast growth factor receptor 1 isoform 1 precursor
1 9.21 6.0 9 9123 Y564y (R) D/I|H\H\I\D|¥\Y|R\K (T) 1331.67 81.9212 1382.9 82162.6/6.19 Homo sapiens 13186234 14477 fibroblast growth factor receptor 1 isoform 3 precursor
1 9.21 6.0 9 9123 Y651y (R) D/I|H\H\I\D|¥\Y|R\K (T) 1331.67 81.9212 1382.9 91580.9/5.77 Homo sapiens 13186251 15462  fibroblast growth factor receptor 1 isoform 2 precursor
1 9.21 6.0 9 9123 Y562y (R) D/I|H\H\I\D|¥\Y|R\K (T) 1331.67 81.9212 1382.9 81875.2/6.12 Homo sapiens 13186236 31335  fibroblast growth factor receptor 1 isoform 4 precursor
Fragment-ion (m/z) [234.61 [240.24 [246.87 [248.66 [259.15 383.26 [491.05 [520.27 [584.19 [633.44 [641.84 [665.43 |666.37 |728.44 |748.39 |755.71 |991.85 |1032.63 [1110.67 |1154.60 |1167.68 |1282.56 |1314.87
Frac. Inten.(% of TIC) | 3.05 364 | 436 9.80 | 4.03 6.81 3.30 T46 | 293 | 446 5.65 210 | 434 | 435 374 525 | 433 2.60 328 21 2.80 5.84 im
Rel. Inten.(% of BP) | 31.14 | 3711 | 44.44 [100.00 | 4116 | 6945 | 3365 | 76.08 | 3052 | 4548 | 5770 | 2146 | 4428 | 4438 | 3815 | 5355 | 4414 | 2656 3350 | 2156 | 2853 59.61 37.90
Score 031 037 1.00 | -1.00 1.00 1.00 | -0.34 1.00 1.00 1.00 1.00 1.00 025 | 044 1.00 | -0.54 1.00 -0.27 0.34 1.00 1.00 1.00 -0.38
lon-type [ e B c, | T4 Cg | cHey g s Cq [ [ e [
Delta Da 0.73 -0.04 0.06 0.01 | 007 | 0.09 0.06 0.15 0.08 0.02 0.45 0.13 017 -0.00
7"+
5

0.53




Peak 171

e L e L e L e L O L L L L L ¥ |«
- .
4 APt 2y assignment
100.% ~
o .
1I:I?93 4 ' '315
’ o 192749
" 12 " .
21 13584 212 '315 1
1738.8 |I
[ I, I“ll.l ﬂlf Lu L Il || I14? q| ||h|.|. Al 16314'9 e Jh i Ll |
L] L] L] L] L]
200 4000 1200 1400 1600 1800 2000
DELTAETD. 2595 2595 .5 phl Mass [z ] hiH+: 2087 3209 mfe: 227 2§
# MH* MH*  MH* Protein . .
Rank Score lsn:; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn h‘ﬁ;’[:‘;f;m Protein Name
lons (Da) (Da) (ppm) (Da)
1 967 735 7 4118 Y210y (R) Vv L M/N L Q/N|N/E|A|G R|R A V y\K (M) 1976.05 81.2715 634.4 40323.5/8.80 Homo sapiens 14249180 5098 wingless-type MMTV integration site family, member 5B precursor
1 967 735 7T 4718 Y210y (R} Vv L M/H L Q/NIN/E|A|G R|IR A V y\K (M) 1976.05 81.27115 634.4 40323.5/8.80 Homo sapiens 17402919 37657 wingless-type MMTV integration site family, member 5B precursor

Fragment.ion (m/z) |350.83 [372.27 [457.24 [537.45 [558.39 | 572.31 [671.54 701.39 [750.97 [778.44 [830.53 [884.94 [938.95 [984.55 [1073.90 |1228.07 [1357.34 [1927.89

Frac. Inten.(% of TIC) 5.58 4459 4.98 3.46 6.17 509 3.70 8.24 | 12.75 5.33 415 j.e4 463 9.50 512 477 3.88 423
Rel. Inten.(% of BP) | 4379 | 3599 | 39.07 | 2714 | 4835 | 3985 | 2905 | 6460 [100.00 | 41.78 | 3253 | 3013 | 36.28 | 74.50 4015 T4 30.46 3314

Score 100 | 100| 100| 100| o025 100| 100 025| -100| -042| 100 030 | 0365| 100| 100| 100| 100 025

lon-type Tty | T3y | T | Cbhy | Ty | CHe, | T 'y & Zy Cy i Ciz e

Delta Da 0.16 0.42 0.01 0.18 0.62 -0.48 0.23 0.05 0.07 0.06 0.36 0.49 -0.36 -0.05
LARRsPt Yiq

0.70 -0.30




Peak 172

assignment

M5Tag 1 N | 5 | P Q | i | H 5 | H L | ¢
Fimézy2H, 0
GG
1.F5e+i-
100.%%
=+
Y3 b Y15 e
2723 y 9 H26 ¥y
b 3 a1
o — [T J ..]. Ll 1T Ll L
1 ) 1 1 1 I 1
200 200 400 a00 a00 1000 1100
WT_EGFCID. 2653 2658 .0 phi Maz= [miz] hAH+: 2020 2254 mfz: GTT.08 2032
# MH* MH* MH* Protein - .
Rank Score Pl BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species feseson - (LSS Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 1487 739 10 7125 Y96y (K) L/N/G/P 0 D/H/S B/L|Liy|S T I/P R (M) 1943.00 81.2219 618.7 104156.3/6.49 Homosapiens 146231942 452  catenin, delta 1 isoform 1A
1 1487 739 10 7125 Y96y (K) L/N/G/P 0 D/H/S E/L|Liy|S T I/P R (M) 1948.00 81.2219 618.7 108170.6/5.86 Homo sapiens 146231940 30706  catenin, deltz 1 isoform 1ABC
1 1487 739 10 7125 Y96y (K) L/N/G/P 0 D/H/S B/L|Liy|S T I/P R (M) 1948.00 81.2219 618.7 107349.7/5.90 Homosapiens 146231962 31626  catenin, delta 1 iscform 1AB
1 1487 739 10 7125 Y96y (K) L/N/G/P 0 D/H/S E/L|Liy|S T I/P R (M) 1948.00 81.2219 618.7 104959.0/5.89 Homo sapiens 10835010 33563  catenin, delta 1 isoform 1B
1 1487 739 10 7125 Y96y (K) L/N/G/P 0 D/H/S B/L|Liy|S T I/P R (M) 1943.00 81.2219 618.7 104156.3/6.49 Homo sapiens 146231938 34647  catenin, delta 1 isoform 1A
1 1487 739 10 7125 Y96y (K) L/N/G/P 0 D/H/S E/L|Liy|S T I/P R (M) 1948.00 81.2219 618.7 104156.3/6.49 Homo sapiens 146231968 36000  catenin, delta 1 isoform 1A
Fragment-ion (m/z) |272.26 [485.27 [527.80 | 541.83 [550.50 |573.36 | 582.13 |589.35 [598.73 | 601.36 | 606.87 |627.62 |633.90 | 639.04 |644.57 [659.13 [702.44 | 719.74 [729.09 [816.45 [870.09 [872.94 [901.42 [929.56 |1042.53
Frac. Inten.(% of TIC) [ 3.79 | 3.06 | 270 311 267 416 373 383 | 316 776[ 564 501 233 305| 0.09[ 544[ 411 269 | 267 989 | 285 390 | 538 640 278
Rel. Inten.(% of BP) | 38.28 | 30.91 | 27.31 3148 | 26.99 | 42.00 | 37.74 | 38.77 | 31.90 | 78.43 | 57.00 | 50.65 | 23.60 | 30.85 | 0.86 | 55.06 | 41.57 27.24 | 26.03 [100.00 | 28.86 | 39.40 | 54.39 | 64.68 | 28.09
Score 1.00 | 031 027 050 | 100 100 | 100| 03¢| 032 100 100 061 100| 100| 150 0.55| 1.00 050 100 100| 029| 1.00| 1.00| 100 1.00
lon-type ¥z b H0 | by Y5 [¥*+ s yeryg | by ¥Y*hig | Y5 e sty yrrgy | b HO | by, Yo Y&hs | Y4 hs ¥7 LB
Delta Da 0.09 057 | 023 002 018 041 0.0 0.08 | 007 057 0.09 042 | 077 | 0.08 053 | 049 011 | -0.00
b H,0

041




Peak 173

MiTsgl e o] v | s | # | 7 |s ] o | » | v | =r |5 | y la] o || *F | s |k
assignment
1.7 e+il=-
100 B — Piméz-2)
. "-H-2 '-|+c + . “ m "1-;-'2 '-|+c '-H-c + 11354 "
5 h 24 . "c ' fi5d1 '.Fﬂﬁ.g 15 15 IS 2 '314 216 )
a7 PR wil o FT : , 12 16817 " 141z gy
. 181 o, I: - :I [=3 1 211 1428 6 15 15 G.IB B 5
7a4le 12361 17928 2052 .8 '
| | | s | | |
b I ] L , ] | . il I Il N
T 1 T T T i T T T T T
200 401 EO0 200 10010 1200 1400 1600 1a00 2000
OELTAETD. 1347 1347 4 phl Ma=s [miz) hiH+: 2268 G582 mdz: 56782 =20 4
# MH* MH*  MH* Protein . .
Rank Score S‘,:I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn MIS;leg;st Protein Name
(%) o (Da) (Da) (ppm)  (Da) dex
1 944 596 12 8/25 Yty (R)L/E A V/S|H|T S|D M H|R G\y|A|D/S B/S\K (A) 2188.01 80.6494 3011 51673.3/8.07 Homo sapiens 157649073 17330  adenylyl cyclase-associated protein
1 944 596 12 8125 Yily (R)L/E A V/S|H|T S|D M H|R G\y|A|D/S B/S\K (A) 2188.01 80.6494 301.1 51673.3/8.07 Homo sapiens 5453595 36052  adenylyl cyclase-associated protein

Fragment.on (m/z) |217.56 |246.13 |248.74 [259.17 |291.04 [402.06 [518.11 |588.03 [613.25 [654.11 [720.92 |842.31 |865.52 |876.95 [984.25 [1045.49 |1054.72 [1070.61 [1111.54 [1227.87 [1427.27 [1616.87 |1681.68 | 1841.15 [2138.49

Frac. Inten.(% of TIC) 3.04 8.14 | 10.59 500 3.23 3.62 2,80 255 3.36 3.98 277 277 251 3.90 3.34 5.07 420 4.67 253 5.82 426 254 299 285 247
Rel. Inten.(% of BP) | 28.72 | 76.84 |100.00 | 56.60 | 3053 | 3416 | 2643 | 2410 | 31.797 | 3757 | 2619 | 2614 | 2373 | 3681 | 31.52 479 39.64 4415 2392 54.98 40.20 24.02 28.25 26.90 23.36

Score 1.00 | -0.77 | -1.00 1.00 | -0.31 1.00 0.25 1.00 1.00 1.00 0.25 1.00 | -0.24 1.00 | -0.32 0.25 -0.40 1.00 -0.24 -0.55 1.00 0.25 1.00 0.25 1.00
lon-type z; Zrg z, s Zy | ey g |CHyg Cs T z'y Cttig L ', Ciq 2% Cig
Delta Da -0.57 0.05 015 | 020 | 024 | -0.04 | -0.25 057 | -013 0.07 0.05 0.66 -0.28 0.23 -0.04 0.42 -0.41
N c‘++1 4 ZIH'ﬂ 5 ZI++19 ZI1 2

-0.14 0.44 0.10 0.67 -0.38




Peak 174

et s | v s | a ¥ | o | w | o | & |5 ]5s |a
poH
¥ 15 )
4783 ¥ - B2 assignment
1 85e+5m b
591 .6 14
4z.1% 764.6
b, T ¥
11 Pimizr2H,0 g -
Gk 5 045 b
y - S Ba54 b - 12 by
'!-"2 b '!-"3 4 bﬁ b 3704 '!."1? Q867 b b
342 S a4 462 : I . 1 1
: 2202 . i 4e0.4 l : ] l
m_ J ﬂ | I I]ll l W] |?§E$ JJl ill.n. Al .LI Ll | 1D9..94 ‘ ] 1 L Ll N ]39.[96
] L LJ ) ] L] L] L] ] L]
300 400 a00 ann a0n 1000 1100 1200 1300 1400
WTCID 3244, 2240.0.pkl Mazs= [m/fz) haH+: 2119.2854 mez: TOF 20 3
# MH* MH* MH* Protein " n
Rank Score o BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species brzsdon (LSl Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)

1 15T 937 8 405 Y255y (RIK L S L G 0/¥\D N DIAIGIG QILIP F S\E (C) 2038.02  §1.2615 6111 97939.3/6.41 Homosapiens 169171407 13944  PREDICTED: similar to tensin 3
1 15T 937 8 405 Y780y (RIK L S L G 0/¥\D N DIAIGIG QILIP F S\E (C) 2038.02  81.2615 6111 155266.4/6.34 Homosapiens 65288071 34866  tensin 3
Fragment-ion (m/z) |478.34 [591.55 | 599.25 [608.21 |625.85 | 634.95 |643.52 |643.81 | 663.30 |672.12 |691.76 |746.99 | 755.77 |764.56 |776.60 [803.53 | 81241 [821.07 [833.49 [870.44 [904.52 | 977.97 [986.74 |1157.47 [1214.69
Frac. Inten.(% of TIC) | 12.75 [ 5.5 118 [ 500 123 208 155 318 111 253 129 1.16 366 | 529 393[ 250 738 [ 1319 [ 1482 | 112 253 148 [ 198 130 131
Rel. Inten.(% of BP) | 86.02 | 37.45 8.00 | 3373 | 827 20.08 | 1043 | 2145 750 | 17.05 | 871 | 7.2 2471 | 3569 | 26.64 | 16.90 49.80 | 89.04 [100.00 | T7.67 | 17.05 1002 | 1336 | 878 | 887

Score 1.00 | 1.00 0.50 | 1.00 | -0.08 0.50 | 1.00 | 1.00 050 | 1.00 | 0.09 | 1.00 0.50 | 1.00| 1.00| 047 050 | 1.00| 1.00| 100 1.00 0.50 | 1.00 | -0.09| 1.00

lon-type ¥s ¥s ag | brvyg bre i -H0 | brvyy | bery | bre HO | bery yregp b HO | b, ¥z ber 1,0 | by Ys b Yg |brrigH 0 | ey by

Delta Da 0.07 | 020 014 | 045 068 | 024 053 052 | 033 0.68 045 023 | 017 055 | 020 004 003 003 0.53 | 0.29 0.18

b+, H,0
10° 2

0.50




Peak 175

et L s | v s = | ¥ | o |~ | o | & s[5 ]
Yy Vg
478z BELE
2 5l
42 1%
5013 +H
757 L big
+
b Vi Yy i i b, 10262 .
; etz oa4s | o a0, g 9 11:-:1313 by
il | i) b, 110 ' 1365
b I |. | Lo oyl JILL I. | 11 | Ll L L ;
L ] ] L] 1
200 400 E00 200 1000 1200 1400
DELTACID_R.23002 3302 .0 pkl Maz= [miz) hiH+: 21991454 me: 73272 203
SPI & MH* MH* MH* Rrotein Accession MS-Digest
Rank Score BCS Unmatched Variable sites Sequence Calculated Error Error Mw/pl Species Protein Name
(%) I # Index #
ons (Da) (Da) (ppm) (Da)
1 1140 615 9 8123 Y255y 5251s (RIK L s L G Qly/D\N D\A/G/G Q/LIE F S\K (C) 2038.02 1611215 540.6 97939.3/6.41 Homo sapiens 169171407 13944  PREDICTED: similar to tensin 3
1 1140 615 9 8123 Y780y S776s (RIK L s L G Qly/D\N D\A/G/G O/LIE F S\K (C) 2038.02 1611215 540.6 155266.4/6.34 Homo sapiens 65288071 34866 tensin 3
Fragmention (m/z) |478.33 [532.43 | 573.47 [591.28 [625.26 |634.38 648.38 |662.75 664.88 |673.74 [695.08 | 700.83 |707.52 [747.08 |755.62 |776.30 [812.38 [817.46 |833.55 | 852.48 [860.95 [925.94 [1026.87
Frac. Inten.(% of TIC) | 1351 | 322 | 326[ 298| 221[ 837| 536| 335[ 242 297 011 016[ 360 249 284 253 [ 1237 372 [ 1087 200 718 246 2.3
Rel. Inten.(% of BP) |100.00 | 23.86 | 24.14 | 22.05 | 16.35 | 61.95 | 39.71 | 24.81 | 17.93 | 21.97 | 0.78 | 1.19 | 26.66 | 18.45 | 21.00 | 18.70 | 91.55 | 27.54 | §0.51 14.82 | 53.16 | 18.22 | 15.02
Score 100 | 100 | 050| 100| 100 | 062 | 100| 025| 018 | 022 | 025| 150| 1.00| 1.00| 021 | 100| 0.92| 028 | 1.00 050 | 1.00| 018 | 1.00
lon-type Y | by ygH0 ¥Ys | Y2 bavig st | yg-H;0 be | y++iy ¥7 Yg |braysH0 | barg be+iq
Delta Da 0.06 | 0.78 | 013 | -0.07 | 046 0.64 042 | 057 047 | 077 0.13 0.10 0.63 | 0.10 0.4
1.50 b_-H,PO,
sty 0.08
0.17




Peak 176

M3Tag 1 T ] ] M G
¥
I I I I L - L P
assignment "1z 15
G564 +H +H 8011
T .a%e+dm 14 .'5‘14
++
56.2% 75T 5 Yig
o+
[ 836 5
(I (T +
+ 7139 i 7 ++
g Y4 + y
b e b ThE.2 a7z iz
3 b, ¥ v 574.7 623 .4 12 gdd
330.1 4422 I I | || £ 7 l |
bod = ——l PP | 4012 Lol |483|'2I|I|I|..I Lyl N R . .I|||I. |.I|I|II T I | J I |I.|I| L
L] L] L] - L] L] L]
200 400 a00 S} yan aan 300
OELTACIDATT.1776.0.phi Masz= [mfz) hiH+: 20011754 miz: B6T.73 20 3
MH* MH* MH* Protein . .
Rank Score Shl BCS Unmatched Variable sites Sequence Calculated Error Error MW/ pl Species fezeiem (LSS Protein Name
(%) | Index #
ons (Da) (Da) (ppm) (Da)
1 1247 697 9 8125 Y792y (R) L/D/T/A/S/SIN G/y O R\P G|S\V V A A K (A) 1920.98 80.1981 1158 92466.6/8.34 Homo sapiens 169202009 9158  PREDICTED: hypothetical protein LOC143872
1 1247 697 9 8125 Y792y (R) L/D/T/A/S/S|N G/y Q R\P G|S\V V A A K (A) 1920.98 80.1981 115.8 92466.6/8.34 Homo sapiens 169203583 18234  PREDICTED: similar to mCG142052 isoform 2
Fragment.ion (m/z) |311.05 | 383.16 |574.67 [579.99 [585.84 [ 501.96 | 628.44 [637.44 |644.60 [650.17 [657.75 | 705.22 |[713.93 | 748.84 |[757.62 [762.79 [774.40 | 792.35 |[801.08 [836.52 | 877.99 |887.15 [887.65 | 935.46 |944.58
Frac. Inten.(% of TIC) | 267 | 145 220 300 1136 433 236 | 158 157 545[ 179 166 [ 381 180 [ 879 145[ 303 230 [ 1982 [ 752 229 190 472 159 [ 156
Rel. Inten.(% of BP) | 1349 | 732 | 1112 | 15612 | 57.35 | 2183 1190 | 799| 792 2751 | 905 8.39 | 19.24 9.06 | 4437 | 732 | 15.28 1160 | 100.00 | 37.97 1154 | 960 | 2381 8.00 | 785
Score 013 050 | 100| 015 | -057 | 100 100 | 100 | -008| -028| -0.09 050 | 100 050 | 100| 007 | -015 050 | 1.00| 1.00 050 | 100 1.00 050 | 1.00
lon-type b,-H0 by yritg | b HO | by, b+, HO | betyy (b, H0 | basy, Yot O | e | yrrgg [y H0 |y |y (e H0 |y
Delta Da 0.03 | -0.60 0.34 018 | 018 008 | 037 003 | 020 048 | 020| 012 0.08 | 023 073 003 | 015
Ye ¥+, ¥y 3-H20 LARFtUD has' 4-H20 Yo,
0.31 0.13 038 | 008 048 | 026




Peak 177

Mgt | L ] o | T e ] s | s | N |5 ¥ | = | R | 7 Jes ] s | » | v |»|»|®
°4
2 29e-+in Fiea
100 % ' H o+
Zg T T
4713 " PimAdy 9505 ' . ,
24 .0 FETE a8 ;4 B H.C p -2 " , . “ " o .
Sy ' ] TaE .4 - 20 i 2 o 2 2 21? 17 ' L | ]
et 2l flfid % . 1071 1p6.2 12 12 14 15 1758 19007 Syg, %o 21414
<oy \ H ] 687 6 315-_ i 131751 ““3]‘-3 1405 1585.9 h | | 1999.«{ 2071 l
o 1 I Ll (| M| | 1 1 L bl L N
b 1N | I T T Y | T
T T T g T T ! 1 T " T d 1
200 400 EO00 200 1000 1200 1400 1600 1300 2000
MITETD. 18301330 4. pkl Maz= [rfz) fdH+: 2271 3382 moz: 56859 z2: 4
# MH* MH*  MH* Protein . .
Rank Score Bl BCS Unmatched Variable sites Sequence Calculated FError  Error MWipl Species Becessionlis Hinest Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 1058 80.2 1 622 Y792y (R)L/R L D|TIA S\S|N\G ¥ Q/R P|G S|V|V A A\K (A) 2190.16 81.1756 532.4 92466.6/8.34 Homo sapiens 169202009 9158 PREDICTED: hypothetical protein LOC143872
1 1058 80.2 1 622 Y792y (R)L/R L D|TIA S\S|N\G ¥ Q/R P|G S|V|V A A\K (A) 2190.16 81.1756 532.4 92466.6/8.34 Homo sapiens 169203583 18234 PREDICTED: similar to mCG142052 isoform 2

Fragmention (m/z) |246.95 [372.35 [471.30 [515.31 [616.40 [742.85 [774.76 | 828.87 | 862.51 |869.75 |882.45 |946.13 [950.52 [ 975.83 [1071.05 [1299.34 [1658.31 | 1757.99 [ 1802.60 |1900.69 [2029.35 [2141.45

Frac. Inten.(% of TIC) 3.09 | 11.84 | 10.05 4.20 381 2.99 3.03 4.30 4.37 351 3.83 3.85 7.00 2.81 3.65 N 2.76 5.16 6.12 273 2.90 4.89
Rel. Inten.(% of BP) | 26.13 |100.00 | 84.88 | 3546 | 32.20 | 2523 | 2561 | 36.35 | 36.87 | 29.606 | 32.32 | 3249 | 59.10 | 23.73 30.84 26.23 23.27 | 4359 51.70 23.04 24.52 41.32

Score -0.26 1.00 1.00 1.00 1.00 -0.25 1.00 1.00 0.25 0.25 -0.32 -0.32 1.00 1.00 1.00 -0.26 0.25 0.25 0.25 1.00 -0.29 1.00
lon-type z, Z'g Cs s C7 | T e 'y % Gty Cg | C*y Cls z" e Ci7 €2
Delta Da 0.11 0.01 | -0.02 0.02 0.31 -0.03 0.02 0.23 0.06 0.31 0.02 0.52 0.17 0.75 0.78 040
'3+ z" '+ I'++ Zlgg

13 7 16 20
041 0.03 0.48 0.03 0.42




Peak 178

M3Tag 1 E | s ] 7 | ¥ | o | v | v | Y | K | = | R |
1 245 739.2 assignment
74.3% Pitbie- 1) ®1 ¢ 83
: 5, 4 Plmiz 2k - 11365 1z
4743 (miz) - 5y 1335.8 1495 .9
Za j3 s : Z '
4955 g %y ariE oz
2298 5204 i
l I 7754 874.4 l 10195 L [
o Il L | L L il b —l ]. [ PR Ll L L L . I by i L L | 1
1 ‘ L] L] 1 L]
400 EO0 &00 1000 1200 1400
NT_EGFETO_R. 175117543 phl Masz= [miz) hiH+: 1483 0254 mdz: 490335 2: 3
MH* MH* MH* Protein . .
Rank Score Bl BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species feeession - (LS Protein Name
(%) 1 D # Index #
ons (Da) (Da)  (ppm) (Da)
1 2055 98.0 12 1724 Y15y (K) I/G/E |G| T|y/G\V|V|Y|E|A\R (N) 1412.75  80.2822 2116 33929.7/8.80 Homo sapiens 16936528 30029  cyclindependent kinase 2 isoform 1
1 2055 98.0 12 1724 Y15y (K) I/G/E |G| T|y/G\V|V|Y|E|A\R (N) 1412.75  80.2822 2116 30084.1/9.14 Homo sapiens 16936530 30881 cyclin-dependent kinase 2 isoform 2

Fragment-ion (m/z) [229.77 [317.18 [358.28 [374.34 [475.42 [521.31 [620.44 |654.13 |661.84 [682.52 [776.52 [874.45 [973.61 [1019.50 [1120.72 [1136.52 |1177.67 [1193.61 |1264.66 |1306.67 |1307.65 |1335.81 |1364.05 |1366.44

Frac. Inten.(% of TIC) | 2.72 4.26 5.14 4.99 1.76
Rel. Inten.(% of BP) | 26.49 | 41.43 | 50.07 | 4853 | 17.12
Score 1.00 1.00 1.00 1.00 1.00
lon-type z, c, ', c, g
Delta Da -0.37 | -0.00 0.05 0.14 017

Ya

0.09

3.94 313 1.94 202 2
38.31 | 3050 | 18.89 | 1964 | 24
1.00 1.00 1.00 0.25 1
z, Ty | Ty | Yy, |2
0.01 0.08 033 0.03 0

52 583 2.09 541 1.98 6.02 863 852 233 3.85 192 6.70 10.27 1.97 2.03
63 | 56.75 | 20.34 | 5270 19.31 58.63 84.03 82.96 2264 3752 18.71 65.25 | 100.00 19.18 19.73
00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 025 1.00 1.00 0.25 1.00 1.00 -0.20
12 s Cq Gy g ry €10 L Y10 11 LF LA €12 Zyz
21 021 0.08 017 0.02 019 0.02 012 0.04 0.06 0.07 0.05 0.18 0.43
z, ¥y
0.07 -0.03




Peak 179

MiTagt ]l 0 | & | w | =& | « | E v low | R | & | 5 | R | v | R |
Pimifz-27
3 e-Hn Hae.4
100 %%
. o P -
. By 0y (m."z ﬁ) 15 S , . L
+H o+ D I -
Gy 5 5842 : 1o 2 . o Flmy=-=3
4133 Big4 t 342 g 2 1245 8 1376 \ Eig ' 1433
ol | | o
F0- ] || |.| | X | IIII.ul o . llll i TG 1l
L] v L] L] L]
400 EO0 1000 1200 1400 1600 1800 2000
DELTAETD 3865 3865.0.phki Mazs [mfz) fiH+: 1991 4932 moz: 9863 z: 4
# MH* MH* MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MVWipl Species Aezeden (LSEe] Protein Name
(%) | # Index #
ons (Da) (Da)  (ppm) (Da)

1 8.01 684 8 6120 Y232y S5244s (K)y ¥ A/AIVIQIVAE|V/V R A s R L\R (Q) 1831.03 160.4685 269.1 39327.4/9.11 Homo sapiens 17505193 2103 wingless-type MMTV integration site family, member 7B precursor
1 8.01 684 8 6120 Yddy S56s (K)y ¥ A/A|VIQIV\E|V/V R A s R L\R (Q) 1831.03 160.4685 269.1 18422.3/8.68 Homo sapiens 169218029 22686 PREDICTED: similar to WNTTB

Fragmention (m/z) | 422.32 [469.11 [516.43 [616.42 [624.12 [687.90 [744.41 |761.53 [842.93 [917.50 [971.74 [974.13 [1021.56 |1247.69 [1359.14 [1376.57 [1492.00 [1803.46 [1832.77 [1834.66

Frac. Inten.(% of TIC) 3.73
Rel. Inten.(% of BP) 33.66
Score 1.00
len-type C

Delta Da 0.13
Y

0.08

0.15
1.35
0.25

Y+

0.15
0.25
st

-0.39

3.60 4.11 6.05 | 11.07 | 10.53 3.86 338 585 4.76 425 7.46 712 4.42 328 591
3263 | 3716 | 54.68 |100.00 | 9517 | 34.86 | 30.53 | 52.89 | 43.00 | 358.43 67.36 64.33 39.89 2962 53.36
1.00 1.00 1.00 -1.00 1.00 -0.35 1.00 1.00 1.00 0.25 0.25 -0.64 -0.40 1.00 0.25
€ Cs | Ty Ce Cr | © s Ce s L Lo Y12
-0.75 017 | -0.72 010 045 0.06 -0.68 0.70 -0.01 -0.16 0.18
Z3y
0.15

332 333 3.82
30.03 30.07 34.55
-0.30 -0.30 1.00

Cig
0.78




Peak 180

M3Tag 1 | Q | E | F | 5 | o
Ee
3
E.d3a+i- LT
5620 b!EI
e 1065 6
+
'!-"2 b?
4242 0954 1054
200.1 maq A3 WEI OO L| - 1077 1145.5
[ - TR R L|I|..al ' T W W TR et
200 200 400 A00 EQn Fan 1000 1'1UU
WTCIO. G811 . 4590.2.phi Massz [miz] miH+: 19294154 mfe: 66381 z: 3
MiTaal w | & | & | v | + ] o |~ F s | o | ¥ | = | v | F | & |
Rimiz-1
ag.3 :
5.2de+im- assignment
Ta5.0%
' ¥
. 2, 7 “10 : ETD
; 463.2 Pimz) £64.5 170, 1z I
2?3 244 4 : o 1527 2 Eig 19?45
BARIT o 11 154?.91?134
' 1286 -
‘ i ] ' |. 1055 ? l 1422 4 { L | 1772 ‘35‘ l
W Ld Al | i . L .| ||.|i|||. ] i Lly I
- T & T T T T T
2|:||:| EQ0 2an 1000 1200 1400 1800 1800
OELTAKIETD. 392639443 phl Mass= [miz] hiH+: 1939 5054 msz: 66384 z: 3
# MH* MH*  MH* Protein . .
Rank Score 2150 BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species et Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 17.09 827 10 4725 Y789y (K)V Vv Q/E Y|I|D A|F|5|D/y/A H\F\E () 1908.90 80.5140 275.3 89703.5/6.14 Homo sapiens 18450371 10043 protein tyrosine phosphatase. receptor type, A isoform 2 precursor
1 17.09 827 10 4725 Y798y (K)V V¥ Q/E Y|I|D A|F|5|D/y/A R\F\E () 1908.90 80.5140 275.3 90719.6/6.23 Homo sapiens 4506303 13566 protein tyrosine phosphatase. receptor type, A isoform 1 precursor
1 17.09 827 10 4125 Y789y (K)v v Q/E Y|I|D A|F|S|D/v/A N\F\E (1) 1908.90 80.5140 275.3 89703.5/6.14 Homo sapiens 18450369 14135  protein tyrosine phosphatase. receptor type, A isoform 2 precursor
Fragmention (m/z) |462.71 [479.38 [533.31 [536.45 |576.87 |585.76 [592.02 |619.37 | 620.70 [629.51 [638.04 | 676.95 [685.78 [722.36 [732.43 | 822.93 [831.82 837.39 [848.38 |878.79 [887.23 [918.56 |922.23 [924.30 |1065.60
Frac. Inten.(% of TIC) | 10.26 1.98 2.10 3.16 2.00 2.89 315 222 264 9.57 2.01 237 1.80 281 6.28 275 1.55 4.10 1.72 5.58 6.78 475 227 | 10.39 4.85
Rel. Inten.(% of BP) 98.71 | 1908 | 2024 | 3041 | 19.21 | 2777 | 3028 | 2135 2537 | 9212 | 19.38 2279 | 17.31 | 27.02 | 6046 2648 | 1494 | 3940 | 1658 | 53.71 | 65.27 | 4568 | 21.87 [100.00 46.64
Score 1.00 1.00 1.00 1.00 1.00 -0.28 0.25 1.00 0.50 1.00 -0.19 0.50 1.00 1.00 1.00 0.50 1.00 1.00 1.00 -0.54 -0.65 1.00 1.00 1.00 1.00
lon-type ¥y Yo | breg |y | bry, a; by |y H,0 | ya+yg Y+ R0 |y ¥s be |y++15H,0 | ya+y, Yo | by, by | b+ ¥z by
Delta Da 0.03 012 0.04 0.24 0.09 0.7 0.06 046 027 017 | -0.01 0.07 0.04 0.10 -0.02 0.07 0.03 0.10 0.35 -0.05 0.07
y MH,
0.48

| Resst |



Peak 181

MiTag1 v | 71 | 7 | v ] v | N P K | | E | & | K |
Pim/z-17 .
S assignment
2.06e+]- ’ Pimidz-2)
T4.9% , Rimfe- 1) 15758
3 ! c1|:| (=]
10148 1257 8 o
R(miz) G332 11887 13
= 15158 1596 .4
rd e 5 as ey 2T gaq 1441 6 :
361377 | ayy.z By R HB ] - 13419
O ST T O Pl Y A W15 L bl oo ly i AE X TN Y
200 400 i B0 a00 4000 1200 1400
DELTAKIETD.1051.1051 .3 phkl Mazs [riz] MiH+: 1573.0454 miz: 52502 z:3
# MH* MH* MH* . .
Rank Score ‘S;; BCS Unmatched Variable sites Sequence Calculated Error Error Species ACCQ;’S'G" ""Iﬁ;j[:f;‘r’t Protein Name
lons (Da) (Da) (ppm)
1 8.86 931 6 111 Y795y (K)s A v T/T V/V\N P|K|¥|E G\E (] 1492.80 80.2449 17741 Homo sapiens 19743813 2162 integrin beta 1 isoform 1A precursor
1 8.86 931 6 111 Y795y (K)s A v T/T V/V\N P|K|¥|E G\E (] 1492.80 80.2449 17741 Homo sapiens 19743823 35513 integrin beta 1 isoform 1A precursor

Fragment-ion (m/z) [246.30 [317.04 [560.05 |675.52 |688.22 |886.47 [1014.83 [1198.10 [1199.72 [1257.84 | 1443.63

Frac. Inten.(% of TIC) 6.95 | 11.91 5.93
Rel. Inten.(% of BP) | 3888 | 66.66 | 33.16

Score -0.39 1.00 1.00
lon-type 7, T,
Delta Da 012 | -0.14

577 | 1A 7.24 5.94 6.21 10.37 17.87 6.89
32.31 | 66.63 | 40.51 50.02 34.76 58.03 | 100.00 38.52
1.00 1.00 1.00 1.00 1.00 0.25 1.00 1.00

012 | -0.06 | -0.03 0.24 -0.46 0.15 0.22 -0.06

s Cio Zap Z 40 €y Cia

Yz
0.36




Peak 182

M5Tag 2 yy | u] | T | G_HI E M | F | [ | ¥ | K | s | = v
L
457 .4
1392439 v, ¥y Wl assignment
A6 .20 2503 A5G .4 : /
¥ +H
2 b A b
3 b 4 b b
440 by 8.7 10 12
4032 733 1136.6
12843
h:l- - | .?qiiil l b IJII L al Hl“u.l h.]a.. alili, T il BT T e N N r 14125
200 4010 EO0 1200 1400
OELTAZGI 3737 .0.pkl Maz= [mfz] hiH+: 22990154 m/fz: FE7.01 20 3
# MH* MH* MH* Protein . .
Rank Score S‘,:I BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species ACCE;S"J" hﬂIS;jD'g:[St Protein Name
(%) T (Da) (Da)  (ppm) (Da) e
1 1542 B84 9 423 Y783y (K)Ww D T G E N\P I\y K S A|V/T|T|V|V|N\P K (Y) 2219.13  79.8812  37.0 88415.9/5.27 Homo sapiens 19743813 2162 integrin beta 1 isoform 1A precursor

Fragment.ion (m/z) |358.30 [457.38 [556.43 [657.54 |703.89 | 712.90

[715.25 [722.09 [740.24 [749.07 [758.60 | 813.02 [821.71 |854.45 [857.65 | 863.82 [872.47 [904.69 | 913.15 [922.47 | 96277 [971.59 [1028.66

Frac. Inten.(% of TIC) | 352 | 594 | 381 573
Rel. Inten.(% of BP) | 3265 | 5514 | 3539 | 5317
Score 100 | 100 | 100 100
lon-type Yo | by Ys Ye
Delta Da 009 | 017 | 008 | 015

Y.

0.10

2.84 6.33 2.90 5.00 210 310 | 1077 3.68 245 287 8.38 1.82 1.80 272 9.22 347 2.99 6.59 1.76
26.34 58.81 | 26.95 | 46.40 19.53 | 28.81 | 100.00 36.02 | 22.76 | 2663 | 77.75 16.85 | 16.74 | 2525 8560 | 32.25 2774 | 61.20 16.30
1.00 0.50 -0.27 1.00 0.50 -0.29 1.00 0.50 1.00 -0.27 1.00 0.50 1.00 -0.25 1.00 1.00 0.50 1.00 1.00
by | b4+, -H,0 b+, |y-H0 Y7 | b+ H0 | by, Yp | b+ H,0 | bery by | besy b+ H0 | bty | by,
0.62 0.10 0.29 -0.19 0.16 0.16 -0.15 0.14 044 0.09 -0.26 0.55 032 0.14 0.19
b+, H,0
0.24




Peak 183

MiTagt 6 | 7 | s | F M | M t | » | ¥ | « ] « | v | R
¢3 Pimiz) Pimfz-27
B 3] et 2468 =ik . 18245
Cg assignment
5620 435 2 C? 23 . 214
| ] 1704.2
| . Aimiz-1 11107
. . Tid.1 . . 1 1241 5 . . myz-21
o fi ] 1.2 , |313 Z 4 57
8333 245, 22 1
4 | 2 i | s ‘ 1 1 1514_? (? Ta
wod LI 1 | | I 1y . 3 i
lJ L] lJ i L] L] L] L] L]
200 400 El 200 1000 1200 1400 1600 800
WITETD. 2885 . 2885.0.pkl Mazs [mfz) hiH+: 1822 5854 mfz: 6052 z:3
# MH* MH* MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error  Error MwW/pl Species feseion LS Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 .04 522 7 11723 T183t Y185y (R) T/A G\T S\FIM|M t B/y|VV T R (Y) 1661.80 160.7829 466.5 48128.6/6.39 Homo sapiens 20986506 5927 mitogen-activated protein kinase 10 isoform 3
1 7.04 522 7 11123 T76t Y78y (R) T/A G\T S\FIM|M t B/¥|VV T R (Y) 1661.80 160.7829 466.5 31933.2/6.09 Homo sapiens 20986508 6525 mitogen-activated protein kinase 10 isoform 4
1 7.04 522 7 11123 T221t Y223y (R) T/A G\T S\FIM|M t B/y|V V T R (Y) 1661.80 160.7829 466.5 52585.8/6.33 Homo sapiens 20986510 13809  mitogen-activated protein kinase 10 isoform 2
1 7.04 522 7 11123 T183t Y185 (R) T/A G\T S\FIM|M t B/y|V V T R (Y) 1661.80 160.7829 466.5 44229.5/7.58 Homo sapiens 4506095 18698 mitogen-activated protein kinase 8 isoform JNK1 alphal
1 7.04 522 7 11123 T221t Y223y (R) T/A G\T S\FIM|M t B/y|V V T R (Y) 1661.80 160.7829 466.5 48554.5/7.57 Homo sapiens 4506081 25312  mitogen-activated protein kinase 10 isoform 1
1 .04 522 7 11723 T183t Y185y (R} T/A G\T S\FIM|M t B/y|VV T R (Y} 1661.80 160.7829 466.5 44022.2/7.13 Homo sapiens 20986519 31328 mitogen-activated protein kinase & isoform JNK1 betal
1 7.04 522 7 11123 T183t Y185 (R) T/A G\T S\FIM|M t B/y|V V T R (Y) 1661.80 160.7829 466.5 48088.6/6.29 Homo sapiens 20986521 33237 mitogen-activated protein kinase 8 isoform JMK1 beta2
1 .04 522 7 11723 T183t Y185y (R) T/A G\T S\FIM|M t B/y|V V T R (Y} 1661.80 160.7829 466.5 48295.9/6.43 Homo sapiens 20986523 35562  mitogen-activated protein kinase 8 isoform JNK1 alpha2
Fragmentiion (m/z) |223.51 [230.15 [246.79 |435.17 [582.25 [701.04 [714.12 |863.45 |886.07 |887.96 [963.70 |1110.67 [1126.51 [1192.10 [1201.35 [1213.63 [1218.45 [1241.78 [1257.71 [1358.84 | 1362.84 |1365.92 [1704.24
Frac. Inten.(% of TIC) | 4.67 | 364 | 13.84 51 314 334 340 | 278 | 489 7.03 3.04 356 324 510 6.85 373 3.00 3.03 272 2.96 378 2.66 3.92
Rel. Inten.{% of BP} | 33.72 | 26.29 |[100.00 | 4129 | 2271 | 2415 | 2456 | 2006 | 3531 | 5079 | 2195 | 2573 | 2339 36.86 | 4953 | 2693 | 2168 | 2187 19.66 | 2142 | 2734 1919 | 2829
Score 0.34 1.00 1.00 1.00 1.00 1.00 100| 020 | 035 | -051| -0.22 1.00 0.25 0.37 -0.50 027 -0.22 1.00 0.25 021 0.27 1.00 1.00
lon-type T, & Cs e Z'g & g ¥s Zy Ys i LW
Delta Da 050 | -0.35 | -0.05 | -0.04 | -027 | 0.79 0.25 0.0v 0.32 0.23 045 043




Peak 185

et L L L2 DL ¥ s 1 w s »w Js]s] & o] =
443
2. 3a+i Pz f74.7
100 % 2
6755 Pimifz-27
GYf.3 =
i [ e 202 & 111;.9 15350 7
2429 R IV
244 B ] 783 1048 ;Dgﬂ?a:m
' 3723 435 | | | || | ' opl 3 ' ' 1475 2 18339 47204 17891 ygsq 4
h:l-l il 1 .lLlI L ||. l.:l Ly .||||I||I Jd|.|. L ||II |IJ|. .I ——Llb T | il T 111l .I||I ]
200 400 EO0 200 1000 1200 1400 1600 1800
WTETDL 2528 2522 .0.pkl Mazs [miz) RdH+: 179722922 miz: 44008 204
# MH* MH* MH* Protein . .
Rank Score Sn:I BCS Unmatched Variable sites Sequence Calculated Error Error MW/ pl Species deessis MIS;’DIQ;Sl Protein Name
(%) fare (Da) (Da)  (ppm) (Da) e
1 789 575 10 13125 Y1512y (R)o/s L/D/G/F\y 5 H/G|M|G A\E G\R (E) 1711.75  81.5489 882.5 307552.0/5.12 Homo sapiens 21493029 4313 A-kinase anchaor protein 13 isoform 2

Fragment.ion (m/z) |244.92 [248.90 [302.24 [550.10 [638.62 |644.55 |661.85 |665.88 |672.32 |674.74 [724.45 |802.63 [862.78 [1002.64 | 1049.58 [1099.92 [1189.05 [1190.98 [1297.78 [1327.71 [1332.96 |1346.17 [1349.56 [1350.70 [1633.91

Frac. Inten.(% of TIC) | 252 | 4.45 1.90 | 2.20
Rel. Inten.(% of BP) | 11.04 | 1947 | 8.34 9.65
Score 025 | -0.19 1.00 1.00
lon-type Y e, | 23

Delta Da 020 -0.40 0.22

189
8.27
1.00
ZI++11
0.38

5.02 2.09 251 252 | 2284 215 348 L 235 1.9 319 3.66 5.16 225
22.00 917 | 11.01 | 11.05 [100.00 942 | 1524 | 2285 10.27 8.36 13.96 16.03 2260 9.84
-0.22 1.00 1.00 -0.11 025 1.00 -0.15 -0.23 -0.10 -0.08 -0.14 1.00 025 -0.10

hact Ce ¥rraa | O hyg Cio 1o

0.59 0.55 0.02 | -0.34 042 0.50
z; T,
057 019

1.96 7.81 272 1.96 543
8.58 34.18 11.92 8.57 23.78
-0.09 1.00 -012 -0.09 -0.24
Zy
0.46

2.81
12.28
1.00
Cis
-0.72




Peak 186

I 1 =+ | |

M5Tag 1 o | & | y
assignment
1.16e+in . ,
4 ; -
100,84 T z
360.2 ]
Fimyz
(miz) 5 . 1112 6
433.4 . . "
- = 2 g g lo 2y,
2 3 3 Qa6 .5 1055 .5 1168 F 12116
i 3032 TI2 i L :
2439 l
m_ . 4& |. I[ l T i L T | Ll L T L T ] 1 e ll ..] i T J.. 1 I| A Y A
200 A00 a0 200 a00 1000 1100 1200
OELTAETO.1571. 14733 phi Mazs [mfz] hiH+: 1293 00354 miz: 43335 2: 2
# MH* MH* MH* Protein . .
Rank Score ls':; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ACCB;’S'B" Mlﬁ;’[:f;m Protein Name
lons (Da) (Da) (ppm) (Da)

1 16.74  94.7 9 425 Y699y (K) &/V/D |G|y | VIE PIQII\K (Q) 1217.69 80.3466  293.0 89866.4/5.71 Homo sapiens 21618344 24201 signal transducer and activator of transcription 5B
1 16.74 947 9 4125 Y694y (K) A/v/D|G|¥ | VIE PIQII\E (Q) 1217.69 80.3466  293.0 90647.5/5.98 Homo sapiens 21618342 25076 signal transducer and activator of transcription 54

Fragment-ion (m/z)

|243.86 [ 246.95 [248.85 [303.25 [360.15 |372.25 |556.75 | 597.45 |603.32 [605.94 |613.38 [627.47 | 696.53 [702.30 [927.65 [939.53 [996.47 [1012.26 |1044.62 | 1055.52 [1111.70 [1112.63 [1127.60 [ 1168.65 [1211.59

Frac. Inten.(% of TIC) 1.12 1.23 1.23 1.64 6.70 1.71 3.08 8.66 590 353 2.55 1.75 8.63 9.31 1.88 | 10.55 377 1.99 1.13 319 257 9.75 1.48 260 414

Rel. Inten.{% of BP) 10.61 | 1161 | 1168 | 1456 | 63.50 | 1625 | 2923 | B2.06 | 5595 | 3347 | 2421 | 1656 | 81.84 | 88.20 | 17.87 |100.00 | 35.70 18.86 10.73 3027 2431 92.38 14.04 2466 3926

Score 1.00 -0.12 012 1.00 1.00 1.00 1.00 1.00 1.00 1.00 025 -017 1.00 1.00 1.00 1.00 1.00 0.25 -0.11 1.00 1.00 0.25 0.25 1.00 0.25

lon-type z; & Cy Zy | T Zy s [T+ ¥s L e Cg z; z Yz s Zy LA Ys Cio AP

Delta Da -0.32 0.08 -0.04 0.01 048 0.07 0.10 014 -0.02 0.08 0.01 0.22 0.05 -0.03 -0.26 0.03 017 0.09 0.05 0.07 -0.02
¥

0.43




Peak 187

L L L T Y ¥ | = | @ E | = |
assignment
9. 83+l
100,94 Pimiz-17 Pimsz-2)
' R ] 5]
. 9 607 10
. 3 : % 14205
7 4161 516.2 , "+ L , g
'3":' o 2 13046.3
286 8 z || sues 7 7 N |
: 336 10176 l l
- I|J|. h !I 1 Iﬁdﬁs'” | |.|I 1 I|| ..I|I I Al I| |L| Lk
200 400 i B0 ga0 1000 1200 1400 1600 100
WT_EGF_ETD. 1227 1227.0.pkl Maz= (mfz) hAH+: 1821.8182 miz: 456.21 z: 4
# MH* MH* MH* Protein . .
Rank Score S;I BCS Unmatched Variable sites Sequence Calculated  Error Error MW/pl Species Acce;.smn MIS;legt;st Protein Name
) lons (Da) (Da) (ppm)  (Da) pie
1 9.75 638 8 9/25 Y1344y (RIL R|Q|H|H D\E y\E|D|E\I R (M) 1739.81 82.0086 1121.0 152931.8/5.68 Homo sapiens 22202611 27936 carboxypeptidase D precursor

Fragment-ion (m/z) |245.80 |248.86 [259.20 |286.80 401.32 [415.13 [516.23 [552.74 |703.80 |745.31 |767.80 |776.25 |804.46 |880.04 [886.25 [1106.52 [1177.71 [1270.11 [1280.53 [1305.34 [1407.52 [ 1420.51 [1536.16 |1618.84 |1664.89

Frac. Inten.(% of TIC) | 4.80 362 | 21 2.62 4.40 378 | 4.00 163 5.82 452 | 1113 | 209 | 210 | 202 9.24 2.46 217 3.90 3.03 3.00 3.87 6.31 4.87 3.46 3.03
4310 | 3256 | 1892 | 2351 | 3952 | 3393 | 3594 | 1468 | 5227 | 4064 |100.00 | 18.76 | 18.87 | 1817 | 83.01 22.08 19.53 3499 | 2121 26.99 407 56.71 4375 31.06 | 2725

Rel. Inten.(% of BP)
Score 043 | 033 1.00 1.00 1.00 1.00 1.00 1.00 100 | 041 1.00 0.25 100 | -018 | -0.83 -0.22 0.25 1.00 -0.27 1.00 0.25 1.00 0.25 -0.31 -0.27
lon-type Zry Co 7y s z, €, | Ty Ty |y e c’g 7y ) z', €10 z'
Delta Da 057 | -0.42 0.09 | -0.15 | -0.02 0.40 0.04 0.01 0.44 0.04 021 0.66 -0.20 -0.00 -0.05 0.58

++
y 11

0.45




Peak 188

Wty ow ] & | < 1 7 | ¥ I ¥ I« T~ 1 s | % |
"3 Rimdz-1] .
a1 2 assignment
1 35e+5m : TERE
100 B Pim/z) / \
2, 5218 . ) . 2 %
- T 1126.5
- 2, § . Fimfz-1Fg 12705 :
z 5a0.4 5 = 273 .4 ' fav.a - o
z 417 4 643 6 7ha gl 2 10 "
7.8 : T naa s | 1340 F 14373
h:l_ | L |.I 1 Ll il L l l 1 I|||I 1 j [ R L | L |. - L LLM.
L] 1 ‘ 1 L] 1 1 1 N
200 400 EO0 a0 1000 1200 1400
WWTETDL 13331345 2 phl Maz= [mfz] hiH+: 1665 9954 mfz: 52267 2: 3
# MH* MH* MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species fesesdom (LS Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 2012 983 M 1722 Y576y (R)Y/M/E|D|S|T|y¥|YIK|IA|S\EK (G) 1485.66 80.3388 237.9 119233.7/6.19 Homo sapiens 24476013 12819 PTK2 protein tyrosine kinase 2 isoform a
1 2012 983 1 1122 Y598y (R)Y/M/E|D|S|TI¥IYIEIA|S\E (G) 1485.66 80.3388 2379 121721.6/6.14 Homo sapiens 27886593 24984  PTK2 protein tyrosine kinase 2 isoform b

Fragment-ion (m/z) |217.79 [245.33 |289.05 [417.36 |441.18 [556.14 |580.42 |643.29 [744.40 [823.44 |924.81 [987.51 [1011.49 [1126.51 |1150.50 | 1255.59

[1278.78 [1279.46 [1349.69 | 1386.66 |1436.78 |1437.27

Frac. Inten.{% of TIC) 1.69 1.73 491 348
Rel. Inten.(% of BP) | 12.37 | 12.71 | 36.03 | 25.54
Score 1.00 | -0.13 1.00 1.00
lon-type y+e, e g
Delta Da 0.65 0.1 0.10

7',

2

-0.34

13.64
100.00

233 6.77 | 417 | 462 5.02 214
17.07 | 49.61 | 30.57 | 33.86 | 36.786 | 15.68
1.00 1.00 1.00 1.00 1.00 1.00

c, T B Cq e P
0.07 0.10 0.05 0. 0.09 0.4

7.98 3.86
5549 2834
1.00 1.00
& Zg
0.19 0.06

10.78 504 3.06 297
79.05 36.92 22 44 2181
1.00 1.00 1.00 1.00
Zy Cs Ty Cg
0.05 012 0.09 0.31

6.25 279
4583 2045
0.25 1.00
s Cio
0.02 018

1.26 1.74 379
923 12.73 2777
1.00 1.00 1.00
Z' i i
012 0.24 0.73




Peak 189

Mt W e [ v | s ] | =1 ¢ | 7 | o | y [« ¢ [ v | v | o | ¢
12235
1.81a+i- 247 in 2142
100.% . B76 .4 , 34
+
5?39 c1ﬁ Piméz-11 13138 15704 .
’ 2153 H : 16202 16
106.5 s I o 18299
260 3354 =3 c 2R, 13 1696 1 ’
7 4 & 1474.9 : 1916 6
| 473 092 | | : | :
o T | . | E:?.Z ] T ] . ] Ll I TN | | )I]l i [ " i | | | I| | \ IEDE:E'S
200 400 EQn EUU" 1000 1200 1400 1800 1800 2000
WTETD.3069.3069.0.phl Mass= [z ] MiH+: 3256.0082 mf: 81478 z: 4
1 751 67.2 10 821 Y397y (R)T/H AV 5/V S E/T DD ¥ A\E/I I\D/JEAED T Y/TIM P S T R (D) 317539  80.7086 228.0 119233.7/6.19 Homo sapiens 24476013 12819 PTK2 protein tyrosine kinase 2 isoform a

Fragment-ion (miz) |246.98 [250.01 [335.40 [574.92 [676.38 [818.90 [821.39 [915.34 [1036.74 [1215.05 [1223.49 [1313.13 [1313.85 [1341.64 [1473.82 [1570.91 [1581.46 [1606.91 [1671.05 [ 1696.13 [ 1829.86

Frac. Inten.(% of TIC) | 11.20 2.63 2380 557 8.67 278 5.09 4.72 278 448 13.18 3.03 7.05 247 2.54 6.94 347 248 222 2.35 3.58
Rel. Inten.(% of BP) 8499 | 1999 | 2126 | 4231 | 65.80 | 21.11 | 38.67 | 35.84 21.07 33.98 | 100.00 2298 5348 16.50 21.55 52.67 26.32 15.64 16.87 17.84 27.05
Score -0.85 -0.20 -0.21 1.00 1.00 -0.21 -0.39 1.00 1.00 1.00 0.25 1.00 1.00 1.00 1.00 0.25 -0.26 -0.19 0.25 -0.18 0.25
lon-type z'g Ze Crigg | Cfhyg | Ty | Yy 'y Ty | ety Cia | Ty Yig Cie
Delta Da -0.35 006 044 -0.20 0.07 0.50 -0.41 031 0.09 023 0.76 029 0.05
'3+ ++
23 25
-0.03 021
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M5Tag 1 E | L | ¥ | = | K | u T | P R |
assignment g ..y
T 3de+ds . 6526
100.%% b . %y
o 046 “q . 1144 5
389.3 Pmiz) A o el .
“z 4348 AL i 046 2 #
3762 ' 633 [671.2 ' 1027
b 1 i|.|| |h L l F? 'I] ] J i 1 | j | l oA | ) ||||. ] [T l L, | i | N | L“ |,
L] 1 1 i L] 1 1 - L] l 1 l 1 L] L]
200 200 400 a00 EO0 Fon 200 300 1000 1100 1200 1300
WT_EGF_ETD. 14861436 .3 phl Maz= [miz] hiH+: 13019354 moz: 43465 z: 3
# MH* MH*  MH* Protein . .
Rank Score 4l BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Accession MS-Digest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 8.21 7155 & 6/18 Y19y (R) E/E\L\y/S|KIV|T P\R (R) 1221.65 80.2881 247.1 72696.4/6.48 Homo sapiens 24497612 13864 ubiquitin associated and SH3 domain containing. B

Fragment-ion (m/z) |230.36 |248.15 |276.15 |358.07 |389.28 |456.22 |583.07 |584.56 |671.21 |705.24 [720.33 [847.12 [946.15 [980.93 [1026.32 |1144.54 |1156.77 | 1227.34

Frac. Inten.(% of TIC) 3.18 4.26 314 4.01 6.13 S 3.30 | 13.62 4.00 4.68 8.03 4.65 4.00 4.16 4.97 16.58 453 37
Rel. Inten.{% of BP) | 1915 | 2567 | 18.92 | 24.20 | 36.99 | 2166 | 19.92 | 8212 | 2414 | 2819 | 4843 | 28.04 | 2414 | 2506 29.97 | 100.00 27.29 19.09
Score 025 | -0.26 1.00 0.25 1.00 1.00 | -0.20 1.00 100 | -0.28 0.25 1.00 1.00 | -0.25 -0.30 1.00 1.00 -0.19

lon-type yriag c s c, z, o T [ cg c B o
Delta Da 0.55 0.03 | -0.14 0.08 | -0.05 020 | -0.19 0.06 | -0.24 | -0.28 0.01 0.22
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M5Tag1 p I u] I g I ¥ I
PimJz]
a3 etd-
® 56,3
13.3% '35 ,
6263 )
R T 5
. wod =
G3 =3 H,Z 4385 BEF .7
g 2230 . C 52p 3 '
B I l ]
ml..ll..]lu. FRTIN R Y F— -
400 EO0 200 1000 1200 1400 1800 1300
DELTAETD. 1546, 1549, 3.phki Mass [miz] mH+: 1966.2854 mfz: G863 2.3
M5Tag 1 5 | ¥ | ¥ | ¥ | E | o
. Pim.z) assignment 975
e 56.3
13.3% “q ' / cg
H
5253 T CE R 1273 5
T8 TRE 5 " 7 10987 .
By , ' g 9315 % ¢
dza s -3 5T 72 av4.4 10365 1094.7 12145
bl il 0.4 a3 1134.3
46164382 | 5745 B01.3 299 ﬂ l
h:l_l * ||I L L I||| J 1l | L ¥ 1 I i I| | | ||| ||.I | ||_ L L III ”.. il
500 E00 oo go0 a00 1000 1100 1200
OELTAETD. 18461859 3 phi Mass [mfz) MiH+: 19663354 msz: 6563 20 3
# MH* MH* MH* Protein . .
Rank Score 5 BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Heseedon - (LS Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 869 616 10 8124 Y144y (R)A/Y A/D|S|¥\YIY/E|D G G/M K P\R (V) 1885.81 81.0793  565.9 35822.2/6.19 Homo sapiens 28372509 29582  Ymer protein short isoform

Fragment-ion (m/z) |438.51 [515.32 |525.31 |744.51 [768.52 |873.56 [931.49 |940.28 [991.45 [1036.53 [1098.69 |1223.52 [1297.65 [1308.70 [ 1443.63 [1458.64 | 1530.98 [1531.76 [1547.02 [1645.92 [1717.93 [1808.89 |1879.70 | 1880.80

Frac. Inten.(% of TIC) 1.93
Rel. Inten.(% of BP) | 17.93
Score 1.00
lon-type c,

Delta Da 0.31

1.87 4.05 522 2.94 2.16 210 6.59 3.53 290 4.46 6.48 2.05 2.01
17.32 | 3752 | 4846 | 27.24 | 20.00 | 19.51 | 61.17 | 3279 26.92 41.33 60.09 19.04 18.65 2
1.00 1.00 1.00 1.00 1.00 1.00 1.00 | -0.33 1.00 -0.41 1.00 -0.19 019
z, Cs z7 e 7y S [ZT4gg Zy €
0.03 0.08 0.15 0.26 0.16 017 042 0.07 0.09

294 1.94 295 7.50 2.30 10.78 6.81 302 3.69 9.76
7.28 18.03 2733 69.60 21.36 | 100.00 63.20 28.03 34.25 90.53
025 025 025 -0.70 021 025 063 1.00 025 091
'y Y11 z'; ' €15 L
0.06 0.06 0.38 0.30 0.20 -0.02




Peak 192

MiTag 1 | L | » | s | ® | T | o | s | M | F | ¥ | R |
Prmysz-17
. assignment
1. E7e+5- assignment B &
100 % ' '
i "_".-:“:I"-".z3 Pimiz)
483 24 o % Pimsz-27
. - TRiTY-11 % . 1647 4
o, H":;;;E 2, 5 G633 781 5 sl asa 9836 . , . Biq
: G i
2459 4022 4963 1D9?.4115D 5 1B 14878
| l | : 1744 5 1360 5 | |
bo- - J | ) | al W . N u L. : L . bl
L] L] v 1 1 1 1 1
400 EO0 a00 1000 1200 1400 1600
DELTAETD.2321.2348.0.pkl Mass [mfz] fiH+: 16450754 mdz: 54903 2: 3
# MH* MH* MH* Protein . .
Rank Score {S‘}I:; BCS Unmatched Variable sites Sequence Calculated Error  Error Mw/pl Species ﬂ.cce;smn Mlﬁ;j[f;lg‘;ﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 16.64 923 10 422 Y998y (R)M/H|L P|S P|TID|S|N\F|w\R (A) 1564.72 80.3542 235.8 134278.3/6.26 Homo sapiens 29725609 2364 epidermal growth factor receptor isoform a

Fragment.ion (m/z) |246.87 [248.91 |286.05 [402.15 |496.27 | 663.30 [680.58 |750.36 |781.53 [783.51 |800.93 |865.56 |896.45 |966.31 |983.62 [1097.37 |1150.52 | 1245.36

[1360.48 | 1361.86 | 1377.40 [1487.77

Frac. Inten.(% of TIC) 1.69 2.08 3.75 224 272 | 10.88 3.56 7.92 6.09 1.85 244 4.07 8.45 1.68 | 12.51 6.95 351 1.62
Rel. Inten.(% of BP) 1351 | 1662 | 29.94 | 17.94 | 2176 | 86.93 | 2844 | 63.29 | 4869 | 1476 | 1954 | 3252 | 67.55 | 13.46 [100.00 5552 28.02 12.93
Score -0.14 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 | -015 | -0.20 1.00 1.00 1.00 1.00 1.00 1.00 1.00
lon-type Gy €2 z; Csq z, Cs zg & Z'g Cg z; Cg o Zy €4
Delta Da 027 | -0.08 0.02 | -0.00 0.06 0.23 0.09 0.13 0.26 0.02 | -0.04 0.16 -0.13 0.09 0.79
Z'++ "
11 12
-0.21 0.54

245 295 1.68 §.92
19.59 23.59 1343 71.28
1.00 0.25 -0.13 1.00
P LA Ci2
-0.09 0.28 017
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MiTag1 g | E ¥ | u] | R L | ¥ | E | E 't | T R |
Pimiz-17
" . Pimifz-2%
3.52e 4% 8312 assignment
’ 1862 6
5533 -
100 % Fin=-11
+ Pimiz) . ' o I
8 "5 2.0 =
G206 . "
6813 12435 39 2 11
a0 ] . 17524
- Hat.8 1309 8 10 1602 2 1632
2462 33 :2 14726
217 J 3014 240.9 1073.4 \ |
h:l_ T Ll Jll 31?? |-I | T 1 I Ll T || Ll i |j| ||I Ll 1 | r i | o 1 4 | L .l | lll
200 4001 EI:IEI'i' aan 1000 1200 1400 1600 1800
WT_EGF_ETO1812.1315.0.pki Mazs [mz ) hAH+: 12600554 moz: G20.69 23
# mn- mn- mn- rirowenn . "
Rank Score S‘,rl BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species ACCE;’S'O" h':S;jD'Q;St Protein Name
B lons (Da) (Da)  (ppm) (Da) ndex

1 832 643 9 9124 Y467y (K) S/RIE/Y|D|R L ¥|E|E Y|T\R (T) 1779.83  80.2258 139.5 83598.8/5.84 Homo sapiens 32455248 339 phosphoinositide-3-kinase, regulatory subunit 1 (alpha) isoform 1
1 832 643 9 924 Y167y (K) S/RIE/Y|D|R L y|E|E Y|T\R (T) 1779.83 80.2258 139.5 49965.3/7.20 Homo sapiens 32455250 643 phosphoinositide-3-kinase, regulatory subunit 1 {alpha) isoform 3
1 832 643 9 924 Y197y (K) S/RIE/¥|DIR L ¥|E|E Y|T\R (T) 1779.83 80.2258 139.5 53486.3/5.98 Homo sapiens 32455252 97 phosphoinositide-3-kinase, regulatory subunit 1 {alpha) isoform 2

Fragment-ion (m/z) |246.16 [260.93 [552.31 |553.20 |668.33 [681.30 [879.13 [1180.48 |1181.76 [1193.52 [1232.51 [1234.16 [1237.50 [1240.87 [1241.41

[1309.78 [1311.36 [1472.63 [1600.91 [1603.71 [1703.15 [1757.62 [1758.88 |1763.65

Frac. Inten.(% of TIC) 343 32y
Rel. Inten.(% of BP) | 3527 | 33.63
Score -0.35 1.00
lon-type c,

Delta Da

-0.24
7,
0.78

30T 9.7 207 513 3.85 231 6.31 3.97 3.06 3.78 2.54 237 7.51
3880 (10000 | 21.27 | 52.84 | 3962 23.76 65.00 40.90 31.49 38.93 26.15 24 36 77.33
1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 0.3 -0.39 -0.26 0.24 077
z, €y Cs Tg |29+, g C zy
0.06 0.02 0.03 0.00 0.25 -0.03 024 0.0
z,
0.03

447
46.03
1.00
Gy
022

Zg

0.23

4.60 2.66 5.80 2.88
47 .40 27.37 59.72 29.63
0.25 0.25 1.00 -0.30
¢y ' €y
0.79 0.02 -0.75
1
0.27

352 2.84 7.83 2.32
36.19 2928 80.66 23.92
1.00 0.25 -0.81 -0.24

Ci2 '

0.44 -0.13
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What a] e | y I T o e O L R L D N I L
) 21I:I "33 Pimiz-2
4.39e-+n assignment 1055 4
100.%% \
" o ' - Primfz-2 ! Pimisz-3)
z miz- . [ "
“3 4 Pimde, ) o 1049.2 o S . o 25 ) 2116.2
c Iy a4y 273 5913 05 5 10 25 {4067 2, 14 o
2a28 | &20.3 | | i l 1243 7 1323 ? ] 16ag 1 17692 7
Fo- 2|1'?E“| a e Ll -y | i ||I |!. I||. b ||. . | ] 15ﬂ5 B|||. o |.1 . Rl "ﬁ‘t{s ] ||. J
200 400 i EO0 1000 1200 '1d|:I|:I '1EEIEI 1800 2000
DELTAETD. 1453 . 1453.0.pkl Mass [mfz] hiH+: 21147752 mdz: 52045 z2: 4
# MH* MH* MH* Protein . .
Rank Score ol BCS Unmatched Variable sites Sequence Calculated  Error  Error MVW/pl Species fezesin  ES{e] Protein Name
(%) | # Index #
ons (Da) (Da)  (ppm) (Da)
1 9.80 T64 M 7125 Y574y (R)E/A E|¥\S|D\K H G Q\YI|L I/G|H\G\T\K (V) 2032.97 81.8059 869.9 108270.8/6.48 Homo sapiens 32528301 6055 ephrin receptor EphB4 precursor

Fragment.ion (m/z) |246.98 [426.18 [591.26 [622.62 [677.22 [709.47 [719.32 [942.03 [992.44 [1155.10 [1243.66 [1406.73 [1687.98 |1690.59 | 1769.19 | 1826.89 | 1884.32 | 1970.30

Frac. Inten.(% of TIC) | 247 3.98 6.62 21 455 455 348 232 2.68 3.05 5.02 7.99 238 323 5.01 238 540 3.20 3.53 4.61 327 7.38 3.94 3.20 3.06
Rel. Inten.(% of BP) | 3089 | 4982 | 8282 | 3389 | 5694 | 57.01 | 4359 | 2901 | 3353 | 38.12 | 62.83 [100.00 | 29.83 | 4045 62.70 29.74 67.69 4011 4413 57.76 40.96 92.36 4937 | 40.03 38.33

Score 031| 100| 100 100| 025 025| 100| 100| 100| 038 | 100 | 100 | 100 | 100| 063| 025| 025| -040| 044 100 041 | 025| 025 025| 038
lon-type Cy z, L Ty | CHhyy Ce Z | Ty, Cg [ZTH+yg | C¥rg | C¥ryp 1o S Cig % s Cie
Delta Da -0.02 | -0.04 | -0.77 0.07 0.37 0.00 0.06 | -0.05 0.10 0.13 0.12 0.01 017 0.18 0.75 0.38 0.09 0.50
¥

-0.01
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MiTead | a | e ¥ | =1 o | « | » Jo] & | ¥ | v [ v Is] w Je] 7 | & |
Pimiz-2)
assighment
1. 18e+d- g 1085 2 .
. aSS|gnment
74.9% 24 s oy
, 4263 B - Fore
. Gy R zl 1713 . " "
: 5914 & ' I o 15 “16
2314 onz 525 L 1z 14 188 g
IJ | | O R o B U |
- Ilh”u | . | Ly | | | I | | | |||IT.|.|. | I|||.|| L I|.i |||i|I 1 A ||| | . ||“||I|||
200 400 i g0 a00 1000 1200 1400 1600 1800 2000
DELTAKIETD 0854 08540 phki Mazs= [mfz) MAH+: 21932982 mfz: 54923 20 4
# MH* MH* MH* Protein . .
Rank Score i BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession MSDigest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 945 799 12 523 Y574y Y381y (R)E A/E/y|S|D|E/H G\Q|y/L I\G|H G/T K (V) 2032.97 160.9259 452.7 108270.8/6.48 Homo sapiens 32528301 6055 ephrin receptor EphB4 precursor

Fragment-ion (miz) |231.90 |270.10 [426.27 [442.11 |445.24 |591.44 | 622.25 |677.28 [709.51 [792.18 [798.31 [821.95 |885.31 |925.32 |952.54 |990.19 [1114.26 |1518.42 [1606.45 |1713.04 |1848.80 |1851.62 |1977.68

Frac. Inten.(% of TIC) | 4.90 3.74 5.56 314 345 3.28 3:99 5.54 307 355 41 4.00 4.61 6.65 3.22 4.93 7.90 3.26 3.26 4.85 410 4.81 3.38
Rel. Inten.(% of BP) | 62.04 | 47.39 | 70.37 | 39.79 | 4361 | 4151 | 5049 | 70.09 | 47.71 | 4494 | 52.08 | 50.58 | 58.39 | 84.15 | 40.78 | 62.39 | 100.00 41.23 41.23 6142 51.95 60.86 4284

Score 1.00 | 047 1.00 025 | -0.44 0.25 1.00 1.00 1.00 1.00 | 052 | -0.51 1.00 0.25 1.00 0.25 1.00 1.00 0.25 0.25 0.25 -0.61 0.25

lon-type z; Z, Ys €y | g C | ¥z % Crey, |2 Ty |2, s Zs ', s ' L

Delta Da -0.24 0.05 | -013 0.25 0.51 006 | -0.34 | -0.06 0.46 0.43 0.10 0.78 -0.16 0.72 0.7 0.36 0.03 013
3, LARAET z;

0.40 0.32 0.10
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M3Tagt v | v | o | ¢ | w | T | ¥ | € o | ] v ] o8 |a]w | L K
3,47 e+il-
31.E%
4
4143
[ IHC * z
4 "4 3
2438 i
m_ - .Jlau P | kil { A N ‘ L
200 400 EO0 200 1000 1200 1400 1600 1800 2000
OELTAKIETDL1371.1384 3 phi Maz= [mfz) hdH+: 2070.3254 moz: GAO.FE 20 3
M=Tag 1 H | T | y | E | o | P | M | &
L Pimifz-12
assignment
4 47 e By T304 1036.3 g
1 E% Ga0.2 &y
120
' . 2L o
°5 T 210 1341.9 : 1z
RO T [i2:2 REN ] 316 SED.E 12 15307
1074.8 12408 1377.7 1470 7
l 764 57924 ] L 2102 1285 & L 12742 ' L
h:l_ I | ] II‘- N I|.I I|| | II ||..m N II . ] Ly Y ol Ill.l " el l I|
EO0 i} 200 a00 1100 1200 1300 1400 1500
OELTAKIETO.1371.1384.3 phl Mass [mifz) hiH+: 207003254 mdsez: GA0TE z2: 3
# MH* MH* MH* Protein . .
Rank Score S‘,EI BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ACCB;SIBH MIS;legist Protein Name
k) lons (Da) (Da)  (ppm}) (Da) ndex
1 1202 828 9 6/23 Y594y (K)T/¥ Vv D P|H|TIYIEID P N|Q|A V L\K (F) 1989.96 80.3702 195.1 108267.1/5.86 Homo sapiens 32967311 13835  ephrin receptor EphA2

Fragmention (m/z) |414.32 |542.36 |593.67 |730.45 [832.62 |868.64 |870.79 [977.70 [997.85 [1051.93 [1074.63 [1203.70 [1240.77 [1341.89 [1377.74 [1383.84 [1479.66 |1530.72 [1657.88 |1658.89 |1941.87 [1955.08 |1996.02

Frac. Inten.(% of TIC) 537 2.96 368 | 12.38 258 3.66 217 315 419 216 378 14.00 230 §.12 227 198 327 318 1.93 4.80 341 6.49 216
Rel. Inten.({% of BP) 3834 | 2116 | 26.29 | 8843 | 18.44 | 26.16 | 1554 | 2253 | 29.94 15.40 27.03 | 100.00 16.43 58.03 16.20 14.13 23.39 2271 13.79 34.28 24.35 46.40 15.43
Score 1.00 1.00 1.00 1.00 0.25 100 | -0.16 1.00 1.00 0.15 1.00 1.00 1.00 1.00 -0.16 -0.14 0.25 0.25 1.00 0.25 0.25 -0.46 -0.15
lon-type z, 'y s s 7 Z'y Tatg Zy Cq Cs Ty Z'y L '

Delta Da 0.04 0.02 0.38 0.10 0.21 018 077 0.34 0.20 023 0.23 0.31 0.01 0.12 023 0.23 0.02

Caz Ci3 Cia Cig
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Wt el o | o |« | r ] o | | T | v v e e | v T ] ¥ | & |¢o
o ’ .
B 2g Flmiz-1) assignment
1.0 e+idm fi-4 S e -
21 5% i “10 "+
. G4 , - ) 1064.7 1227 '324
4?5.3 . . o | Es e Prniz-17 1421 4
. 5 L 99 2 "1
g J fai 0f 6 k ) 199 212? ]
t )| I o N g 1L l
o * o T I |99 | "l LI - L1 s
L L] L] h L] L]
200 B00 1000 1200 1400 1500 1500 2000
IIIELTﬁKIEI'DJEQEJBQE.D.ka Mass [miz] hiH+: 2004 4552 miz: TA0ET 2 4
1 9.14 68.2 11 81 Y594y (K)S/E @ LIK PAL/E|IT Y\V D P\E T y E\D P\N\Q A V L\K (F) 2913.50 80.9589 331.5 108267.1/5.86 Homo sapiens 32967311 13835 ephrin receptor EphA2

Fragment-ion (m/z) |246.07 |248.86 47530 [700.39 |759.06 [941.74 [1028.05 [1064.74 [1092.47 |1118.44 [1120.45 [1149.39 |1169.96 |1206.82 |1227.05 [1260.84 [1292.51 [1387.51 [1433.42 [1446.48 |1448.28

Frac. Inten.(% of TIC) 5.02 463 416 | 1348 3.20 3.59 3.87 6.40 37 315 3.20 3.80 3.06 4.46 453 6.79 4.87 3.08 3.7 7.80 4.04
Rel. Inten.(% of BP) | 37.22 | 34.30 | 30.83 [100.00 | 23.75 | 26.65 28.73 47.49 2351 2334 2370 2817 22.69 33.06 33.58 50.39 36.15 22,87 27.49 57.85 29.95
Score -0.37 | -0.34 1.00 1.00 1.00 1.00 1.00 1.00 0.25 -0.23 -0.24 -0.28 1.00 0.25 1.00 1.00 -0.36 -0.23 1.00 1.00 -0.30
lon-type s Cg | T*M3 Cg | Zbyp | Crdyp | 20y, g Cig | Crrg | T4y Citg, | Ty,
Delta Da 0.05 -0.01 0.14 0.16 0.59 0.73 0.46 -0.09 0.12 -0.02 0.22 0.72 077




Peak 198

MiTeaZ 71 o |5 | v | ¥ | & ] v 2] v Js]|s] o | R | y | # Je] s | 7 |F
Pim/z-2]
9 36t 14473
100 % - - _ .
e 2 & c15H.2E op
i 3 A0E 5 , o H 2085
B 1 R TAA4 0 o L
. B23 1047 5 22
I oy 2 = 1186,
i ol e ] L | |
33 .
n Ll 1L . ] ] .
pod — LT L | | 5p-4 . I |l | " L1 L ||"|. L —_—
200 400 E00 00 1000 1200 1400 1600 1800 2000
OELTAKIETD 2626, 36260 . phl Mass [mfz] hiH+: 2995 6532 mfz: T49.67 2 4
# MH* MH* MH* Protein . .
Rank Score Sn:I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;smn I\I'IIS;legl;st Protein Name
Gl lons (Da) (Da) (ppm) (Da) ndex
1 715 679 & 5116 Y692y (RIT/TDG\WYEGVATIGGDR\y PGS T\F/MDIE/V L R (Y)  2913.38 82.2746 770.5 120839.9/6.95 Homo sapiens 238569421 17411  ATP citrate lyase isoform 1

Fragment.ion (mfz) [245.11 [246.96 |371.15 [392.27 [508.48 [623.03 [755.45 [793.46 |959.75 [1047.85 [1148.74 [1186.31 [1244.24 [1439.05 |2094.99 |2185.12

Frac. Inten.(% of TIC) 5.16 7.81 6.66 4.93 7.87 4.98 6.21 7.51 6.38 4.08 6.38 5.32 472 10.38 6.35 528
Rel. Inten.(% of BP) | 49.67 | 75.28 | 64.20 | 4751 | 75.79 | 47.96 | 5986 | 7237 | 61.43 39.34 61.46 51.26 4545 | 100.00 61.17 50.85
Score -0.50 | -0.75 1.00 1.00 1.00 1.00 1.00 | 0.72 1.00 1.00 -0.61 1.00 1.00 1.00 0.25 -0.51
lon-type zy s z, Z'g | extyy T3 | Oy Chiy, | Chig | Ty “x
Delta Da -0.10 0.09 017 | 0.1 0.58 0.32 0.39 -0.21 0.21 0.40 0.06

z

8

0.06




Peak 199

lons that verify assignment

MiTagt | ¢ | 7 e /e | T | H | R | e | 7 | E | # | v | = | ¥ | o |
Pimfz-27 .
assignment
5.7 Bed- “n 1ar
55204 20 6
, 1269 .3
o
. ' , By 1) 19 12904 2 . o '
miz- 0
oy L3 6368 °7 o BRI S “14 1734.7 s s
]- 360.2 | | | B53.7 J a2 ]“ l ' 1566.7 104 4 j. 1907 7 :
i wlil | k r A I| ‘I A i r Lﬁ ||| I ||L|II Ll 1 jl r J Ll r L
200 400 EO0 200 4000 1200 1400 1600 1800 2000
WT_EGFETO_R.1872.1872.0.pkl Mass [mfz] hiH+: 2552 2182 md: 63881 20 4
# MH* MH* MH* Protein . .
Rank Score Sl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species BccessiTpInS ligest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 15.36 791 10 5123 Y533y 5529s (R)L/v P TIG P TIH\R E P|s P VIR y D|N/L|S\R (H) 2391.25 160.9654 404.6 77545.1/9.17 Homo sapiens 41152072 21325  zinc finger, DHHC domain containing 5

Fragment.ion (m/z) |246.10 [359.15 [428.31 |473.24 |683.66 |784.07 |820.62 |935.97 |954.45 [984.27 [988.39 [1040.77 |1063.10 [1154.52 [1197.74 [1202.74 [1212.13 [1350.74 [1383.32 [1566.74 [1734.72 [1871.53 |2080.49

Frac. Inten.(% of TIC) | 2.38 2.34 3.48 3.26 347 3.03 | 18.33 3.54 5.78 307 | 234 5.31 249 3.68 4.53 4.61 240 4.29 3.27 3.64 5.13 3.69 5.95
Rel. Inten.(% of BP) | 12,99 | 12.74 | 18.97 | 17.76 | 18.93 | 16.52 |100.00 | 19.30 | 31.53 | 16.77 | 12.79 28.98 13.57 | 20.08 24.72 25.15 13.10 23.42 17.84 19.87 | 28.00 2013 3247

Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 | -0.32 | 017 0.25 1.00 1.00 1.00 1.00 1.00 1.00 1.00 -0.18 0.25 -0.28 -0.20 1.00

lon-type z, zy Cs z, || e €y (T4 Z% | erhyy | Ty | erhg | oy iy | Ty Z'iy €z €17

Delta Da -0.03 | -0.07 0.02 | -0.02 0.25 0.67 0.15 0.57 -0.03 0.30 0.14 0.48 0.19 0.08 0.59 0.20 -0.05 0.55
y++




Peak 200

MiTag1 5 | F | T | =+ o J . H | v | v | ¥ | = | R
Assienment e LPPRE Pimifz-1) LH Pimifz-2
1 ek . g G785 G671.5 TE1.2 23006 1501.9
3
56.2% 246.9 80 3
32 ) %q L “11 5035
& - 5745 §7p2 74zl azg.4 9899 o 1T 14443
z, 9021 12695
3 0.2 0022
648 38 4 473 1| oyl 4 27 woras S
' : ' iy 78 : LTI |11 7. | |
b . m I .|4H]| I LLI... b N s A Il
L] L] ‘ 1 L] L] L]
200 400 EO0 200 1000 1200 1400
DELTAKIETD.1114.1114.0 phl Mazs [miz] hiH+: 1500 1154 miz: 50071 2: 3
# MH* MH*  MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession IS Digest Protein Name
(%) ) # Index #
ons (Da) (Da)  (ppm) (Da)
1 9.59 871 & 3M15 Y308y (RIR/S|F|T P\D H|V|V/v/A\R (S) 1419.74 80.3775 274.1 43476.3/5.51 Homo sapiens 42734430 30481 polymerase | and transcript release factor
Fragment-ion (m/z) |232.63 [245.63 |246.88 |249.49 |380.31 |572.49 |578.47 |671.47 [673.32 |830.56 |929.45 [985.51 [1268.88 | 1342.68 |1355.67
Frac. Inten.(% of TIC) | 643 | 351 | 743| 359 | 707 | 327 | 1287 | 1108 | 412 | 1418 | 47| 517 | 667 619| 426
Rel. Inten.(% of BP) | 4537 | 2476 | 5239 | 2536 | 49.89 | 23.05 | 90.79 | 78.13 | 29.05 [100.00 | 29.43 | 36.47 | 47.03 | 4365 | 3007
Score 100 | 025 025 -025| 100| 100| 100| 100| -029| 100| 100 -0.36 1.00 1.00 1.00
lon-type Cx Yz ¥z L z, €5 | C+qy 5 Cs L €1 L
Delta Da 053 | -053| 072 008 | 025| 014 034 014 | -0.03 032 006 008
y++3 y+++9 z'=_
0.53 047 0.17




Peak 201

M5Tag 1 mo | Y | o | v | & | ¥ | ¥ | s | v | =™ | v | & | 7 |s]~a] v |
e e, assignment
16 16 g
1 50e+dn s
. Eas
100 B4 2, LI RimJz-2)
2 B0 9452 Offa.4 . ,
4524 ! ! “14 1
: ! Cy P -3
. | 13324 . 15 2D1Ei (mz- 3]
‘ l 7 1221 I3 %1 b E ]
i ()LL) 1 b ml
yod I||l. | | ||I| L Il| Il |"'. L bl || AL ||| 11T
200 EO0 200 1000 12IZIIZI 1400 1600 1200 2IZIIZIIZI
DELTAETD. 1337 1337 .0.pkl Mazs (miz] hiH+: 21462582 mfz: 53732 =20 4
# MH* MH*  MH* Protein . .
Rank Score e BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession MS Digest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 955 759 11 6/21 M1229m Y1234y (R)D/m Y |D B/E/¥/¥/5 V/H|N/E T\G A\K (L} 2048.94 97.3200 6331 155542.2/7.02 Homo sapiens 42741655 21037 met proto-oncogene precursor

Fragment.ion (m/z) |244.73 [443.12 |463.32 [488.44 |544.71 [602.38 [730.91 |754.78 |772.92 |852.48 |926.69 |945.24 [996.61 [1008.57 | 1021.86 |1090.68 |1183.71 [1332.51 [ 1663.96 |1908.96 |2015.97

Frac. Inten.(% of TIC) 5.80 3.28 3.77 3.96 5.20 557 | 468 5.69 3.59 357 | 433 6.02 3.87 9.83 5.25 5i55 3.67 74 4.39 3.36 3.20
Rel. Inten.(% of BP) | 59.00 | 33.39 | 38.38 | 40.33 | 52.91 | 56.62 | 47.60 | 57.92 | 36.49 | 36.27 | 44.07 | 61.26 | 39.34 | 100.00 5341 36.15 37.38 75.34 44.66 3423 32,55

Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 1.00 0.25 025 | -0.39 1.00 -0.53 -0.36 -0.37 0.25 -0.45 0.34 1.00

lon-type Zg €y | Z4y Zy [Ty Ty T4y Y7 | Oy [Ty T’y | CHhy, g 'y 1

Delta Da 0.08 | -0.04 0.07 0.14 | -0.07 0.04 0.09 | -0.64 0.13 0.10 0.18 0.35 0.16 -0.09 0.15
I ++

16

0.64




Peak 202

M5Tag1 ¥ | o | K | E | ¥ | W | 5 | « | H | | K |
Pimiz-17
assignment
3 Tda+in a4
100 % &
. E ) 2 206 2 o . ) , ,
2 5 CTH 4 R ] Fg z ' &
; o, 2. G6B4 Sg 21 i LIPS 11 Sg 1774.7
2448 3 2, aHa T - 13475 L ana o 1545 8 1650 5
a3z 3957 4430 5 l h BET ]3 u75 8 l l |
m_ T [ Y - 1 1 I I L h n fa2 I Ll ILII “ 1 | t l I|I| N Ly Ll Il | l 1 II ||-ll Il
200 400 a a00 1000 1200 1400 1600
OELTAETO. 1247 12347 2. phi Mazs [miz] hdH+: 1787 2954 mfz: S96.67 z: 3
# MH* MH*  MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error Mvipl Species RescesigS s Protein Name
(%) I # Index #
ons (Da) (Da) (ppm) (Da)
1 1313 979 10 18 MN1229m Y1234y [R)D/m ¥/D E|E|¥|Y|S\V|HIH\E (T) 1691.74 96.2584 166.2 155542.2/7.02 Homo sapiens 42741655 21037 met proto-oncogene precursor

Fragment-ion (m/z) |244.75 |398.24 |568.36 |686.29 |731.44 |747.51 |815.24 | 829.72 |974.64 [1058.43 |1104.73 |1221.31 |1308.35 |1347.53 | 1408.30 | 1492.33 | 1545.84 | 1658.87

Frac. Inten.(% of TIC) 5.60 203 6.75 3.69 | 18.05 227 1.69 6.12 3.02 8.35 3.28 10.35 1.93 8.50 413 211 4.98 7.15
Rel. Inten.(% of BP) | 31.03 | 1125 | 37.42 | 2044 [100.00 | 1259 935 | 3390 | 16.72 46.24 18.20 57.32 10.68 47.07 22.85 11.71 27.58 39.64

Score 1.00 0.25 1.00 1.00 1.00 0.25 1.00 1.00 1.00 1.00 0.25 1.00 1.00 0.25 1.00 -0.12 0.25 1.00

lon-type zy Y2 Z'g s Zg Yo Ce | © iz z; o ' Cs Ca ' €10 T Ciz

Delta Da -0.39 0.03 0.06 0.01 0.08 013 | -0.08 -0.09 0.25 0.08 0.29 0.1 -0.10 -0.03 0.78 0.26 0.25
'+

12
0.39




Peak 203

MiTaat m | v | o | =k | E | y | Y | = | v | H | w | K |
Pimifz-27
£05.2 assignment
1.27e+im
) : Pirfz)
75.0% % aab 5 pty 8 Fimfz-2) )
mie- . N .
2447 BEE.F . T F 8 : 2 “
5975 1 'zb121 4 ! 8 . 1311';? 1 , Pifnie-3)
2, Tri. ey z 11048 I : . 1545 .6 LI a1
M‘ ‘ 311_1 | ” IH || 9752 ] ‘ 1232 6 10 I 1650 4
b |' L ! | II| | i || I H l L. ; | || || I| |||| | | . || .I||J I 14:]Jf|.'9 L |l| . II I.I||I
200 400 E00 200 1000 1200 1400 1600
DELTAETDL 1361 1361.0.pkl Mazz [miz) fiH+: 17881782 miz: 4478 20 4
# MH* MH*  MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species e e Protein Name
(%) ) D # Index #
ons (Da) (Da)  (ppm) (Da)
1 9.20 79.6 10 4118 M1229m Y1234y (R) D/m\Y/D/E|E ¥/Y S/V\H|N\E (T) 1691.74 96.4412 268.4 155542.2/7.02 Homo sapiens 42741655 21037 met prote-oncogene precursor

Fragment-ion (m/z) |244.70 | 248.85 |279.91 |552.15 |602.64 |674.24 |686.16 |705.25 |731.44 |772.89 |829.45 [1025.88 |1103.41 |1113.30 | 1162.65 | 1232.47 |1347.66 |1658.27

Frac. Inten.(% of TIC) | 10.52 in 436 | 11.29 4.59 5.3 5.22 5.52 3.89 4.50 4.44 453 523 6.73 453 425 7.94 345
Rel. Inten.(% of BP) | 93.16 | 32.87 | 36.58 |100.00 | 4063 | 47.06 | 4622 | 4890 | 3447 | 3986 | 39.37 | 4015 46.30 5957 | 4010 37.66 7031 30.58

Score 1.00 0.25 1.00 1.00 | -0.41 1.00 1.00 0.25 1.00 1.00 1.00 -0.40 1.00 -0.60 -0.40 0.25 0.25 1.00

lon-type |y €y | T4+ I+, €5 [C+*yg T | Gy | Ty, z, 'y 'y Ci2

Delta Da -0.44 | 030 | -019 | -0.07 046 | -012 0.48 0.08 0.10 0.62 -0.02 -0.06 0.10 -0.35
3+ 2"

12

0.24 0.61




Peak 204

MiTag1 | Y | o | K | E | ¥ | ¥ I H | | K
Pimsz-11 Prmfz-27
7 et 926 .8 ass|gnment 18534
-
56204 . /
%
, Pimiz) ' '312
, 2115 Rimfz-11 z Yo €
M . 5 6184 '35 " 1 7 . 1457 § i1 17ae 7
H . .
244 6 23 A63 .4 670 4 1054.3 23 17896 2 1609 .4 15336
145 7 3812 I ' 3[ z | 11544 l
u dl L ] | 4204 ll Ll L || i L ||.| . 1.11:?'4 T i Ll L L Ay L il
L1 T T T T T T T
200 400 E:I:IIZI'iI 00 1000 1200 1400 1800 1800
DELTAETO. 115011542 phl Mass [z ] MiH+: 12517754 mfz: 617.93 z: 3
# MH* MH* MH* Protein . .
Rank  Score S,;:I BCS  Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;smn Mli;j[‘);f;ﬁ Protein Name
(%) lons (Da) (Da) ({ppm) (Da)
1 1421 925 12 5125 Y1234y Y1235y (R) D/M/Y/D/R\E|¥I¥|S\VIHIE\K (T) 1691.74 160.0384 57.1  155542.2/7.02 Homo sapiens 42741655 21037 met proto-oncogene precursor

Fragment-ion (m/z) |230.84 [244.65 [382.21 [568.37 [670.42 [799.47 [811.47 [ 861.76 [937.76 [942.84 [1026.25 [1042.41 [1042.73 [1054.33 [1285.50

[1286.30 [1312.48 [1372.47 [1427.63 [1472.64 [1591.18 [1605.74 [1609.38 [1612.12 [1722.70

Frac. Inten.(% of TIC) 1.50 6.05 1.54 497 3.07 510 | 10.06 204 1.31 1.78 138 250 585 548 274
Rel. Inten.(% of BP) | 10.77 | 4348 | 1103 | 3572 | 2206 | 3664 | 7225 | 1466 9.38 | 12.76 9.92 17.95 42.01 39.35 19.70

Score 0.1 1.00 1.00 1.00 1.00 1.00 1.00 1.00 | 009 | -013 -0.10 1.00 1.00 1.00 1.00

lon-type T, ', T, c g T, | o, c; c; T, g

Delta Da -0.49 0.01 0.07 0.13 0.14 0.14 | -0.04 0.05 0.37 -0.03 0N
e

12
0.44

6.00
4312
0.25
Ty
-0.10

1.20
8.62
0.25
'y
-0.02

153
11.00
1.00
Cg
0.05

8.78
63.07
0.25
LAPT)
0.10

1.40
10.03
0.25
o
0.14

1.54
11.05
0.25
",
0.59

219 6.60 1.50 13.92
1574 | 4744 10.78 | 100.00

0.25 0.25 01
Yaq LEF
0.14 -0.18

1.00

€12
01




Peak 205

Wt | v | o | o | B ¥ I ¥ = 1 v I & | v 1 x |
Prmidz-27
1 55+ § S Hi 8 assignment
+
(ALY %5 Pimiz-1) 10 Ty i,
2 5694 TS apag iz
G184 : P -2
2449 Prohi= 861.8 f ) M
e | SH 2 *z 5 : 11
' z Pirmife-2
& & & 1184.4 8 0 1530.9 12 (a3}
| 7 12852 14272 1pa4.7
1 1 T il I AW I TR Lo gl
bod—LhL J | il | |'. il i Ilmxl Jl L ot 11| | ]
200 400 i E00 a00 1000 1200 1400 1600 1800
DELTAETO. 147 . 141 7.0 pkl Maz= [rfz] hAH+: 1852 6182 mez: 46381 2 4
# MH* MH* MH* Protein . .
Rank  Score ‘S‘:II BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;smn h‘ﬁ;}:g;‘“ Protein Name
lons (Da) (Da) (ppm) (Da)
1 13.58 7id4 12 ({73 Y1234y Y1235y (R) D/M/Y | D/E/ENY/¥/5 | V|H|N\K (T) 1691.74  160.8812  512.0 155542.2/7.02 Homo sapiens 42741655 21037 met proto-oncogene precursor

Fragmention (m/z) |244.88 |247.43 [382.12 [406.68 |427.26 | 481.37 [497.38 |568.34 |574.44 [603.84 |656.74 |686.71 [736.54 |799.21

|803.44 |804.81 [ 861.78 |882.46 [894.13 |1183.59 [1312.34 [1315.49 [1427.21 [1444.01 [1707.49

Frac. Inten.(% of TIC) 6.54 334 4.00 4.61 24 315 3.06 | 10.44 312 3.59 5.20 3.09 4.92 276
Rel. Inten.{% of BP) 62.64 | 32.00 | 38.29 | 4417 | 23.09 30.20 | 29.30 |100.00 | 29.89 | 34.38 | 49.77 | 2957 | 4715 | 26.41
Score 1.00 | -0.32 1.00 1.00 1.00 1.00 0.25 1.00 1.00 | -0.34 1.00 1.00 1.00 1.00
lon-type z; zy | T C3 ¥y ¥y Ze |23+ Tag | oy | Oy e
Delta Da -0.26 -0.08 0.51 0.10 -0.15 0.10 0.04 0.23 049 | -0.00 029 | -012

i

4
0.1

255 8.54 3.83 359 274 3.85 264 245 264 318 375
2443 | 8173 | 36.71 | 3433 | 2621 36.84 2530 2349 2531 3041 3594
0.25 1.00 1.00 -0.34 -0.26 1.00 0.25 -0.23 1.00 -0.30 -0.36
Yiq | €0 | O g2 ' % LT
0.14 0.03 -0.02 0.19 -0.16 0.69
Z“++12
0.46




Peak 206

M3Tag 1 i | ¥ | o | & | & | ¥ | y | s | « | | » | & | 7t |Js]»& |k
Pimifz-27
1106 .1 .
2.14e+in Fa assignment
472 '-H-
100.%4 . 5, R Fim
4 .
' H 925 fi
g, 3602 2 Bimiz- 1} 2 11 " ey
A Qg E : 1412 6 : z 5 °
= -y ?3?2 12353 : 12 13093 1 14 &
J ” “4' | 15‘”f L 175 ‘ 19549 20405
o | A Al T Lol ] TR PO (Y POV MO
400 1I]EIIJ 12EID 1400 1EEIEI 1800 2000
DELTAETD. 1466 1466 .0 phi Mazsz [miz) hiH+: 221002082 mfz: 55333 204
# MH* MH* MH* Protein . .
Rank Score e BCS Unmatched Variable sites Sequence Calculated  Error Error Mw/pl Species Accession MS Digest Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 9.26 774 7 417 Y1234y Y1235y (R)ID M Y\D K E|y ¥|5/V HIN|K|T G A\K (L) 2048.94 161.3600  645.7 155542.2/7.02 Homo sapiens 42741655 21037 met proto-oncogene precursor

Fragmention (m/z) |245.92 [360.17 427.24 | 602.32 |706.54 [799.58 |804.95 |826.34 |862.45 [926.57 [1041.15 [1170.67 [1285.30 [1412.60 |1608.43 [1658.13 | 1787.48

Frac. Inten.(% of TIC) 4.23 6.11 9.07 568 412 581 538 514 3.96 | 10.10 8.66 6.47 3.83 53 513 4.88 6.13
Rel. Inten.(% of BP) 41.92 | 6051 | 89.76 | 56.27 | 4082 | 5748 | 53.25 | 50.92 | 39.17 [100.00 85.73 64.00 3TN 5254 50.74 48.27 60.64
Score 0.25 1.00 1.00 1.00 1.00 1.00 1.00 -0.51 1.00 1.00 1.00 -0.64 1.00 0.25 1.00 -0.48 -0.61
lon-type ey z, €y Tg | 24+ Cg | ©*raq CHryp | Oy e Cs L Ciq
Delta Da 0.76 -0.03 0.08 -0.02 0.26 0.25 017 0.65 0.72 0.75 -0.09 0.04 -0.12
y+, Z“B
-0.51 0.06




Peak 207

WEet ow |y oo v ] B y | v s Tv [ v v | v |7 Jeofla] v |
Pim/z-27
4. 83a+i- 10659 .
a g assignment
101,84 e} z
10
0597 "
¢ : - “14 S
g o G
1205 4 1 113 vy 1708 e, 15 g
| 1332 1528 71580 543 19249 6 2000 6
I L I|. M |I Ll .|I| Ly |L
1200 1400 1600 1800 2000
DELTARIETD.017.0917.0.pkl Maz=s [riz] MH+: 21298182 mdz: 53321 204
# MH™ MH™ MH™ Frotein . .
Rank Score Sﬂzl BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;smn MIS;‘DIQI;SI Protein Name
B lons (Da) (Da)  (ppm) (Da) ndex
1 17.60 923 13 3125 Y1234y (R) D/M/Y |D|E/E/Y|Y|5/V HIN|E/T G\A\K (L) 2048.94 80.8800 429.0 155542.2/7.02 Homo sapiens 42741655 21037 met proto-oncogene precursor

Fragment.ion (m/z) |360.24 [427.24 [462.73 [488.20 |542.28 [602.37 [764.73 [795.25 [798.51 [822.15 [853.07 [926.66 [934.35 [942.10 [1000.55 [1042.69 [1089.73 [1205.37 [1332.03 [1528.71 [1530.52 [ 1643.04 [1704.97 [1868.75 [1929.63

Frac. Inten.(% of TIC) 3.03 7.90 3.67 350 212 433 492 470 269 269 3.90 333 4.03 237 9.45 219 11.96 3.19 270 240 21 335 439 264 213
Rel. Inten.(% of BP) | 2534 | 66.04 | 30.71 | 2923 | 17.71 | 3619 | 4117 | 3934 | 2253 | 2252 | 3261 | 2781 | 33.73 | 19.85 79.01 18.26 | 100.00 26.69 2258 2011 2018 23.03 36.75 2208 17.80

Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 -023 1.00 1.00 025 1.00 025 1.00 1.00 025 1.00 1.00 1.00 -0.20 1.00 025 -0.22 025

lon-type z, Cy | T4y ', Cy Ty | C¥byy |24+, CHeyp |24+, Ty | ZT4+ys Yo | g = LANTS Cy 'y Ciq Ciz LA Cis

Delta Da 0.04 0.08 -0.52 -0.10 0.09 0.03 -0.06 0.38 0.33 0.69 0.15 0.44 0.58 013 0.33 0.16 -0.05 0.44 0.13 042 021 017
y+, z"3+12 Yo z”++1€_

-0.51 0.31 0.18 0.61




Peak 208

whatw | v | o | x| v | v Ts v 1w [ v | « |
Pimz- 2
DAV G .
1.4 e+d+ By a55|gnment
100.% 427 3
. o 2
z : 5 v 87O . 10
2446 3 2 G704 "2 . . 2 1347 7 -
: e 562 .4 Fa oo 125?2 8 o “1z 17679
: 7o 11046 : 1529 .4 1643 2 :
245.7 42k.1 l l J | | 975G 10474 l l
- L Ll i bl |||. b Ll .l L i l A I.] L LlL |-.LJ. el l.l NPT ]
o
L] L ‘ L] L L] L] L] L]
200 400 EO0 2an 1000 1200 1400 1800
DELTAKIETD.0949 09530 phi Maz== [mz ) MiH+: 1773.0182 mfz: 4401 z: 4
# MH* MH* MH* Protein . .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species BecessionpRIS Digest Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 20,01 974 10 1/25 Y1234y (R)D/M ¥ |DIK|E\y|Y|S VIH N\K (T) 1691.74  81.2812 7416 155542.2/7.02 Homo sapiens 42741655 21037 met proto-oncogene precursor
Fragment-ion (m/z) |244.65 [382.23 [427.26 [542.24 |552.18 |568.36 |616.65 |670.38 |674.46 |696.38 |731.51 |765.08 |799.50 |821.58 |822.27 |864.40 [1042.45 [1104.56 [1205.63 [1232.77 [1347.72 [1391.63 [1529.43 [1641.44 [1643.25
Frac. Inten.(% of TIC) | 614 [ 478 | 842 | 302| 273[ 328 162 620 378 418 | 214 439 176 202 444 263 266 48| 295 308 1098 265 549 219 360
Rel. Inten.(% of BP) | 55.90 | 4351 | 76.73 | 2749 | 24.84 | 29.90 | 14.78 | 5642 | 3446 | 36.05 | 1946 | 39.95 | 16.00 | 18.37 | 4043 | 2392 | 2421 | 4458 | 2687 | 2806 10000 | 2414 | 5000 | 1997 | 32.74
Score 100 | 1.00| 100| 100| 100| 100| 100/ 100| 100| 100| 100 400| 100| 100| 100| -024| 100 025 100| 025 025| 100 025| 025 100
lon-type 7, 7, Ca Cy | T 7y | Tuy Co [ZHryy | gy Ty | oy Cg | C 4z [ © 42 5 7% Cq A " Cio i 7% Ci2
Delta Da 049 | 003| 010 | 005| -004| 006| 038 009| 068| 012 015| 029 | 017 | 024 | 045 009| 012 o021| 024| 016| O011| -016| -023| 0863
3+ ZREEe
0.19 0.24




Peak 210

e L D B y N R s | = [ =] I
Pimiz-1
Pimiz] (mz-1) ]
8 Bdatia EBLE 5442 assignment )
13
0001 24 Pimle-1) ‘L J . 1627 Pimiz-1)
H 1
8 .o 1656 &
By 8431 B . : 13287 12
B Gees | f z z Bz 14860
z o . g . Pimfz-2
I . I N = O I I T
- Il || | | N r l ||| || | L I 134 | | I|||
L] L] I L] v L] L] L] L] L
200 400 B0 800 1000 1200 1400 1600
DELTAETD.1274.1274.3 ph Mass [miz) hiH+: 1685 9354 mfz: 56265 2: 3
# MH* MH* MH* Protein . .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species SEECCIIN L elErE Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 834 T.1 10 21 Y266y (R)c/L E/E|H\yIG/T S P/G\QIA\R (E) 1604.71  81.2233 7455 92566.1/8.19 Homo sapiens 4502371 22014 breast cancer antiestrogen resistance 3
Fragment.ion (m/z) |215.45 [229.50 |245.56 |248.89 |285.90 |549.08 |567.34 |686.34 |699.87 |757.51 [929.19 [1137.49 [1198.44 [1266.34 |1328.66 |1330.66 |1456.94 [1510.31 [1527.63 [1579.12 [ 1613.71
Frac. Inten.(% of TIC) | 613 | 390 846 [ 639 310 615| 316 | 322[ 560| 406 | 296 550 442 349 484 382| 442 543 697 402 396
Rel. Inten.(% of BP) | 72.44 | 46.08 |100.00 | 75.51 | 36.66 | 72.64 | 37.33 | 38.06 | 6613 | 48.00 | 3498 | 6493 | 5223 | 4121 | 5718 | 4507 | 5226 | 6413 | 8232 | 4747 | 4673
Score 025 | 100 025| 076 | 037 100| -037| 100 100| 100| 100| 100| -052| 100| 100| -045| 100 025| 00| -047 | -047
lon-type z, Y2 Cq Cs z; Zy s L zh €11 Ci2 %, Cia
Delta Da 067 | 064 | -0.60 0.15 005 | 048 | 014 | -013| 003 016 | 016 038 | 067| 004




Peak 211

MiTaat | & | | ¥ | & W | W | T | K | & | R
Pimsz-11
9 99t K assignment T304 %y
3 1401 .7
Td.9% 244 7 .
10
z & G 12167
+ 065 ; i a 20
. 074 g 3 #aa4 og44 oz, 10635 1374 '

z z

24k 2 5.3 1005 7 !
: l | eops ) |l | 14 5

b i ] L . L il L al . |L " L Ll Y 'l W n
L] 1 1 i 1 1 1 1 1 L] 1
300 400 A00 EO0 A00 1000 1400 1200 1300 1400
WT_EGF_ETD. 1621, 1685.0.pkl Mass [mfz] hAH+: 19527354 mee: 520025 23
# MH* MH* MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species fesesdon LSS Protein Name
(%) 1 D # Index #
ons (Da) (Da) (ppm) (Da)
1 16.52  89.1 10 2123 T14t Y15y (K) I/G/E|GIt ¥ GIVIV\Y|E|G\R (H) 1398.74  159.9979 41.8  34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
1 16.52  89.1 10 2123 T14t Y15y (K) I/G/E|GIt ¥ GIVIV\Y|E|G\R (H) 1398.74  159.9979 41.8  27502.9/6.54 Homo sapiens 16306492 13150 cell division cycle 2 protein isoform 2

Fragment.ion (m/z) [215.51 |317.21

[344.29 [374.28 [606.46 [705.58 |715.64 |731.79 |855.39 [954.37 [1053.53 [1186.74 [1202.62 [1216.67 [1243.78 [1259.70 [1344.59 [1372.94 [1373.99 [1388.99 | 1401.72 [1430.85 | 1462.92

Frac. Inten.{% of TIC) 1.80 3.62
Rel. Inten.(% of BP) | 12.07 | 24.23
Score 1.00 1.00
lon-type e C,

Delta Da -0.61 0.03

564
37.80
1.00
2y
0.07

294
19.68
1.00
Cy
0.08

3.49
23.38
1.00

e

011

321
21.50
1.00

e

0.16

346 387 372
2318 | 2594 | 2492
1.00 -0.26 1.00
T+, 5
0.35 012

251
16.82
1.00
Cg
0.03

361
2415
1.00
Cq
012

3.64
24 35
1.00
1
0.26

1.60
10.75
025
¥s
012

8.19
54 84
1.00
Cip
0.20

455
3045
1.00
Z1n
028

562
37.65
0.25
Y10
0.18

2.00
1342
1.00
€11
0.03

281
18.83
1.00
Z4q
0.39

424
28.37 1
025

4

0.44

1.62 14.93
088 | 100.00
0.25 1.00
Y11 Ci2
0.43 013

594
39.76
0.25
4
027

6.99
46.78
047




Peak 212

MiTag? B | K | s | & ls ] 7 | y e | v | v | f | & | 5 | R |
PimJz-17
assignment
4,240 +5m i g
42.3%
Pimmyfz-11 /
Q2.3 . ,
G z ! " " ! o
' G %e Pz g 7 “2 p g © 24 15
] (mfz-11 10 z H o
g 388 4 4 msaT L. BATE T gass * 10057 1146 5 " 131520 . 13 qsgzq 18032 J
. E it N : 120349 . 1507
i 2116'!3 | ] 5['.1'5 | . J | I 1 [l l J N | L al L L i. bk L L o
L] I I I L] L] L] L] L]
200 400 EQ &00 1000 1200 1400 1&00 1800
MT_EGF_ETD.1855.1859.0.pkl Mazs [miz) MiH+: 1849 3454 mfz: 61712 20 3
# MH* MH* MH* Protein . .
Rank Score Pl BCS Unmatched Variable sites Sequence Calculated Error Error MWIpl Species feseedton (ISR Protein Name
(%) I D # Index #
ons (Da) (Da) (ppm) (Da)
1 14.54 647 12 5125 Y15y (K) I/E/K I/G\E|GIT|¥IC|V V ¥/R\G\R (H) 1768.96  80.3862 2271 34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
1 14.54 647 12 5125 Y15y (K) I/E/K I/G\E|GIT|¥IC|V V ¥/R\G\R (H) 1768.96  80.3862 2271 27502.9/6.54 Homo sapiens 16306492 13150 cell division cycle 2 protein isoform 2

Fragment.ion (m/z) [344.40 [558.67 [687.63 [705.61 [744.72 [762.66 [796.67 |845.53 [861.30 | 1005.72 [1028.78 |1088.79 [1099.83 [1106.77 [1145.93 [1163.82 [1229.14 [1229.72 [1350.71 [1592.08 [1635.03 [1692.09 [1693.15 [1720.82 [1722.04

Frac. Inten.(% of TIC) 2.05 3.04 342 281 4.97 208 222 299 267 4.09 3.93 213 313 3.70 3.63 258 in 20.64 2.09 7.59 222 272 5.66 204 3.89
Rel. Inten.(% of BP) 9.94 | 1475 | 1657 | 1362 | 2409 | 1008 | 10.78 | 1448 | 1292 19.79 19.04 10.32 15.16 17.90 17.58 12.50 17.97 | 100.00 10.13 36.79 10.74 13.19 27.44 9.90 15.85

Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 -0.19 1.00 -0.15 1.00 1.00 1.00 -0.18 -1.00 0.25 0.25 1.00 1.00 0.25 0.25 019
lon-type e Cs e 7y G Zo | Ty, Cg |Zyg ' € Zy €10 Zig 'z z', Cia Cig e L
Delta Da 0.19 0.31 0.23 0.19 0.29 0.22 0.78 0.06 0.38 0.25 0.29 0.25 0.41 0.28 0.10 0.29 0.21 0.25 0.30 -0.01

Z3

n 4o



Peak 214

MiTag1 g k J [ G E G t J G W y f K G R
T O N e T N N LN B BEEY |
[ - B b 2y 14 | that if . t
ons at verity assignmen
{ ATet5m 3442 558 5 G674 96 9577 y assig .
Prmz-2 2
74.9% A= i
55 5 13738 : " "
o 1z Z
3 ' " 14
. 17738
R aggg T4 Cio 1431
) 19148
2602 3
b Ly Hl. L ,
L] I
200 400 1000 1200 1400 1600 1800
WT_EGF_ETD. 1876, 15858.0.pki Maz=s [z ] hiH+: 19287782 miz: 4332 z: 4
# MH* MH* MH* Protein . .
Rank Score ol BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species fgmtom LS dlree Protein Name
(%) | D # Index #
ons (Da) (Da) (ppm) (Da)

1 15.36 883 1 325 T14t Y15y (K) I/E/RII|GIE|G\t\y G V V/Y|K G\R (H) 1768.96  160.8190  459.3 34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
1 1536 883 1M 3125 T14t Y15y (K) I/E/EIIIGIE|G\t\y G V V/Y|K G\R (H) 1768.96  160.8190 459.3 27502.9/6.54 Homo sapiens 16306492 13150 cell division cycle 2 protein isoform 2

Fragment-ion (m/z)

[344.25 [388.29 [457.38 [501.44 [507.39 [514.64 [558.47 [687.43 [715.45 |723.86 [744.61 [794.50 [836.29 |886.92 [900.93 [925.58 [1244.84 [1373.80 [1430.99 [1543.96 |1587.35 [1671.96 [1772.91 [1773.78 [1802.03

Frac. Inten.(% of TIC) 6.48
Rel. Inten.(% of BP) | 77.26
Score 1.00
lon-type CHig

Delta Da

0.04
7,

0.03

268 2.63 443 328 2.7 7.98
31.99 | 31.38 | 5289 | 3915 | 3231 | 9515
1.00 | -0.31 1.00 1.00 1.00 1.00
G C4 z, |23, s
0.03 0.10 011 0.25 0.1

6.97 262 263 237 235 225 7.70 299 215 277 8.38 4.81 241 260 479
8314 | 3123 | 3137 | 2822 | 2805 | 26.88 | 9189 | 3564 | 2565 33.02 | 100.00 £7.42 2871 31.07 57 AT
1.00 1.00 0.25 1.00 1.00 1.00 1.00 1.00 1.00 0.25 0.25 0.25 0.25 1.00 0.25
Co |2y | ¥iryg Cr | Crtyg [THry, | Crhyg [Ty Cs ' z' z'; z'; €12 z',
0.03 0.16 0.56 0.18 0.65 0.41 0.51 0.53 014 0.33 0.25 041 0.30 0.66 021
z‘++1.1
0.65

297
3537
0.25
s
010

5.84
69.68
-0.70

3.21
38.23
-0.38




Peak 215

M5Tag 1 E | K | I | 5 | ¥ s | v | « | 0 | K
1 T7a+5m aSS|gnment o
1003 SERT
z 1587.8
4 o
' . 5 [
2 2 dIE oo HA 10 -
2 » 4 . A 2, Gy 12257 : ' 12
2041
1 32 4 935.5 1030 8 1168.7 DL 15dad .
b1 (N : ’
344 5 |l 457 5 i “ 1590.9
| 68 L0 Y “ Ll Il L |..l| ' . a TR |li
h:l 1 L] " 1 L] 1 1
200 400 i 000 1200 1400 1800
WT_EGF_ETDL 19391943 .0.pki Mazs [miz) MiH+: 1716.2254 miz: 57278 23
# MH* MH* MH* Protein . .
Rank Score ‘S‘,:; BCS Unmatched Variable sites Sequence Calculated Error Error MwW/pl Species ACCB;’S"]" h‘ﬁ;}:g;‘“ Protein Name
lons (Da) (Da) (ppm) (Da)
1 2025 100.0 13 0724 T14t Y15y (K) I/E/EII/GIE|G|t|¥IGIVIVIY\K (G) 1555.84  160.4888 324.0 34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
1 2025 100.0 13 0724 T14t Y15y (K) I/E/EII/GIE|G|t|¥IGIVIVIY\K (G) 1555.84  160.4888 324.0 27502.9/6.54 Homo sapiens 16306492 13150 cell division cycle 2 protein isoform 2

Fragment-ion (m/z) |294.11 [388.29 [393.21 | 492.48 |549.47 [558.59 | 565.46 |687.56 |744.61 [792.47 793.99 |808.44 [925.53 [973.49 [1030.58 [1159.69 |1168.70 [1217.20 [1225.67 |1325.66 [1329.52 |1423.88 |1459.04 | 1587.76

Frac. Inten.(% of TIC) 3.08 1.94 2.90 541 3.60 377 166 | 4.76 6.81 2.86 6.89 1.86 3.79 8.03 3.94 425 362 1.90 6.43 1.91 2.55 4.64 1.67 11.73
Rel. Inten.(% of BP) | 26.24 | 1649 | 2471 | 4615 | 30.67 | 3216 | 1412 | 4059 | 58.07 | 24.37 | 68.74 | 15.87 | 32.30 | 68.44 3354 36.25 30.82 16.22 54 .84 16.27 | 21.73 39.54 14.28 | 100.00

Score 1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 1.00 0.25 0.25
lon-type zy & 'y |yt Z'g Cs Y= e & Ty | Tty Ye Cs z; g Zy s Ty Cio i Z' €12 % iz
Delta Da -0.05 0.03 -0.02 0.59 0.15 0.23 0.13 0.16 0.18 0.12 0.14 0.08 0.09 0.13 0.20 0.27 0.23 0.76 0.18 0.09 -0.01 0.25 041 0.06
z, s L

0.19 0.64 0.09

T+,




Peak 216

M5Tag 1 K | [ | & | E | G T ¥ | s | « | « | 't |. .k |
. PimJz-17 213 .'313
5 14 1507 .8
2.35e+ 5586 9667 2
5620 o , "+ . "+ o +H Jd b
3 4 13 ™13 13 )3 107a.7 1621.2
=] ' =
Z, amE 4 493 5 G436 S 7541 a10k © “aef 6 " g 15402
3947 | ' " 63T .6 g ’ 1162.7 12448
o e te ge53 =,  9AD. 1242 9 )
"5 T : Bkt i i 1640 4
3844 5014 : 8935 ’
i Kix o4 gLl | | | l |
b ) ] . . Ll Ly L L A . | ] - M L Jll
400 i EQ0 a0 1000 1200 1400 1600
DELTAKIETD.1373.1395.0 phi Maz= [mJfz ) hiH+: 1635.9554 miz: 54599 z:3
M5Tag 1 ¥ I G I N
H .
4 assignment
1 S3etm 1ora.¥
36 6%
10858
10816 10957
|| |, AL B 11183 1125 3
b= T T T T T . T T - T T
1040 1050 1080 1070 1080 1040 1100 110 1120 1130
DELTAKIETD.1373.1395.0 phi Maz== [mz ) MiH+: 1635.9554 miz: 54599 203
" mn mn mn riuwem . .
Rank Score e BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species feseion (e Protein Name
(%) I D # Index #
ons (Da) (Da) (ppm) (Da)
1 17.96  86.9 12 3125 Y15y (K) I/E/KII|G|E|G T\¥|G|VIV|Y\K (G) 1555.84  80.1188 93.2 34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
1 17.96 86.9 12 3125 Y15y (K) I/E/EITIIGIE|G T\¥|GIVIV|Y\K (G) 1555.84  80.1188 93.2 27502.9/6.54 Homo sapiens 16306492 13150 cell division cycle 2 protein isoform 2

Fragment-ion (m/z)

|294.21 | 388.39 393.39 [492.49 |501.60 |549.47 [558.59 |643.58 | 687.56 |754.13 [770.54 |845.82 | 950.55 |966.67 |1079.69 [1088.77 |1136.83 [ 1145.73 |1152.74 |1244.85 |1249.91 [1343.93 [1378.80 [1507.81 | 1540.18

Frac. Inten.(% of TIC) | 2.12 3.35 1.69 3.18 1.76 3.30
Rel. Inten.(% of BP) | 16.87 | 26.64 | 13.47 | 25.29 | 14.03 | 26.29
Score 1.00 1.00 1.00 1.00 1.00 1.00
lon-type 7, c, T, z, c, Ty

Delta Da 0.05 013 0.16 0.20 0.26 0.15

6.61 4.38 3.04 473 329 1.75 3.06

52585 | 3483 | 2418 | 3766 | 26,15 | 1390 | 24.30

1.00 -0.35 1.00 1.00 -0.26 1.00 1.00

Cs Cg | €+ i3 Cs z

0.23 0.16 0.26 0.35 0.14
'++

13
0.28

7.50 7.03 397 229
59.68 55.89 3157 18.20
0.25 1.00 1.00 1.00
¥z Zy s Lo
0.24 0.23 027 0.35

3.09 341 3.68 251 4.25 2m
24 .56 27.09 29.28 19.95 3384 16.01
1.00 0.25 1.00 1.00 1.00 0.25
€0 Yo Ciq zy Ci2 'y
0.21 0.24 0.26 0.35 0.27 013

12.57
100.00
025
iz
0.08
z 13
0.10

5.44
43.26
043




Peak 217

HeTa T E = 1 ™ | y | 5 | v ¥ I k I
BiDA) - #1010
3. 73a+lm Pimiz-17 assignment 1136 6
dap '
42.1% 334 - e
2 R 7 10710
407 7 £G4 fi R4 .3 z 197 .4
7403 5 718.4 B ’ 1240 6
a2p 3 - 5744 9931 10206 124 o
49p 6 : : ] 12
b L1l |J | 36*;'3 | ] | || l ] o 1 [T T I. || ||. d l 1 Ll
1 1 1 ' 1 1 1 1 1 " 1 L]
200 300 400 a0 EO0 oo a0 a00 1000 1100 1200
WT_EGF_ETD. 17531758 .0.phkl Maz= [mifz] hAH+: 1263 6654 mez: 42386 23
# MH* MH*  MH* Protein . .
Rank Score SPI BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession MS-Digest Protein Name
(%) I # Index #
ons (Da) (Da) (ppm) (Da)
1 821 680 8 720 Y15y (K) I/G/E G T|y|GIWVAV\Y\E (G) 1185.62 §3.0504 2431.0 34093.6/8.37 Homo sapiens 4302709 3563 cell division cycle 2 protein isoform 1
1 821 68.0 8 7120 Y15y (K) I/G/E G T|y |G| V\V\Y\K (G) 1185.62 83.0504 2431.0 27502.9/6.54 Homo sapiens 16306492 13150  cell division cycle 2 protein isoform 2
1 8.21 68.0 8 720 Y15y (K) I/G/E G T|y|GIVAV\Y\K (A) 1185.62 83.0504 2431.0 35045.9/8.86 Homo sapiens 4557439 20493  cyclin-dependent kinase 3
1 8.21 68.0 8 7120 Y15y (K) I/G/E G T|y|G|V\V\Y\K (A) 1185.62 83.0504 2431.0 33929.7/8.80 Homo sapiens 16936528 30029  cyclin-dependent kinase 2 isoform 1
1 821 68.0 8 7120 Y15y (K) I/G/E G Tly|GIVAV\Y\K (A) 1185.62 83.0504 2431.0 30084.1/9.14 Homo sapiens 16936530 30881 cyclin-dependent kinase 2 isoform 2
Fragment-ion (m/z) |246.82 |249.29 |275.15 |363.13 |475.27 |492.25 |549.23 |556.36 |612.31 [655.45 | 711.28 |718.45 |775.43 |792.28 |875.41 |974.24 |993.11 | 1080.56 | 1095.45 | 1136.63
Frac. Inten.(% of TIC) 5.23 5.40 2.58 247 417 b.21 2.79 8.30 3.71 5830 545 5.82 77 548 2.9 3.23 3.31 3.07 2.45 17.86
Rel. Inten.(% of BP) | 29.27 | 30.24 | 1444 | 13.85 | 23.32 | 29.18 | 1559 | 46.46 | 20.76 | 18.98 | 30.52 | 32.61 | 4013 | 30.69 | 16.31 | 18.09 | 18.55 17.20 13.73 | 100.00
Score 1.00 | -0.30 1.00 | -0.14 1.00 1.00 1.00 | -046 | -0.21 | -019 | -0.31 1.00 1.00 1.00 0.25 0.25 | -0.19 0.25 0.25 1.00
lon-type T+, Ty g z, z, g c; Zy cy Cg ' Yo €0
Delta Da 017 0.1 002 | -0.04 | -0.09 017 013 | -0.07 0.03 | -0.21 0.10 -0.03 0.13
z1EI
0.15




Peak 218

Whatw] s | v | R ] v | E G I . | v | I
Pimsz-17
assignment
7 de+idm 8715 g Pim/z-2)
100.% 17459
Prmyz-11
[ " =
3 g BT . 160.7 2, : 13
bl Yo b o 1585.8
243.9 e 50,6 6 27 0y 1016 7 1415 10 T -
157254 3 a01.7 1285.8 1457 3
L | o s} i |
o i i el I I r b L |]I|I|. d iu.ll i i i - 1l l: i I [ I.l L
400 Jili] a00 1000 q200 1400 1800
DELTAETD.1972.1974.0.pkl Mass [z ] hiH+: 1743.0854 mdz: 5817 23
# MH* MH* MH* Protein . .
Rank Score o BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species GEBLALT L ALbi Protein Name
(%) 1 D # Index #
ons (Da) (Da)  (ppm) (Da)
9.86 66.8 9 8123 Y623y (K) B/N\S|LIR/VA\E G D|N I y\V\R (H) 1662.89 80.1933 130.2 112588.6/5.34 Homo sapiens 4503579 16503 erythrocyte membrane protein band 4.1-like 2

Fragment-ion (m/z) [248.91 |260.06 |347.27 [460.46 |715.70 [800.09 |821.35 |838.42 [849.91 |1016.66 |1134.66 |1144.56 |1160.71 [1164.19 [1284.94 [1397.81 |1486.68 |1487.85

[1585.82 [1588.17 [1598.01 [1599.87 |1666.55

Frac. Inten.(% of TIC) | 2.90 374 5.35 51
Rel. Inten.(% of BP) | 18.62 | 24.02 | 34.37 | 3478
Score 0.25 1.00 1.00 1.00
lon-type yHg [ B c,

Delta Da 012 | oM 0.07 017

2.04
13.10
1.00
o [T+

0.24 0.21

222
14.25
1.00

235 221
15.10 | 14.22
015 | -0.14

3.35
21.51
-0.22

3.55

22.83

1.00
s
011

13.53

210

0.14

0.06

354
22.74
0.25

15.55 242 411
100.00 15.53 26.45
-1.00 -0.16 1.00
T

0.35

3.05 547 928
19.59 3817 59 66
1.00 0.25 1.00
Ci2 Tz Ci3
-0.02 014 0.05

295
18.96
0.19

229 6.55 23

14.75 4211 14.87
1.00 0.25 -0.15
Zis %

-0.73 012




Peak 219

M3Tag1 5 | L | R | v | E | & | 1] | H | I | ¥ |« | R
Pim/z) N Pimiz-13 Gy Pimfz-27
. o . .
P assignment 4 5301 5375 2 s023  BEES assighment 1615.4
42.1% "3 i 1o )
: 237 2, 23" 11166 2 -1
o, 014 1030 2 13088 6.3
! ' " 1 -2
R 1 % | z$ 11 5
3 fi14.5 : ls 135‘3.? I :
b I.lu j | i b I ul I . | ||I i b bkl
200 400 i EO0 200 000 1200 1400 1600
DELTAETD.2122.2135.0.pkl Maz=s [miz] fH+: 16151654 mdz: 53906 2.3
# MH* MH* MH* Protein . .
Rank Score S;I BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce;smn h‘:S;jD'g;‘“ Protein Name
B lons (Da) (Da)  (ppm) (Da) BCeX
1 1524 916 10 4125 Y623y (K) 9/S/L\R|V|E/G|DIN I|y V\R (H) 1534.80 80.3682 248.8 112588.6/5.34 Homo sapiens 4503579 16503  erythrocyte membrane protein band 4.1-like 2

Fragment.ion (m/z) |245.67 [331.96 [488.45 [ 501.37 [587.48 [728.36 [730.01 [742.90 |744.50 [773.69 [843.33 859.45 888.54 |900.34 [916.49 [946.08 [1029.27 [1075.38 [1078.60 [1080.58 |1115.55 [1128.30 |1129.92 [1398.76 |1458.50

Frac. Inten.(% of TIC) | 2.03 468 4.61 3.80 1.73 417 205 1.95 1.89 6.38 450 205 | 16.47 232 3.29 203 3.81 1.71 21 254 5.65 1.70 225 5.18 51
Rel. Inten.(% of BP) | 1235 | 2844 | 2797 | 23.07 | 46,95 | 2534 | 1245 | 1185 | 1149 | 3872 | 27.31 | 1247 |100.00 | 1406 | 1996 | 12.30 23.12 10.38 12.80 15.41 3432 10.31 13.66 3148 310

Score 025 1.00 1.00 1.00 1.00 1.00 1.00 1.00 025 1.00 1.00 025 1.00 1.00 025 -012 100 -0.10 -013 -015 100 100 025 025 025

lon-type cr, Cy Cq (Y Cg Ty | Crryy | THe, ¥e cr Zy Ye Cq z; ¥z L Cin 7y 'y LA Tz

Delta Da 0.52 023 0.16 0.46 012 0.03 0.67 0.05 0.16 0.26 -0.02 0.08 0.09 -0.03 0.10 -0.15 -0.03 -0.18 043 0.08 -0.19
2 2

el 5
07 0.68




Peak 220

M3T=a1 v | o | & | =& | v+ |« | v | T | F | ¢ | ¥ | v | | s | ¢ | o |t
[
Fg
9.31e+in araaa 14 1024.5 Can 22';”?5'59
a6, 204
win 13861 1083
. ) .
712
4EE-5 517 5 - 3 2k 2 " 11407 17957 143
el e E Q232 1035 44pa 11160 2
. : 1374.0 13
‘ 3. 85 b H | 1014_9 ‘ 12927 1524.5 1636
. [ gt | | |
o 25.'8 | | . I| L ] i | 1. |I| | 1l l | | | | Bl
L] L] L] - i L] L L]
400 EO0 00 1000 1200 1400 1600 1800 2000
DELTAETD. 22733273 .5 phl Mazs [miz) hH+: 57934200 msz: 115949 z2: 5
Rank Score £ BCS Unm:tched Variable sites Sequence Calrj;ted EMr:‘::r EMr:‘::r PI;'E:F;T Species M;SIDH MIS lege;t Protein Name
(%} lons (Da) Dz)  (ppm) (D3] nee
1 768 559 1 3120 T184t Y157y Y165y Y180y (RIFYAAQ I'VIL T\F\E y LES L\D/L I y REDLEPENLL/INDHOQGy IQV:DFGFAKE (V) 5473.86 319.5585 -53.0 40622.9/8.84 Homo sapisns 4506057 8042  cAMP-dependent protein kinase catalytic subunit beta isoform 2

Fragment-ion (miz) 27117 [342.34 [35571 [399.43 [486.67 [585.81 [713.95 mu||nzus||mzs||mn?|mssn||mss||99327|znnssl|znn5m|znnus|zmus|znl?ns|znsszs

Frac. Inten.(% of TIC) 2.56 5.85 335 | 13.29
Rel. Inten.(% of BP) | 15.26 | 4243 | 2523 |100.00
Score 100 | 100 100 1.00
lon-type o3t | ol | ot ©
Deltz Da 035 | 014 | 048 023

TH

0.51

) 3.90 432 2.4 6.46 3.49 3.5
2332 | 2533 | 3280 | 1760 48 63 26.30 26.40
023 1.00 100 | -0.18 1.00 1.00 1.00

Gy | Ty Gy | Thgg | oHyy
0.52 0.30 012 038 0.61

326 215 9.94 10.22 4.91 7.25 53 28
2451 16.20 T4.T8 78.90 38.92 54.54 39.96 2112
025 1.00 0.75 077 037 1.00 0.40 021

Sz oty
o7 005




Peak 221

MsTag1 g | E | « H | v ¥ s F | ¢ | n K | =@ | =& |
Pimyz-17
Q365 .
3.0%e+in assignment
31 E%
PimJz]) cﬁ . ,
. z . G244 pORS 2 ) . % . -
3 , fi o . ' C 12 13
z z
z 3673 4 ¢ 7455 9325 8 11748 2 By 12 50 1600 9
269 l s015 9 | l | 104 4 l 10 1377 8 14250 l l
M W . — | | 6z r A |I IR N1N ' i T l sl ] 1311 6 a'l L Lll —— .|.;I..1Li.l
400 EO0 i 200 4000 1200 1400 1600 1800
DELTAKIETD. 1470 14743 phil Mazs [miz] hiH+: 18710654 m/fz: 62436 z2: 3
# MH* MH* MH* Protein . .
Rank Score s‘,:I BCS Unmatched Variable sites Sequence Calculated Eror  Error MW/pl Species ACCE;S"]" I'u'IIS;legl;st Protein Name
(%) lons (Da) Da) (ppm)  (Da) e
11727 918 10 3125 Y118y (R)V G/E/E E H|V|Y|S|F B/NIKIQ\E (S) 1790.87 80.1947 122.0 60936.9/5.92 Homo sapiens 4506345 37403  paxillin

Fragment.ion (m/z) |244.97 [259.04 [387.27 [501.51 |698.47 [745.63 [797.56 [832.52 [850.29 [858.44 [871.46 [952.58 |1040.65 |1075.47 [1127.53 [1174.59 [1176.21 [1485.89 [1570.89 [1614.13 [1698.98 [1699.87 |1702.03 |1741.88 |1742.85

Frac. Inten.(% of TIC) 2.36 220 415 258 8.38 4.36 3.69 6.67 | 248 2.08 4.02 2.06 434 278 4.06 458 216 530 5.67 6.12 203 436 3.8 274 7.03
Rel. Inten.(% of BP) | 2818 | 2621 | 4951 | 30.75 (10000 | 5201 | 4408 | 7958 | 2966 | 2480 | 4804 | 2462 51.82 3314 4844 5464 2578 6324 67.71 73.04 2428 52.05 4548 32.73 83.95

Score -0.28 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 | -0.25 1.00 1.00 1.00 1.00 0.25 1.00 0.25 1.00 1.00 0.25 -0.45 1.00 0.25

lon-type  anr 7y Z, e 7y G Zo | Zargy | Yty | ey, Cs 7y ) Zy ' Ci2 Z'; C13 Zyy Z'3 Cig Ty

Delta Da 012 0.02 022 0.16 0.22 0.18 0.08 0.42 0.56 0.08 0.24 -0.00 0.09 0.05 0.66 0.29 0.20 0.43 0.25 0.13 0.12 0.08
7',

011




Peak 222

MiTag 1 | E | € | H | v | ¥ | = | F | = | v | | =@ | & |
Pimfz-27
2 22e+5m 837 ] .
00 % assignmen
Fmiz-13 Prmz-27
miz- .
Gy 0y, 3 .
G2d.8 Q B . [miz-2
3 BB L s %y " .
2y & 3873 24 gog avaEAs s C z o z 18738
3 507 4 g 11277 10 1" 2 5 12 17428
258 303 1 l | 501.4 J : 1040 6 1261371 g 2 1570.0 '
- | ] r ] L IJ | L |I| ol r |- i ]:I i ey i } I r |. 1 r P |
400 i EO0 g00 1000 1200 1400 1800 1800
WT_EGFETO_R. 1532 1542 .0.pkl Maz= [mfz ) hiH+: 1871.2082 miz: 46358 z: 4
# MH* MH* MH* Protein . .
Rank Score =1 BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species Resecdar (LSS Protein Name
(%) 1 Index #
ons (Da) (Da)  (ppm) (Da)
1 18.97 95.0 12 1125 Y118y (R} V/G/E/E|E/H|V y\S|F P|N|K|IQ\K {5) 1790.87 80.4274 246.4 60936.9/5.92 Homo sapiens 4506345 37403 paxillin

Fragment-ion {m/z) |259.04 [373.23 [387.28 [432.19 [501.39 |587.96 |686.82 698.44 [720.99 |744.00 [746.51 [807.45 [849.96 |871.51 [878.93 [1040.56 [1127.74 [1174.64 [1312.56 [1442.49 |1485.97 |1486.87 |1570.89 | 1699.87 [1742.78

Frac. Inten.{% of TIC) 1.74
Rel. Inten.(% of BP) | 1843
Score 1.00
lon-type y++,

Delta Da

012
2‘2

oM

2,85
3023
1.00
g
0.02

6.04
64 08
1.00
7y
0.03

523 243 1.82 247
K546 | 2582 | 1928 | 2626
1.00 1.00 1.00 1.00
s T, | Trg | oy
-0.02 010 0.19 0.54

479
50.81
1.00

350 4.70 5.06 3.03 370 942 2.60

3713 | 4984 | 5368 | 3210 | 3929 (10000 | 2755

1.00 1.00 0.25 1.00 1.00 1.00 1.00

Co |ZHoyy | E4ryg T | Crbyg |Trg | Crb, [Ty,
0.16 0.69 0.09 0.10 0.09 013 0.55

0.13

253
2682
1.00
s
0.15

6.63
70.39
1.00
g
0.30

374
39 68
1.00

7y
0.10

1.92
2033
0.25
'
-0.03

4.99 2.04 336 3.07 6.68 5.66
5297 2165 3560 32 62 7092 6010
-0.53 1.00 0.25 0.25 0.25 0.25

€12 iz L ' g
0.37 0.26 0.20 013 0.01




Peak 223

M5Tag 1 E | E | E | H |+ | y | s | F | ¢ | M | K
Pimifz-11 Pimifz-27
7 29a-+im ans .4 1616.7
o Pim/z : '
56.2% " 243 (mez) “g Pimiz-1) 2 %
- ¢ 530 G954
e 7, s0p.z 2185 5 Haa.s . . 1615.8
Zq o P 303 4303 ' 127 6 11 12
245 i : 13157 13727 1436 .8 16
b=t - i
L 348.3 A I g7 7 \ 12635 i ‘ l l
h:l_ I s L L II Ll | I PR ||l l dul .u.li . ] | r -1Dﬂlf L I|I. | i Tl - L L I. |II|||J|‘||
200 400 i EO0 200 1000 1200 1400 1E00
WMITETD. 1662 . 1665.0 phi Masz= [mfz] MiH+: 16147754 miz: 53393 23
# MH* MH* MH* Protein . .
Rank  Score S.,:' BCS Unmatched Variable sites Sequence Calculated Error Error Mw/pl Species ACCE;S'“" Mlﬁ;’[::?;s‘ Protein Name
E lons (Da) (Da)  (ppm) (Da)
1 15.76  91.8 1 425 Y118y (R) V/G/E|E|E/H|V/¥\S|F B|N\K (Q) 1534.72 80.0582 56.9  60936.9/5.92 Homo sapiens 4506345 37403 paxillin

Fragment.ion (m/z) [245.00 |303.07 [388.16 [432.31 [489.30 [ 698.40 [729.87 |743.17 [750.47 [819.52 [835.38 [918.50 [1040.54 [1055.20 [1057.36 [1075.44 [1127.61 [1184.65 [1200.73 [1313.58 |1314.76 [1371.63 [1443.70 [1486.79 [1501.43

Frac. Inten.(% of TIC) | 263 417 | 203 9.08 4.08 8.30 149 1.96 1.51 1.60 1.61 848 147 3.58 1.80 210 441 11.07 441 234 37 427 5.91 572 229
Rel. Inten.(% of BP) | 23.72 | 3770 | 18.31 | 8186 | 36.82 | 7499 | 1344 | 17.70 | 1367 | 1442 | 1451 | 76.56 13.32 23 16.24 18.92 39.87 | 100.00 39.82 2117 3349 38.61 53.34 51.69 20.67

Score 1.00 1.00 | -0.18 1.00 1.00 1.00 0.25 1.00 1.00 1.00 0.25 1.00 1.00 1.00 -0.16 -0.19 1.00 1.00 0.25 1.00 0.25 1.00 0.25 0.25 -0.21
lon-type 7 & C, L Co | YHtyy | CHryy | T4, Zy Ye 7, Cs 7y Cy 7y ¥s ' 'y Ciq 'y €z
Delta Da -0.14 -0.10 0.10 0.04 0.09 0.07 | 014 017 0.20 0.04 011 0.13 -0.25 017 0.16 0.22 0.05 0.22 0.07 0.12 0.18
'
4

013




Peak 225

M3T=a1 F | s | H | L | F | |5 | E | 7 | L | s | ¥ | | R |
Pimiz-1)
assignment
P 9135 g
Pimfz-13
100.% ! 6091 - Pimiz-2)
410.1 . - a4 " " ' c,. 1835 6
52:5 1 s By a ”259 Hea “1 141?3 : 15;‘3‘3 1669.2 '
o, : : 7074 s 10447 21?? 1304? Bk ’ 1746,
a4 3221 i1 .5 J J 1504.7 |
m_ L | T | | 1 |I 1 | [ ?I. L “ | || t o h | IIJI i J ||
400 s &0 1000 1zuu 1400 100 1500
WT_EGF_ETO.4141.4141.0.pkl Mass [m/z] hiH+: 1237 S064  m/z: 609 84 2 3
# MH* MH* MH* Protein . i
Rank Score e BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession MS-Digest Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 899 76.8 11 418 Y20y [R)S A F/S|N|L F/G\G/E P|L\S\y\T\R (F) 1745.85 81.6561 924.6 84901.8/6.18 Homo sapiens 4507457 13195  transferrin receptor

Fragment.ion {m/z) |410.14 |524.47 |703.38 |840.96 |892.16 |929.69 |1044.74 |1125.89 |1193.67 [1216.31 |1219.76 |1237.66 |1304.72 [1324.78 |1417.80 | 1504.68 |1568.55 | 1669.22

Frac. Inten.(% of TIC) 6.44 3.93 468 348 404 | 1157 4.08 510 7.84 6.81 453 580 342 357 378 35 587 11.54
Rel. Inten.(% of BP) 5570 | 3399 | 4044 | 3009 | 3492 [100.00 35.29 4413 67.76 58.85 3917 50.10 29 56 3084 321 3033 50.78 99.76
Score 1.00 1.00 1.00 1.00 -0.35 1.00 0.25 0.25 -0.68 -0.59 -0.39 1.00 0.25 1.00 1.00 1.00 0.25 1.00
lon-type Cq Cs z, Cg z; 'y PP Ci2 AP Cia Z Z Cos Cis

Delta Da -0.06 0.22 0.09 -0.46 0.30 0.30 0.35 0.04 013 013 017 0.02 -0.14 0.49




Peak 226

M3Tag 1 g | K | & | E | & +l T | ¥ | o | W
Y12
2 #e+in BaT. assignment
23.7%
+
¥ 12
i W
¥
9.2 O3, o+ 3 b, [T anaﬁﬁ 8
7 Y3 4004 F13?5 : y, 967 LT ¥4
357 5 l ' l 1152 5
Pt le ] T L M “. " b ls . QDQ;E . ek ] |1IEE5'S
L L L L] L] L]
00 4nn 700 ann G111 1000 1100
WiT_EGF CI0. 2666 25700 phl Mazz [miz] hiH+: 1633 1854 miz: 5.4 203
# MH* MH* MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Rezden LSS Protein Name
(%) Index #
lons (Da) (Da) (ppm) (Da)
1 1608 814 10 624 Y15y (K)V/EIR/TI G E|G/T/v/G/V/VIY K (A) 1541.82  80.3645 2454 35045.9/8.86 Homo sapiens 4557439 20493 cyclin-dependent kinase 3
1 16.08 814 10 6/24 Y15y (K)V/E|R/I G E|G/T/¥/G/V/VIY K (A) 1541.82  80.3645 2454 33929.7/8.80 Homo sapiens 16936528 30029 cyclin-dependent kinase 2 isoform 1
1 1608 814 10 624 Y15y (K)V/EIR/TI G E|G/T/v/G/V/VIY K (A) 1541.82  80.3645 2454 30084.1/9.14 Homo sapiens 16936530 30881  cyclin-dependent kinase 2 isoform 2
Fragment.ion (m/z) |201.11 [229.18 [310.27 [409.37 [455.52 | 475.13 [483.87 | 508.78 [523.59 [551.71 |565.55 |570.29 |582.35 [611.11 | 624.47 |633.56 |656.53 | 688.77 |[697.73 [744.14 | 753.27 [762.19 |808.48 |966.69
Frac. Inten.(% of TIC) | 205 | 174 [ 169 [ 154 | 157 163 181 o004 | 274 304 331 275[ 176 | 266 183 262 183 1001 | 2785 [ 570 1521 [ 276 | 176 [ 209
Rel. Inten.(% of BP) | 7.34 | 626 | 607 | 551 | 565 585 | 650 015| 9.85| 10.90 | 11.90 | 9.88 | 632 | 9.54 658 | 939 | 6.56 35.95 |100.00 | 2047 5461 | 991 | 634 750
Score 025 | 100| 1.00| 100 | 1.00 050 | 100 150| -010| 011 | 1.00| -0.10 | -0.06 | -0.10 050 | 1.00| 1.00 050 | 1.00 | -0.20 050 | 1.00| 1.00| 1.00
lon-type a, b, Y> Ya | ¥+ |y H0 |y (b HO ¥s Y+ -H0 |y, b |y++,H,0 | y++y, Y0 |y, Ye ¥s
Delta Da 001 | 006 009| 013| 03 042 | 015| -0.53 0.22 018 | 027| 047 043 | 039 041 | 033| 012| 026
Vs b++12
0.47 -0.28
y+++13
0.54
1.50
sty

017




Peak 227

MiTag1 g | ki | | 5 | E | 5 | t | ¥ e | « | « | ' | K |
Pimiz-11
. oaa ;
3.4 etdm : assignment
fi ~——
1004 Fimiz) 7244”7
567.3 “s - '
. i
cgm s 2 & Fimp=Tlanne % , 15;21 1682 2
: B Toh4 .
294 7215 3 o4 2 1348 9328 L L
674 10997 167G
298 4.4 | h | | | i 10303 : 12518 13106 14096 i
O Y T o T L T W T T A YT T Y T ] Y
L] I ‘ I L] L] L] L] L]
200 400 B0 200 1000 1200 1400 1600
WT_EGF_ETD. 1564, 136.0.pkl Mazs [miz) MH+: 17020454 miz: 56502 2:3
# MH* MH* MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error Error MwW/pl Species feeion LSl Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 1379 760 11 5123 T14t Y15y (K) V/EIR/T GIE\GIt|y|GIVAVIY\K (A) 1541.82 1602245 171.4 35045.9/8.85 Homosapiens 4557439 20493  cyclin-dependent kinase 3
1 1379 760 11 5123 T14t Y15y (K) V/EIR/I GIE\GIt|y|GIVAVIY\R (A) 1541.82 1602245 171.4 33929.7/8.80 Homosapiens 16936528 30029  cyclin-dependent kinase 2 isoform 1
1 1379 760 11 5123 T14t Y15y (K)V/EIR/T GIE\GIE|y|GIVAVIY\K (A) 154182 1602245 171.4 30084.1/9.14 Homo sapiens 16936530 30881  cyclin-dependent kinase 2 isoform 2
Fragmention (m/z) |230.91 [245.92 [248.49 |293.96 | 492.30 |544.60 [549.26 [673.54 |730.51 |792.44 [794.39 [911.83 [973.39 |1134.83 [1154.48 [1159.51 [1211.52 [1213.61 [1310.63 | 1409.60 | 1574.08 |1587.93 |1589.67
Frac. Inten(% of TIC) [ 377 | 364 [ 451[ 350 358 [ 240[ 248 361 557 887 [ 464 492 582 690 446] 281 300 402 278 296[ 545[ 550[ 482
Rel. Inten.(% of BP) | 4249 | 41.03 | 50.82 | 39.47 | 40.34 | 27.07 | 28.00 | 40.74 | 6279 |100.00 | 5228 | 55.64 | 6558 | 77.87 | 50.28 | 3173 | 33.89 | 45632 | 3135 | 3336 6145| 6208 | 5433
Score 042 | 100 -051| 100| 100| 100 100 | 100| 100| 1.00| 100 | 100 | 100 | -0.78| 100| 100| 100| -045| 100 100| 025| 025 -0.54
lon-type C Z, |y, Cs zy Cs 5 Ty [T+, Cq z; Cy Zy Cio Ci1 Ci2 T 7%,
Delta Da 0.22 020| 041| 025| -0.06| 015| 010 | 009 | 055| 041 | 003 0.03| 003| 005 009 | -001| 040 026
ZIH'4 Z|4 Yy Z“H'12
073 0.01 026 | 069




Peak 228

MiTag1 | | E s ] o | H l s | = | ¢ | F | 35 |+ | y le ] s | « | =« |
) Pims] 0 Pimdz-1) assignment Rimdz-2)
d8%edn o T2 7
B . 12 P L Pimmfz-2)
17 7% .z, . el5
' 7
E Pz
EE ‘
.z "5 W " “raf fro 5y
| 1
B | g By ’5 Z 10 r-o
(S N Jl Lo . ' [ 9l
I L] L]
4nn ] ] 000 1200 1400 600 1800
WT_EGF_ETD. 181343 .0 phl Masz [miz ] hiH+: 19351354 miz: G424 2: 3
MiTag 1 | | E |s | ©o | H | s | v | ¢ O - ¥ s | s | v | K |
Pimiz-13
"7
8. 86e+]- TEO 6 A
B Pimiz]
5 3 B2 6 L ; L %5
3172 3?:3 = 17 e . 1 1mEs o . 14 16099 1798
: oy T L L o 157 A 1552.9 19108
‘4 &175 & \ 556 1070 6 14107 14827
4602 l I
h:l_. ' |I|I. | | T L 1i |II |h L .‘.l Ill Ll il 1 iy i
ann £00 &0o 1000 1200 1400 1600 1800
WT_EGF_ETD. 18411243 0 pkl Masz [rniz ] MWH+: 1925 1364 miz: 6424 2: 3
# MH* MH* MH* Protein . .
Rank Score il BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species GIEELALT Ll Protein Name
(%) 1 D # Index #
ons (Da) (Da)  (ppm) (Da)
1 1787 916 14 223 Y24y (K) L/S/L/E/G\D/H|S|T P P|S|A|yIGIS VAK (A) 1844.90 80.2830 164.5 38604.27.58 Homo sapiens 4757756 3802 annexin A2 isaform 2
1 1787 916 14 223 Ya2y (K) L/S/L/E/G\D/H|S|T P P|S|A|yIGIS VAK (A) 1844.90 80.2830 164.5 40411.4/8.53 Homo sapiens 50845388 12086  annexin A2 isaform 1
1 1787 916 14 223 Y24y (K) L/S/L/E/G\D/H|S|T P P|S|A|yIGIS VAK (A) 1844.90 80.2830 164.5 38604.277.58 Homo sapiens 50845386 17586  annexin A2 isform 2
Fragmention (m/z) [317.19 [374.29 |517.53 |617.30 |688.45 |769.56 |775.50 |856.56 |898.98 |1070.62 [1151.70 [1157.64 [1238.88 |1282.74 [1295.04 [1309.84 |1482.68 |1552.91 |1596.81 |1609.87 [1710.08 |1796.50 |1798.05
Frac. Inten.(% of TIC) | 713 390 202 284 | 297 9s0| 334 19| 307 223 383 515 627 208 208 433 278 665 377 921 483 405 627
Rel. Inten.(% of BP) | 75.06 | 41.08 | 2123 | 26.73 | 31.25 [100.00 | 3515 | 20.67 | 3236 | 2349 | 4033 | 5418 | 66.02 | 2194 | 2184 | 4552 | 2928 | 6997 | 3970 | 96.90 | 5087 | 42.64 | 66.03
Score 100 100| 100| 100| 100| 100| 100| 1.00| 100| 100 100| 100| 100 -022| 100 | 100| 026| 100| 025| 100| 025 100| -0.66
lon-type Y5 z, %5 zy Zg C z; € | © 7 g €11 'y 1z L €12 Y12 C1s L €15 L Ci7
Delta Da 0.05| 007| 023 005 017 018 | 019 | 014 | 058 015| 013 | 014 028 048 020| 005| 024| 015| 018| 034| 071
ZI3 ZI++1T y12 ZI1T
-0.00 0.59 0.74 0.73




Peak 229

Wt L] I R |~ ¥ I w | ¢ | = I
Pimiz-13
assignment
2 0e-hin BE S 8
100 % Pimyz-1)
Pimiz) %4 ol 1
it < '
' L] o 25 H
H Ca [ . 7
2 I 803 .2 I
2601 294 Cq G G182 1074.5
’ L
bilet S .
| l 362 | l 3514 | 7} |
b Aot . | ) R T 1 i | I A Il i
I v L] ‘ I L] I ] L] L] L]
200 00 400 00 EO0 yoo a00 A00 1000 1100 1200 1300
DELTAETDAT15.1717.53.phl Maz= [z hiH+: 13658354 miz: 45595 2:3
# MH* MH*  MH* Protein . .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error  Error Mwipl Species Accession MS-Digest Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 1447 926 8 4722 Y33y (R} Y/LIN|R|N/v |WIE\E (K) 1285.63 80.2031 173.3 86192.5/5.84 Homo sapiens 4758528 25714 hepatocyte growth factor-regulated tyrosine kinase substrate

Fragment-ion (m/z) |246.90 |248.70 [260.11 [276.17 [293.99 | 408.05 | 446.19 | 564.44 [594.05 [618.82 [661.32 [689.23 [705.39 [803.37 |921.50 |959.31 [1073.73 |1074.47 [1107.63 |1187.69 |1192.72 [1236.75

Frac. Inten.(% of TIC) 1.3 2.58 411 137 | 4.52 1.31 6.11 9.51 4.21 323 2.02 6.02 1.52 6.77 | 4.00 3.55 2.55 5.82 7.46 6.77 1.45 13.80
Rel. Inten.(% of BP) 9.51 | 18.67 | 29.78 9.92 | 32.73 948 | 4428 | 68.87 | 3049 | 2339 | 1464 | 4363 | 11.01 | 49.05 | 28.96 | 25.72 1849 | 4219 54.07 | 49.06 10.52 | 100.00
Score -0.10 | -0.19 1.00 0.25 1.00 1.00 1.00 1.00 1.00 1.00 | -015 1.00 0.25 1.00 1.00 1.00 1.00 0.25 1.00 0.25 0.1 1.00
lon-type z, Y, c, c, z, C, | T+, | iy z, Y z'y Cg Zg z. z"; [ z% c,

Delta Da -0.03 0.01| -019 | -017 | -0.03 0.1 0.29 0.06 -0.02 0.13 0.08 010 | -0.08 0.30 0.03 015 017 023




Peak 230

MiTagt 5| L | o | E | v | +H | R | =« | y s ] 7 ] o | ¢ | s R |
PimJz-17 =
: ' assignment .o .
1 37etdm 2, Gy i 109 6 g -
g - 1111 ° 1
42 1% . 402 : % 1410.5 ' 1626 .4
z 8563, . 12
1 & o 1411,
634 5 ? . 15
0.2 = '
] 23 . 1526 3
1358 7 sag 4
| MllLEE | e |
) | ] : | d1k | L L L |
= T v T T v v T T T T
200 400 5] a0 1000 1200 1400 1600 1800
OELTAETD 2055 2055 .4.phi Mazs [mfz) hiH+: 1986 2582 moz: 48732 z: 4
wewaliieu resuily
# MH* MH* MH* Protein . "
Rank Score ph BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species fezedion (LS Protein Name
(%) I # Index #
ons (Da) (Da)  (ppm) (Da)
1 9.62 70.2 1M1 8125 Y55y (K)L 8 L DIE/L H/R|K|y\G\T\D|L/S\R (G) 1903.00 83.2550 1655.7 T74167.3/5.73 Homo sapiens 48762682 27732 Ma+/K+ -ATPase alpha 1 subunit isoform b proprotein
1 9.62 70.2 1M 8125 Y55y (KiL 5 L DIE/L H/R|K|¥y\G\T\D|L/5\R (G) 1903.00 83.2550 1655.7 112896.8/5.33 Homo sapiens 21361181 30493 Ma+/K+ -ATPase alpha 1 subunit isoform a proprotein
Fragment.on (m/z) |247.88 [359.24 |447.38 [491.36 |504.25 [516.15 [631.32 [670.44 |676.71 [705.65 |743.45 [748.56 |769.84 [813.48 [875.43 913.91 [918.84 [942.36 [1003.39 [1109.62 [1159.34 [1410.64 [1498.25 [1540.48 | 1626.45
Frac. Inten.(% of TIC) | 560 | 560 344 | 287 [ 403 531 345 395 370 435 349 295 s565[ 403 350 362 290 348 289 682 292 330 430 375[ 402
Rel. Inten.(% of BP) | 82.09 | 8213 | 5047 | 4205 | 5914 | 77.95 | 5056 | 57.98 | 5556 | 6385 | 5124 | 4326 | 8295 | 5912 | 5132 | 5304 | 4259 | 5110 | 4244 | 10000 | 4284 | 4834 | 6315 | 5497 | 5896
Score 025| 100 025| 100| 100  -078| -051| -0.58 | 100| 100 | -051| -043 | 100| 100| 100| 100| 043 | -051 100 100, 100| 025| -063| 025 100
lon-type z'; 7y | Crrg | €34y G | B e Targ | Oy Z7 | Cihyg g ) Zy i z'; Cia
Delta Da 074 | 002 01| 008| -0.00 013 | 030 003 | 009 009| 046 005 | -002| -020| -0.06 075 | 068
Ty '
0.05

03
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M3Tagt  w | W | ¥ | 7 G o | R | T | v | M | & | R |
Pimiz-13
a20:4a i
£ 11 ehilm ) assignment Pimiz-21]
' [
74.9% 2 assighment  pe.) a 1607
3 e 1052 6
547 4 : . "
. . . L = Hi
[
2E 3 3 4 Zy g 1049 & 0.8
delfi 3 g 3 076 3 : 1615
TS B4 537 |4 SEE0.4 700 .9 l g6 gzeaT
f20.2 | I 1 {2.3 |
[ || ] ll I.I I J ' | _— L || l| |.| || i |.u||| | I| - N | M ] II L
200 400 i =11] a0 000 1200 1400 1600
DELTAKIETD. 1469 1469.3 phl Mazs [miz) hiH+: 16041854 mz: 535.4 z2: 3
MH* MH* MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error Error MWi/pl Species fezzon (LSl Protein Name
(%) 1 Index #
ons (Da) (Da) (ppm) (Da)
1 1227 760 M 7125 Y260y (R)G/1/V|V/¥y/T/G D R|T|V\M/G\R (I} 1523.80 80.3856 261.3 T74167.3/5.73 Homo sapiens 48762682 27732  Na+/K+ -ATPase alpha 1 subunit isoform b proprotein
1 1227 760 M 7125 Y260y (R)G/1/V|V/¥y/T/G D R|T|V\M/G\R (I} 1523.80 80.3856 261.3 112896.8/5.33 Homo sapiens 21361181 30493  Na+/K+ -ATPase alpha 1 subunit isoform a proprotein
Fragment.ion (m/z) [215.45 [231.56 [244.74 [248.67 [287.27 [446.26 [547.35 | 660.45 [765.80 |820.44 [876.17 976.34 [1058.62 [1160.43 [1220.84 [1258.78 [1318.99 [1320.90 [1345.67 [1403.98 |1418.71 [1446.71 |1447.87 [1530.72 |1533.45
Frac.Inten(% of TIC) | 229 [ 324 250 230 265[ 367| 823| 266 335 221 209[ 383[ 1212 561 365 214 257 35| s548[ 267 492 245 618 43| 535
Rel. Inten.{% of BP) | 18.94 | 2676 | 20.66 | 18.97 | 21.91 | 30.32 | 67.92 | 21.93 | 27.65 | 18.25 | 17.26 | 31.64 | 100.00 | 4634 | 30.08 | 1769 | 2117 | 28.98 | 4523 | 2200 | 4063 | 2026 | 5100 | 3554 4416
Scare 100 | 025| -021| -019| 100 | 1.00| 100| 100| 100 -018 | 100| 100| 00| 026| 026| 100| 100| -029| -045| -022| 026| 100, 025 100| -0.44
lon-type z, ¥z Ca| ¥y Ty | Twryy | Ty, 'y Zy Cq € "y €11 ' L €13 iz LI
Delta Da 067 | 058 006 | 003| 007| 066| -0.07 074 | 014 | 0412| 03| 033 016| 042 006 | 003 018| -001
y++4 2'4
0.07 0.03




Peak 232

MiTag 1 5 | E | 7 | ™ | k | s | » | y | s | L | s | [ | R |
c? ) .
2 ETe+lm A0S Pimiz-17 assignmen
100 % . P s
4
arzs W T - ‘0 . '
- o , 7501 5 2 1064, : | 2,5 ik 16087
3632 ard.d z
s 3 593 . 1o 1264.7 1290 & 16{14.2
: ‘ P : ‘ a7 7 | 1150.7 ' l \
bo- I|]. ||.|31?'2.||II| o] .I|I G488 | |||.|. L ||h.|| |.III.L| Jidl bl |l|.l |I 1 || ||IJ . .|I. L |H
200 400 EO0 200 1000 1200 1400 1600
WTETDLA711.1711.% pkl Mas=s [mifz] hiH+: 1621.9454 mdz: 54132 203
SPI & MH* MH* MH* Rrotein Accession MS-Digest
Rank Score BCS Unmatched Variable sites Sequence Calculated Error Error Mw/pl Species Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)

1 1260 789 M 7124 Y194y (R)E/S/E|T\T|K G|A\y|S/L\S I\R (D) 1541.78 80.1649 1224 60801.6/6.32 Homo sapiens 4885661 2097 viral oncogene yes-1 homolog 1

1 1260 789 M 7124 Y180y (R) E/S/E|T\T|K G|A\y|S/L\S I\R (D) 1541.78  80.1649 122.4 59479.0/5.41 Homo sapiens 112382241 7861 proto-oncogene tyrosine-protein kinase FGR
1 1260 789 M 724 Y185y (R) E/S/E|T\T|K G|A\Y|S/L\S I\R (D) 1541.78 80.1649 122.4 54513.8/5.86 Homo sapiens 23510364 18851 protein-tyrosine kinase fyn isoform ¢

1 1260 789 M 7124 Y185y (R) E/S/E|T\T|K G|A\y|S/L\S I\R (D) 1541.78  80.1649 1224 60762.2/6.23 Homo sapiens 4503823 19185  protein-tyrosine kinase fyn isoform a

1 1260 789 M 7124 Y180y (R) E/S/E|T\T|K G|A\Y|S/L\S I\R (D) 1541.78  80.1649 122.4 59479.0/5.41 Homo sapiens 4885235 29858 proto-oncogene tyrosine-protein kinase FGR
1 1260 789 M 7124 Y180y (R) E/S/E|T\T|K G|A\y|S/L\S I\R (D) 1541.78  80.1649 122.4 59479.0/5.41 Homo sapiens 112382244 31203  proto-oncogene tyrosine-protein kinase FGR
1 1260 789 M 7124 Y185y (R) E/S/E|T\TIK G|A\y|S/L\S I\R (D) 1541.78 80.1649 1224 60141.3/587 Homo sapiens 23510362 32449  protein-tyrosine kinase fyn isoform b

Fragment-ion (m/z)

|245.76 | 264.69 |363.22 [464.16 |472.46 |559.29 |565.26

[739.27 [750.47 [758.73 [822.36 |873.48 [ 907.02 |1058.65

[1060.38 [1064.75 |1077.46 |1109.26 [1261.69 |1264.69 |1390.62 | 1464.89 |1465.39 [ 1477.76

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

Score
lon-type
Delta Da

4.02
26.58
-0.27

1.87
12.38
-0.12

3.06
20.23
1.00
s
0.07

213
14.12
1.00
Cy
-0.04

577 | 233 7.03
38.16 | 15.40 | 46.54
1.00 1.00 1.00
z, 7y g
016 | -0.04 0.01

394 | 1512
26.07 |100.00
1.00 1.00
Zary, &
042 0.1

326 286 592
2155 | 18.94 | 39.17
-0.22 0.25 1.00

'y z;
-0.03 0.08

262
17.35
017

1.86 2.55 757 450 228

12.30 16.88 50.10 2977 15.10

1.00 -0.17 1.00 -0.30 -0.15
Zy )
013 0.32

3.86
2553
025
L
0.07

2.88
19.08
1.00
€11
014

2.28 243 578 4.06
15.09 16.07 38.25 26.85
0.25 1.00 1.00 025
LAY €13 €13 ',
-0.04 023 0.73 0.07




Peak 233

MiTagt L] v | R | 5 | E | = | |« | s | y | | C | 5 | R |
Pimyz-1 .
( ) aSS|gnment
1 32e+5- assignment sl
100.%
P 11 o
Pimiz) . (il o
. Sias , B d2pd 9936
o 3ea o, HEE44 T 2 8403 10 » . %1
2458 a Ta TRTE 1020 7 o 12
407 5 2338 12 a7 15976 1715 17854
b 2 | l J. 1728 8 1427 : | 17474 ?‘ "
1 . . |k| | T 1 " Ll el L 'l L ol . l: .'...1 ﬁ.'?l.-
bod
L L L] L h L] L] L] L] L]
200 400 &0 200 1000 1200 1400 1500 1300
DELTAETD 2506 2518 .0 phi Mazz [rniz) MH+: 121 0954 miz: 61437 2.3
# MH* MH* MH* Protein . |
Rank Score Pl BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species besesion - LSS Protein Name
(%) 1 Index #
ons (Da) (Da) (ppm) (Da)
1 16.26 882 12 4125 Q269q Y279y (K) a/L V/RIGIE P\N|V|S|¥|INC|S\R (Y) 1777.90  63.1941 1381  50981.1/8.95 Homo sapiens 49574532 5729 glycogen synthase kinase 3 alpha
1 16.26 88.2 12 4125 Q206q Y216y (K} a/L V/RIGIE PA\N|V|S|y|I\C|S\R [Y) 1777.90  63.1941 1381 48033.9/8.98 Homo sapiens 21361340 32226  glycogen synthase kinase 3 beta
Fragment.ion (m/z) |245.76 [316.14 [497.51 [519.34 [554.41 |762.47 |780.49 |849.26 |857.47 [895.60 [948.46 |993.61 |1080.67 [1289.25 [1304.69 [1323.80 |1345.44 [1437.47 [1502.74 [1597.55 [ 1683.90 |1687.04 [1714.96 [1715.77 [ 1766.93
Frac. Inten.(% of TIC) | 494 [ 570 | 213 277 [ 663 421 246 [ 1026 270 179 362 1192 469 364| 285 424 242 292 20| s15[ 487 199 193[ 21
Rel. Inten.(% of BP) | 4147 | 47.85 | 17.89 | 2323 | 5566 | 3531 | 20.65 | 86.11 | 22.66 | 14.99 | 3041 (100.00 | 3934 | 3058 | 2389 | 3557 | 2031 | 2451 | 1766 | 4318 | 4089 | 1671 | 1620 | 18.02
Score 100 | 048 | 100| 100| 100, 100| 100| 100| 100| 025 100| 100| 00| 00| 025 400| 00| 100 025| o025| 100| -017| 025 -0.18
lon-type 7y Cs z, s 7'y & To |24, ' 7 Cy Cig L Y10 €11 Z'y Ciz LA ¢z Cig LA
Delta Da -0.37 019 | 009| 007| 019 005| 005 007| 01| 008| 006| 009| 073 016| 019| -010| 078| 009| -018| 014 0.16
C++

]
0.23

1.91
16.05
-0.16
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lons that verify assignment

\

MSTagla]l a | | P | v | 5 | € | R | v | =@ ] 1 T v ¥ v o le s ] Lo |
Pimiz) Pim/z-17
1 Eda-tim G306 1258 6
42 1%
ik
= 13746 . . .
1 . o 2 " 2
1188.8 2l 14 14 17 13
14766 18722 1916.9 2058 .1
] | ] 12302
Wlodll L RN R VO [ |1 I PR I PO AN N RN I
200 400 B0 a00 4000 1200 1400 1600 1800 2000
DELTAKIETD. 3902 3902 .3 phl Maz= [mfz] hiH+: 2516.0954 msz: 83937 23
# MH* MH* MH* Protein . .
Rank Score S‘,EI BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/ pl Species Acce;smn MIS;jﬂlge#st Protein Name
(%) lors (Da) (Da)  (ppm) (Da} dex
1 7.81 550 10 11/24 M1m Y16y (Jm A\A G B/I S/E R/N Q|D A|T\V ¥ V\G G|L D/E K (V) 242117 949240 M2.3 44386.0/8.55 Homo sapiens 5032069 31597 splicing factor 3b. subunit 4

Fragment.ion (m/z) |235.44 |245.24 [246.86 [253.90 |260.10 [1137.76 [1145.24 [1188.84 [1202.24 [1279.31 [1328.99 [1330.85 |1374.57 [1476.53 [1572.25 [1610.88 |1621.20 | 1680.65 [1857.71 [1916.92 [2031.53 [2058.07 [2096.84 |2169.90

Frac. Inten.(% of TIC) 274 476 4.65 207 238 3.59 274 10.00 4.08 250 10.14 205 7.97 8.36 3.50 348 209 537 220 315 208 3.05 3.13 3.92
Rel. Inten.(% of BP) | 2702 | 4695 | 4592 | 2044 | 2350 3540 27.03 98 64 40.30 24 62 | 100.00 2023 T8.58 82.52 34 .50 3429 2061 52 96 2172 31.07 2054 30.11 30.90 38.70
Score 1.00 100 | -046 | -0.20 1.00 -0.35 1.00 1.00 -0.40 -0.25 -1.00 1.00 1.00 0.25 1.00 -0.34 -0.21 -0.63 1.00 1.00 1.00 1.00 -0.31 -0.38

lon-type G| T, Zo Zag €14 iz Cia Cig Tig Tig Ci7 Cig Tig

2

Delta Da -0.67 0.61 -0.04 0.74 0.26 0.28 -0.07 017 042 0.10 0.06 0.63 0.14




Peak 235

MiTagt k| w | & | & | | = | v | s | v | v |s5]| C | E vo| v A (I -
ey Pim/z-27
R ¢, 531.4 . . 1605.7
assignmen
TEO%R|  EERT g o (i1
1o Rimdz-27
10699
. . 4
N E Piméz}H, 0 " ' : '
Sy 4034 4 (m/zpH. 0, LT “ “ . R
233 3 | B35 .4 cqtg B 0863 "3'1 : 12 14 12
: “ ge0. || : 1226 1 1386 I
o ]I] 1 |I. i | r | L |g L ﬁ l , |I|:I Ll % L1 If 1 .1q“+'q | h L I.| | ’92.5'3 r
200 400 EO0 3 1000 1200 1400 1600 1800 2000
WT_EGF_ETD.4072.4072.0.pkl Mass [mfz] hAH+: 3207 4582 mse: 80262 20 4
# MH* MH*  MH* Protein . .
Rank Score ol BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species fEEsan (L Protein Name
(%) Index #
lons (Da) (Da)  (ppm) (Da)
1 853 6718 9 a1 YA&13y (R)S R\V A\QIQ P L S\L V\G C/EVV P D P S PDEHL/y|S F\R (I) 312557 81.8857 598.4 91300.1/521 Homo sapiens 50897850 16304  KIAA1914 protein isoform 1
1 853 678 9 a1 Y413y  (R)S K\WVA\QIQ P LS\LV\GC/EVV EDP S EDEL/y|S F\R (I) 312557 81.8857 598.4 90860.6/5.19 Homo sapiens 24308338 20496  KIAA1914 protein isoform 2
Fragment.ion (m/z) |232.73 249.03 [393.43 [403.36 [531.38 |584.24 [636.45 [781.04 [912.51 [919.52 [956.34 [1138.24 [1339.01 [1408.51 [1524.64 |1553.91 [1581.77 [1608.76 |1616.49 |1710.80 | 1867.93
Frac. Inten.(% of TIC) | 948 [ 281 [ 505 320 [ 2635 | 191[ 202 207 240[ 252 201 348 624 376 280 616 723[ 302 250 298 198
Rel. Inten.(% of BP) | 35.99 | 10.66 | 19.17 | 1213 [100.00 | 724 | 768 | 7.85 | 911 | 968 | 7.65| 1323 | 2369 | 1428 | 1064 2337 | 2746 | 1148 | 950| 1129 753
Score 100 | 011 | 100| 100 | 100 100 | 100| -008| 025| 025| 100 -013| 100| 025| 100 -023| 027| -011| 00| 011 -0.08
lon-type -] 7, Cs | CHyy z, g | ¥y Ca Toty, | Oy | Oy
Delta Da 043 023| 009 006| -062| 022 060 01| -021 039 033| -009




Peak 236

M3Tag 4 i a F L L W G C E W W P
I I I I - .t ] | 5 | I I I I
Yo Ma Yo Y3
Aot G50 917 TAG.S 3057
+3
23.7% Y1z By
504 6
5D 6 75F 5 " Q36 .6
b, o L e ¢ Yan sl w
! 15
+2 b 437 Gas 4+ 9 GV G4p9 TEST N b Yaon iByg by
4 a5 (& 6013 B4F G . 1056 2 11 I 12625 1
12 25.?'2 29?'1 34II-I I ] 4 5?'?. |Il.| nl R ||Jh‘5 5 .uII | " I I. 115.3'?. L | ] |
h:l- Ll L L n ‘ L L L] L] L] L] L] L]
200 400 00 &00 700 a0 400 1000 1100 1200 1300 1400 1500
WTCI0.5237 5251 4.pkl Mass [miz] MH+: 2991.7782 miz: 7487 = 4
H5T391A|q ||:4 IPILISILI'-.-'IGI C | E I'-.-'I'-.-'IPII:I |P|s|P||:|
'33 . .
lons that verify assignment
4 42e+n 6.2
100 %
R Pimiz-1) 14822
s4z9 p Fig Fig 'zf-cw*'* S .
nf: - 740 5 BRI Fa S ' 3
3 5 856.2 1277.2 z
1122.2 (014 12 1694.3 18233
| T T | T
o Ll |II | L | | Al L I L Ll | I L I L 1 | L L
L] L] T L] L] L] L] L L] L
200 400 §00 200 1000 1200 1400 1600 1800 2000
DELTAETD 4343 4343 .0.pkl Mass [miz] MH+ 2991.2552 miz T48.57 24
1 21.25 927 12 525 Y413y (K)v A Q Q\P L|S\L|V|G C/E|V|V/B/D/P/S PDHL Y S FR(l) 2910.45  81.3327 456.7 91300.1/5.21 Homo sapiens 50897850 16304

CID

ETD

KIAA1914 protein isoform 1

Fragmention (m/z) |427.29 | 504.59 | 537.54 |545.36 |601.32 | 637.50 |641.87 |650.05 |677.46 | 686.11 |691.74 | 707.34 | 718.90 |724.59 |732.17 |756.26 | 785.68 |805.74 |837.58 |855.37 | 919.67 |936.64 |1028.41 [ 1054.70 | 1056.78

Frac. Inten.(% of TIC) 147 3.56
Rel. Inten.(% of BP) 498 | 1207
Score 1.00 1.00
lon-type b, |y+++

Delta Da 0.06 0.37

1.34 1.38 0.92 1.62 1.46 7.74 11 244 | 1058 19 1.71 0.04 233 | 2953 205 | 11.72 1.65 5.86 1.28 4.7 1.09 1.25
4.53 4.66 3 550 4.93 | 26.22 376 8.27 | 3583 6.46 579 014 7.89 | 100.00 6.95 | 39.68 559 | 19.84 434 | 1596 3.68 4.24
1.00 -0.05 1.00 1.00 1.00 1.00 -0.04 1.00 1.00 1.00 1.00 1.50 -0.08 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 -0.04
) AR rE Yty b | brs, |y, yrie,o | e, [ boNH, fyees, b, Y¥rp Yty [ Vg by | y++,, | bghH, by |y,
030 0.06 013 0.04 027 048 038 -0.03 025 019 044 032 038 010 048 015 0.09 047
y++11 1.50 y++15
0.04 sty 0.26

073

1.23
415
0.04




Peak 237

Gl EEL A I L R O L RO B ¥ s 1 v Tl 1 = | * ] v ] v
2 Eletin assignment
75.0% ity
Coz 131.9 e 3
[ 12
wPmiz : 9 oia " 1431 1490 2 "
' z z ardd | ¢ z . : 2 . .
2 e 5 gajq EE 7 2l "1 ¥ I . 15 2 "
o 44345 533.|?| | |?9r.4 g|3 _r qs7.8 134 : SIiI_? 1317 6 l l 16751 | 191F-9 053
m I 1 L. L 1 1 1 1 ol 1 | A L 1 1 L Ll ol 1 1 s 1
| ! | | | L] || ) | | | I bl
) L] L] L] 1 L] Ll 1
400 1] a00 1000 1200 1400 1600 1800 2000
WIT_EGF_ETD 3332 2338 .0 pkl Mazz [miz) hiH+: 2361.0082 mf: 59103 =204
# MH* MH* MH* Protein . "
Rank Score IS'E; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn Mlﬁ;’[:f;ﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 869 779 12 6/22 Y67dy [K)YI/R P S S/S/AIN A|I/¥/S\LIA|A R P/L P V P\E (L} 2280.31  80.7907 349.2 99633.4/6.10 Homo sapiens 52426745 29140  Cas-Br-M (murine) ecotropic retroviral transforming sequence
Fragmenton (m/z) |249.09 |553.70 | 567.52 | 658.84 |688.42 |744.84 |758.56 |861.85 |873.70 |917.21 |933.89 [1116.26 |1133.96 |1280.05 |1430.96 | 1490.22 |1501.13 [1578.95 |1675.10 1746.46 |1834.64 |1925.27
Frac.Inten.(% of TIC) | 6.29 | 224 | 256 | 224 577 451 220 311 1076 320 s85| 667 380| 331[ 685  1009| 347 484 553 284 265[ 304
Rel. Inten.(% of BP) | 58.43 | 20.83 | 23.70 | 2083 | 63.61 | 41.94 | 21.33 | 28.92 100.00 | 20.80 | 54.37 | 5271 | 3532 | 3076 | 60.93 9384 | 2045 | 4220 5139 | 2643 | 24.66 | 28.23
Score 058 | 025 100 100| 100 100 021| 100 100 100 | 025| 1.00| 025 -0.31| 025 026| 1.00| 042  025| 025  -025| -0.28
I Vs | Zoq | B hyp Er | 3 Zy Cy | Zy7 'y | ey, 'y iz LH Cig L L
Delta Da 033 067 | 002 002 044 031| 022| 073| 030| 016| 026 024 | 040| 038 020 | 083
= ++12 = ++13 = ++1€- = ++21
0.05 | 0.07 0.73 047
34,

044




Peak 238

M5Tag1 g ] Q P P P W G T
I I I I I I e I I I
by 15
4.12e+5- 4725 5444 il 7O
47 1% 4
Vs B4 B0
¥ 75 4 bg:gﬁﬁ s b o031 a6l Ok ¥ 9755 CID
R I
62.3 . 43 .4 4 ks 87f[z Vs Vg
4 GE5.4 | TO03.8 756 .4 I:'11 1104.6
aas s 3T 4 &k fi25.3 g7 M1 .
ME_H 8 ' 1 Ly . .:I.ul.j. i ' L i .
200 400 500 800 000 1100
DELTAKI_CI0 2634 3725 0 phl Mass [miz) biH+: 2070 3354 mi 6938 23
Whatol v | & [ p | » | P | L viole ] T ¥ I | ™ | | v s 1 = |
Pimiz-17
"y
B82.1 1040 2 2053 2
2 5etn B35 . 15 Fim{z-2)
assignment ®4a a0 "2
azagn| 2t e gt 2041 4
1203 .3 16 " agq 2 .
46 8 aihis % - 1535
: M=) e s HEY pms o qarie
z 4 z
2 6933 . 0] 4 11825 = ETD
Hrea 1222.1
A 60 2 0304 . 17767
Y | R | | i I PR v
b H | . II . .I ! I I|I | . I. | o IEII'E - el i III |
200 400 &0 &00 000 1200 1400 &0 1300 2000
DELTAETD. 30583059 0 pkl Mazs [miz] hiH+: 2075 8154 miz GE361 =3
1 1873 946 8 225 Y715y (KA T G N QIB/B/E LIVIG T y/N TILILIS R (T) 1999.06 80.3247 1724 B85035.1/6.77 Homosapiens 54792129 34283 discoidin, CUB and LCCL domain containing 2

Fragment.ion (m/z) |262.17 [375.45 [438.44 455.56 |472.55 [488.81 | 54437 |[55337 | 503.92 [603.07 |671.20 |676.82 |703.84 | 747.51 |756.37 | 767.69 | 795.99 [804.93 | 844.39 [853.21 | 858.60 |876.66 |909.67 | 958.54 |975.54

Frac. Inten.(% of TIC) 168 | 266 1.70 250 449 1.90 795 6.86 186 | 3.39 1.59 3.84 1.55 1.69 1.74 235 19.77 | 1224 415 | 241 240 | 249 | 238 295 | 348
Rel. Inten.(% of BP) 849 | 1345 | 861 | 1264 | 22.70 9.62 40.20 | 34.68 941 | 17.16 8.02 | 19.41 782 8.53 8.79 11.88 100.00 | 61.89 21.01 | 1218 | 1212 | 1258 | 12.04 14.93 | 17.58
Score 1.00 1.00 1.00 0.50 1.00 1.00 0.50 1.00 0.50 100 -0.08 | -0.19 1.00 0.50 1.00 0.50 1.00 1.00 0.50 1.00 0.50 1.00 1.00 0.50 1.00
lon-type Y2 Y3 | by |boNH, by | breyy |yeegH0 | oyrrg (yer O |y, Ye [Y+at0 | yregy (bee HO begg | Yy, |beegt0 | b (BgH0 by | b+, [bNH, | by,
Delta Da 0.02 021 | -0.29 0.37 0.33 0.54 0.62 0.61 063 | 0.78 043 0.63 0.48 0.33 037 | 052 0.49 0.31 015 | 020 022 0.04 | 0.01
)-+++12 y4 )‘++14-I‘IZO
0.64 0.49 0.58




Peak 239

M3Tsgty] s | s | 7 | H | ¥ | v | v | ¢ P E | R | | 5 | T | v |t
assignment
G 1202 .6
2. T0e+in \ 7
q00.4
Ta.0% .
=3 1822 .3
: o N 1305 )
62 2 5805 ger s ook 5 . G , .
245 g I 17 11326 1 o
2
t 3 gres 1067 1087 14004 14312 1814 201g 520901
W e T el g0l |
5161 l |
Tkl | 1 hii T Wl bl | Lo e b
h:l L] i L] L] L] L]
400 sh 200 1000 1200 1400 1600 1800 2000
DELTAETD. 2609 2609.0.pki Mass iz ] MiH+: 21191732 mfz: 60555 z: 4
# MH* MH* MH* Protein . .
Rank Score Pl BCS Unmatched Variable sites Sequence Calculated Error Error 1Av/pl Species ccessionppiLs igest Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 1483 817 12 525 Y859y (K) K V|S)5/T H\y|¥/L/L B E/R P S5/Y\L\E\R (Y) 2338.22 809592 4104 114569.2/6.85 Homo sapiens 56549666 24052 tyrosine kinase, non-receptor, 2 isoform 1
1 1483 8.7 12 525 Y937y (K) K V|S|S/T H\y|¥/L/L P E/R P S/Y\L\E\R (Y) 233822 80,9592 4104 119349.6/7.60 Homo sapiens 58331191 30304 tyrosine kinase, non-receptor, 2 isoform 2
Fragment-ion (m/z) |244.97 [332.31 |564.26 |580.54 |623.28 |657.49 |761.10 [900.42 [905.60 | 1001.06 [1009.94 [1044.67 [1066.98 [1088.34 [1131.69 [1219.14 [1244.95 [1358.03 |1521.19 |1522.27 [1765.28 |1813.97 |2019.57 |2090.07 [2132.89
Frac.Inten.(% of TIC) | 560 | 444 | 277 [ 016 275 | 401 398 [ 1075 1200 299 346 210 257 307 678 226 205 272 220 748 223 402 396 232[ 28
Rel. Inten.(% of BP) | 4344 | 3439 | 2147 | 127 | 2132 3107 | 3088 | 8332 (10000 | 2314 | 2680 | 1625 | 19.95 | 2379 | 4482 | 1751 | 2287 | 2107 1707 | &7.97 | 1730 | 3114 | 3067 | 1800 | 1953
Score 100 | 100| 100 15 | 025| 100 100| 100| 025| 00| 00| 00| 00| 100| 100| -018| 026| 026 026 -068| -017| -0.31 100 | -018| 025
lon-type Ca & z, Ve [T Co | T+ Cri T'p | T | Crh | T | Cheo | TR | Che, LA LA ", Cie iz
Delta Da 023 | 008| 003| 023| 044 | 012 | 069 002| 012| 009| -005| 018| 045| 033| 064 029| o028 o038 0.60 -0.18
1.50
sty

-0.27




Peak 240

Mt e | L ¥ | v 1 » | = | & | R
PimJz-17 PimJz-27
9.10e-+im Q6T 5 assignment 1935
75.0% . / A(m-2)
o .
ang .4 z? 2 , =
v 1076 5 5 i ’ &
??1?4 a6p 5 11547 12878 Iy SE 15;3 ; 14
M85 4105 o T 13043 15086 ' Rk
- r ol lI b lL IIJ i uiyl i ..||.“ L LI 1 I.: T 'I i Ll
200 a00 1000 1200 1400 1600 1800
DELTAKIETD. 1033, 1042.0.phl Massz [miz] miH+: 1932.8654 mie: G406 z: 3
MH* MH* MH* Protein .
Score IS“:II BCS Unmatched Variable sites Sequence Calculated Error Error Mw/pl Species Acce;.smn Protein Name
lons (Da) (Da) (ppm) (Da)
8.98 730 1 (R) A/L P Q/N/D/D|E|y|V\M Q\E\H\R (K) 1852.84  80.0259 30.8  114569.2/6.85 Homo sapiens 56549666 tyrosine kinase, non-receptor, 2 isoform 1
8.98 730 1 (R)A/L P Q/N/D/D|H|y|V\M Q\E\H\R (K) 1852.84  80.0259 30.8  119349.6/7.60 Homo sapiens 58331191 tyrosine kinase, non-receptor, 2 isoform 2

Fragment-ion (m/z) |246.08 [248.85 [540.45 |771.42 [783.45 [908.49 [1026.53 [1151.50 | 1164.66 |1250.81

[1272.20 [1278.53 [ 1286.73 [1287.84 [1290.58 [1394.33 [1465.72 [ 1508.64 | 1510.09 [1639.56 [1775.77 [1776.96 |1847.08 | 1861.14

Frac. Inten.(% of TIC) 1.84
Rel. Inten.(% of BP) | 1240 | 12.17
Score -0.12 | -0.12

lon-type
Delta Da

1.99 5.44 4.94 1.93 1.71 1.67 11.21 3.40 535 229 220 4.90
13.38 36.58 33.23 13.00 11.53 11.25 75.46 22.90 35.98 15.41 14.80 33m
1.00 0.25 1.00 -0.13 1.00 01 -0.75 -0.23 0.25 0.15 0.25 1.00

) e

10 Ty ' ' €12
0.05 0.19 029 0.05 -0.19 0.08 0.47

1.81 451 225 318
12.19 30.33 15.16 21.40
1.00 025 0.25 0.25
Ciq Cia ", Yia
0.05 023 032 -0.63




Peak 241

MiTaats]l s | 7 | H | ¥ | v | L L | r E | r | s ] | v ] e | ~r
Pim/z-27 .
assignment
o 1146 2
1.34a+i- e EH
201 Rimiz-13 i
42 1% . a7
' T3 . '
2, 24.F‘(m EHED . ‘, 2, o 24 L
an hGid4 4 7 1040 5 113007 o 1387 5 1521 20045 "
2 354 12947 o 21?
13 14 5y 21761
& ol L OV A O O 1
b Ijl | ||II|I | I . | || . | | I|| |||I|||I| I || . L . .1:19 I3. .| I FE T
200 400 i} a00 1000 1200 1400 1800 1800 2000 2200
WT_EGF_ETO.2817.2817.00.pkl Massz [miz] hiH+: 2291.0982 mfe: 57353 z: 4
# MH* MH*  MH* Protein . .
Rank Score L BCS Unmatched Variable sites Sequence Calculated Error  Error MWWipl Species Becessonglis Nigest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 888 76 1M 419 Y859y (K)v/s SIT/H y|¥\L|L P|E|R P\S/Y/L\E R (Y) 2210.12 80.9741 439.9 114569.2/6.85 Homo sapiens 56549666 24052 tyrosine kinase, non-receptor, 2 isoform 1
1 888 76 1M 419 Y937y (K)v/s SIT/H y|¥\L|L P|E|R P\S/Y/L\E R (Y) 2210.12 80.9741 439.9 119349.6/7.60 Homo sapiens 58331191 30304 tyrosine kinase, non-receptor, 2 isoform 2
Fragment-ion (m/z) |246.98 [248.79 [291.02 [401.20 [469.33 [772.35 [821.04 [834.84 [905.68 |935.43 [950.44 [1001.74 [1049.54 [1088.17 [1259.51 | 1387.54 |1520.98 |2003.61 |2006.93
Frac. Inten.(% of TIC) 575 8.37 718 418 3.05 573 354 4.62 943 337 359 577 337 7.83 370 589 542 5.58 364
Rel. Inten.(% of BP) 61.01 | 88.72 | 76.14 | 4427 | 3239 | 60.71 | 3752 | 49.00 |100.00 | 35.74 | 38.05 61.19 35.68 83.00 39.22 62.45 57.48 59.13 38.55
Score 061 | -0.89 1.00 1.00 0.25 1.00 1.00 | -0.49 0.25 1.00 1.00 1.00 0.25 1.00 0.25 1.00 0.25 1.00 -0.39
lon-type LS 7y | ey G | € tia ' Cr [Tdyy | Ty Cg | T4y, o €1 L Cie
Delta Da -0.15 0.03 0.64 0.05 014 0.20 0.06 -0.01 0.77 0.08 0.16 -0.08 -0.09 017 -0.35
¥y, ¥s Yig
0.36 0.00 -0.16




Peak 243

MiTaat w0 | o | R ls] 7 | & | | &« | °fr &) @ | g |s | v | ¥ R
1.33e+d- Pimyfz-27 . .
1005 lons that verify assignment
. Pimiz) Pimag-11 g 11104
G
5550 T4l .6 S p 3 B
Gy . e B 0357 ) 2 "
' , i = &y 13 S 2
268 I B57. o, . 1 15605 18
O M Tt s . T 4t [] |
wd — A i T o 1l ."||- I 1||FI|[ L [ ] WL I 1YL | T A '.'l" g HINN
200 400 ) EQ0 200 1000 1200 1400 1600 1800 2000
DELTARIETD.O224.0334.0 phi Maszs [miz) MH+: 22196182 maz: 55566 z: 4
# MH* MH* MH* Protein . .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Becessioniis finest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 7.94 58.0 9 11/24 Y3iTly (K)I/HII D R|G P E|E\E P\A/Q\E S\N v R (L) 2139.06  80.5604 267.7 70392.8/6.09 Homo sapiens 5803173 30577 solute carrier family 20, member 2

Fragment.ion (m/z) |250.83 [268.01 [591.35 |645.95 |651.76

|674.84 [744.85 [785.36 |834.18 [852.92 [861.05 [911.65 935.70 [994.27 [1045.34 |1065.00 [1088.62 |1158.89 |1284.85 |1290.00 [1499.53 [1569.52 | 1668.85 | 1831.64

Frac. Inten.(% of TIC) 239 2.80 361 4.46 7.97 377 974 2.58 372 352 4.87 4.07 4.88 3.04 2.38 4.96 574 319 3.88 3.56 3.79 2.39 5486 322
Rel. Inten.(% of BP) 2454 | 2877 | 3710 | 4584 | 8181 | 3875 [10000 | 2652 | 3824 | 3615 | 4996 | 4178 | 5010 | 3117 24 40 5089 58 94 3276 3984 36 56 38 94 24 59 5602 3309
Score -0.25 1.00 -0.37 1.00 1.00 | -0.39 1.00 1.00 -0.38 1.00 1.00 -0.42 1.00 | -0.31 1.00 1.00 -0.59 -0.33 1.00 1.00 -0.39 0.25 -0.56 -0.33
lon-type €2 CHryq Cs CHeyg |24, s Zy Cs Ty s T Ciq LA
Delta Da -017 0.60 -0.63 -0.05 0.53 -0.02 0.74 0.19 -0.12 045 -0.68 0.30 -0.14
¥
0.48
I3+,
013




Peak 244

WiTaal 1 | ¢ ¥ | « | = | v | e | | v ] v | A R (A A |
Plmuz-2)
H [
5 1datim assighment 4 1400
5733
56,254
\ Pimiz Fimdz-1) Pimpz-2)
& ' 003 6 1480 g .
. . 2022 v . i !
" c 17
2 2 2 200 .4 c I
i c 4 i b : z 169752
3 8 Fyg o 1 18601 2063 3
zig.r 2301 414.{1 i 4 | I 1[i16.? "1 1 . -
O N 1 T RO I O VO O i 1 0 2.2 S 11 | N T PR o
200 400 B0 00 1000 1200 1400 1500 1800 2000
DELTAETD. 2208 7298 0 phi Mass [mdz) MH+: 29782582 miz 74632z 4
1 10,72 1.3 12 824 Y198y Y213y (R)B/T B/¥|K|T\L|IE P VK P P/T V P|N\D|y/M T/S P A\R (L) 2816.43 161.8294 636.9 49376.3/6.81 Homo sapiens 61743946 4305 abl-interactor 1 isoform ¢
1 10,72 T3 12 824 Y193y Y208y (R)H/T B/¥|K|T\LIE P V E P B/T V P|N\D|y/M T/S P A\R (L) 2816.43 161.8294 636.9 51841.2/6.39 Homo sapiens 61743948 10824 abl-interactor 1 isoform d

Fragment.ion (m/z) |220.31 |430.42 |573.26 | 575.45 |646.36

[701.25 |739.71 [802.19 | 889.38 [915.49 |1003.04 |1031.96 [1044.92 [1114.40 [1118.88 |1139.04 |1204.57 [1410.92 | 1431.64 |1467.65 |1860.08 1879.25 | 1975.25 | 2063.32

Frac. Inten.(% of TIC) 5.61 231 | 1264 2.82 2.67 4.06 2.63 8.36 5.65 5.32 293 320 416
Rel. Inten.(% of BF) 4441 | 1825 (10000 | 2236 | 21.11 | 3211 | 20.78 | 66.17 | 4471 | 42.08 23.21 25.30 32.95
Score -0.44 0.25 1.00 | -0.22 1.00 1.00 0.1 1.00 1.00 1.00 -0.23 1.00 1.00
lon-type ¥s €4 Z'g s Ce (Y22 G oy | g
Delta Da 0.18 0.05 0.05 -0.05 -0.16 0.64 0.06 -0.02 -0.10

3+, z

21 7

-0.20 0.04

276
2184
0.22

3.32
26.26
1.00
Z'y
047

374 4.91 323 223 292

2957 38.85 2554 17.65 2310

1.00 -0.39 025 0.25 -0.23
iy Tty Y2
-0.00 027 0.04
-0.02

287
20.30
1.00
€18
0.1

417
32.98
-0.33

4.56 3.26
36.07 2581
025 1.00
<7 g
023 0.38




Peak 246

MiTagt s w | P | D | v | D N I [ U c I (R TN N NcH I ¥ | o |v
Pimiz-21 .
a55|gnment
2 ddetin 1438
100 % A(miz-1)

i 055 7 . 12

i .2 . 0 %10
=3 o] .

o 5 z 12 ‘15
. 4 ? z p o = o
z A61.5 8 10 1325 17 18
‘ 353 mlj I 1 9‘?-4 104?.“1131.3 | | [ m 1514'5 |1s19 1945.1
wod —all i P97 1) —LiLd I O P T T T TR T |
200 400 EO0 a00 1000 1200 1400 1800 1800 20010 2200
DELTAETD . 2589, 2589.0.pki Massz [z ] MiH+: 28655732 mfz: FITS8 z: 4
# MH* MH* MH* Protein . .
Rank Score al BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species (eseesion L Protein Name
(%) 1 Index #
ons (Da) (Da)  (ppm) (Da)
1 948 663 1 517 Y836y (K)I/s M P\D\V D L E L K G P/N/V\K G\E/v|D\V T M P\R (V)  2783.41 82.1675 T768.1 629104.8/5.80 Homo sapiens 61743954 7221  AHNAK nucleoprotein isoform 1

Fragment-ion (m/z) |248.82 [446.29 |561.47 [674.21 [910.72 | 917.39 [1078.06 |1096.73 |1154.21 [1368.40 [1410.54 [1444.92 [1531.10 [1541.13 [1633.71 [1818.96 |2191.34

Frac. Inten.(% of TIC) 6.90
Rel. Inten.(% of BP) | 51.42
Score -0.51
lon-type
Delta Da

571
42 55
1.00
Cy
0.05

319
2042
1.00
o

720
53.67
1.00
¥ g
0.40
7

&

012

597
44 52
1.00
Gty

0.72

4.81
35.89
1.00
Yt
-0.05

Z;

0.03

5.07
37.82
-0.38

4.06
30.30
1.00
G+t

0.70

545
40.64
1.00
C+ag

0.66

507
37.81
1.00
Ctag
0.75

"+
2 24

0.76

100.00 50.58 3154 30.90 37.24 36.81 5464

13.41 6.78 423 4.14 4.99 4.94 7.33

-1.00 1.00 -0.32 -0.31 1.00 1.00 1.00
L Cig €17 Cig
0.29 -0.16 -0.03 0.28




Peak

M5Tag 1 M | T | 5 | D | T | ¥ | T | » | H | » |5 ] ~ | k |
Pimysz-17
457 e+im THOE assignment
1010184 / )
“ Pimyfz-2)
. mie-
2 Ty Pimiz) 2, LA R )
4 . Cg [ "Ry 2 = ' 1518
p 43 2, A0BS 882 .4 z 12 1220585
T 0z l § l L 636 5 | J 10515 10 11563 1257 7 131IE.E V25t 7 J
b . | ] lz?F | | . 46?_2” . . |l | | . ] | |Il L 1|:|5:9;3 Il Ly li I EFI o l
200 400 i EO0 a00 1000 1200 1400
WT_EGF_ETD. 130113012 pki Maz=s [riz] PH+: 15169154 mdz: 06,31 23

1 1255 746 12 8125 Y412y (R} L/M/T/G\D|T|¥\T\A|H|A G|A\K (F) 1436.68 80.2316 174.9 124955.4/8.96 Homo sapiens 62362412 144 v-abl Abelson murine leukemia viral oncogene homolog 1 isoform b
1 1255 746 12 8125 Y393y (R) L/M/T/G\D|TI¥\T\A|H|A G|A\K (F) 1436.68 80.2316 174.9 122873.2/8.84 Homo sapiens 62362414 2229 v-abl Abelson murine leukemia viral oncogene homaolog 1 isoform a
1 1255 746 12 8125 Y439y (R) L/M/T/G\D|TI¥\T\A|H|A G|A\K (F) 1436.68 80.2316 174.9 128343.6/8.31 Homo sapiens 6382062 2487 v-abl Abelson murine leukemia viral oncogene homolog 2 isoform b
1 1255 746 12 8125 Y424y (R) L/M/T/G\D|TI¥\T\A|H|A G|A\K (F) 1436.68 80.2316 174.9 126684.9/6.82 Homo sapiens 153266778 26935  w-abl Abelson murine leukemia viral oncogene homolog 2 isoform ¢
1 1255 746 12 8125 Y403y (R) L/M/T/G\D|TI¥\T\A|H|A G|A\K (F) 1436.68 80.2316 174.9 124560.7/7.52 Homo sapiens 153266757 33942 w-abl Abelson murine leukemia viral oncogene homolog 2 isoform a
Fragment-ion (m/z) |217.64 [233.33 [245.60 |302.24 [330.23 [420.19 [535.38 [636.52 | 695.58 |879.31 |882.40 |980.24 [983.53 |994.44 [1007.51 [1051.49 [1130.24 [1156.34 [1188.75 [1254.24 [1257.73 [1316.58 [1318.84 |1387.66 |1389.57
Frac. Inten.(% of TIC) 2.58 5.50 4.67 219 344 5.34 5.36 3.29 3 3.88 4.51 207 | 1747 3.69 290 3.39 2.39 3.58 224 2.12 2.38 321 343 2.69 3.98
Rel. Inten.(% of BP) 1477 | 3145 | 2672 | 1253 | 1968 | 3056 | 30.67 | 1883 | 21.26 | 2221 | 2579 | 11.87 |100.00 | 21.11 16.61 19.38 13.67 20.50 12.83 12.13 13.63 18.37 19.60 15.38 2280
Score 0.25 1.00 | 027 | -0.13 1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 1.00 | -0.21 017 1.00 0.14 0.25 1.00 0.12 0.25 1.00 0.20 1.00 0.23

lon-type Yz | T+ Z, Cs Cs Cg | gy & g g Ty €y ' Cio ' Ci2 E

Delta Da -0.51| -0.80 0.04 | -0.04 0.13 n.22 0.79 | -0.02 0.04 | 014 0.12 0.07 013 027 0.22 0.05 0.09

Y™z |23 L3

-0.25 0.80 0.1




Peak 248

MiT=a1 o | ¢ | D | H | o | = | |5 | F | 7 | = | ¥ | « |~ ] 7 |r
Pimysz-27
£ .55e-+im Pimiz-1) 114 assignment
56.2% AT . Pirpfz-2)
"5 g 2. o 1if{a.2
5154 2
2 652 4 Q045 . 1 , " ‘17
z P - 1322 ' .
] 3 430 4 (myz-1 ] D;g £y Si4 e o L, s
;313 745 3 1425 1557 2 17115 o 17
oD 4 A 17969 y208 210650
[T 1) e |
400 EO0 a00 1000 q200 1400 1800 1800 2000
DELTAETD. 2508, 2528.0.pki Maz=s [riz] haH+: 22245732 miz: 5569 z: 4
# MH* MH* MH* Protein . .
Rank Score IS“:}I BCS Unmatched Variable sites Sequence Calculated  Error Error MWipl Species Acce#ssmn h‘ﬁ;}:g?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 18.27 941 14 224 Y187y (R)v/A/D P D\E\D\H|T\G|F\L|T/E|y/V/A T\R (W) 2144.00 805738 2731 41389.9/6.50 Homo sapiens 66932916 20787 mitogen-activated protein kinase 1
1 1827 941 14 2124 Y187y (R)v/A/D P D\H\D\H|T\G|F\L|T/E|y/V/A T\R (W) 2144.00 805738 2731 41389.9/6.50 Homo sapiens 20986531 21374 mitogen-activated protein kinase 1

Fragment.ion (m/z) |331.34 [430.35 [452.90 [515.44 [531.88 |652.42 |673.30 [767.52 [776.98 |802.64 |904.48 [998.91 |1005.52 [1019.47 [1034.13 [1063.73 | 1164.59 [1210.52 [1322.00 [1323.90 |1552.81 [1575.89 [2039.03 |2068.63

Frac. Inten.(% of TIC) 2.58 2.81
Rel. Inten.(% of BP) | 31.84 | 3461
Score 1.00 1.00
lon-type g 9

Delta Da 0.15 0.10

4.64
57.29
1.00

CHy

0.20

4
Z T

0.71

542 0.09 553 3.26
66.81 109 | 68.16 | 4023
1.00 1.50 1.00 1.00
Cs | C*4yp Cs z,
0.19 0.15 012 0.02
1.50
sty

-0.37

483
59.53
1.00
C;
0.19

6.21
76.55
1.00

e,

427 8.11 3.10 264
5268 [100.00 | 38.24 3253
1.00 1.00 | -0.38 1.00
Zy Cs Cs
0.31 0.09 0.08
7’
010

5 55
658.39
1.00
e,
0.04

39N
48.20
1.00

CHtig
0.18

3.46
4263
0.25
o
0.26

++
Y 18

0.78

4.05 584 432 3.04 3.26 281 6.97 332
49.96 72.04 53.32 3751 40.26 3463 8593 40.91
0.25 0.25 1.00 025 1.00 -0.35 025 025
z'y i Ciz ¢z Cis e s
0.06 -0.02 -0.61 0.28 011 018 0.74
Z44
041




Peak 249

MiTagt| D | P | D | H | o | +H | 7 |5 | F | v ] t | e | y | v« |2~ ] 1 |~
Prmyz-2)
assignment
1 N2e+s- 2 1154 g
100 % G734
z
, 2 202 4 e SHED Sy
2, Y% : . 5 % ' 1633 4 :
2 R 1 N grha 13 12433 . 13 ' 15, 18
Y - TER 11 16
60 2 l l | 15047 T e g 2147 7
S T | E Ll | l.lu iy g MR 1]‘"22'5.....; . ! P |I|.4 . ?]5. il
200 400 Jili] 200 1000 1200 1400 1600 1800 2000
DELTAETD.2354.2357.0.pkl Mazs [miz) MiH+: 23047382 miz: 57694 z: 4
# MH* MH* MH* Protein . .
Rank Score I BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species Accession NS Digest Protein Name
%) lons (Da) Do) | 0 # Index #
ppm) a)
1 16.47 92.8 12 2122 T185t Y187y (R)V A D/P/D\H\D H T|G|F L t|E|y/V/A\T\R (W) 214400 160.7338 347.6 41389.9/6.50 Homo sapiens 66932916 20787 mitogen-activated protein kinase 1
1 16.47 92.8 12 2122 T185t Y187y (R)V A D/B/DA\H\D H T|G|F L t|E|y/V/A\T\R (W) 2144.00 160.7338 347.6 41389.9/6.50 Homo sapiens 20986531 21374 mitagen-activated protein kinase 1

Fragment.ion (m/z) |331.15 [430.25 [515.27 [531.90 |652.32 | 673.35 |689.40 [753.01 [802.42 817.73 [953.38 [ 1005.58 |1063.75 |1074.27 [1243.75 [1300.87 1504.05 [1505.82 [1633.43 |1976.86 |2046.27 | 2148.65

Frac. Inten.(% of TIC) 218
Rel. Inten.(% of BP) 16.04
Score 1.00
lon-type e

Delta Da -0.04

4.80 i 3.30 392 13.62 372 3.89 979 554 216 2.50 501 6.95 472 255
3527 | 2355 | 2420 | 2880 | 100.00 | 2728 | 2854 | 7189 | 4067 | 1586 18.35 36.79 50.99 3467 18.70
1.00 1.00 1.00 1.00 1.00 025 1.00 1.00 0.25 1.00 1.00 0.25 1.00 1.00 1.00
z, G5 | Ty Cs |¥*+rie Y5 [ € *ya Tg | CHryy |ZH4g Ca Cia | g 'y T
-0.00 0.02 017 0.02 -0.26 010 0.69 0.09 0.39 0.01 014 0.28 0.34 0.26 0.36
z, Ye
0.07 -0.61

261 463 723 256 220 2.89
19.19 33.97 53.09 18.79 16.18 2122
1.00 -0.34 1.00 -0.19 1.00 0.25
Ci3 Cia Ci7 g
042 0.76 047 0.79




Peak 251

MSTeatom | v | e ] t I y Il s |~ 1 v | t | I«

Pimiz-1) Pimiz-2)

2592+ Zg 7049 Cg 5 . ' 15906

L] 12
G33.2
100.% 037 1143 . 15167 prrfiz-2)
267 5 © w0 ' 11 14az
. c i
4 5 520 5 - oz o 1224
a1 HOI  gar ¢ heg ¥ 5 1086 11437 1244.9 19727 1430 g
f2d.2 743 5 8835 logh s ' 1213.8 | 12776 : ala o
F20.4 40 2 : ads 5
I TN De7.0 Ll |
wd L1 J ; . | —_l . ) . . AW
400 i EQn 200 1000 1200 1400
WUTETD. 4556 45560 phi Maszs [mfz) MiH+: 15391854 mfe: 5304 z: 3
# MH* MH* MH* Protein . .
Rank Score S‘,:I BCS Unmatched  Variable sites Sequence Calculated  Error  Error MWipl Species Acce;smn MIS;!DIQ;H Protein Name
) lons (Da) (Da)  (ppm) (Da) ndex
1 7.06 585 6 919 TI0t TT15t Y11y (K)G/Aa M VAt ¥ S|A L|t|H K (T) 1349.69 239.4972 .252.8 83872.5/5.92 Homo sapiens 7657526 22744 ribosomal protein S6 kinase, 90kDa, polypeptide 6

Fragmention (m/z) |235.20 |248.10 |267.52 376.30 |447.11 [449.31 [494.11 [633.19 [847.49 [937.03 [957.77 [1079.26 | 1143.04 |1144.63 [1244.93 [1323.99 [1430.88 | 1496.24 [1515.95

Frac. Inten.(% of TIC}) | 2.86 6.27 | 442 30 29 284 2.90 6.54 8.03 540 6.91 38 8.88 557 2.85 3 6.06 350 14.09
Rel. Inten.(% of BP) | 2030 | 4449 | 3140 | 2135 | 20063 | 2016 | 20.56 | 4645 | 57.02 | 3833 | 49.07 | 2561 63.06 3953 2023 2374 43.01 24.85 | 100.00
Score 020 | -0.44 1.00 1.00 1.00 1.00 | 021 1.00 | 057 | -0.38 1.00 -0.26 1.00 1.00 -0.20 1.00 043 -0.25 1.00
lon-type e c, C s T [ o e e e

Delta Da -0.63 010 | -013 0.14 -0.10 -0.54 0.60 0.27 0.54 -0.60




Peak 252

M5Tag 1 F| L | .o | 5 |5 | ¥ | R | [ | L s |~ « | | K |
z . .
3?: , lons that verify assignment .
911 a+i- ’ %49
74.9% Pmiz-1] 1307.8
4308
" , Pim/z-27
. M Big
. 2, Pimiz) 20 L s %1z 1648 1 1f7a.e
%3 3?3.f n4 559 4 2 [NRRSTE: P 1477 3 I '
’ 11987
- l 30.1'1 i ] I.I.l — Ll Il all b, 1 — A |LL N : A 1.%?? o I " Lod b i Ll
400 i EQn 200 1000 1200 1400 1600
DELTARIETD 3646 . 2639.0 . pki Massz [z ] MiH+: 1677 4454 miz: 95982 z: 3
# MH* MH* MH* Protein . .
Rank  5core lSn’f}I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;smn Mlﬁ;j[:’?;m Protein Name
lons (Da) (Da) (ppm) (Da)
1 1273 86.2 1 8125 Y822y (K) s/F/L/D|S|G ¥ B INL\G|A/V\A\E (V) 1596.87 80.5710 360.5  123800.0/5.50 Homo sapiens 1669550 11836 vinculin isoform meta-VCL
1 1273 86.2 1 8125 Y822y (K) S/F/L/D|S|G ¥ R I\L\G|A/V\A\K (V) 1596.87 80.5710 360.5  116723.0/5.83 Homo sapiens 4507877 12613  vinculin isoform VCL

Fragment.ion {m/z) |246.09 [301.13 [364.25 [372.24 [388.21 [480.41 [567.35 [787.45 [1111.58 [1112.78 |1119.47 [1136.82 [1198.73 1215.55 [1245.92 [1249.98 |1263.84 |1306.87 [1314.69 [1426.78 [1477.77 [1506.14 |1548.10 [1575.00 |1603.06

Frac. Inten.(% of TIC) 1.49 1.34 132 | 20.11 4.38 1.43 228
Rel. Inten.(% of BP) 5.59 5.02 494 | 7547 | 1643 5.35 8.55
Score -0.08 1.00 | -0.05 1.00 0.25 1.00 1.00
lon-type T, z, A c, g

Delta Da 0.07 0.00 | -0.05 0.16 0.07

1.80
6.74
1.00
TH,
0.05

1.16
4.36
1.00
Ty
0.00

235 234 1.29 212
8.81 8.79 483 7.94
0.25 -0.09 1.00 1.00
AP Cs LoF
0.19 0.31 012

1.17
440
-0.04

1.34
5.02
-0.05

111 3.02 26.65 4.62 1.38 261
4.16 11.31 | 100.00 17.34 5.16 9.80
1.00 -0.11 1.00 0.25 1.00 0.25
Cio Ciy LA Zis Ciz
0.38 0.25 0.04 0.06 0.04

1.88 9.67 1.95
7.04 36.27 734
-0.07 1.00 0.25
Cig ',
0.34 0.20

122
4.58
-0.05




Peak 253

lons that verify assignment

> - a N
MiTag1 g | P | 't e s |5 |5 | Q/./ y | F | = | K | R | |
[
2.27a+im- 0 47 .1
TITS i Prmiz-2 4
a6.2% ‘ )
1711 6 -
B oa - 1520.3 l
i 7 CL . 15
' G G665 z = z
wrs 4 T 34 oy o716 Mzma 1 12 1z 1662 3
245 2 P s g 003 ‘ ‘ BaD | I | | 1201 212564 1365.7 1609 5 .
; T J I i
o h [ .1DI I |]| ‘I ||I| | L U] — il | I r | |IJ Ii.|| L I .I r I I_|| |II
200 400 EO0 a00 1000 1200 4400 1800 I
DELTAETO. 167316735 phl Maz=s [riz] MH+: 17098154 mdz: 57061 23
# mnR’ mn- mn- Frowenmn . .
Rank Score e BCS Unmatched Variable sites Sequence Calculated Error  Error MW/ pl Species Lecessiompii s qcat Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 947 785 10 6/20 Y295y (R)s/s/G P Y|G/G|G G|Q\y F\A\K P\R (N) 1628.78 81.0339 624.4 32380.6/8.97 Homo sapiens 88953883 231 PREDICTED: similar to heterogeneous nuclear ribonucleoprotein A1l
1 947 785 10 620 Y295y (R)5/5/G P Y|G/G|G G|Q\y F\A\K E\R (N) 1628.78 81.0339 624.4 32399.6/9.09 Homo sapiens 88958985 7957 PREDICTED: similar to heterogeneous nuclear ribonucleoprotein A1
1 947 785 10 620 Y295y (R)s/s/G P ¥|G/G|G G|Q\y F\A\K P\R (N) 1628.78 81.0339 624.4 34196.4/9.27 Homo sapiens 4504445 14660 heterogeneous nuclear ribonucleoprotein A1 isoform a
1 947 785 10 6120 Y295y (R)s/s/6 P Y|G/G|G G|Q\y F\A\K P\R (N) 1628.78 81.0339 624.4 32399.6/9.09 Homo sapiens 169164476 34130 PREDICTED: similar to heterogeneous nuclear nbonucleoprotein A1
1 947 785 10 6/20 Y347y (R)s/5/G P Y|G/G|G G|Q\y F\A\K P\R (N) 1628.78 81.0339 624.4 38746.8/9.17 Homo sapiens 14043070 35173 heterogeneous nuclear ribonucleoprotein A1 isoform b

Fragment.ion (m/z) |232.02 [248.88 [509.28 [604.51 |623.36 |737.30 [803.49 865.67 973.64 [1087.75 [1128.45 [1134.90 [1145.57 [1201.83 [1255.45 [1327.77 [1520.33 [1535.27 [1552.26 | 1608.16

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

Score
lon-type
Delta Da

302 326[ 270
2155 | 2328 | 19.29
022 | -023| 100

c;

0.04

353 540
2516 | 38.51
-0.25 1.00

&
0.08

14.01 897 342 423

100.00 | 64.00 | 2440 | 3019 36.59

1.00 1.00 1.00 1.00

Cg | Z+ryg

Cip I7

0.02 0.14 0.29 0.20

513 346

24 69

1.00 -0.25
Zy
0.27

431
30.72
-0.31

313 337
2234 24.02
025 1.00
LA 'y
0.06 0.30

481 391
3433 | 2791

714 413 §.18 390
50.98 29.46 58.40 27.83

1.00 0.25 0.25 025 1.00 -0.28

Ciz Cia LT Yisq

0.03 0.25 0.66 0.59 0.60




Peak 254

MiTagt ¢ | o | | 5 .| 5 | - L 5 | H | W | - | o
o +3 +i b +3 b +3 pot
Ve T Y Y 16 ] 14 ¥ 16
407.4 458.5 ] aSSIgnment 7455 a0z.4 2526
1 00e+5=
13.3% ¥a
9155
“ + PimizyzH, 0 -
5351 13 i
By L by 4 Bi14 ! y b -
743 | 447, E
Fd il |L35;I.3lll T L ilhl L ol ||| I | Al “:I?.Q'i N 112?'2
L] I I I L] L]
200 400 00 E00 Fo0 200 a00 1000 1100
WTCID 72 35120 phl Mazz [mfz) hiH+: 2517 45582 mfe: 63012 20 4
# MH* MH* MH* Protein n "
Rank Score phl BCS Unmatched Variable sites Sequence Calculated Error  Error MW/ pl Species duceszionpliTigesr Protein Name
(%) 1 # Index #
o= (Da) (Da)  (ppm) (Da)
1 1454 903 6 8/25 Y849y (K)L/CD FGSAS/EYVADNDITEYLVSRI(F) 243715 80.3129 137.7 116987.4/10.26 Homo sapiens 89276756 18658  serinefthreonine-protein kinase PRP4K
Fragment.ion (m/z) [407.88 | 458.48 |505.90 [519.95 | 535.06 |569.00 [572.38 [617.39 [704.46 [717.19 | 737.01 [743.03 [745.50 [784.46 [788.11 | 793.54 [795.97 |801.89 |802.41 [814.50 [835.06 [829.72 | 843.80 [852.59 [915.53
Frac.Inten.(h of TIC) | 2111 | 984 | o71| 074 | o071 | 1387 097 [ o071 133 [ 112 0.86 [ 299 | 620 1.00[ 096 284 [ 091 135[ 605| 669 131 072 467 [ 1115 [ 160
Rel. Inten.(% of BP) |100.00 | 4661 338 | 351 | 334 | 6570 | 460 | 335| 629| 633 408 | 1416 | 2939 | 472 | 453 1201 | 431 | 638 | 28.67 | 3168 | 620 | 3.41 21.65 | 5283 | 7.60
Score 100 | 1.00 | 003 | 004 100 1.00| 100| 0.03| 006 | 1.00 0.50 | 014 | 1.00 | 0.05 | 0.0 050 | 050 1.00| 1.00| 1.00| 0.05| 1.00 0.50 | 1.00 | 1.00
lon-type Yie | ¥V beerg |brrrg |y ¥g |breiH0 bery, bee  HO |ygH0 | brryy | beeyy Ye yrryg |brrg 0 | by ¥z
Delta Da 018 | 026 016 | 042 010 0.14 0.71 0.20 0.70 | 041| 004 086| 0.11 067 044 | 022 | 010
Y, e
0.27 0.40




Peak 255

M5Tag 1 IILIH |L| C ||:|| F IGISIP.ISI H I'-.-'IP.IDINIDII |T
Pifmdz-2)
2 BBetlm assignment 1435 5

1005 Pl

' 2 ' '

4 " 2 2 ' o
: 2 "c ' 4584 %5 ! B oo ‘15 18 ’
5 AN J o BI05  qqn4 %4 LI L T T Fig
346.2 l | l 190 ]zn?ﬁ 4
b l AN ] ll . |I |! | . Ll || |I Il HJ”I::-. T |18ﬁ|'l3.ﬂ m i
I I I I v L] L] L]
200 400 S} f00 1000 1200 1400 1&00 1800 2000
DELTAKIETD 3621 .3621.0 phi Maz= [mJfz ) MiH+: 29754982 miz: 7463 z: 4
# MH* MH* MH* Protein . .
Rank Score Sﬂ:l BCS Unmatched Variable sites Sequence Calculated  Error Error MW/pl Species Acce;smn '"'IS;P'Q;H Protein Name
¥ lons (Da) (Da)  (ppm) (Da) naex
1 1251 723 15 725 Y849y (K) T/I/L/EIL C/D/F G|S A S H V/A|D|N\D I|T B/¥|L\V/5 R (F) 2892.46 83.0422 1033.7 116987.410.26 Homo sapiens 89276756 18658 serine/threonine-protein kinase PRP4K.

Fragment.on (m/z) |246.11 |248.67 |262.04 | 458.36 [473.37 [475.31 [701.49 | 748.54 [899.49 [955.54 [1011.45 [1065.75 [1241.70 [1259.17 [1315.56 [1372.21 [1428.16 [1601.75 |1618.03 [1733.10 [1846.24 [1918.19 [2038.65 |2076.60 |2148.67

Frac. Inten.(% of TIC) 5.04 7.10 3.50 5.56 Je0 | 273 j64 275 5.02 253 479 2.60 271 422 5.04 8.55 4.05 524 258 345 3.01 255 272 4.46 255
Rel. Inten.(% of BP) | 5694 | 8302 | 4099 | 6505 | 4215 | 3196 | 4256 | 3222 | 5877 | 2960 5597 3046 3166 4934 56.93 | 100.00 4733 61.32 3013 40.31 3524 2983 3178 5218 2984

Score 1.00 -0.83 025 1.00 100 | -032 1.00 025 1.00 1.00 -0 56 1.00 1.00 1.00 1.00 1.00 1.00 -0.61 1.00 1.00 1.00 -0.30 -0.32 025 -0.30
lon-type 7, Y2 | ¥y Ca Zs |yrrry Ty | Ty ] Tyg | €rvp | E+vo Y Z'h Cis C1g Ca7 s
Delta Da -0.02 -0.11 0.14 0.03 0.18 -0.13 0.08 0.61 017 013 0.59 0.44 -0.40 0.53 0.19 0.23 -0.67 0.57
yr e, Y, ¥y, 1'-1-4-"3 1‘+-|-_‘4 T
0.15 0.76 0.11 0.46 057 -0.02
z,

0.08




Peak 256

What | | v v ] F s ] I | =1 w ¥ | = |~ ] ¢
15
1 .105e+im- 1985.2
42.1% . Fim/z)
47 o83 Z’10 1942 1
By . 121 Rim/z-13 16082
400 5 ' 1472 7
11312 130 : 7
I|3 | | g50.7 e 210433 | 15068 j7r2a  1EFaET msT
b | | 115 5 L ] | | ] . ||h|
I I - L] L] L] L] L] L] L] - L]
200 400 EO0 200 'kll:ll:l 1200 1400 1800 1800 2000
WT_EGF_ETD.G430 6<430.0.pkl Mass [z ] hiH+: 2946 4454 mfe: 98282 203
SPI Variabl MH* MH* MH* Protein A . D'.“S't
Rank Score o, BCS Unmatched ar_lta € Sequence Calculated Error  Error 1W/pl Species cce;.smn Ilges Protein Name
(%) lons sttes (Da) (Da) (ppm) (Da) n#ex
1 7.33 618 8 15724 Y217y [Klc N P YA\AY P S L/I P K/T W/y/S|A E Q F/C V/S R [N} 2863.35 83.0906 1060.4 36725.2/8.45 ::;?eons 90991712 29205 CD207 antigen, langerin

Fragment-ion (m/z) |230.49 [245.48 [247.03 [253.18 [264.04 [267.44 [274.85 [305.81 [499.49 [534.31 [1131.22 [1310.04 [1596.84 [1698.30 [1772.37 [1887.32 [1899.70 [1936.31 [1943.25 [1963.68 | 1965.22 |2056.95 |2073.22 | 2075.49

Frac. Inten.(% of TIC) 1.32 1.51 4.31 1.34 3.16 1.72 1.76 1.26 195 1.92 1.63 4.65 1.20 4. 46 1.66 222 4.93 TLEE 368 508 41.40 257 133 1.42
Rel. Inten.(% of BP) 318 366 | 1040 3.23 7.64 415 4.26 3.03 470 4.65 3.94 11.24 2.90 10.76 4.00 535 11.90 8.53 8.89 12.27 | 100.00 622 3 343
Score -0.03 1.00 0.25 100 | -0.08 | -004 | -0.04 | -0.03 1.00 1.00 -0.04 1.00 1.00 011 -0.04 -0.05 012 1.00 -0.09 -0.12 1.00 -0.06 -0.03 -0.03
lon-type 7, |z, Cy| Ty L LoP s Cis
Delta Da 065 | -0.11 0.06 0.26 0.07 -0.46 -0.79 0.45 032
y++

]
0.76




Peak 257

Skl L L L I | = 1 & | ¥ | v I+~1 7 ] r
assignment
B E1a+im
100.%
G Z5 \
" o] [ o]
z 24 5433 B3 7 o 12 14 15 o & "1z
? 4308 795 6 93l.4 12 1452 15205 12247 16 17 20051
l 323 | l 3504 l J |I 1?22 71899349 ’
m_l aa | i IIllll L lll. L " .|I| Ly u-l Ll o Lo L LilLi s i - el il
200 400 EQ0 a0 1000 1200 1400 1800 1800 2000 2200
DELTAKIETD. 1332 .1:332.0.phi Maz= [mfz) MiH+: 22534582 miz: 56412 z: 4
# MH* MH*  MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error  Error MwW/pl Species fesesfom (LS Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 15.81 941 14 2123 Y204y (R) I A/D BP/E\H|D|H\T|G|F\L T\E|y|V A\T\R (W) 2172.04 81.4225 646.2 43135.8/6.28 Homo sapiens 91718899 1012 mitogen-activated protein kinase 3 isoform 1
1 15.81 941 14 2123 Y204y (R) I A/D BP/E\H|D|H\T|G|F\L T\E|y|V A\T\R (W) 2172.04 81.4225 646.2 40088.2/7.16 Homo sapiens 91718897 3088 mitogen-activated protein kinase 3 isoform 2
1 15.81 941 14 2123 Y204y (R) I A/D BP/E\H|D|H\T|G|F\L T\E|y|V A\T\R (W) 2172.04 81.4225 646.2 38275.1/5.80 Homo sapiens 158138507 36296 mitogen-activated protein kinase 3 isoform 3

Fragment-ion (m/z) [430.48 [543.31 [673.30 [680.45 [795.62 |913.14 [921.02 |932.37 |998.46 |1033.56 |1048.46 |1090.34 |1163.54 |1236.65 [1238.79 |1451.95 |1459.83 |1580.54 [ 1583.03 |1824.70 [2053.58 |2055.12 [2095.12

Frac. Inten.(% of TIC) | 2.83 4.85 8.50 6.01 5.26

Rel. Inten.(% of BP) | 33.27 | 57.10 |100.00 | 70.78 | 61.86
Score 1.00 1.00 1.00 1.00 1.00
lon-type g B T Cq [
Delta Da 0.23 0.03 0.02 0.1 0.26

y++

13
0.27

2.68
31.52 | 29.72
1.00
T 7'+
0.75

2.52

1.00

0.63

570 3.03 508 6.17 431 328 294 724 6.47 488 325 316 272 361 273 280
67.05 | 3568 5975 7263 50.68 38.63 34 65 8517 76.10 5747 3823 37.23 32.04 42 45 3213 32.93
1.00 0.25 1.00 1.00 1.00 1.00 0.25 0.25 1.00 0.25 1.00 -0.37 0.25 0.25 -0.32 1.00
€y [CHrr s 18 Cio Zy Yio € Cia % Cisg s % Cig
-0.05 0.52 0.09 0.50 -0.15 0.01 0.08 022 0.26 017 -0.19 -0.07 0.71 0.20




Peak 258

MiTsgt] 1+ a0 | P ] &8 | H | O | H | T |s] F | v | 1 | & | ¥ | v |2 | 7 |r
2 ! Pimiz-27
5 assignment
3. 63e+im G733 HeEs &
100.%
Pimiz)) . c
14 . '
. sz Asan © g ¢ ¢
2 5172 963 10025 12 F 17404 15 18
e 321 ' l ' ' : 045 20051 755
b, . ..ILL L1 I|| l I |I| |.]I. |.I|II.I|. Ll |Ii Al ulL_J_
0 200 400 *ﬂl:l aan 1000 1200 1400 1800 NEI] 2000
WMT_EGF_ETD.2440 . 2440.0 phl Maz= [mfz ) MiH+: 23332982 mdz: 58408 z2: 4
# MH* MH* MH* Protein e -
Rank Score S‘}:’I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;smn MIS;leg;st Protein Name
(%) T (Da) (Da) (ppm)  (Da) e
1 1599 873 10 4724 T202t Y204y (R)IT A D P E[H|D\HE T\G\F L t|E|y|V\A T\R (W) 2172.04 161.2625 570.0 43135.8/6.28 Homo sapiens 91718899 1012 mitogen-activated protein kinase 3 isoform 1
1 1599 8&7.3 10 4724 T202t Y204y (RIT A D P E|H|D\HE T\G\F L t|E|y|V\A T\R (W) 2172.04 161.2625 570.0 40088.2/7.16 Homo sapiens 91718897 3088 mitogen-activated protein kinase 3 isoform 2
1 15.99 87.3 10 4124 T202t Y204y (R)T A D P E|H|D\E T\G\F L t|E|y|V\& T\R (W) 2172.04 161.2625 570.0 38275.1/5.80 Homo sapiens 158138507 36296 mitogen-activated protein kinase 3 isoform 3

Fragment-ion {m/z) |430.36 |446.33 |517.16 54333 673.30 |680.36 795.65 [802.62 | 828.15 [831.23 |896.26 |1002.47 |1034.62 |1088.20 1090.91 [1531.74 [1532.69 | 1660.84 |1662.74 | 1740.41 [1751.95 | 1860.79 |1903.91 |2175.64

Frac. Inten.{% of TIC) 3.61 373 262 379 | 1261 4.30 274 9.73 224 9.95 2.08 1.99 314 445 387 216 4.37 419 6.20 215 232 2.04 219 353
Rel. Inten.(% of BP) | 28.60 | 29.58 | 20.74 | 30.06 |[100.00 | 34.08 | 21.73 | 7710 | 17.74 | 7885 | 16.50 16.79 24.86 3525 30.71 17.10 34.64 3325 49.18 17.05 18.39 16.18 17.40 28.00
Score 1.00 0.25 1.00 1.00 1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 0.25 1.00 1.00 1.00 0.25 1.00 -0.49 07 -0.18 -0.16 1.00 1.00
lon-type z, Yo | C Cs zg Ce G Lo [27ryy | Crryy |Z4ry, | Crhyg Ty | Crrg €10 Cia Ciz Cia Cis Cig

Delta Da 01 006 | -0.08 0.05 0.02 0.02 0.29 029 032 0.38 0.40 057 014 025 042 0.08 0.02 014 0.18 0.76




Peak 259

lons that verify assignment

M3Tag1 g E 5 K L P G ] O ] R P A
| | | | b| N7 | | | | | |
13
2 Efa-him T3
+ v
100 % ¥a by 33?65
W A :
3 b G042 fga T ?Eg 706 .4 0421 v —+
I gagn 77 9.3833.5 1423349
3552 . 013 1122411755 '
23 :
2531 35fsj 1 I | |J 1270.1 13643 14377
m_ | |I Lol | |I|||I llull A || I||l a1 1 T I| | M|
400 EO0 a0 1000 1200 1400
DELTACID.Z199.3199.0.pki Mazs [riz] MiH+: 32392182 miz: 310456 24
# MH* MH* MH* Protein . MS-
Rank Score ?q:; BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species gccession Digest Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 13.04 740 1M 7124 Y336y (R)L R/E S K L|P Q D\D D\R\P\A D\E y D\Q/B/W/E/W N R (V) 3158.46 80.7619 2456 55042.5/9.10 ::;?eons 106879210 23534  Src homology 2 domain containing adaptor protein B

Fragment-ion (m/z) [475.36 [534.27 [ 579.83 [604.19 649.72 [688.44 [ 709.30 [727.35 | 742.34 [748.01 |775.81 [782.19 [785.62 790.35 [796.08 | 838.54 |868.98 |887.51 [911.07 [942.10 [946.14 |998.56 [1175.53 [1484.93

Frac. Inten.(% of TIC) 3.49 3.85 362 4.19 410 348 4.10 3.28 9.59 4.36 4.35 in 0.18 6.51 4.585 3.89 3.53 wir
Rel. Inten.{% of BP) | 36.34 | 40.16 3772 | 4365 | 4277 | 3633 | 4273 | 3418 | 100.00 | 4548 | 4534 | 3446 183 | 67.84 | 4744 | 4051 | 36.76 | 81.04
Score 1.00 1.00 1.00 1.00 1.00 -0.36 0.50 1.00 1.00 -0.45 1.00 -0.34 1.50 1.00 025 1.00 1.00 1.00
lon-type Va | brrg [beeeyg ¥y | by bg-H0 by |bresyy basyy sty ¥s a; |y+ityg | b Ye
Delta Da 0.12 -0.03 0.21 -0.09 0.40 -0.14 -0.10 0.35 -0.09 -0.25 -0.01 -0.42 0.54 0.05 0.09
by ¥ 1,0
-0.02 -0.43

3.76 3.67 4.03 3.84 3.40 37
39.20 | 3828 | 42.01 | 40.04 3542 33.06
-0.39 -0.38 042 0.50 -0.35 1.00

y7 1M, ¥Y*ras
0.11 -0.19
¥y hH;

-0.62




Peak 260

Fragment-ion (m/z) |543.04 [605.89 |640.73 |673.44 [718.13 [740.24 [ 752.76 |776.92

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

Score
lon-type
Delta Da

12.49
69.78
1.00

-0.14

14.38
80.35
1.00
b,
0.72

17.90 0.41 | 1560 | 1199 | 1291 | 14.32
100.00 230 | 87.14 | 67.00 | 7211 | 79.99
1.00 2.00 1.00 1.00 0.50 0.25

¥y O by | y++i5 |yHO g
044 | 051 012 | -0mM -0.52 | -0.37
yNH,

045

METag 1 ¥ | m | W | I | § | W | K F | F
151 e-bdm
100,84
+3
by by-H, P,
I I T |
- AT O AT T i R .
L] L L L L] L] L] L]
200 200 400 s00 1000 1100 1200 1200
DELTACID. 3423 3425 0.pkl Mass [z ] MH+: 20533754 miz 63513 2: 3
1 7.75 1000 4 0/ M10432m Y10431y S10445s (KD y m VIINS/W KPP LD/DGG s K(l) 1907.92 175.4547 -227.0 2993027.6/6.35 Homo sapiens 110349715 6641 titin isoform N2-B
1 7.75 1000 4 0/ M10557m Y10556y S10570s (KD y m VJINS/W KPP LD/DGG s K(l) 1907.92 175.4547 -227.0 3006843.3/6.36 Homo sapiens 110349713 6945 titin isoform novex-1
1 7.75 100.0 4 0/8 M10624m Y10623y S10637s (K)D y m V]INS/W K P P LD/DGG s Kl 1907.92 175.4547 -227.0 3014045.9/6.31 Homo sapiens 110349717 7361 titin isoform novex-2
1 7.75 100.0 4 0/8 M16929m Y16928y S16942s (K)D y m VIINS/W K P P LD/D GG s K (l) 1907.92 175.4547 -227.0 3713692.0/6.16 Homo sapiens 110349719 Tii2 titin isoform N2-A



Peak 261

METag 1 m | W | I | 5 W | k | P | P | L | o
Rimiz}250CH, | 0
Fi3.4
i 5%a-il-
+3
74.9% ¥1g M
L 770 20
o 7
2 boHO 43 10 G627 hS-HED + +
W 1o 41 h14 G17.1 W b
’ asen U sas J i mE [ 11159? 3 :
[ - .3??.'3| Ly i.IIT||.|| ||I| [l .“ J|I |||||||I ||.|.l [T X 2?:3?:EII |
L L L] L] L] L] L]
400 A00 EO0 aa a00 a0 1000 1100 1200 1300
DELTAKICID 3396 33960 pki Maz== [mz ) MiH+: 30575382 mdz: TES.14 24
# MH* MH* MH* Protein . .
Rank Score ol BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species e I eges Protein Name
(%) ) D # Index #
ons (Da) (Da)  (ppm) (Da)
1 1213 663 9 7723 M10432m Y10450y S10445s (K)D ¥ m vV I/S|W K P B L/D\D/G G s R\I T\N/y TI\I E K (K)  2882.46 175.0737 279.3 2993027.6/6.35 Homo sapiens 110349715 6641 titin isoform N2-B
1 1213 663 9 7723 M10557m Y10575y 510570s (K)D Y m v I/S|W K P B L/D\D/G G s K\I T\N/y I\I E K (K) 288246 175.0737 279.3 3006843.3/6.36 Homo sapiens 110349713 6945 titin isoform novex-1
1 1213 663 9 7723 M10624m Y10642y S10637s (K)D Y m v I/S|W R P B L/D\D/C G s R\I T\N/y TI\I B ® (K)  2882.46 175.0737 279.3 3014045.9/6.31 Homo sapiens 110349717 7361 titin isoform novex-2
1 1213 663 9 723 M16929m Y16947y S16942s (K)D Y m vV I/S|W K P B L/D\D/G G s R\I T\N/y I\T E ¥ (K) 288246 1750737 279.3 3713692.0/6.16 Homo sapiens 110349719 7772 titin isoform N2-A
Fragment.ion (m/z) | 662.70 [707.10 [711.83 [715.90 [717.92 [725.97 |728.89 [731.00 | 734.31 [741.29 [744.78 [745.85 |749.31 [751.95 | 778.97 [792.64 | B07.87 |830.41 [856.52 867.88 [874.36 | 891.01 | 976.22
Frac. Inten.(% of TIC) | 336 [ 342 344 012 323[ 346[ 930 011 841 024 462 1217 014 | 947 441 405| 346[ 447 318 335[ 690 426 443
Rel. Inten.(% of BP) | 2759 | 2610 | 2825 | 101 | 2650 | 2841 | 7645 | 091 | 6909 | 194 | 3794 (10000 | 116 | 7783 | 3626 | 3330 | 2847 | 3672 | 2610 | 2749 | 5671 | 3501 36 40
Score 100 | 050 | -028| 100| -026| 100| 050 | 100| 100| 10| 100| 100 078 | 100| 033| 100| -037| 100| 027 | 057 100 025
lon-type bars - | bgH0 st by |ygNHy | breyy [bavrg | yse, ¥s ¥s i ¥ritag ¥y Yy bs++sy; | bg-SOCH,
Delta Da 007 | 021 047 065 056| -036| 030| -055| -067| 050 027 0.16 -0.34 0.29 073
050 150
m st sty m
0.04 0.43




Peak 262

Hetea H | K e o | L | ¥ k
4 Bhe+d-
42 1%
g Hy Dby H, 0
+ 2066
b . i, +
4 ¥y Hy POy By B4 s b : !
2509 40732 002 G. i |
o I F I T |. L 3??. LL | Ll l L l |iq]“??ﬁ| || || 1 10 VI Ll I
L] L] 1 ] ] ] 1 g L]
200 200 400 00 E00 a00 1000 1100
DELTACID. 10909, 10925.0.pkl Mazz [mez] hiH+: 2317 6852 mf: FO5.17 20 4
# MH* MH* MH* Protein - ’
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species et Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 1218 837 8 623 Y115y S$129 (R)HE E/R/B D EIG\L¥/Q CEA S L GD/S/G S I I\s R (T) 265624 161.4162 526.5 158457.4/6.32 Homo sapiens 110431348 23088  deleted in colorectal carcinoma

Fragment.ion (m/z) |596.64 |687.27 |692.04 |712.44 [715.78 [743.83 [744.09 [ 780.69 |798.69 800.91 [806.09 | 820.70 |825.98 [830.92 [834.95 | 848.45 |896.65 |934.88 [948.83 |953.68 |953.96 [991.34 [1040.90
Frac.Inten.(% of TIC) [ 122 | 139 282| 135 648 | 179 552 966| 129 159 [ 11.28 148 [ 213 1516 | 135[ 789 211| 301 | 241| 133 s62| 577 236
Rel. Inten.(% of BP) | 8.06 | 916 | 1857 | 8.90 | 566.93 | 11.81 | 36.39 | 63.72 | 849 1049 | 74.39 9.76 | 14.03 [100.00 | 890 | 5205 | 13.90 | 19.85 | 15.88 | 877 | 56.87 | 38.04 | 16.59
Score 050 | -0.09| 100| 1.00| 25| 1.00| 1.00| 050 | 100 1.00| 1.00 050 100| 1.00| 009 | 100| 050 | 0.20| -0.16| 050 | 050 | -0.38 | -0.16

lon-type b.-H,0 Yt Ys 2 bg by |y;-H0 Y7 by |y++ey, |yt (bresy, | y+e, y++ty, [by-NH, Yo, | yghiH,

Delta Da 0.65 042| 010 | 057 | 051| 025| -067| 068 045/ 076 065 | 029 | 056 043 | 0.77 071 | 043

y,NH,
0.72




Peak 263

Rank Score

Fragment.ion (m/z) |600.40 [649.84 [655.29 661.87 |666.02 [687.13 [692.92 |694.65 | 698.76 [705.19 | 711.56

[713.67 [719.62 [ 755.28 [842.88 |886.86 [901.67 | 955.46 [1032.50

Frac. Inten.({% of TIC) 3.38 4.60 4.08
Rel. Inten.(% of BP) §.92 | 1212 | 10.75
Score 100 | 012 1.00
lon-type b, ¥,

Delta Da -0.79 0.01

288
7.59
-0.08

236
7.54
-0.08

9.05
23.87
1.00
¥s
-0.18

0.30
0.78

st

017
0.44
1.00

m

0.30

37.92
100.00
0.50
b_-H,0
0.55
050

st

-0.19

0.88
233
1.50

sty
0.23

3.23
§.51
0.50
y++yH,0
0.76

3.10 6.80
8.19 | 17.92
0.08 1.00
Y,
-0.19

277 275 288 586
730 | 725| 759| 1546
007 | 100 050 | 1.00
boH0

by |bgHO | beryg
-0.41 0.15 -0.37

M5Tag 1 ¥ I o I o I z I R I
2 Bfe+d-
23.70%% 1072 5
31 g h1I:I-HED
2161 |
- . ﬁ. 1l | il II|1|:I|%?'F I ! ] ||| | - |l 1
200 1200 1400
DELTACID. 1927 1927 .0.pkl Mazz [mez] fiH+: 22099754 mfz: TIT.33 203
# MH* Protein . .
f‘}:,; BCS Unmatched Variable sites Sequence Calculated MWipl Species Acce#ssmn hﬁsamg;m Protein Name
lons (Da) (Da) ndex
1132 838 6 519 M1300m Y1286y 512965 $1298s (K)¥ D I E\D G/E|A I D s/R/s L m I\K (T) 1954.94 255.0328 389.6 180579.7/5.43 Homo sapiens 116089337 13439  1Q motif containing GTPase activating protein 2



Peak 264

M5Tag1 o H K a 1] G m L H I g G L 5 5 W O
I I I | & | I L I I I | & | I I I I
19
1023.4
1.07a+5=-
[ b9
100 % + ++ 1078.96
. b b |
15 14
b 337, a30.6 10438
L - fid7 '5r1H s
3 b
B s - 2 12
g1z He2 a0 ) 1200
M- 1 ﬂ T 1 ||II| L — .
400 EO0 200 1000 1200 1400 1600 1800
OELTACID 4463 44790 phl Mazs [miz) hiH+; 2590 2854 miz: 8641 z2: 3
# ; MH* MH* MH* Protein . P
Rank Score IS'I‘:’II BCS Unmatched Viriltzl-:le Sequence Calculated Error  Error MW/pl Species Gecession IIII%I:(‘ Protein Name
lons (Da) (Da)  (ppm) (Da) #
1 710 515 9 10124 IIII'%?ZIIiT (RIF Y H/R A\D G m L\H I\S G L S\S VAD\A\G A\y R (C) 249521 95.0718 343.4 312151.9/8.57 :I;;?;ns 139948432 7221 adlican
1 710 515 9 10124 "“:j‘é::‘ (R)F ¥ B/K A\D G m L\H I\S G L S\S V\D\A\G A\y R (C) 249521 95.0718 -343.4 T4242.4/8.70 :I;;?:ns 169217394 19630 PREDICTED: similar ta adlican

Fragment.ion (m/z) |647.47 665.99 |682.50

[715.37 [719.72 [751.00 [791.60 | 800.66 |833.93 [837.46 [840.94 [844.58 |873.60 |924.16 [930.61 [963.33 | 979.M

[987.63 | 1014.85 [1023.38 [1072.37 | 1078.96 [1088.06 [1123.33

Frac. Inten.(% of TIC) 252 255 312 3.50 452 4.55 2.69 914 2.52 344 393 8.11 254 6.85 285 322 330 6.60 219 7.82 2.05 567 319 312
Rel. Inten.(% of BP) | 2759 | 2794 | 3417 | 3824 | 4948 | 4972 | 29.39 | 100.00 | 2760 | 37.63 | 43.00 | 88.67 | 27.77 | 7493 | 3115 | 3527 36.08 | 72.14 2392 85.58 2248 62.06 34.88 3418
Score 1.00 1.00 | -0.34 1.00 | -049 | -0.50 0.25 050 | -0.28 100 | 043 | 089 | -028  -0.75 1.00 | -0.35 0.50 1.00 0.50 1.00 1.00 1.00 1.00 -0.34
lon-type by | b+, Yty a; |b-H,0 b+ b+, bt g HO | b b+ o HO | b | y+ay, by | b+,
Delta Da 0.14 0.67 0.04 0.22 -0.71 0.05 0.15 0.44 -0.34 0.36 0N 013 -0.54 0.54
v NH, 1.00 yNH, | b-SOCH, b+, -H,0
0.13 m -0.75 -0.65 0.44

0.40




Peak 265 assignment

=

N

M5Tag 1 T W b K
| . P ; | |
¥y 1z s ¥y
5 15e45m 400.3 4459 A08 G435 GO0
1 .E%
2682
v +
288.3 7445 13
1361 24 apgn 394 B70.3
. : 8025 BEA.T
- r h.oo L |I|J|.I Ll Lol o " .uI. a—— L r 939 8 EI!EI:I,I?
200 200 400 A00 EO0 oo a00 A00 1000
DELTARICID.2Z615.2621.0.pkl Maz=s [riz] MH+: 1827.0182 mdz: 45751 204
# MH* MH* MH* Protein . .
Rank Score ‘S‘,:; BCS Unmatched Variable sites Sequence Calculated Error Error MVVipl Species ACCB;’S"]" h‘ﬁ;ﬁ;f?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1133 759 6 8123 Y229y S235s (Kjs T WP R/¥IS|RK\P G\L s\M R (L) 1665.85 161.1652 674.6 76667.1/5.96 Homo sapiens 14149657 34744 MNULP1

Fragment.ion (m/z) |268.16 [ 357.30 |400.33 | 427.86 |434.09 |436.58 |438.98 [442.31 [445.89 [478.24 [480.21 [499.16 | 507.98 [517.31 | 534.46 |543.50 |553.24 |568.94 |569.19 [600.03 | 609.36 |620.34 [631.42

Frac. Inten.(% of TIC) | 235 183 | 4.88 1.18 1.22 1.10 187 | 4.04 6.66 | 2.35 320 193 | 17.61 148 179 | 12.97 1.61 118 277 | 2063 1.88 127 | 4.20
Rel. Inten.{% of BP} | 11.39 8.87 | 2364 573 592 533 9.08 | 1956 | 3229 | 1140 | 1549 937 | 8539 719 8.66 | 62.90 7.83 570 | 1344 |100.00 9.10 618 | 2036
Score 0 0.50 1.00 0.50 1.00 100| 008 | 020 | -032 1.00 100 | -0.09 100 | 007 0.50 100 | -0.08 0.50 0.50 1.00 1.00 100 | -0.20
lon-type bB_HZO Yy b++€-_HZO Yo b++€_ y++g b++7 |]+-|—+12 b++B-HEO |]++B y4-NH3 y4-NH3 ag |y+++,, b++1D
Delta Da 0.14 07 069 | -062 0.40 0m 0.52 043 028 | -0.24 028 | -003| -0.30 | 60936 | -0.44
0.50 Yoo
st 0.29

-0.35




Peak 266

METag 1 K W F [ W [ M P N A ]
I I I L I I 1 I I I ¥ I
1 Mz Y1z Mo ]
2 20e+5m BE1E  Ti26 1062 .9 assignment
7. 7%
¥z
0.2 + | '!-rg W
¥ be By Sl ¥y 11
3 ¥ 1 70 5 11807 1361 4
B 4234 5265 590.6 . 0 EIE? I ' L 10 13
1N U U YT s Y| O T PR LY R .
400 EO0 a0 1000 q200 1400 1800
WT_EGFCID.A389.5412.0.pkl Mazs [miz] haH+: 2423 4554 mdz: 80848 2.3
# MH* MH* MH* Protein . .
Rank Score ?;; BCS Unmatched Variable sites Sequence Calculated  Error  Error Mwipl Species preessic hﬁﬁ;}:g‘f‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 18.712 916 12 525 Y635y (K)W A/I/K V|P I|V|I|N|P\N/A|¥|D N L A\I|Y K (5) 2343.31  80.1484  75.1 193107.5/6.46 Homo sapiens 148368962 24198 MNKF3 kinase family member

Fragment.ion (m/z) [310.17 [526.50 [580.65 [629.14 |650.77 [673.37 [681.59 [730.55 [736.55 |738.64 [764.73 [794.88 [798.16 | 835.77

[844.48 [948.60 [1001.28 [1045.67 | 1049.14 [1057.99 [1062.94 [1079.52 [1119.63 [1150.70 1361.88

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

1.97
6.50
1.00
¥z
0.1

118
3.90
1.00

b

047

b

183
6.04
1.00

ST

0.29

213 141 294
7.04 465 9.70
-0.07 | -0.05 1.00
by

047

3032
100.00
1.00
¥+
0.28

116
3.82
-0.04

098 §.90 175 0.99 1.98 437 110 593 114 1.39
323 | 29.36 578 3.25 6.53 14.40 3.63 | 19.57 3.75 4.58
1.00 1.00 | -0.06 1.00 | -0.07 1.00 1.00 1.00 1.00 0.50
b, |y, b+, by | y++, by | by bygNH,
0.08 0.31 0.46 023 0.07 0.07 027 0.03
AR Y7 Y
0.01 -0.68 -0.79
y+H0
0.37

201 580 12 32 178 112 288 283
6.64 19.12 40.62 5.86 3.69 9.50 §.68
0.50 1.00 1.00 1.00 1.00 1.00 1.00
b HO0 | beryg b,y Yz | ¥ihyg ¥s Y14
0.59 0.43 0.27 0.04 0.03 0.18 0.27
-0.12
¥, NH,
0.49




Peak 267

Hetag T ¥ | .. | v I« 1 e [~ ] r | = 1 =« 1 =& | *» |7
bEmizr2H, O
¥ vg  BRgIEREH, g
458 .4 TIF.2 FTREE09 R L]
B 15+l
17 . 7%
h +
g +
fm/'z 1l
- )thli‘ s Eig] 7 -
b, vy Ya o vy vy, NI by hira b [ by ¥ig
[ o ] Y13
206 2 ar 12 ezt 1 1433 I L4 o mia.f
pod UL 0 f.,] N TR H il
400 1000 1200 1400 '1E'-EI|:I
DELTAKICID 4530 4535.0.pkl Mazz [mfz) hAH+: 24610454 miz: 821.02 203
# MH* MH* MH* Protein 0 .
Rank Score Sl BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species fesedin (L) Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 1316 780 8 825 Y185y (K)A/L/y/¥ LE/EJART Q Q|P T/D\T H ¥V I R (Y) 2380.26 80.7835 332.0 24379.0/9.13 Homo sapiens 150456465 3967 tetratricopeptide repeat domain 9
Fragment-ion (m/z) |407.83 [458.43 | 678.87 |707.99 |717.20 |743.85 [750.36 |755.93 | 759.61 | 764.71 765.06 |773.57 |773.89 [787.13 |789.89 | 797.47 |801.24 [803.67 | 806.27 [811.31 |814.52 |883.55 |915.53 [929.36 [1017.31
Frac. Inten.% of TIC) | 635 | 414 162[ 164 | 580 178 | 270 352[ 266 215 515 [ 300 720 170 184 | 332 398 400 362 352 538 159 [ 2008 167 156
Rel. Inten.(% of BP) | 31.64 | 20.64 | 809 | 818 | 28.91 | B8.88 | 1346 | 17.53 | 13.25 10.73 2666 | 14.94 | 3585 | 847 916 | 16.52 19.83 | 19.90 18.04 | 17.66 | 2679 | 7.92 [100.00 | 833 | 7.79
Score 032 | 100 | 100 | -008| 100| -009| 100| -018 | 100 050 050 | 100| 100| 008 -009| 100 050 025 050 | -018 | 100 -008| 100, 100 100
lon-type ¥ | Yy Ys ¥ yrityg | bar o H0 [ beey HO | beey, | by, yrreyg YN, ag |y++H;0 L AasT Vg | brris | oyerys

Delta Da 018 0.51 -0.19 -0.04 0.24 0.34 0.69 0.19 0.51 0.40 017 | -0.74 035 -0.40 0.04 | -058 027




Peak 268

lons that verify assignment

L |

MiTag 1 R K | L | s | L | Q | ¥ | ] | N | o e
¥y ¥y ¥y
5 S abdm 4783 B335 a0 6 b+t
b 17
Td.9% - fi - R 05549 1083.8
L 74 Pl }szé% . .
G274 | ’ 05k B 10
T andl7 1019.4
5138 5621 i 8803
745 10 g47 5161 iy 1265.51313.3 14255 1475
m_||| I|||. l Lty | I! .IIJI..In.IIiI.I |I||JI. T — |.II
200 400 A00 EO0 yoo Eall] 300 1000 1100 1200 1300 1400 1:a00
DELTA 2564, 2564.0.pkl Maz=s [riz] hAH+: 2387 7854 miz: TAGG 23
# MH* MH*  MH* Protein . .
Rank Score ‘S‘,:; BCS Unmatched Variable sites Sequence Calculated Error  Error MwW/pl Species ACCB;’S"]" h‘ﬁ;ﬁ;f;‘r’t Protein Name
lons (Da) (Da)  (ppm) (Da)
1 13.04 758 9 7122 Y255y (RILR E L S L\G Q ¥ D\N|D|A|G/G Q/L|P F S\K (C) 2307.21 80.5763 255.4 97939.3/6.41 Homo sapiens 169171407 13944 PREDICTED: similar to tensin 3
1 13.04 758 9 7122 Y780y (RILR E L S L\G Q ¥ D\N|D|A|G/G Q/L|P F S\K (C) 2307.21 80.5763 255.4 155266.4/6.34 Homo sapiens 65288071 34866 tensin 3

Fragment.ion (m/z) |478.34 [591.36 [627.94 |685.40 |711.53 [734.20 |742.61 | 758.43 |760.45 |763.97 |773.42 [776.51 [778.47 [833.64 [854.40 [899.68 [904.61 [947.66 [955.93 [1019.44 [1083.85 [1121.43

Frac. Inten.(% of TIC) 8.63 2.67 3.69 2.7 5.35 3.38 4.37 24 2.56 0.12 2.19 4.46

Rel. Inten.(% of BP) 70.05 | 2164 | 2993 | 2202 | 4341 | 2743 | 3547 19.59 | 20.81 099 | 17.75 | 36.20
Score 1.00 1.00 1.00 1.00 1.00 | -0.27 1.00 050 | 0.1 150 | -0.18 1.00
lon-type Ys Y5 | by | by, b b++; |yH0 sty Y7

Delta Da 0.07 0.01 0.12 0.56 0.04 0.26 0.01 0.23 0.08

590 | 11.63 2.82 340 | 12.32 3.03 7.20 2.30 6.81 2.04

4790 | 9440 | 2292 | 2763 |100.00 | 2459 | 5844 18.63 £5.24 16.52
1.00 1.00 -0.23 -0.28 1.00 -0.25 1.00 1.00 -0.55 1.00
b+ey ¥s Ys b+ Yio b+t
0.60 0.19 012 047 -0.08 0.39
bB- ‘O
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lons that verify assignment

4
M5Tag 1 R | K | i | ¥
85T e+l
a6.2% ot
-+ 16
¥a a3a.1 bﬁH
+ A AT 46 6
Yy ¥e -+ W ¥y a8 y -+
7307 2O6.3 i i a0 6 Iy
b ||; Ll ] A 33?'1:1. i l il A 1T Ll Ll || 'II:I!E!Q_I
L] I I L] L] L]
200 a00 400 A00 1000 1400
WT_EGFCID.3935.3949.0.phl Maz=s [z ] hiH+: 24680182 mfz: 61776 z: 4
# . MH* MH* MH* Protein . Ms-
Rank Score ‘S‘,:; BCS Unmatched \.'asri;:?e Sequence Calculated Error  Error MVW/pl Species Acce;.smn Digest  Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 18.40 89.2 8 5125 Y255y 5251s (RALREL =L GQ vy/DF\DVAIGIGA\QILIEP F s\K (C) 2307.21 160.8090 355.1 97939.3/6.41 :‘;;?EDHS 169171407 13944  PREDICTED: similar to tensin 3
1 18.40 89.2 8 5125 Y780y 5776s (RALREL =L GQ y/D F\D\A|G|GAQILIP F S\K (C) 2307.21 160.8090 355.1 155266.4/6.34 :‘;;?EDHS 65288071 34866  tensin 3

Fragment.ion (m/z) | 417.55 [478.43 [ 522.18 |525.40 [540.00 | 545.87 [552.85 |561.88 | 564.93 | 584.12 [588.27 591.52 | 626.36 |658.34 | 664.34

|725.00 | 774.51 [776.08 [776.57 |782.54 [818.01 [833.60 |846.61 |939.14 [995.75

Frac. Inten.(% of TIC) 220 7.23 3.82 1.97 2.18 3.65 2.05 1.75 230 4.75 0.12 6.08 2.64 2.87 9.05 1.92 1.81 1.70 348 | 12.72 7.30 8.13 3 4.48 2.07
Rel. Inten.(% of BP) 17.32 | 56.84 30.04 | 1550 | 17.15 28.74 | 1611 | 13.79 18.07 37.35 098 | 47.81 20.80 | 22.56 7.14 | 1512 14.20 | 13.38 | 27.38 [100.00 | 5744 | 6397 | 29.18 | 3524 | 16.26
Score 1.00 1.00 1.00 | 016 | -0.17 1.00 | 016 | -0.14 1.00 1.00 1.00 1.00 | -0.23 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00
||]|'|_type Y+ ' |]+++12 |]+++13 |]++1—.14 b+++15 st ¥ b+++1€- |]+++17 |]++1.1 b+++2[l ¥; ¥; |3++.12 |]++.13 Y |]++14 b++1€- |]++.17
Delta Da 0.32 0.16 0.29 0.30 0.35 0.53 017 0.09 0.37 0.18 016 | -0.35 0.14 0.21 0.16 0.15 0.25 0.24 0.30
yre, 1.00 b,NH,
0.68 & 0.08

0.08




Peak 270

lons that verify assignment

METag 1 M C 5 T F i F P W g F E T
I .. I o I I I I I I I
1o Y13
2 et 449 A6
a6 .20
+ oy bg
I V4 F(mfz}iali.ﬂ 10115
W
vy S 5864 745 Bt oh 7 b b
4572 15 Bolna 12&?1? 5
2642 .
2841 3343 2007 |i ] ’ﬂl” N I I;!E 23 1061 1 Ny 129{“
h:l- L T L r |.|I i 1 .i m i Ll |I o } " L r r I T T
200 400 a00 EO0 Fan 200 00 1000 1100 1200 1300 1400 1500
WTCID . 2427 3450 2 phl Masz [mfz] PlH+: 2207 1264 miz: 7364 23
# MH* MH* MH* Protein . .
Rank Score ‘Sn:}l BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species ReEzsion Mls;jmgl::t Protein Name
lons (Da) (Da)  (ppm) (Da) ndex
1 17.08 904 7 4724 Y330y ()E s M C S TIP AIFIP VIS|P E/T/P ¥ V K (T) 2126.98 80.2081 109.6 97939.3/6.41 Homo sapiens 169171407 13944  PREDICTED: similar to tensin 3
1 17.08 904 7 4724 Y855y (K)E s M C S TIP AIFIP VIS|P B/T/P v V K (T) 2126.98 80.2081 109.6 155266.4/6.34 Homo sapiens 65288071 34866  tensin 3

Fragmention (m/z) | 44830 [457.24 [501.02 [586.38 | 589.89 |598.98 |660.10 |672.47 | 678.26 |687.47 [696.30 [718.68 | 747.83 [756.51 [811.31 [864.30 [913.41 [975.46 | 993.50 [1000.45 [1011.49 [1196.66 |1207.72 |1294.47

Frac. Inten.(% of TIC) 1.78 3.02 476 3.46 351 | 2291 364 3.05 1.29 208 421 243 233 | 143 1.39 1.50 3.52 215 323 2.58 7.74 1.27 216 1.70
Rel. Inten.{% of BP) 777 | 1319 | 20.78 | 15.08 15.33 [100.00 | 15.88 | 13.30 563 907 | 18.37 | 10.61 1015 | 6247 6.05 653 | 1535 9.38 1412 11.28 33.78 555 941 74
Score 0.50 1.00 1.00 1.00 0.50 1.00 -0.16 1.00 0.50 1.00 1.00 -0.11 0.50 1.00 -0.06 1.00 1.00 -0.09 0.50 1.00 1.00 1.00 1.00 1.00
lon-type Yy 0 |y |y Yo [Y++qgH0 | ¥y Y+ [bgHy0 ¥s be Y0 |y, b, ¥7 byH,0 ¥s by Yio by, b,

Delta Da 0.10 0.03 0.30 012 01 0.20 015 0.04 016 [],[]% 047 015 -0.02 0.00 012 0.0 010 0.10 0 -0.07




Peak 271

210G LNZ308 EGF2 2642 3642.0.pkl

Mas=sz [miz]

M5Tag 1 R | K | L | s | L s | ] | ¥ | o | N | o |-
g bs Yz Vg ]
5 1 etm 4785 70136336 0045 ¥, assignment
13.3%
by b Y1z Yia
2704 39334 ' 1242 8 1481 B
- r LIl | bl .|.i=. r ..II I N TP I - ﬁ
200 400 1400

hiH+: 2462 3054 miz: 82344 203

# .
Rank Score 2 BCS Unmatched Varllable
(%) ) sites
ons
1 1293 752 9 5122 Y255y S251s
1 1293 752 9 5122 Y780y S7T6s

Sequence

(RIL R/E L s L\G @ y DIN|D|A/G/G Q\L|P F S K (C)

(RIL R/E L s L\G @ y DINIDIA/G/G Q\LIP F 5 K (C)

MH* MH* MH* Protein . MSs-
Calculated Error  Error MWipl Species ACCB;SIOH Digest Protein Name
(Da) (Da)  (ppm) (Da) Index #
2307.21 161.0963 471.4 97939.3/6.41 ;‘;;?;ns 169171407 13944 PREDICTED: similar to tensin 3
2307.21 161.0963 471.4 155266.4/6.34 ;‘anprin;ns 65288071 866  tensin 3

Fragmentiion {m/z) |478.48 |618.92 [667.92 [676.38 | 693.74 |725.50 | 733.65 |760.60 |769.43 |776.73 [778.98 [782.76 |784.90 |790.85 |833.61 [904.54 | 929.37

|938.67 [946.95 |996.01 |1019.64 [ 1133.65

Frac. Inten.(% of TIC) 9.66 3.88 334 3.65 15 3.07 6.64 3.36 557 3.65 0.1 2.96 0.26 0.92 9.16 8.75 4.52 6.38 5.35 542 324 358
Rel. Inten.(% of BP) |100.00 | 40.23 | 34.60 | 37.77 36.55 | 31.78 68.80 | 3475 | 5772 | 3784 1.13 | 30.66 2.69 9.50 | 94.86 | 90.63 46.78 | 66.07 | 86.50 | 56.09 33.53 3713
Score 1.00 -0.40 1.00 -0.38 025 1.00 1.00 -0.35 -0.58 1.00 1.00 025 1.50 1.00 1.00 0.50 1.00 -0.86 1.00 1.00 1.00
lon-type ¥s b+g boH PO, | by |ysetyg ¥z st | by st by Ya Vg | bt Ho0 | by b+ p Y1 Y14
Delta Da 0.21 0.12 0.26 0.68 0.33 0.30 0.43 0.51 -0.60 0.16 0.05 -0.53 | 023 0.56 0.12 0.09

1.50

sty

046




Peak 272

S I L R I I L | ¢ | = s |sa] v | ®r |]:=
v +
1 dBe+m 1,r1DH = :
74.9% o
+
I:-2 Bt
| I g
(o A I ol A bl . — TR
1 1 - L] 1
400 EO0 &00 ] 1200 1400 1600 1800
DELTAKICID 5616 5628 5. phl Mass= (miz) hiH+: 4834.0209 mdz: A77 .61 2.5
M5Tag 1 L L 1] ] 1] W s L R 5 L W R =
I I | = | I I | v I I I | = | I I
o Vg
1 dfe+Em 5;2 5 w1 10069 ®in
74.9% . IIﬁfa
B 8016 ++ b
BP0 7pa7 g MOS8z
srpa | ° 1500.9
165 4 G18.4 2888 1295 15* .
A410.4 l | 17145
- 31?'3 . II Lol - | wal e .‘II .n.ll.. ol 1 :62.8'.? T r 185:4.9
400 E00 200 ] 1200 1400 1600 1800
DELTAKICID. G616 5628 .5 pki Mazs [miz) MiH+: 4384.0209 miz: 97761 z: 4
# MH* MH*  MH®  Protein ) i
Rank Score SPI BCS Unmatched Variable sites Sequence Calculated Error Error MW pl 5 ies Accession MS-Digest Protein Mame
(%] lons 1 (D) [Da)  (ppm) [DaII' ES # Index #
1 1154 874 8 37 Y450y 51385 51455 (RJLLLLODSDWsILESAVE\AAGS yWO\SIGQPWGPLEPWPS/ESSCLE(N 464331 2407109 1662 27830.5/8.37 Homosapiens 163204748 14148  PREDICTED: similar to hCG2040160 isoform 3

Fragment-ion (m/z) [573.55 [678.93 [764.66 [891.61 |930.12 [934.09 [958.99 [1006.17 [1006.93 [1105.86 [1143.55 [1145.97 [1164.99 [1177.42 [1241.51 [1247.11 [ 1260.86

Frac. Inten.(% of TIC) | 753 [ 502 | 382| 535 eo4| 1218 ess| =528 7.50 473 180 7.38 7.06 4.34 378 | 428 545
Rel. Inten.(% of BF) | 8180 | 41.24 | 31.38 | 43.53 | 48.57 (10000 | 5378 | 43.08 | 6156 | 3881 | 323 | 8032 | 5756 | 3560 | 3101 | 2438 | 472
Score 100 100| oso| 100 00| 100| 100 100 100 038 03 1.00 100 | 038 100 | 100 0.50
IDI'I-IYPE WIG bS_NHS bF"HiD ‘H-H'RS I:H-H'i‘ ‘H-H'R.S tH-H‘iB TH‘16 b.H‘IF bIG_HiD bIG ‘H-H‘BS I:H-H‘SS bI I_NH 3
Delta Da px| D47 | 073 05| 070 035 | 05| 0.13| 058 057 0.4 085 | 055 0.25

¥z Yao

035 0.57




Peak 274

MTeat e w | 0 e & Jo] T | y fe |l v |« | v | v |~ 1 & |
assignment
2 fTe+dm g
74.9%
g
. z!;I . "
2, | £y . Pimsz-11 . ., . S " . 11 . L -3 "
K ' Pirpse-2 B o o,z ! z
T, g F(m.n‘z}HEEIZ | G T 7 c L ! & ¥ e . %3 z 5 %15
K| |= T F i 11 o 14
}0-

200 400 B0 00 1000 1200 1400 1600 1200
WTETD. 18 15 0 pkl Mazs [m/z] hiH+: 1849 5782 miz: 46318 20 4
M3Tag 1 g | K | | 5| E s | ™ | ¥ s | « | « | ¥ | K | & | R |

e AT
2 ETelm i *
® 13 15
74.9% Bg 7488 247
. 734 "
2 °3 oy R @ 11
; T44 f15.2 .y 1307.7 “14
2208 ) 5305 . . B . 1621 .2 18353
] ‘ ' g3 7 653 12608 15141 16946
(o i . I||...|I|.|.”I IR
200 ap GO0 200 1000 1200 1400 1600 1800
WTETD. 154 15 0 phl Mazz [rmiz] hiH+: 1640 5782 miz: 46316 20 4
# MH* MH* MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error Error MwW/pl Species feseaem (L Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 16.24 86.1 13 324 Y15y (K)V/EIE|I/GIE|G/T|¥\G/V V Y|E|A\R (N) 1768.96 80.6190 3529 33929.7/8.80 Homo sapiens 16936528 30023  cyclin-dependent kinase 2 isoform 1
1 1624 861 13 3124 Y15y (K) V/E|R|T/GIE|G/T|¥y\G/V V YIRIAR (N) 1768.956 80.6190 3529 30084.1/9.14 Homo sapiens 16936530 30881  cyclin-dependent kinase 2 isoform 2
Fragment-ion (m/z) |246.04 |358.32 |374.37 |544.39 [589.33 |673.38 |681.47 | 686.69 [689.48 |720.73 [746.82 |803.50 |831.48 [847.05 [868.01 [1020.57 |1074.88 [1120.66 [1177.47 [1307.71 |1363.80 |1492.83 1621.18 [1693.35
Frac. Inten.(% of TIC) | 3.05 | 410 | 256 | 332 413| 621 290 309 | 791| 271 586 | 527 319 656 | 351 278 344 789| 382| 334| 271 283 365| 549
Rel. Inten.(% of BP) | 3852 | 5177 | 32.36 | 41.99 | 5217 | 7846 | 36.61 | 39.10 [100.00 | 34.24 | 70.24 | 66.57 | 40.31 | 82.91 | 4437 | 3508 | 4352 | 9971 | 4834 | 4221 | 3424 3573 | 4618 | 69.46
Score 100 | 100 | 1.00| 100| 100| 100| -037| -039| -100| 025| 00| 100| 100| 100| 100| 025| 100| 100| 100| 025| 100 100 100| 025
lon-type C z, €y 5 [Ty, Cs T | Oy [T, g | Crhyg | ZH4yg 7% Cy Zy L "y Z Cia Ciq s
Delta Da 010 | 009| 013| 004| 005| -001 029 | 004| 060 002| 063| 059 | 008| 039| 013| -008| o011| 018 o022 038| 050
Y2 ¥y ¥ s Yia Yia
012 0.12 -0.04 021 | 037
yHeg z'3+9
0.22 0.19




Peak 275

MiTag 1 g | K | | 5 | E s | 7 | y s | » | v | ¥ | K | & | R
2.55e+n AT “14
17 7% Fimiz) “g : 1h0e. 1 1322 6
B17.3 BPRT I 5 e
' 11206 ]
c4H tg ?19;.6 13 1717.7 1806]
e & ZPe I N P e 1322.3 1404
3742 “
T8 4714 . R |4 FD 5
b e ” |I.. [TTHRMAP Ll -+ |;I N Ll
200 400 0 00 1000 1200 1400 1800 1800
DELTAETD. 2003 2006 .2 . phl Mass [z ] hAH+: 1249 4654 miz: 61716 2: 3
M5Tag 1 [ | & | E | & | T | y | & | W | W | ¥ | K | &
917 .4 . 2
3592+ 14
47 70 Pimyiz) GE aSSIgnment i 1606 .1
' ri7.a GTRT 2 ¢ & e
. i . N
“ e : i
“ . ) 1404
3 A44.7 £y 2 gtk 7 1019 6 1322.8
T2 T :
4714 i ‘ o F f 'ganL 351” \ a1 I 1544 3
b | |l|i|..| T T v 1 1IN B m il T | TR TR I | i
T T T T T 1 LI T T
400 aan0 EQ0 Fan 200 00 1000 1100 1200 1300 1400 1400 1800
DELTAETD 2003 2006 .3 phl Maz= [mfz ) MH+: 1849 4654 mfz: 61T A6 2: 3
MH* MH* MH* Protein . .
Rank Score ‘Sn:; BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species proessio h‘ﬁ;}:gf‘ Protein Name
lons (Da) (Da) (ppm) (Da)
1 19.43 945 14 2/25 Y15y (K) V/E/R/I/G\E| G| T |y |G| VA\V|Y\EA\A\R [N) 1768.96  80.5062 2919 33929.7/8.80 Homo sapiens 16936528 30029 cyclin-dependent kinase 2 isoform 1
1 19.43 945 14 2125 Y15y (K) V/E/R/I/G\E|G|T|¥|GIV\V|Y\E\A\R [N) 1768.96 80.5062 2919 30084.1/9.14 Homo sapiens 16936530 30881 cyclin-dependent kinase 2 isoform 2

Fragment-ion (m/z) |521.50 |544.69 |673.69 |719.57 |730.78 776.62 |803.48 |831.57 |867.87 |941.87 [1019.65 [1074.63 [1120.65 |1131.63 |1177.93 [1230.52 | 1329.75 | 1364.27 | 1492.97 | 1606.09 | 1608.35 | 1621.95 [1692.04 [1693.31 [1735.31

Frac.

Inten.(% of TIC) 3.66 1.99 419 3.85 3.04 39 3.32 248

Rel. Inten.(% of BP) | 38.16 | 20.70 | 43.72 | 4015 | 31.73 | 40.74 | 3457 | 25.82
Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00
lon-type z, [ [ z, [ |, Cg
Delta Da 0.20 0.34 0.30 0.14 0.37 017 0.58 0.1

6.90 243 249 3.00 71
7190 | 25.11 2592 3125 7413
100 | -0.25 1.00 1.00 1.00
g g Ca Zy
0.45 017 0.14 012

415 2.61
43.29 2719
1.00 1.00
Cio Ty
012 0.38

2.66 332 210 4.36 7.39 3.02 6.53 279 i

27.69 34.63 2184 4549 77.01 31.51 658.03 2911 32.38

1.00 1.00 1.00 1.00 0.25 -0.32 0.25 1.00 0.25

Ciq Ciz Zs Cia ', iy Cis s

-0.06 0.10 0.65 0.26 0.29 0.14 0.20 0.46
Yia

0.25

959
100.00
0.25
s
0.46




Peak 276

MSTag 1 t | = | ¢ |5 | L | [ | M | s ] « |5 | M | L | s ] 5 | =
¥
4 BEetim a0 e
3.16%
+
h12 .
376 3 A50.8 10161 1087.3
220 1 28567 : 410.2 4555 9106 178 12029 1405 14743
i . L 1 I Ll TP | Y I o Ll | il L
I J L] L]
0 400 B0 200 1000 1200 1400
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1 15at5m Ti0 2re.4
T.49%
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"1z by Py Yig' bygNHy Byy-HgH
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[ T I I Lo Ly ﬁﬁﬂ""“ el TR .|I {5 |y oy 10468
I L] I L] L] L]
EO0 B0 Ton 9350 1000 10:50
DELTACID. 2539 2543 .0.pkl Mazz [mez] hiH+: 22953854 md: TESE 203
# MH* MH* MH* Protein . .
Rank Score Sﬂ:I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species AEEE#SS'“" MIS;jD'Q;SI Protein Name
(%) lons (Da) (Da)  (ppm) (Da) ndex
1 1333 809 8 9125 T372t Y390y (K)D/t A P G/L I\M\G &4 G N L G|S/Q\L\V E ¥ K (E) 2134.08 161.3006 595.9 113180.2/5.94 Homosapiens 18379344 18171  VPS10 domain receptor protein SORCS 2
Fragmention (m/z) |674.04 |685.10 [ 714.08 [716.36 | 727.04 [728.62 | 729.98 |732.55 [745.49 [747.73 [755.64 [782.24 [785.80 | 838.96 |842.39 [852.15 [853.44 [859.06 [859.34 | 861.69 [872.08 [875.28 [878.77 [886.40 [945.84
Frac. Inten.(% of TIC) | 1.07 161 | 125| 108 | o087 | 089 1291 | 242 140 292 | 099| 093 148 085 | 166 | 0687 125| 122| 332 310 139| 899 4516 | 145[ 090
Rel. Inten.(% of BP) | 237 357 | 276 | 239 | 193 197 | 2859 | 536 309 | 648 | 219 | 205 328 187 | 367 | 193 | 278| 271 735| 6.86| 3.09 | 19.91|100.00 | 323 | 200
Score 100 | 004 | 050 | 002| 100 -002| 050 | 150 -003| 100| -0.02| 100 -0.03 100 | 050 | 025| 003| 100 100| 050| -0.03| 020| 100 100| 1.00
lon-type ber,, yNH, ¥Yiitag b.-H0 sty b b+ bes o yNH, ag ¥s Ye |bsH20 by | y+rg ¥z
Delta Da 0.76 0.23 0.04 034 | -0.14 0.50 011 0.07 | 002 078 034 | -006| 033 060 | -0.54 | 059
1.00 bH,PO,
cl 0.55
0.36
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m_|23|:|;4 i L et Lagb i, l.Ll?.hu.Iln. wllal B R Ll II. "
200 400 1400 1e00
WWTCIDLFO0E . 7003.0 . pkl Maszs [miz) hAH+: 33100582 miz: 82827 2: 4

SPI U

Rank Score (%) BCS Unmatched
lons
1 10.80 721 8 8125

MH* MH* MH* Protein 0 .
Variable sites Sequence Calculated  Error  Error MW/pl Species Acce;swn MIS'D'QES[ Protein Name
ndex #
(Da) (Da) (ppm)  (Da)
M377m Y361y Y376y S369s (K)H vy A/R I S T S\P s/V/A L/SIKB\y n TV|S SEF P AARI(L) 3053.55 256.5069 185.2 188203.3/6.23 Homo sapiens 21071037 7619

Fragmention (m/z) |665.26 |810.22 [812.26 | 816.12 |840.73 | 848.02 [857.68 |864.72 |881.53 883.22 | 891.32 |897.22 |906.73 |925.83 |920.09 |944.93 |946.59 948.31 | 954.15 |967.97 |976.43 | 979.61 |985.64 |996.31 |1026.12

Frac. Inten.(% of TIC) 286 318
Rel. Inten.(% of BP) | 32.89 | 3648
Score 033 | -0.36
lon-type
Delta Da

012
141
200

m

014

508 515 354 362 391 433 328 513 415 3.04 296 561 295 314 381 470 500 299 508 429 871 279
58.35 | 5911 | 4061 | 4152 | 4485 | 4973 | 3762 | 6581 | 4764 | 3491 | 3398 | 64.38 | 3383 | 36.03 | 4376 | 5393 | 6741 | 3434 | 58.35 | 49.30 |100.00 32.08
1.00 1.00 0.50 | -0.42 1.00 0.25 1.00 050 | 048 | -0.35 | -0.34 1.00 0.50 0.50 | -0.44 1.00 0.25 1.00 0.50 | -049 1.00 1.00
bt | yr+. | YR, a; | y++g |bH0 bt Y0 |y, b ARt ag | y++; |bg-hH, by | y++ig
027 0.35 0.63 0.30 013 | 067 -0.07 0.66 -0.55 013 071 -0.46 047 021 -012 063
s

20

010

BCL-6 interacting corepressor isoform 1
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1833 Q5.4
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h:l_ Il et gl | |. ‘Il“ ||I .I.I.Illu..]l||llll. L1 ||I|. II. L L
200 300 400 a0 EO0 oo a0
WTCIDL 2629 2639 .0 phi Maz= [mifz] hAH+: 1780 2582 miz: 44582 2 4
M5Tag 1 m I ¥ I W
¥yq
18145 5271
100 % 545'-3 +3
38 12 sgas
bE ¥ +3 - 566 .4 '!,rm -!..-5
0 b 523,
348.1 a7 g [mearifyl 4793 ! 582 7 526 .4
M a7 sead 4164 454 gp5p 002 el e B10.1
b U T s RO P I Y il ool 1 AR OO
b |I|||.|||I| [ AN N TP WA |III||I||||| ] |I|“ ||I A ||. 1R |III||I||. ||| gl I:i n [ | I I|| N AN
a0 00 'i'dﬁlil ann &l =]
WTCIDL 2629 2639 .0 phi Mazss [mfz] hAH+: 17802582 miz: 44582 2 4
# MH* MH*  MH* Protein . .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error  Error MwWipl Species CEEEEn (LI Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 914 604 7 10724 M586m Y587y (R)N/L m ¥/V/D/I B\I/V/D H Q K (C) 1684.87 95.3855 -323.4 T75702.8/5.39 Homo sapiens 21264363 18407 mannan-binding lectin serine protease 2 isoform 1 precursor

Fragmention (m/z) [317.79 |341.05 [348.09 [353.86 | 388.70 |429.93 [453.88 | 465.88 |467.49 [474.84 [479.31 [509.37 [521.40 | 523.74 [527.13 [532.46 549.64 | 554.07 |[556.41 |569.85 |582.66 |620.76 |626.40 |682.76

Frac. Inten.(% of TIC) 2.54
Rel. Inten.({% of BP) | 23.14
Score 1.00
lon-type Yy

Delta Da 0.60

3.00 4.04 5.96 270 0.07 270 2.88 414 5.65 272 2.38 274 6.46 8.62 | 10.96 599 265 5.62 5.18 3.96 3.19 3.20 2.66
2733 | 36.88 | 5442 2465 0.60 | 2462 26.27 | 3781 | 5151 | 2486 | 2168 | 2502 58.94 | 78.62 | 100.00 | 54.61 2420 5132 | 4724 | 3614 | 2907 | 2920 | 24.H
027 | 037 | -054 1.00 200 025 050 -0.38 1.00 025 050 1.00 0.50 100 1.00 -0 55 025 1.00 -0.47 1.00 029 100 024
D AR m y++;-H,0 Y+tg YoH0 | by y+eHO Ya| Yy b,-SOCH, |y+++,, Y¥tg Ys
015 | -0.03 -0.39 -0.44 012 | 032 005 | -013| -0.33 013 014 0.34 0.07

| Reset |
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200 400 a00 E00 o0 200 a00 1000 1100 1200 1200 1400 1500
DELTACID 9557 9557 .0.pkl Mazz [mez] hiH+: 338089582 mfb: 845938 204
M&Tag 1 L E L o g [ 5 4 E K P
| I oo, I I I I I
12 15
A 80la-+im 4322 956
13.3%
+3 +3 Pipuz ¥R 00
Yog ¥ +a b % +3
1z Ya 12 09 ¥
b ErlRA i
510.7 17 ESF.E 1 fibaa
[ I Ll IIII | Al FDBAII wn II|IIII‘ | | P
L] I I L] I L] L] L] L]
400 a00 EO0 o0 200 a00 1000 1100 1200 1300 1400
DELTACID Q557 9557 .0.phkl Mazz [mfz) hiH+: 333089582 mfb: 84588 204
# MH* MH* MH* Protein . .
Rank Score el BCS Unmatched Variable sites Sequence Calculated Error  Error MW/ pl Species Brcessini e s Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 1265 736 10 720 M364m Y356y S350s (K)o L /L S/L/D/Q\I S A s|K P A\E/S y\T S S S T P T m\T D N R (K)  3203.55 177.3457 419.4 85515.0/7.03 Homo sapiens 21614542 34860  single-minded homolog 1
Fragment.ion (m/z) [415.30 |432.23 |687.84 [789.26 [795.64 [821.78 [828.00 |835.10 [854.91 | 885.27 [890.84 [901.84 [ 923.84 [934.31 | 959.33 |961.67 [1028.32 | 1034.25 [1044.71 [1060.35
Frac. Inten.(% of TIC) | 1138 | 690 193 | 253 | 4368 | 006 | 262 | 128 | 368 | 128| 154 | 163 | 177 127| 183 232| 445 201 172 6109
Rel. Inten.(% of BP) | 26.06 | 15.81 | 443 | 580 (100.00 | 013 | 599 293 | 843 | 294 | 354 | 374| 406 | 291 419 | 532 1020 460 | 395 13.95
Score 026 | 100 004 006 100| 150 | 025 -003| 100| 100| -004| 004 100| 050| 100| 100| 100 100 | 100| -0.14
lon-type bty basig | yrey, iy by |y+++sy Yty |YghiHy (Dessyg ysssy, 310 bisip | ¥ty
Delta Da 0.36 024 | 064 | 054 055 | 024 046 | 008| 024 060| 0.74 0.28 | 077
150 Yy [y t0
sty 0.54 0.69
0.65
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METag1 | G L 8, 5 A G E
IR IR N | RN
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1.ADe+5- b g4 . : 5046,
a G7p .42
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L+ | i, 131:1 "
14 TEE .6 b
1035
54{5.?‘5'-1? Fi31.5 E70 ‘ 91 E n 10159 1
Ezac] I ’ : b

496 4 G545 382p 2 17t 12

Jo 12 374 459 i || 1217 12165 1278 1302

- .J...IJ.||LI|.. L Lo oLl r gl
300 400 A00 EO0 oo a00 A00 1000 1400 q200 1300 1400
DELTACID.F175.7209.0.pkl Maz== [z hAH+: 29256982 mf: 73208 a0 4

# MH* MH* MH* Protein . :
Rank Score S%l?l BCS Unmatched Variable sites Sequence Calculated Error  Error MVWipl Species ACCE;SIB" I\ﬂIS;lege#st Protein Name
(%) lons (Da) (Da) (ppm)  (Da) pdex
1 1040 731 9 519 YTTy Sigs (RIR L QG L Q A\y s|S A G E\L\S\S T L\D\L\A N T\L ¢ K (L) 2764.45 161.2506 450.5 21562.7/8.14 Homo sapiens 21624656 1327 methyl-CpG binding domain protein 3-like

Fragment-ion (m/z) |589.32 [614.72 [ 679.17 | 751.54

|760.95 [768.06 | 809.10

|810.88 |818.02 | 846.72 |856.05 860.84 | 865.28

|874.59 | 883.89 |911.47 [946.91 [1012.70 |1069.10

Frac. Inten.(% of TIC) 173 3.96
Rel. Inten.(% of BP) | 10.26 | 23.52
Score 1.00 | -0.24
lon-type by
Delta Da 0.08

6.83 1.55 759 | 453 243

4058 921 | 4509 | 2694 1442

0.50 1.00 1.00 1.00 0.50

bg-NH, | ba+,5-H,0 | b+, b, |b++, -H,O

-0.22 077 | -0.36 0.61 0.25
b,

20
053

342 | 1033

2033 | 6136
-0.20 1.00
b+,

017

3.58
2130
1.00
by,
0.34

1.58 | 10.35 16.83 220 1.81 6.11 | 11.81
938 | 6150 100.00 | 13.06 1076 | 3629 | 7020
-0.09 1.00 0.50 1.00 0.50 -0.36 -0.70
b+ y+a HO |y yH0
-0.53 017 013 -0.59

152 1.86
9.03 11.06
1.00 1.00
|;;++Hz |;,-|-+19
0.75 -0.36
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9203
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+ +3 +3 0 K3 b +
b, a by Py Ya1 y91 il by 12052 Yaq ! % 1ol
5 17 o950 T 438 ] |"!" 1146.9 iz . :
461 fi32.1 || 1332 1454
n al . | PN Y I B PRI T TR Y T AT s T L
h:l I I I " L] L]
400 a0 EQ0 Fan a0 a0 1000 1400 1200 1300 1400 1300
DELTAKICID. S367 8552 .5 pki Mas=z iz ] MiH+: 4652 4209 msz: 93129 z: 4
# MH* MH* MH* Protein . .
Rank Score ?;; BCS Unmaiched Variable sites Sequence Calculated Error  Error MWIpl Species ACEE;S"J" Mlﬁ;j[::’?;‘“ Protein Name

lons (Da) (Da)  (ppm) (Da)
1 12,76 66.5 13 9/23 Mdm T7tY22y (JM A Sm PP t PA\ENVAQ G P/I L/F\E|D LNAV y/F S Q\E\EAC\W T LEH/PAQR S L s K (D) 447517 177.2489 284.0 48076.5/6.29 Homo sapiens 22748967 16889  =zinc finger protein 537

Fragment-ion (mfz) |815.50 |882.93 |885.95 |887.97 [909.80 |919.38 | 920.33 |947.55 |953.88 | 967.33 [982.04 [1000.32 [1012.52 [1031.18 [1034.98 [1038.41 | 1053.18 [1059.69 |1062.14 |1065.56 |1088.49 |1106.67 |1512.94

Frac.Inten.(% of TIC) | 501 | 224 [ 2712 [ 286 | 209 246 343| 267] 523 206[ 315 220 3m 326 307 463 204 [ 20| 381 628 | 387 519 214

Rel. Inten.(% of BP) | 1847 | 826 10000 | 1054 | 7.71 | 906 | 1264 | 9383 1927 | 760 | 1162 | 810 1147 | 1203| 1132 | 17.08 751 773 | 1406 | 2314 | 1425 1916 | 7.88

Score 018 | 100 100| -011| 100 -009| 100| 100 -019| 100 -012| -0.08 100 012| 01 1.00 1.00 1.00 100 | -023 1.00 1.00 1.00

lon-type b+ ¥a by yresy, | bee bessg Yy by b+ o H0 | yreg [ beeg yreen, | beeey | b,

Delta Da 0.04 | -056 0.48 023 | 014 0.92 0.33 0.04 072 | 066 067 09 | 089 -070
b4+

27
0.74




Peak 282
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400 500 B0 700 200 800 1000 1100
DELTACID. 2402 2402 0 pki Mass [miz) PH+: 22709954 miz TETET 23
# MH* MH* MH* Protein - .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species WEELALT b Protein Hame
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 1149 610 9 8123 Y% Y85y  (K)F/E E/T R T/H/G/P\y V I\T G\D y\P\R (S) 2110.02 160.9715 457.4 13361.1/4.89 Homo sapiens 22749457 387 hypothetical protein LOC221718
Fragment.ion (m/z) |655.82 [663.43 [670.25 | 690.33 [699.32 |708.55 [719.20 [725.22 [728.08 | 73292 |741.51 [748.54 [767.98 [774.59 |778.91 [820.76 | 855.85 |928.16 |933.28 |935.53 [999.27 |1027.09 |1062.40
Frac. Inten.(% of TIC) | 326 | 4.83 [ 4.91 427 230 259 | 340 021 299 1938 | 269 275| 337 920[ 839 | 418 | 229 375| 239 370 295 263 342
Rel. Inten.(% of BP) | 16.81 | 25.16 | 25.35 2204 | 1186 | 1334 | 17.55 | 109 | 1545 100.00 | 13.88 | 14.16 | 17.40 | 47.93 | 43.28 | 2165 | 11.83 | 19.35 | 1234 | 19.07 | 1524 | 13569 | 17.66
Score 017 | 025 | 1.00 050 | 1.00| 100| 050 150/ -0.15 050 | 100 | -014 | 1.00| 048 | 043 | 1.00| 050| 019 | 100 | -019 [ 100 | 100 | 100
lon-type Y4t ¥+ HO (b ag | bgNH, sty bt H0 | by, Yz b++,, | b-NH, Yrhis ) by | y++y;
Delta Da -0.562 005| 003 019| 012 | 056 0.09 | -0.33 0.17 011 | -0.53 0.37 022 039 045
yE-'NHa LRSS hanrt b++1e-
0.03 0.04 | 025 0.63
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200 300 o0 300 1000 1100 1200
DELTAKICID. 4770 4770 .0 phl Mazsz [miz) hiH+: 23687382 mf2: 59204 204
MiTag1 7 | g | A, | M | W | E | *
1.285e+jm
T4.9% +3
At
GvE.4
+
yH 1_',,,13“3,3;4 T - -
12 ¥y 499 3 AR, ¥i5 ¥4
4565 ' 10135
o l 4._1?? L III Ll I..II‘I I|III. Ay L ﬁﬁ.:an'snl . L N i. ! Ll L
L] ) L) L] ) L) Ll
450 500 550 a0 B350 Fon il 200 250 a0 50 1000
DELTARICID. 477047700 pkl Mazz [mez] hiH+: 23637382 mib: 59284 2.4
& (] i mn e g £
Rank Score A BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species fezzon  [LSHETD Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 1231 190 9 8125 M231m Y223y (R)T y/T Q\AM\V/E K|m\E E L/V G/G V P @ R (V) 227414 946012 574.1 64045.0/6.11 Homo sapiens 28603818 175  hypothetical protein LOC338094
Fragment.ion (m/z) |542.40 | 555.90 [566.42 |571.82 |573.66 |577.74 [620.05 [ 627.15 | 630.91 [635.58 [640.68 |645.19 |648.58 | 676.45 [679.18 [692.47 | 696.06 [712.38 [714.09 | 739.58 [747.99 [776.33 | 856.89 [883.45 [940.03
Frac. Inten.(% of TIC) | 268 | 006 | 216 013 560 018 | 295 590 238 | 243 [ 299 228 211 97a| 464 | 243 242 284 2333 235 [ 230 267 211 847 505
Rel. Inten.(% of BP) | 11.06 | 027 | 925 | 054 | 2402 | 078 | 1267 | 2527 1021 | 1042 | 1283 | 977 | 9.03 | 4174 | 1987 | 1041 | 10.38 | 1216 |100.00 10.08 | 9.85 | 11.01 | 9.03 | 3628 | 21.62
Score 011 | 200 100 100 | 200 | 100| o050 050 | -010| 100 100| 009 | 100| -020| -010| 050 | 100 | -100 050 | 100 100| 050 036 022
lon-type b,H,0 | by m b, m | y++,, | bgH,0 b+, -HO b+, b, Yy y-NH, ¥+ y++,4-H,0 ag bg |b.-H,0
Delta Da 028 | 032 053 | 046| 023| -0.07 -0.34 042 | -0.04 0.44 0.68 | -0.03 020 | -028 | 006 | -0.44
¥s ¥Y*hia
042 -0.40
m
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F(m."z}iHEEI
Ta.0%
T304
+3
+2 b
I . Big 25 - b18'H'
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d = r i ||. PR I.l Ll I|I||| 553
Al EO0 B0 Aa0 1000 1050
WT_EGFCID.2909.5909.0.phl Mass [z ] hiH+: 2991.3382 mfe: 74858 2 4
# MH* MH* MH* Protein . .
Rank Score Sﬂl",:l BCS Unmatched Variable sites Sequence Calculated Error Error MVW/pl Species Acce;smn I'u'IIS;’Dlg;st Protein Name
= lons (Da) (Da) (ppm) (Da) ndex
1 10.89 608 11 12125 T160t Y150y 5149s (Rl M A L/s ¥\F T A/T/T/TIA V|A t A V/G M/N M\L T R\E (A) 2750.39 2409456  349.9 36232.0/9.47 Homo sapiens 30578418 12854 sideroflexin 2

Fragment.ion (m/z) |672.55 [686.78 |709.14 [727.49 [731.43 [734.90 [738.08 |756.51 [757.19 |764.77 [805.56 [808.67 [823.33 [832.49 | 83551 | 850.43

[854.19 [858.41 [868.89 [895.06 [897.80 [909.25 [922.91 | 949.04 |972.47

Frac. Inten.(% of TIC) | 2.17 6.23 225 312 | 276
Rel. Inten.(% of BP) | 1172 | 3359 | 1213 | 1681 | 1486
Score 1.00 | 034 | -012| -017 | 015
lon-type |\ aas
Delta Da -0.27

2.83 2.8 2.08 433 2.26 423 391 4.29 294

1527 | 1518 | 1119 | 2335 | 1221 | 2279 | 2110 | 2313 | 1586

1.00 1.00 01 1.00 -0.12 -0.23 1.00 1.00 -0.16
Ye | breyy ) RarT Yt | by,
048 -0.70 -0.69 027 | -050

2.66 6.03 488 4.09 527 | 256 259 | 18.54 207 220 292
1433 32562 | 2631 | 2207 | 2840 | 1379 | 1389 (10000 | 1117 1189 | 1578
1.00 1.00 1.00 100 -028 | -0.14 | -0.14 1.00 1.00 100 | 016
by, |y++,H0 by | ¥*+ig Y ¥y |brery,
0.85 051 | -0.07 | -0.51 020 043 031
Yo

0.73
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# MH* MH* MH* Protein . .
Rank Score S‘EI BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species ACCB;S'OH I\I'IIS;legt;st Protein Name
(%) s (Da) (Da) (ppm}  (Da) pde
1 12.50 76.8 10 8124 Y516y 5515s (K) T D/Y/F K/P|G H P Q\A/L\R V\H/s y\K (5) 214410 160.7946 374.0 103537.6/5.51 Homo sapiens 31542530 29159  coiled-coil domain containing 135

Fragmention (m/z) |481.05 | 509.46 | 518.64 |532.45 | 537.70 | 551.08 |556.52 |561.76 |563.63 | 585.90 |591.93 [624.29 [627.30 | 642.59 |678.68 |695.55 | 697.39 | 720.60 |730.88 | 734.38 |752.50 |777.38 |805.72 |887.11

Frac. Inten.(% of TIC) | 2.15 1.97 8.26 7.1 9.84 1.26 1.07 167 318 | 221 9.06 125 163 1.75 359 1.89 586 | 1329 | 203 1.15 8.75 1.36 . 2.06
Rel. Inten.(% of BP) | 16.19 | 14.79 | 6215 | 58.02 | 74.05 9.51 802 1179 | 2392 | 1664 | 6822 940 | 1228 | 1315 | 2698 | 1424 | 4413 | 100.00 | 1530 666 | 6584 | 1026 | 5347 | 1554
Score -0.16 0.50 1.00 1.00 1.00 1.00 1.00 | -012 | 024 100 | -068 | -0.09 0.25 1.00 100 | -0.14 1.00 100 | -0.15 0.50 1.00 1.00 100 | -0.16
lon-type b H,0 [y | yorg [berr,, |yree ¥a b+, ag [yre,g | by, yree, b b,H,0 by | y**yp | b,
Delta Da 0.26 0.41 0.72 0.08 050 | -0.62 -0.38 -0.01 0.29 0.34 0.73 0.62 0.03 0.14 054 | 021




Peak 286

lons that verify assignment

assignment
M3Tag 1 = | C | R W | E | i | i | C | W
b +3 +3 s R
¥3 12 Y15 " 12 Ve
413 .4 511.3 G205 TG .2
3.08e+i- 8477
42 1%
+3 —+ +3
W ++ b + ++
|24 Yro T4 | B By
261 #n? 7
- O e I el o A T | T o 1 —
L] L] L] 1 1
200 200 400 a0a =11] Fan 200 A00 1000
DELTAKICID. 3715.3742.0 phi Maszs [miz) mAH+: 2205 3782 miz: 8521 204
# MH* MH* MH* Protein . .
Rank Score Bl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species figzeeden (S iles) Protein Name
(%) I # Index #
ons (Da) (Da) (ppm) (Da)
1 9.06 T0.0 T 9123 Y199y 5185s (K) s C/R E/A A/C/V W C|N G\E E/¥ R (G) 2046.82 158.5567 -623.9 80320.4/7.98 Homo sapiens 31543212 33170 macrophage stimulating 1 (hepatocyte growth factor-like)
Fragment.ion (m/z) [324.25 [418.35 [468.63 [ 511.31 [517.44 [528.67 [565.89 | 627.42 [635.86 |645.99 |652.58 | 650.96 |666.47 |680.51 |702.00 [704.99 |716.46 [727.55 | 757.55 [759.19 [766.22 |798.47 [847.70
Frac. Inten.(% of TIC) | 269 | 439 193 | 681 483 286| 286 | 340 381 306 233 697 | 1227 | 948 [ 394 235[ 219 282 179 586 | 708| 263 457
Rel. Inten.(% of BP) | 21.97 | 3583 | 1570 | 5550 | 39.35 | 20.88 | 2085 | 27.72 | 31.07 | 24.95 | 19.04 | 56.84 | 100.00 | 77.28 | 32.09 | 19.13 | 17.88 | 23.03 1457 | 4525 | 57.72 | 2142 | 37.23
Score 022 100| -016| 100 | -039| 050| -021| 100| 031 | 100 -019| 050 | 050 | 1.00| -032| -019 | 050 1.00 050 | -045| 100 100| 1.00
lon-type Y2 basey y;H;0 L anastt ¥Y+tg Yol [bgtiH; | besyy ysNH; ag |b++ ;- H,0 bavyy | y+iz Ye
Delta Da 0.20 013 -0.51 0.17 075 075 | 072 | 023 023 | 029 0.29 005 | 068 040
| AT
0.79




Peak 287

MiTag1 g | E | ki | = | o©® | [ | = | v | K | = | s | *® | a 3
E.2da+im- 774 a 509 4
1000 .84 . —- 7s8 2146 ¥
551 1 | 256 b -+
B g | 201 .fi b18 11006
9735 11015
w502 it ] 311 1065.7
2231 £ A02 .G .
254 380.3 e || 14058 14065
b - T A DT .i.l.ll.-. \ HI AN o L 1
200 400 EQ0 &00 1000 1200 1400
DELTAKICID 2534 95340 pki Mas=z iz ] MiH+: 22360454 msz: FH6.02 z: 3
MiTag1 g | E | K | = | o | [ | = | v | K | s | s | * | @ 3
. lons that verify assignment
100.% /
+ ¥a
Y11 , by -
§ B
H . 1
b ™ b b |‘ Uy by | ¥ b
q t [ 2 3l
[ I||||l.|.||1. M ..i.l.ll.-. 4 i 1 il' il I]j | J].I - 13.I| I I
200 400 EO0 2an 1000 1200 1400
DELTAKICID 2534 95540 pki Maz== [mz ) MiH+: 2236.0454 mdz: 74602 203
# MH* MH* MH* Protein . .
Rank Score S‘,:I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;smn '"IIIS;jD'Q;SI Protein Name
(%) T {Da) (Da) (ppm)  (Da) dex
1 763 4933 N 10/24 Y615y (K)v/Q E B/A D/I P\V/E S S B/Q\A|A\V P\v\K (K) 2155.18 80.8697 404.0 123563.5/6.97 Homo sapiens 31563503 618 activity-dependent neuroprotector
1 763 493 N1 10724 Y615y (K)V/Q E K/A D/I P\V/K 5 5 B/Q\A|A\V P\y\K (K) 2155.18  80.8697 404.0 123563.5/6.97 Homo sapiens 12229217 20994 activity-dependent neuroprotector

Fragment-ion (m/z) | 550.97 [628.41 [657.39 | 697.16 |710.55 |712.94 [718.83 |731.18 |754.08 |774.89 |783.08 [790.12 [801.55 [814.60 [825.09 |848.74 |856.26 |869.36 |873.32 [876.35 |881.00 [882.77 [923.53 [1100.57

Frac. Inten.(% of TIC) 5.30 3.69
Rel. Inten.(% of BP) 77.04 | 53.61
Score 1.00 1.00
lon-type b+++1€_ Yy

Delta Da 0.34 0.10

392
57.03
1.00

0.09

2.65 269 0.08 548 417 358 5.01 4.65 3.02 5.65 6.55 367 2.96 523 6.87 3.96 487 37 418 282 582
38.85 | 39.20 1.20 | 79.73 | 60.67 | 52.01 | 72.90 | 67.70 | 4400 | 8225 | 95.31 | 53.39 | 43.06 | 76.06 [100.00 | 57.54 | 70.91 | 46.04 | 60.83 | 40.95 84.73
1.00 0.50 1.50 -0.80 -0.61 1.00 -0.73 1.00 1.00 -0.82 -0.95 1.00 -0.43 1.00 -1.00 -0.58 1.00 1.00 -0.61 1.00 -0.85
Y5 |btargg [YeNH, [y++r, bes, Yieg, | bregg bes ¥z ¥**ie b, b+,
0.14 -0.76 0.24 -0.33 017 0.19 -0.36 -0.14 041 -0.47 0.02
1.50

sty




Peak 289

Whatc]  m | = F s 1 | | R I = 1 « | v ]~
¥ Eas
5 St ¥a 1 b
-+ +
a6 2% I:l12 Primizrd I:H4—H2|:I
+3
b15| JPm DCHq_ 2l:l
by 1
+ * +
—~+ b i1 H o e CH b + +
b By , i‘:‘ I | | 1 I H g Py b b, b
b = w5 |1II| ||E... 1 | || | ! H '|| I I | I22| ...ll.. al 4 L 12.“
400 S0 1200 1400
WTCID.$305.4308.0.pkl Maz=s [riz] MiH+: 321389582 mdz: 80423 z: 4
MSTag 1 | a F | 5 | [ | R | R | P | &
8.7 et
+
100.%% y 2
2 74931 bs 4
5213 b Bedd by
b b L & +
+ + 5 e 3 +
b Bis b * hoas BI67 . v y poH
1] 602 16 B pad .45 17 18 ¥n 22
3862 RS 09E. 166.4 12311 1348 3
o i Ll iy i r N
400 A00 EO0 700 20 S00 1000 1100 q200 A300
WTCID. 4305 . 4303.0.pkl Mass [miz] hiH+: 32138982 mdb: 80423 z2: 4
# MH* MH* MH* Protein : :
Rank Score S‘}EI BCS Unmatched Variable sites Sequence Calculated Error  Error Mwipl Species ACCE;’S'G" I‘u'IIS;leg;st Protein Name
() lons (Da) (Da) (ppm)  (Da) gLex
1 10.94 647 10 619 M372m T386t Y393y (K)T ¢ m @/F/S I\R\R P K L\P/S/S\E t H P\E E S/M\y K (R) 3039.45 174.4497 459.9 86372.2/5.54 Homo sapiens 33563376 4447 TBCA1 domain family, member 16

Fragment-ion (m/z) |521.34 [694.57 [748.51 [767.61 [770.28 [774.03 [779.16 [781.18 | 784.58 |788.75 [791.09 [793.06 | 844.92 [851.32 [883.66 = 894.21

[903.52 [ 943.57 [972.44

Frac. Inten.(% of TIC) 524 3.76
Rel. Inten.(% of BP) | 4175 | 2998
Score 1.00 | -0.30

len-type b+

Delta Da 0.60

LES

0.16

431 014
3436 114
1.00 200
Y+, |;;++12
074 | -0.29
m

0.12
093
0.25

st

-0.82

.42 0.14 7.03 10.40 0.32 426 5.47 372 4.74
67.04 109 | 5595 82 81 251 | 3395 | 4358 | 2966 | 3772
-0.67 150 | -0.56 1.00 200 | -0.34 1.00 1.00 | -0.35

sty b+, m Y, |yrrey,
-0.95 0.55 0.15 0.29 0.20

5.19 8.73 5.39 12.56

65.25 6948 | 4296 | 10000

1.00 1.00 1.00 1.00

by [bae-HO | by | boesyy

-0.70 -0.25 0.08 0.82
Yt

peal

047

7.06
56.18
-0.56




Peak 290

M3Tag1 5 | L | & | m | t | & | H | » s ] s | F | I | K | E
Fimiz} SOCH,
3. 126+ [ +3
Yig
T4.9%
+
12
591 .4 1oos
2331 3663 “ “'9” &30 : “‘ 12083 1264 13378 (£ L.
| I T i Wl =g 4| . . " |
h:l 1 L] L] L] 1
200 ] a0a 1000 1200 1400 1600
WT_EGFCID.GG25 6625 .0 phki Mazs [miz] hiH+: 30754182 mfz: 76961 z: 4
MiTagt 5 | L | = | m | t | & | H | = | 5 | 3 | F | 1
Pimizy SOCH,
5.1 2e+- s +3
o ¥ig
730% 16 24 +
0% 12y
b 3 an1.H =+
PimizH, D [ : byg
+ HE [ +3 +i
0.z b 03
¥y IH iy ‘| ‘*‘23 | Y3 P13
2 208 BT l | 15
T ‘T““ |.||..I AL A [y ] ge ] vpge
L] L] L]
a00 5] yaa a00 300 1IJIJEI 11EIEI 1200 1300
WT_EGFCID0.G625 66250 phl Mass= [z ] MiH+: 30754182 mfz: P61 z: 4
# MH* MH* MH* Protein . .
Rank Score Sn:.:l BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species ACCE;SIBH I\I'IIS;legl:ist Protein Name
) lons (Da) (Da) (ppm)  (Da) Boex
1 1243 839 7 2M7  MA5Tm TA58tYA72y YA73y (R)S S S L/Am/t G H/A G S/F I K/E\CRED/y ¥ P G R (L) 2819.29 2561306 77.0 95615.4/7.12 Homo sapiens 38524620 4200  prickle-like 2
Fragment.ion (m/z) |703.65 [741.04 [745.89 |748.99 [752.75 [753.55 | 756.16 | 813.32 [815.15 | 828.45 |838.40 [851.06 [854.75 [901.44 | 904.50 [912.02 [947.46
Frac. Inten.(% of TIC) | 573 | o024 | o021 039 585 o070 1223 606| 598| 659| 997 s42| 615 608 675 | 12.06 | 657
Rel. Inten.(% of BP) | 4688 | 200 | 173 | 317 | 4782 | 57510000 4959 | 4890  53.88 | 8156 | 68.90 | 50.33 | 49.71 5622 | 98.64 | 5369
Score 100 | 025 | 150 100 | 200| 050| 050| 100 100 -082| 1.00| -050 | .00 025 | 050 1.00
lon-type YH+e st a; m |y | yreyg (bH0 (b HO ¥s (¥t b+, y+++y, |bg-SOCH, |y H0 | yreyy
Delta Da 037 | 049 | -039 000 080| 010 004 | 010 | 0714 0.19 0.43 014 | -025| 058
1.50 2.00
sty m
0.83 -0.00
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lons that verify assignment

MiTag 1 p| T | & | P | T | E | P | s
+H
3 37e+5n Yz
13.3% 1218
'!-"4 -
450 6 - - y15 -H-h1 .I:-“:I —+
+ 1
+ ¥ 16 0ae.7
i '!,rg eLe bR
¥ 7 1paz.5 .
3 8520 anig :
3753 zs I.I. fl II | ] J lII. L
[ r r P - e Ma o Ll " . r
200 400 A00 B0 oo 200 A00 1000 1100 1200 1300
DELTACID. 2437 24420, pkl Mass [mfz] hAH+: 2551.4354 meez: 85115 20 3
# MH* MH* MH* Protein 0 .
Rank Score ] BCS Unmatched Variable sites Sequence Calculated Error Error MVW/pl Species Aezdion (LG Protein Name
(%) | D # Index #
oo= (Da) (Da)  (ppm) (Da)
1 1415 783 8 925 Y533y 5529s (R)L v/B/T G B/T HR E|P/s P\W\R ¥ D|N\L 5§ R (H) 2391.25 160.1827 98.0 77545.1/9.17 Homo sapiens 41152072 21325  zinc finger, DHHC domain containing &

Fragment-ion (m/z) |489.55 |683.59 |692.46 [709.80 | 71558 [719.35 [721.63 [725.41 [733.02 [736.25 [742.28 | 748.07 |774.64 | 780.77 [786.25 |792.30 |812.75 [818.78 |876.83 [993.80 [1032.52 [1072.55 |1088.69 [1121.55 [1170.61

Frac. Inten.(% of TIC) 147 1.95 215 294 917 238 1.84 1.99 1.85 1.29 597 | 2566 7.05 18.83 0.18 247 0.04 0.30 1.50 1.44 1.20 1.46 1.64 3.47 2.04
Rel. Inten.(% of BP) 574 7.73 8.37 | 1147 35.73 9.28 718 707 719 501 | 2327 | 100.00 | 2748 | 73.40 0.70 8.46 0.16 1.16 5.84 561 4.68 5.68 6.38 13.50 7.95
Score 1.00 100 -008 | -0.11 050 | -0.09 | -0.07 1.00 100 | -0.05| -0.23 1.00 1.00 1.00 1.00 | -0.08 1.50 | -0.06 1.00 1.00 -0.06 1.00 1.00 1.00
lon-type Ys | ¥**yg b++,2H,0 basy, | yaey, Yribgg | b |y st st sty Vit | by big | ¥ioig | Yy
Delta Da 027 | -0.19 -0.76 0.06 0.71 007 | -0.24 0.42 0.50 0.37 013 0.56 0.11 0.06 0.59

h++




Peak 293

lons that verify assignment

|
M3Tag 1 g K O G K G L L T E
I I | & | | & | o ¥ I I I
Y1z
1.7 0a+im- B8
3 B
Pimiz} 250 CH,
+
b, * vt ¥z Y15 y .
10 7 532 1053 .1 18 4

[ . M ..38'.3'1. L .4;?.?'1ul el bl .I||I|. il .J' L.l | ey |I.|1.1_"H'::"I L .quie'E‘lI | .

300 400 ann =] Fan a0a 00 1000 1400 1200 1300 1400
WT_EGFCID.T83. 79830 phki Mazs [miz) hiH+: 29142582 mfz: 72932 z: 4
# MH* MH* MH* Protein . MS-
Rank Score ‘S‘,:; BCS Unmatched Variable sites Sequence Calculated  Error  Error MwW/pl Species ACCB;’SIDH Digest Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 1295 678 8 9123 MGLIEY ":'555583;'“ Y656y  R)N L S/KD/GR\G L y/L T ElmE W m|S L\V M\y N () 212229 191.9657 14.8 76696.9/7.01 :';;?;ns 41152101 16338  calpain 13

Fragment.ion (m/z) |694.65 [697.25 | 699.97

| 704.14 [708.33 [714.37 [717.09 |743.56 |751.14 | 770.79 |782.77 | 786.90 |794.92 [806.71 |817.64 [838.65 | 847.31 |867.44 | 870.72

|875.13 |879.34 |884.49 |910.84

Frac. Inten.{% of TIC) in 0.16 378 013 0.09 523 6.13 247 479 374 275 4.01 282 344 292 2.86 387 347 294 334 | 3160 3.04 284
Rel. Inten.(% of BP) 12.38 0.50 11.98 0.42 028 | 16.55 | 19.39 780 | 1515 11.83 8.71 12.69 694 | 1087 925 9.04 11.29 10.98 9.31 | 10.56 [100.00 9.61 8.97
Score -0.12 1.00 0.50 1.50 1.00 -017 | -019 1.00 1.00 1.00 0.50 1.00 -0.09 1.00 -0.09 -0.09 1.00 1.00 0.50 011 1.00 -0.10 -0.09
lon-type m |y++HO (b o |y b | b+, [bess o TboNH, |y+es ¥e bassy, Jy+aey, |y++,-H0 ¥++a
Delta Da -0.06 0.72 0.50 0.07 0.16 0.78 0.44 -0.63 0.58 0.39 0.26 0.08 -0.12 -0.50
1.50
sty m

-0.67
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MiTag 1 | N | 5 | L | s | W | I | F | W | L | H E
I’124+
2.26eHi- Ve
42 1%
+
¥y +
b ++
Lt il b
b b ] b
W b 1
M- Iﬁ.I Loy b1l ITJ ey 5: ] II|III - I:I: ﬂ. I.I: Ilul L ..Iln L1 — ] ;
200 200 400 500 &0 70 200 an0 1000 1100 1200 1300
DELTAKICID 2012 2049 .0 pkl Mazz [m/z] hiH+: 2607 8752 miz: 65275 2 4
M 5Tag 1 H 5 L = W I F W L M 5
I I I I I o I I I I I I
12
2 26e+Gm 6I62 753
4z 1%
5453 + o
g 14
0543
4283 5664 0.0 aEs4 Q77 by b
206 7 ' ' 087 1 1
2122 4755 44 ] h 1076 4 1203 9
- Jloal e, 1 I:III [ A, “. I.I: Idl W 1 12%3'4 ]
L L L L L] L] L] L]
200 200 400 500 &0 700 200 ann 1000 1100 1200 1300
DELTAKICID 2012 2049 .0.pkl Mazs [m/z] hAH+: 2607 9732 miz: 65275 2: 4
1 8.46 63.6 9 11/25 Y318y S308s S316s (K)w N s/L/s V I/B/V L/N S\s S y/T R\E\C G K (K) 2369.18  238.79T6 4223  86720.9/8.98 Homo sapiens 41352697 4610 centromere pratein |

Fragment.ion (m/z) | 54534 |602.52 |637.70 [672.16 |679.83 | 686.78 |692.96 [696.23 [698.39 = 701.60 |703.84 |704.90 [ 706.77 [710.57 [716.35 |722.55 |734.64 |738.54 | 741.96 |744.13 [747.45 | 749.56 [753.79 [761.34 865.38

Frac. Inten.(% of TIC) 233 344 211 274 259 2893 215 677 264 6.02 188 4 67 284 | 1306 313 6.96 596 538 20 4.05 338 268 372 394 262

Rel. Inten.{% of BP) 17.83 | 26.36 | 16.12 | 20.96 | 19.85 2242 | 1648 | 51.83 | 2018 46.11 14.36 | 35.77 21.72 (10000 | 2400 | 5325 | 4561 | 4115 15.39 | 30.99 | 25.89 2049 | 2846 | 3015 | 2007

Score 1.00 0.50 -0.16 021 -0.20 0.50 -016 1.00 -0.20 0.50 1.00 0.50 1.00 1.00 -0.24 1.00 -0.46 025 1.00 -0.31 -0 26 1.00 -0.28 -0.30 1.00

lon-type yHirg, yeH0 b+ 5-H,0 by yir  HO yn Ty, (s | yes, Y Bg |¥ryg b+t ¥,

Delta Da 0.46 077 -0.06 0.39 014 0.22 -0.42 047 | -0.18 0.20 -0.78 0.65 0.25 0.03
yE_I—IEO I:!E-I\IH3

-0.50 073
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MSTag 1wy | m | H | s | F L | s O
1. 33e+im
100.%
b + +
15 V47 b
¥y H3FD4.Y1D+%3 129 112143
h:l_ [ Ll l I 4934”1 ﬁft? ooy Ll Ill Iﬂﬁ wal Jil.l'l] M T P T
L] L] L] L]
200 400 200 1000 1200 1400
WTCID. 4275 42750 phi Mazs [mfz ) MiH+: 31144982 mdz: 77938 z: 4
MSTag 1wy | m | H | s | F L | s | & | ~w
1. 33e+im
100.%
b + +
15 V47 b
¥y H3FD4.Y1D+%3 129 112143
h:l_ [ Ll l I 4934”1 ﬁft? ooy Ll Ill Iﬂﬁ wal Jil.l'l] M T P T
L] L] L] L]
200 400 B 200 1000 1200 1400
WTCID. 4275 42750 phi Mazs [mfz ) MiH+: 31144982 mdz: 77938 z: 4
# MH* MH* MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Gezeedlon (ST Protein Name
(%) | # Index #
ons (Da) (Da}  (ppm) (Da)
1 1M.77 694 9 6123 M204m Y226y 5212s (R)W m H/S/F N|F V L s/A/N|L H G\G AV V A\N/Y\P ¥ D K (5) 2937.41 177.0841 371.3 52286.5/6.86 Homo sapiens 4503011 860 carboxypeptidase N, polypeptide 1 precursor
Fragment.ion (m/z) |585.47 [743.67 | 745.77 |749.68 |763.57 | 765.81 [791.68 [818.92 [828.18 [831.25 [ 838.35 [849.73 | 853.32 [857.39 [861.60 |864.85 [ 882.05 [885.23 [890.01 | 902.52 [909.48 [918.71 [949.19
Frac.Inten{% of TIC} | 413 | 017 | 646 019 020 1372 301 347 575 s538| 402| 323| 459 713| 343| 327 | 337 617 508 584 | 395 299 445
Rel. Inten.(% of BP) | 30.09 | 124 | 4704 | 139 | 147 | 10000 | 2194 | 2530 | 4188 | 3923 | 2930 | 2354 3347 | 5198 | 2496 | 2385 | 2454 | 4493 | 3598 4255 | 2877 | 2179 | 3243
Score 0.50 1.00 200| 100| 100 100| 042 | 039 | 100| 100| 100 | -052| 050 -024| 100| 100 -037 025 | -029| 100 0850
lon-type y,MNH, m | b+t st m | b+ a, by bata | yee oy yeNH, Y, |y b.-SOCH, b+ | bo-NH,
Delta Da 0.27 0.09 048 | 001 | 035 | 040 030 | 034 060 070 032 | 032 013 069 | -018
1.00 Y | Y™ a
€ 052 | 069
0.18 Yty
013
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M3Tag 1 L 3 5 R 3 P P
I I I I | . I
. ¢ Y1
assli
2 77etin gnmen - 699 .4
Yo
74.3% f21.4
+
Vg
+
407 ¥ ya*'*
1,r3-H- hE BT F(m-"z}zHEE'?ﬁ.ﬁ 5343 Vs ¥
4 I J | 5640 L
o, ?DE;EI L |.2£|‘..2I Lo I2 .zl i L | L : Ly Ll || |]||+ﬁfl I RETP R Il | J. Ll + Ll PR | . L |313.5 .
150 200 230 00 2350 400 dSIJ" A00 Aa0 EO0 E:a0 oo van a00 230
DELTAKICID.Z015.3018.0.pkl Maz= [z hiH+: 18223382 miz: 45634 z2: 4
# MH* MH*  MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species e L Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 11.41 863 7 anT Y197y (RIE L P S/RIP P/B/H|Y/P G I\K R (K) 1743.02 79.3205 -354.4 237296.2/5.45 Homo sapiens 4503431 16661  dysferlin

Fragmention (m/z) |291.16 |321.59 |350.32 |406.96 | 409.22 |439.24 |475.51 [490.25 | 505.02 |506.34 | 508.17 |524.26 |536.93 | 569.92 |621.35 | 680.50 |699.42

Frac. Inten.(% of TIC) 8.54 256 873 6.52 245
Rel. Inten.(% of BP) | 3693 | 1106 | 3777 | 2821 | 10.60
Score 1.00 0.50 1.00 1.00 0.50
lon-type b++, | b NH, | y+++, | y++. b NH,

Delta Da -0.53 -0.62 048 | -024 -0.02

347 5.35 2.85 2 3.56 3.10 272 253
15.01 | 2312 | 1232 | 11.70 | 15.42 1340 | 11.75 | 1095
-0.15 1.00 | -0.12 1.00 1.00 1.00 1.00 | -0.11

y++? b++9 b++9 b+++13 y++B
-0.22 -0.78 0.54 0.57 | -0.00

4.35
18.81
1.00
¥e
-0.45

12.64 482 | 2312
64 66 | 2084 [100.00
1.00 -0.21 1.00
¥+ Y+t
0.04 0.06




Peak 298

MiTag 1 | F | 6 | & 5 | Rt | M | m | & | & | F | T | & |
W + W
3.2da-+im 1 v é -
7 0% rfzxgocH, 0 ¥,
+3
rimdEalH, ol Tar
- e Hz by
+ hz I H| 1 b
| |‘ || ] 15 ::' b, + YEBH
- ] i ] ||Li 1 .l | Ll II. "u | ' i L1, . ml.
L] L L L L] - L] L]
200 400 a00 EO0 ] 200 A00 1000 1100 1200 1300 1400
DELTAKICID 9970 9970.0 phi Mazs [mfz) MiH+: 32800982 miz: 82328 2. 4
MiTag 1 g F o G 5 R M m G G F ¥ o
| | =1 | | | | & | & | | | & |
¥is
4373 Tah.3 =+
3 2de+dn ol boc 87 Y20
7.50% . 4 2101 1015.7
]
1041 .4
1114.5 =+
Bir 576058 6764 b0 11647V 9230.3 1420.4
2061555 3368 2 L |.. | ull 1208|3 1310.3 mﬁ.ct
[ |I FE| i - R 1 r I| Ll — r
300 400 a00 EO0 oo 200 a00 1000 1100 1200 1300 1400
DELTAKICID 2970 9970.0.pki Maz== [mz ) MH+: 32800982 mfz: 82328 2.4
<p| # Variabl MH* MH* MH* Protein A p D'!"S'
Rank Score BCS Unmatched 'ona® Sequence Calculated  Error  Error MWWipl Species ceession Digest b, ein Name
(%) T Siles {Da) Da) (ppm)  (Da) & '"‘:f"
1 1246 772 10 921 “‘\‘,';123;" (K)SGNFG/GSRWNWGGEY G/GG\NyG/P GG S/GGS/G/B\YGGRSRI(Y) 319538 047188 377.6 36006.1/8.67 ;';F:?E”na 4504447 15070 heterogeneous nuclear ribonucleoprotein A2/B1 isoform A2
1 1246 77.2 10 921 h\:ﬁg:' (KISGNFG/GSRNnNGGPYGGGOWYGPGGS/GG S/G/G\YGGRSRI(Y) 3195.38 94.7188 -377.6 37429.9/8.97 ;':meons 14043072 17847 heterogeneous nuclear ribonucleoprotein A2/B1 isoform B1

Fragment-on (m/z) |437.26 |751.96 [763.50 [768.05 [784.53 [785.82 [801.48 806.98 [809.28 [856.39 [ 866.98 |877.30 [888.79 [893.11 [903.97 [919.08 [ 943.91 [951.27 [973.18 [1010.19 [1015.71

Frac. Inten.(% of TIC) | 4237 | 444 [ 1903 [ 283
Rel. Inten.(% of BP) | 100.00 | 1049 | 457 @ 667
Score 100 | 100 100/ -0.07
lon-type Y ¥r b,
Delta Da 039 | -042| 015

261 6.38
6.17 | 15.06
1.00 1.00
b++‘7 h++‘7
-0.80 048

321
7.59
-0.08

0.07
0.16
2.00

m

-0.61

3.86
9.12
1.00

Yz

012

37
AT
-0.07

4.00
9.44
1.00
b+++29
0.65

2.05 260 | 2. 246 4.80 1.92
4.83 6.14 522 580 | 11.33 4.54
100 | -0.06 | -0.06 | -0.06 1.00 1.00

bB Yoo | ¥t
-0.08 0.21 0.18

2.04 2 275 2.28

4.81 4.75 6.48 5.38

-0.05 | -0.05 1.00 -0.05
Y1

-0.29




Peak 299

M3Tag 2 K | [ | 5 | E | 5 | T | ¥ | & | W | i | Y | &
3.13e+Hm-
+
75.0% b ¥iz Ys 1D
: hu*'*,bﬁ s0f 2 1265 6
W W b
2 —+ 3 G564 W b 12
b, oW b
moaby Py 4003 5455555 l l ‘ !EIIZI!EI?E a o by 12115: . 1212.7 Bys
57 A | | : 1047, 4 :
wd - | | JaT g I.l Im |. M | il L L b e Loy b Al IJ|.I. I .||i||1.1114'. | . hou.d l.l. . 14?15'?|
400 =il BI:IDil 1000 1200 1400

WT_EGFCIO.2478.2478.2 phl Mass iz ] MAH+; 1623 2527 miz: 81213 2.2

2 15.01 861 7 524 Y15y (K)Vv E/E/I|G E|G/T ¥ G V|V|Y K (A) 1541.82  81.4317 902.8 35045.9/8.86 Homo sapiens 4557439 20493 cyclin-dependent kinase 3
2 15.01 861 7 524 Y15y (K)vV E/E/I|G E|G/T v G V|V|Y K (A) 1541.82  81.4317  902.8 33929.7/8.80 Homo sapiens 16936528 30029 cyclin-dependent kinase 2 isoform

Fragment.ion (m/z) [310.17 [409.26 | 452.37 [470.42 [656.42 | 688.44

|697.69 [726.97 |728.63 [753.56 |762.84 | 795.77 [829.63 [909.62 |948.52 |966.55 [988.73 [1077.70 [1134.54 [1152.68 [1213.65 1265.64 | 1294.86 |1312.74

Frac. Inten.(% of TIC) 1.75 41 1.82 6.36 4.10 2.87
Rel. Inten.(% of BP) | 1243 | 2925 | 1299 | 4530 | 29.21 2041
Score 1.00 1.00 0.50 1.00 1.00 0.50
lon-type Yo Y, |bH0 b, bg |y++,-H,0
Delta Da 0.01 0.02 0.08 0.12 0.06 0.10

b++

12

-0.39

9.30 3.65 1.59 3.65 0.07 454 340 1.75 225 | 1035 1.60 397 354 14.04 214 §.39 152 324
66.24 | 26.00 | 1133 | 2597 0.53 3235 | 2418 | 1249 16.04 | 73.71 | 11.37 28.24 2520 | 100.00 15.26 59.76 10.80 23.08
1.00 -0.26 -0.11 -0.26 1.50 0.50 -0.24 1.00 0.50 1.00 -0.11 0.50 0.50 1.00 1.00 1.00 0.50 1.00
Yz sty | bg-H,0 Y7 |¥aH0 ¥s YohHy | y44H,0 Yio b Vi1 By NH, b,
0.35 0.43 -0.65 021 0.10 012 -0.75 0.05 0.18 0.10 0.06 -0.73 012




Peak 300

MST391R| ¥ | F | W | H | G | F | W | 1] |I3
-+ +
¥ W b
4 55e+5m 5H 1z 12
17 7%

+ ++ +
b, W W b -H. PO
( 2 ; :I 5 |Iﬁ| o e 1 ® 3 ' 4 | . .
200 oo 00 1000 1400
WMTCID. 314021 44.0.pkl Mazs [riz] MiH+: Z039.0982 mdz: 51053 204
MiTag 1 g F W H G P W ] G
I y I I I L I I I
g Yz 12
4 55atm 203 2 4923 A71.6 Ao 6904 Tid3
A7.7%
A
14.3
441 v araa
| [ 8252 B84 ganq  gsgg”]
b . 1L el — La 4y ' '
200 E00 a00 A00 1000 1100
WTCID. 31403 144.0. phi Maz= [rfz] hAH+: 200390952 mez: 510583 204
# MH* MH* MH* Protein . .
Rank Score S':I BCS Unmatched Variable sites Sequence Calculated Error Error M/pl Species Acce;.swn MIS;’DIQ;SI Protein Name
(%) lons (Da) (Da) (ppm) (Da) ndex
1 9.06 60.2 8 12125 T137t Y127y (R)R ¥ PA\WV\H/G B/V D\G\E t|L/G L L R (K) 1878.07 161.0273  536.8 119116.8/8.96 Homo sapiens 4557841 12229 recombination activating gene 1

Fragmention (m/z) [203.21 [231.13 [458.94 | 490.43 [492.33 497.48 | 54213 [551.09 |554.02 [562.75  567.24 |571.64 |575.87 |580.49 |596.31 [600.90 |605.29 |611.24 |640.19 |653.35 | 690.42 |696.49 [728.21 73433 |738.08

Frac. Inten.(% of TIC) 266 164 37 174 363 210 1.31 203 258 133 278 | 1633 | 1627 142 152 415 197 543 465 412 372 361 223 4.90 181

Rel. Inten.(% of BP) 16.32 | 1003 | 18.80 1069 | 2225 | 1289 802 | 1245 1580 813 17.05 (100.00 | 9967 867 931 | 2540 | 1209 | 5162 | 2847 | 2526 | 2280 | 2211 1367 | 2999 | 11.06
Score -0.16 -0.10 1.00 1.00 -022 1.00 0.50 1.00 0.50 -0.08 0.50 1.00 1.00 1.00 1.00 -0.25 -0.12 -0.52 -0.28 1.00 023 -0.22 014 1.00 01
lon-type Vg |bre, by | b+ HO | by |y NH, y++,H0 Vs | ¥y | by b, ¥z b+,

Delta Da 0.63 0.55 0.29 011 | -016 | -0.35 -0.07 025 | -0.44 0.73 0.05 0.00 0.02




Peak 301

MiTag1 ¢ | L | I | N | F | K | E | F | W | T | G | M
v = .
£ Fda-him ;9 18
21 .6% Rt
2
- :
b Ba ke “
13 b
+3 18
+ + LI ST I | [
W " I I ]
8 v +2 hm b14 h1 I |{ 'i Ch, ‘IN | W Nl £ b '
- 2 i LU | il ] IJI|I| YRR BN 1T P
200 400 500 600 700 o 200 1000 1100 1200 1200 1400 1500
WTCID 4528 4828.0.phi Mass [miz) MH+: 32152582 miz: 80487 2 ¢
M3T=g 1 s | L | [ | M | F |+:3 K | E | F | v | T | 6 | »
¥ig
5 B 7T o 944 7
31 5% 15 LELY:
4643 +3 G204 541
b
13 -
+3 521.4 718 a1a. 1066 .8
¥ p o G 10z .1
31?32 0 i 1206 8 1385.6
: 435 2 9627 l : 1319.5 145 14209
- “.l"“ T 11T P I
200 400 500 G0 700 e 400 1000 1100 1200 1300 14000 1500
WTCID 4528 4825 .0 phl Mass [miz) MH+: 32152582 miz: 80487 z: 4
Weualneu mesuily
# MH* MH* MH* Protei . MS-
Rank Score qul BCS Unmatched Variable sites Sequence Calculated  Error  Error hn:\?\l'i;r Species ACCE;SWH Digest Protein Name
(%) lons (Da) (Da)  (ppm) (Da) Index #
1 1450 69.2 12 9725 M911mg;|;351??51Y912y (K)D s L I N F\R/E F V/T/G/M\S/G\m\y H G/D/L t E\K L K (V) 2960.45 254.8049 -338.7 138670.4/5.20 :‘:;?;ns 45597177 1931 TBC1 domain family, member 9B (with GRAM domain) isaform b
1 1450 69.2 12 9725 M911mg;|;351??51Y912y (K)D s L I N F\R/E F V/T/G/M\S/G\m\y H G/D/L t E\K L K (V) 2960.45 254.8049 -338.7 140525.5/5.14 :‘:;?;ns 45597175 37136  TBC1 domain family, member 9B (with GRAM domain) isoform a

Fragment-ion (m/z) |464.28 [521.36 |620.45 [770.55 | 773.88 [778.10 [780.23 |782.27 [784.02 [785.97 [788.86 | 793.18 [812.02 | §14.25 [854.08 [873.82 [836.80 [894.14 [915.94 [922.53 [926.72 [935.77 | 944.21 [966.89 |972.28

Frac. Inten.(% of TIC) 257
Rel. Inten.% of BP) | 16.74
Score 1.00
lon-type y++g

Delta Da 0.55

2389 356 282 | 1536 312 0.09 530 028 6.32 0.56
18.83 | 2317 | 18.33 | 100.00 | 20.34 0.56 | 34.51 183 | 4113 3.66
019 | 023 1.00 100 | -0.20 1.50 1.00 200 | 0.4 2.00
I)‘3 yrie,o sty bff‘a yire, m
024 0.23 012 042 | -0.30 0.02
1.00
st m

-0.79

294 315 KR 280 3.01 2.90 478 289 278 276 298 §.34 561 9.09
19.11 | 2049 | 2024 | 18.25 | 19.61 | 18.90 | 31.10 | 16.79 | 16.07 | 17.99 | 19.41 5429 | 36.52 | 59.19
0.50 1.00 | -0.20 1.00 | -0.20 | -0.19 1.00 [ -0.19 1.00 1.00 | -0.19 1.00 0.50 1.00
¥gH,0 Ye b+, Yt Yirgs | bregg b+eo, |yg-NH, | yreg
-0.24 0.59 0.20 0.79 0.67 | -0.68 0.52 044 | 011
¥
0.26




Peak 302

MéTag 1 e | P | N | v [ assignment | | C | s |r
¥y Vg
1.7 2etT= G204 866 .4
13.3%
I:l5 BER.3
awrs V4 o ps  POTERLE y ¥
¥y 5355 sap 672.7 5y ’
2121 '!,r2 4113 472 4 . iTad T o8 9645 'g.l's '!-"g
’ : B2V .3
w22 | [ I t 6233 | A 4 | 1073 4 1755
b T - T T . : T = LT T T T . T T
200 300 400 a0 EO0 oo a00 a00 1000 1100 1200
WT_EGFCID.2037 20650 phki Maz==s [z ] hiH+: 13616527 mdz: 68133 20 2
# MH* MH™ MH* Protein . .
Rank Score S‘::I BCS Unmatched Variable sites Sequence Calculated Error  Error I/pl Species ACCB;’S'G" MIS;’D'Q;H Protein Name
(%) lons (a)  (Da) (ppm)  (Da) ndex
1 14.49 991 7 M7 Y279y (R)G E/P N/V|S|y|I|C\S R [Y) 1281.59 80.0635 71.4 50981.1/8.95 Homo sapiens 49574532 5729 glycogen synthase kinase 3 alpha
1 14.43 991 7 11m7 Y216y (R)G E/P N/V|S|y|I|IC\S R [Y) 1281.59 80.0635 71.4 48033.9/8.98 Homo sapiens 21361340 32226 glycogen synthase kinase 3 beta

Fragmention (m/z) |212.13 [311.31 [422.35 |480.40 |497.46 [535.47 | 579.98 |584.49 |588.51 |778.37 | 809.35 |827.33 |865.35 |940.38 |964.52 [1100.43 [1175.52

Frac. Inten.(% of TIC) 0.99 0.90 1.57 115 3.20 256 448
Rel. Inten.{% of BP) 1.56 142 249 183 508 4.06 711
Score 1.00 -0.01 1.00 0.50 1.00 1.00 0.50
lon-type yre, Ya [bsNH, b, Ya |y H0

Delta Da 0.54 017 019 0.22 0.20 0.74

0.87
1.37
1.00

by
0.22

63.06
100.00
1.00

y+ig

0.26

237
3.76
1.00

¥
0.07

0.77
1.22
0.50

b,H,0
0.06

094 | 1246 0.99
150 | 19.76 157
1.00 1.00 1.00

b, ¥s bg
0.03 0.02 -0.00

246
3.90
1.00

Y7
012

0.45
0.71
1.00

bB
0.02

0.78
1.24
1.00

)
0.03




Peak 303
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Y
4.32e -+
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14 b L0 b
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++
b ' By 18
I TN | R b LT ¥ih
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4 ¥ 6 2 11 b 1§ [ ¥ b24
g | i 1l I 1 i j
M- e i||..]|]]|:||.“. AT PR . a1
200 400 EO0 2m 1000 1200 1400 1600
WTCIO. 2826 28260 phi Mazs [miz) MH+: 31891782 mJfz: 79805 z: 4
MiTagt s | | 5 | v | t | s | = | =« | = |5 | ¥ | H | o |
3+
Y17
4.92e-+n L fE2 776 .8 , 10631
42 1% 14 b : bip{4.1
547 .4 z | Nz P+
TTERS 9415 18
639
+ Fas 9412 1041 1118.7
2231 g 593 i
|
11 gpgg HEEA 1235.4 1430.9 15612 163241601 4
- .||j..u I||..J|JJ|:||. 1N 1. [ r J L1
200 400 B0 2 1000 1200 1400 1600
WTCID. 2326 2826.0.phi Maz= [mfz) MiH+: 21891782 mdz: 79805 z: 4
SPI & Variable MH* M L ECeiy Accession Dni:;i-st
Rank Score BCS Unmatched r Sequence Calculated Error  Error MWipl Species Protein Name
(%) ooy sites (Da) Da) | (Da) # Index
ppm) #
Tr49t
1  11.09 656 11 122 g;g! (K)I = 6 s VT s AIR\P G/y H\D/I I\T I|B/T/G\A/t\N I E V K (Q) 2869.53 319.6476 -68.3 105358.4/6.40 Eau;:ﬂeuns 50845384 872 ADAM metallopeptidase with thrombospondin type 1 motif, 1 preproprotein
S733s

Fragment.ion (m/z) |547.44 | 683.05 |698.02 [749.16 [763.79

[772.47 [775.68 [ 776.94 | 779.51 [781.91 [783.53 [786.12 | 863.92 [911.98 |933.48 [962.61 [991.75 [1013.18 |1040.96 |1063.06 [1109.14 [1118.67

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

354
24 85
025

593
41 56
1.00

Yo

0.73

244
17.10
-0.17

0.09
0.66

st

332
2332
1.00
27
-0.47

+4
b 12

0.51
1.00
st

-0.81

3.58 3.63 9.96 3.19 N 957 | 14.26 248 4.10 224 3.08 3.76 7.94 3.73 4.36 2.63 2.86
2513 | 2548 69.83 2238 | 2325 | 67.10 |100.00 1739 | 2876 | 1572 | 2161 | 26.37 55 67 26.15 30.59 18.47 20.04
-0.25 1.00 1.00 1.00 -0.23 1.00 -1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 -0.31 1.00 -0.20

Yiras (Yriegg | beeey, Ye by Vg | bty a5 by Yo | brryg Yo
0.26 0.57 017 017 0.63 0.56 -0.40 -0.78 0.36 0.71 0.02 -0.38
b+
23
0.56




Peak 304

M5Tag 1 5 I o I ¥
B aEeHin ¥e
13.3% TR
+
Yih
¥ + GAf.2
¥ + 5 +
3
212.1| g 23?-3 9 { "
2402 4
h:l_ T |I u Ll Li lsi L I zfua q?l ? oy T i T
100 zo0 200 oo 200
DELTAKICID. 2293 2906.0.phl Mazss [mfz] hiH+: 1751, 3382 mfz: 43868 2. 4
M5Tag 1 z G R
I » I ¥
1z
2 2eHi- fai.3
Td.9%
B
i 4491
W
3 E116 i y A5G
+3 423 6 53p.8 A 620 2
’s 2002 451.2 45 063 ST s873 sgha ' B55.8 o1 7367
35|5-5365.4 L L 4472 4.9 4'.-'?.5[ | 527.1| 540 | S06 O EEP-? 6324 v |
o " L L. L I L i ) l
1 1 1 1 1 L] L] 1
a0 400 a0 A00 550 EO0 B0 oo
DELTAKICID. 2393 2006.0.pkl Mass [mfz] hAH+: 1751.3382 mee: 438859 20 4
# MH* MH* MH* Protein . .
Rank Score S‘,:I BCS Unmatched Variable sites Sequence Calculated  Error  Error MVWipl Species ACCE;’S'O" h‘:S;jD'g(;:t Protein Name
(%) Tor (Da) (Da) (ppm)  (Da) pdex
1 13.65 654 10 10125 M172m Y166y 5163s (R)A s5/D s/G/R/¥ QIC/S\G/T\m\R () 1575.66 175.6743 -144.6 46904.3/9.17 Homo sapiens 50878302 30496 Fe receptor-like and mucindike 2

Fragment.ion (m/z) |284.26 355.46 [390.17 [398.50 |413.84 |419.18 [ 423.59 | 42534 [461.18 | 478.10 [484.99 [496.33 [508.75 [513.58 | 527.07 |532.27 | 540.03 |549.13 [567.29 |584.55 |620.29 [638.43 |655.55 |691.19 |726.66

Frac. Inten.(% of TIC) 1.01
Rel. Inten.(% of BP) 4.66
Score 1.00
lon-type y+tg

Delta Da 0.13

1.85
7.18
-0.07

0.08 1.96

0.37 9.08

1.00 | -0.09
st

0.51

0.07
033
1.50
a,
0.73
1.50
sty

-0.32

1.01 4.34 2.07 2.54 3.79 4.07 3.22 541 7.24 1.16
469 | 20.09 960 | 11.78 17.58 | 18.87 | 14.94 | 25.09 | 33.56 538
1.00 1.00 100 | -0.12 100 | 019 | -015 | -0.25 1.00 1.00
Y+ b4_HZO |]+++.1 3 |]+++12 |]++B |3+++.1 z
0.35 0.50 0.54 0.61 0.42 0.57
Ya
0.39

21.58
100.00
1.00

Yy,

0.42

1586 | 10.21

725 | 47.33

0.50 1.00
y++B-HEO Y+
-0.66 -0.56
y.H,0

0.1

3.25 7.92 4.36 1.26 4.00 2.3 4.01
15.07 | 36.71 | 20.23 585 | 1856 | 10.71 | 18.58
1.00 | -0.37 | -0.20 | -0.06 1.00 | -0.11 1.00
Ys Y+t Ye
0.03 -0.70 -0.63
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MSTag 1 5 | T | E | H | 5 ] v ] E | ¥ | H |
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assignmen
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. 05 .4 2.4 20z 6 ! 1225
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m_ T L Lo . { TR IIII L IJI | T L "IIH I T L L |I
200 200 400 S00 EO0 oo 200 00 1000 1400 1200 1200
OELTACID.Z107 . 3113.0.phl Mass [mfz) hiH+: 2993 7732 mfz: va04h 20 4
M3Tag 1 5 | T | E | H | g | g | u | 5 | E | v | H |
¥y Rm/z}2H,0 bys3* hmH
1.22e+5=
42 1% R
19
+H W
W 4 +
T4+ + & Hop +
¥ + b oy l b 2 b
2 W W ] W W 21
o . L 5L .I.al. CEL g .1F . il L j 23..
L L] L L L] L] L] L]
200 a00 400 a0 EO0 yaa a0 300 1000 1400 1200 1300
OELTACID.Z107.3113.0.phl Maszs [miz) MiH+: 2993 7732 mfz: va0ds 20 4
# MH* MH*  MH* Protein . .
Rank Score Sﬁ:l BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ACCE;SID" MIS;jﬂlg;sl Protein Name
%) lons (Da) (Da) (ppm)  (Da) pdex
1 15.88 891 1M 41 Y491y (RIL S TEH S 5 VIS E/Y H P|A/D G y\A\FIS S/N|I|Y\T\R (G) 2918.32 80.4554 163.1 91882.0i7.10 Homo sapiens 56682953 20540  epidermal growth factor receptor pathway substrate 8
Fragment-ion (m/z) [439.33 |552.44 [666.37 | 671.38 | 728.59 |734.45 [737.37 |737.87 |772.50 [804.86 | 817.11 [819.32 |840.62 [848.56 | 854.65 [908.94 |942.29 [971.42 | 997.93 [1006.76 [1080.19
Frac. Inten.(% of TIC) | 724 | 250 | 386 | 268 174 | 269 | 183 | 667 | 184| 44| 20| 211 331 192 1747 357 23| 433 224 | 1679 844
Rel. Inten.(% of BP) | 4145 | 1431 | 2209 | 1533 994 | 1537 | 1047 | 3933 | 1055 | 2370 | 1203 | 1207 1896 | 1102 | 100.00 | 2045 | 1342 | 2477 1285 | 9610 | 48.30
Score 100 | 100| 100| 100 100 | -015| 100 | 100| 100| 024 | 00| -012 100 -041| 100| 100| 100 100 050 | 100| 100
lontype A Y. ¥, [bres,, b+, Yo | ¥t | v b, b, beet,, |br+s,, |bres, | brr [ber HO | bee, | bee,
Delta Da 010 | 013 | 001 | o011 0.76 006 056 -0.32 078 0.79 062| 08| 023 053 053 | 035| 025
y++ 5,0 ¥z b At b AT
029 020 0.01 0.74
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M3Tagt ] v | ¢ | t | ¢ | D | R | ¥ | s | s | & | [ || F
+
b
T B2e+im 13
23.7%
'!|r1
+3 ! +
+3 o b +2 I - Fia +
T " ﬁ Ll P
b . | I T i 1 L Illl. wld, 1 l'”'.' i - ; |
200 400 B00 1000 1200 1400 1600
TCID G262 53620 pk Mazs [mifz) hiH+: 21845782 miz: 7969 2 4
MsTagt ] v | ¢ | t | ¢ | D | R | ¥ | s | s | & | [ | | F
7 E2atim EEER| 983 6
2946
23.7%
G455 arne 1043 .5
117 .4
G35
W03 gepasnzz B0T oo s 11807 J—
431 3104 || 1 “ L l 1532 16434
b . | I P | L Illl. wold, | l'”'.' N . ; |
200 400 1000 1200 1400 1600
WTCID 5362 5362 .0 phi Mass [miz) hiH+: 3185782 miz: 7969 z: 4
M3Tag 1 P 1] R 5 g &,
| . | z-r | | |
13
2 40 e+5- 7842
74.9%
++ + + +
by Brig Vi g Yoz
h] | q?ﬁlgl T bl “Il ‘II. 1 oAl l;II‘Ill:!|8||.81I13:8|.2 Ll 1 ol JIEDQT TR | T 1|3?I3
EO0 Too 1100 1200 1300
TS0 G362 5362 .0.phi Mas= [mfz)] hiH+: 31845782 mez: 7969 z: 4
# MH* MH* MH* Protein . .
Rank Score =A BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Hezion LS Protein Name
(%) I D # Index #
ons (Da) (Da)  (ppm) (Da)
1 1315 743 8 1123 M903m T910t Y888y Y895y (K)v v P T B/D R\y S/S A/I G|F\L\m EN S W Q\I t P R (N) 2927.49 257.0909 375.9 154374.5/8.41 Homo sapiens 7019555 24268 transmembrane protein 2

Fragment.ion (m/z) |738.64 [773.08 [780.54 [784.18 |808.43 [816.51 |823.69 | 849.87 [858.05 [862.31 | 873.94 [881.77 | 885.51

|892.31 [894.64 [857.05 [902.73 | 905.57 [908.66 [914.10 [973.24 [977.80 | 983.55

Frac. Inten.(% of TIC) 4.06 021 026 | 19.01 435 325 354 349 264 348 576 285 304 286 362 517 313 345 422 274 393 310 11.85
Rel. Inten.({% of BP) 2136 111 135 (10000 | 2288 | 1711 18.60 1838 | 139 18 31 3028 | 1501 1597 15.03 | 1907 | 2719 | 16.44 1815 | 2222 | 1440 | 2067 | 1629 62 31
Score 021 1.50 2.00 1.00 1.00 017 -0.19 1.00 1.00 -018 1.00 025 050 0.50 1.00 -0.27 -0.16 0.50 1.00 1.00 1.00 -0.16 025
lon-type sty m | bre, |y, Yty | by, b+, a, |yr+ H0 [bNH, | y+sy, b4+, H0 by | b+ys | Y+t ¥z H:PO,

Delta Da 0.97 | -0.06 -0.14 0.46 0.49 0.20 0.56 0.38 0.58 -0.05 0.70 0.18 -0.73 -0.29 027 0.04
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1 134 658 1 923
1 134 658 1 9/23

Fragment-ion miz) [715.35 [722.30 [741.53 [744.78 [770.45 [774.32 [ 778.66 |785.64 |788.16 [798.05 [801.72 [825.16 [840.67 [842.54 [873.08 [877.48 [s88.65 [282.78 [e88.04 [902.40 [938.25 [1012.04 [1135.88
Frac.Inten(% of TIC) [ 281 [ 381 [ 305 [ 415[ 412 342 214 273 [ 242 342 629 455 [ 337 297 33| 497 [2083 [ 4pa| 79
Rel. Inten.(% of BP) | 15.45 | 13.44 | 1477 18.97 | 15.11 10.35 1322 | 11.75 | 18.58 | 3047 | 2204 | 18.35 | 1437 | 16.44 | 2013 [10D.00 | 1355 | 3831 | 13
Score 018 | 018 | 100 100 020 | 100 0.50 100 100| 047 | 030 | 100| 1.00| 100 | 06| 020 | 100 1 100 [ 013
|DI'I-t¥pE ¥ 17 wl‘ a \H+1E_Hi:) b?'_NH' bF b4+|‘ bé ¥ a1 b-.+|5 T l:'-._"16 ‘H+15
Eekata 0.2 | 042 .11 078 089 | D13 035 | 043 0.25 007 | 087 | 082
¥
009
¥ 15
0.66

T405t Y410y 54045 (R)KE H/V H F/PIME/NV 5 «/S/L\VENT\W/Q/H F T L E K (A)
T420t Y425y 5419s (R)K E K/ § P/PIME/V = «/5/L\K\T\w/Q/E F T L E K (A)

2783 44 2400219
2783 44 2400219

40.7 63198.8/7.72 Homo sapiens

52

40.7 64845 58 38 Homo sapiens 16915936

2868
12639

mannosyl {glpha-1,3-}-ghycoprotein bets-1,4-N-scetyiglucosaminyltrans

mannosyl (3lpha-1, 3-}-ghrcoprotein beta-1,4-N-scetylglucosaminyttrans f;

M5Tag 1 W | N | F | F | B | E | W | = | t
++
s Y15
1.26e+5-
W by
1 6% .
Fiz
+3
¥y ! d b,
18 1§
h b b -
1 1
: il Wl o Ll |0
b i |F .||.||.J|| .II:.P'.. | TR - ]
500 &00 70 200 a00 1000 1400 1200 1200
WD 963 96340 phi Mazs [miz) WAH+: 3023 4532 miz: TEEEZ 21 4
M5Tag 1 W | M | P | P | i | E | W | 5 | t
'!'r? Y15Jr+
1 IEetin ¥y 8435 b, 902.4 1012
273
31 5% IR T E 1072 6
i ok 5 992 11354
_— 090 3
570.3 : 1066 .5 1136 6
5294 6129
a1 | J k L1 13013 1337.8
Fo- 1N ER" ) ]
500 ] a00 4000 1200
MUTCID 9634 9634.0.phi Mazs [rmfz) MiH+: 3023 4532 miz: TEEGE2 =0 4
# MH* MH* MH* Frotei . .
Rank Score P BCS Unmatched Variable sites Sequence Calculated Error  Error L;WJ’E;F Species Accession  MS-Digest Protein Name
™ lons (0a) (D3} (ppm) (D3} Foo Indexd

se, isoenzyme B isoform 1

=2, ispenzyme B isoform 2
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MiTagt D | 6 | m | L | P | K | N | R
T.28e+lm
23.7%
pod — Lol o || al i |.||||.|.| ||...I||.|h| il |I| o ||||I Ll || o -
200 200 400 200 400 10010
WT_EGFCID 67T 4677.0.phi hAH+: 1727 5154 miz: 576.51 203

M5Tag 1 L | P K | ~
b.-H.0
52
1.72e+5m Sdz0 BATT
56.1%
b_-H.0
5[z b 56 m -
5445 10 v b
652 2 F10 4 12 7088
des  sae BB 849509 ' Garg ie TIE 7907
: I H | |, | l l l : | | 7363 7T 7een 7raa | ?49-3
o | | I A T mr Lo L1l L ] | Lo L Ly TR L
L] lJ L] lJ
&l EQ0 [=511] Fan Fall ]
WT_EGFCIDAGTT 4677 .0 .pkl Mazs [mfz)] WiH+: 1727 8154 mJfz: 57651 203
# MH* MH* MH* Protein . .
Rank Score Bl BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species figzeedn LSz Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 10.92 542 6 12125 11310m T316t Y318y (K)E/D G m/L PIE N R £\W\y\K (N) 1550.80 176.7159 456.3 143890.4/5.45 Homo sapiens 81158226 925 neuronal cell adhesion molecule isoform A precursor
1 1092 542 6 12125 1304m T310t Y312y (K)E/D G m/L P|E N R t\WV\y\E (N) 1550.80 176.7159 456.3 131047.0/5.55 Homo sapiens 81158224 26521 neuronal cell adhesion molecule isoform B precursor
Fragmention (m/z) |464.90 |533.24 [535.34 | 543.94 [553.16 [555.01 |557.74 [593.87 | 611.39 [616.55 |619.45 [625.56 |628.05 |631.80 |636.44 |639.53 [643.18 [653.16 [659.31 |665.22 [669.04 [698.21 [701.48 | 790.68 |798.77
Frac. Inten.(% of TIC) 2.33 0.07 1.99 0.3 1.93 0.08 9.53 1.90 1.75 213 225 6.08 599 2.50 347 | 19.69 3.95 2.20 235 280 | 16.09 3.53 243 21N 2.78
Rel. Inten.(% of BP) 11.62 0.34 | 1012 1.57 9.78 042 | 48.39 9.64 6.90 | 1080 | 1143 | 30,90 | 3043 | 12.71 | 16.08 [100.00 | 20.07 | 1117 | 11.91 | 1423 | 81.70 | 17.93 | 12.66 10.74 | 1412
Score -0.12 2.00 1.00 150 | -0.10 200 | -048 | -0.10 0.50 | -0.11 1.00 | -0.31 -0.30 025 | -0.16 1.00 | -0.20 0.50 1.00 | -0.14 1.00 | -018 | -013 1.00 1.00
lon-type yiirp |y (bgHO i be+, H0 Laasts ag Y+tg Yo lH; by by, bavis | ¥4z
Delta Da 0.01 0.60 -0.27 0.10 0.63 -0.32 0.52 -0.27 -0.04 0.04 -0.26 -0.13 | -0.58
150 yr+ ,H,0
m sty 0.34
0.35
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M5Tag 1 s | v | @ | = | Tt | W | M | » | ¥ | o | M | v v
5 .002a+i]-
31 6% -+
13 ) y -|+
- b} 20
W i
i 1 1
ath | f
R | g 9 | ) “Il‘ll i i 10
- r Il 4-J|.|I .I-lh EI ' i [ i |.i| 1l || L&l " Ll L iyl |
200 400 =] 2010 1000 1200 1400 1600
WT_EGFCID.8349.5340.0 phi Maz= [mfz ) MH+: 3257 9382 mfz: 81524 z: 4
MsTea 1| 9 | = | 7 | W | M |« ¥ | o
I:-?-HEF‘EI4
1.1 9e+5m TGS .8
Td.9%
+
W H + }S&qui W + YID-H-
£, + 10 y 0 5828 6 ¥ ** .
vy be by Enﬁ 6;1 ¥io 12800 -H, PO,
W 4E|E'3 Sei A il 5L, “L " Lileh b1l b Luy ]l”i?'.ii [T o s |
400 500 E00 Foo 200 00 1000 1100 1200 1300
WT_EGFCIO.5348 53490 phl Mass iz ] MiH+: 3257 9382 mf2: 81524 z: 4
# MH* MH* MH* Protein . .
Rank Score IS‘:}I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/ pl Species Acce;smn MIS;leg;s.t Protein Name
lons (Da) (Da)  (ppm) (Da) ndex
1 13.73 596 10 924 M49m T54t Y4dy S36s (K)I =/V/Q AT W/M A ¥ D M\V|V m R/T N|P\t\L\A E S M R (R) 3001.44 256.4979 185.4 10601.2/4.52 Homo sapiens 89059064 10273 PREDICTED: similar to hCG16885
1 13.73 596 10 9724 M49m T54t Y44y S36s (K)I s/V/Q A T W/M A ¥y D M\V|V m R/T N|P\t\L\A E 5 M R (R) 3001.44 256.4979 185.4 10601.2/4.52 Homo sapiens 169216103 20375 PREDICTED: similar to hCG16885
1 13.73 596 10 9i24 M49m T54t Y4dy S36s (K)I =s/V/Q AT W/M A ¥ D M\V|V m R/T N|P\t\L\A E 5 M R (R) 3001.44 256.4979 185.4 10601.2/4.52 Homo sapiens 89059392 35573 PREDICTED: similar to hCG16885

Fragmention (m/z) |599.46 [700.64 | 759.03 | 768.77 |[778.54 [788.41 | 790.12 | 79176 [795.57 [ 798.52 |801.92 |803.12 828.65 | 852.18 [883.92 | 889.51 |909.87 [926.59 [955.31 | 960.72 |969.60 |983.94 [989.51 | 993.24
Frac. Inten.(% of TIC) | 3.56 | 389 | 354 [ 1602 010 284 0.16 571 334 o015 262 511 238 275 726[ 254 431[ 590 334[ 1033 [ 264 | 242 445[ 466
Rel. Inten.(% of BP) | 22.20 | 2425 | 22.09 | 100.00 | 0.59 17.73 1.01 35.61 | 20.82 | 0.94 | 1633 | 31.88 | 14.85 | 17.17 | 45.35 | 15.84 | 26.93 | 36.65 | 20.84 | 64.51 | 16.50 | 1611 | 27.75 | 29.07
Score 100 | -024| 100 025 | 200 -018 150 100 | -021| 200| 100 | -032| 100| 100| -045| 100| 027 | 037 | -021| 100| 025| 100| 028 100
lon-type Y+ bayg |brHPO, | by ¥7H5PO, by Yrireg | ¥iha brvyg | by, by Lanae-: ag Yz L anas-7
Delta Da 0.30 0.39 0.37 | 0.74 0.73 0.76 0.53 | 056 017 | 085 0.48 0.85 | 017 | -0.48 0.15

150 | yo+,, HO 2.00

m sty 060 m

047 057
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MiTagt 1 ] N ] 5 | Y | v | m | ¢ | = | R | Y | s | v | £ | R |
Pim/z])
1 Ellahdm 625.9 assignment
o]
100 .84 2
2453
Fimizkgd gty z 9733 12483
GO5A. 76O 6 c? ’ 1545 4 1874
4716 8331 1044 1449 5
l asalz 6759 | saay | | u |121|:| 132321334 : | 16234 1BEZL
o il L [ | A A T RN NS S I T 1| il
T T T T T T T T
200 400 EO0 qan 1000 1200 1400 1600 1800
MITETD.1929.1929.3 phi Maszs [miz) hiH+: 1877 1554 m/fz: 62639 z: 3
# MH* MH* MH* Protein . q
Rank Score !S‘E}I BCS Unmatched Variable sites Sequence Calculated  Error  Error MVWipl Species Acce;swn Mlﬁ;jnelgi‘“ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 641 624 5 513 M7147m Y7151y 57154s (K)T w\s ¥Y\L m EV\A R/y S/L s R (F) 1702.86 174.2973 -868.5 1011033.2/5.38 Homo sapiens 154277116 11967 spectrin repeat containing, nuclear envelope 1 isoform 1

Fragmention (m/z) |217.71 [220.45 |228.10 | 245.28 |248.68 | 385.30 |605.26 |769.51 |884.76 |973.28 |1241.79 |1248.29 [1545.35

Frac. Inten.{% of TIC) 5.09 9.63 515 | 2043 | 1148 4.92 013 5.64 4.98 8.28 6.07 12.88 528
Rel. Inten.(% of BP) | 2493 | 4714 | 2520 (100.00 | 5618 | 24.10 0.89 | 27.59 | 2435 | 40.51 29.73 63.06 25.83
Score -0.25 1.00 0.25 1.00 1.00 1.00 2.00 1.00 100 | -041 -0.30 -0.63 -0.26

lon-type T, |y, Cy | Cvh, | T m 7, c;
Delta Da 0.36 | -0.00 012 0.55 017 | -0.34 027 | 0.4
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MiTag 1 5| E s | 7 | ¥ s | v | v | Y | K | 5 | R | H | K |
Pimiz) Prmyz-1)
-2) .
I 437 3 552.1 %@8’1 assignment
56 .2% - ! Pim/z-3
5 5 \ Y 1(?46 1j
Fim © . tmseg L] :
araq 3| WIS sab 7 1191.55 L - LY
ExEN | r -
I 0 161549
‘ £61'2313.3
o 200 LLIL)
200 400 EO0 200 1000 q200 1400 1600
WT_EGFETD_R.1467.1470.0.pkl Maz== [z hiH+: 17444182 mfe: 43686 2 4
What & e ] T | ¥ lsl v I v | ¥ | & 1] ®» | v | &
cg“,p(m,-z) Prmyz-1] Pimyz-27
3.94a+im- . }
H '+
56.2% 7 | -PimiE)
o
54 . . ]
| 3
|
z 3 i
[
200 400 EO0 200 4000 q200 1400 1800
WT_EGFETO_R.1467.1470.0.pkl Mass [z ] hiH+: 17444182 mfe: 43686 2: 4
# MH* MH* MH* Protein . .
Score P BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Hesesson LS Protein Name
(%) I # Index #
ons (Da) (Da) (ppm) (Da)
17.62 96.8 12 1125 Y15y (K) I/G/E/G|T|¥|G\V V\Y|K G|R\H\K (T) 1663.89 80.5267  321.2 34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
17.62 96.8 12 1125 Y15y (K) I/G/E/G|T|¥|G\V V\Y|E G|R\H\E (T) 1663.89  80.5267 321.2  27502.9/6.54 Homo sapiens 16306492 13150 cell division cycle 2 protein isoform 2

Fragment-ion (m/z)

|220.27 [246.02 [374.11 [ 424.11

[475.33 [514.44 [610.57 [636.43 [643.69 [661.19 686.47 [718.46 [739.73 [775.33 [779.45 [808.65 |973.72 [1027.72 [1136.50 [1271.91 [1321.69 [1429.09 [1478.94 [1558.93 | 1615.88

Frac. Inten.(% of TIC) 3.09 320 343 5.25 5.16

Rel. Inten.(% of BP) | 36.15 | 37.50 | 40.23 @ 6150 | 60.44

Score 0.25 | -0.38 1.00 1.00 1.00

lon-type Y+, c, e cg

Delta Da -0.37 009 | -0.14 0.08
3+

-0.10

499
£8.45
1.00
z'++9
0.14

350
40.99
0.25

e

0.19

364
4258
1.00
ZI++1D
0.62

263
30.85
0.25

¥+

-0.13

427
50.04
1.00

C++1 =

-0.12

3.86
4524
1.00
ZI++11
0.13

277 4.36 3.08 5.63 4.47 264 3.05 4.58 260 3.09 2.61 3.51 §.54
3242 | 5101 | 3610 | 65.97 | 52.35 | 3095 3572 £3.65 3045 3617 30.60 4116 | 100.00
1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 0.25 1.00 1.00 0.25 0.25
Ce | 1z Cp | Ty | CHy, S Zy €10 LA €12 Z s ',
0.18 0.37 0.03 0.08 0.25 028 0.13 -0.00 028 0.07 0.40 0.21 019
T,
0.26

6.03
70.68
0.25
s
0.09
Z g
012
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lons that verify assignment

e e L L e IO L 8 R | DL L ¥ = | « |
Pimidez-27
9.9 e+tilm G
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200 400 EO0 200 1000 1200 1400 1800 1800
DELTAKIETD. 1230, 1235.0.pkl Maz== [z hAH+: 1815.5382 mfe: 45464 z: 4
e e L L e IO I I T L L ¥ I« I « |
Pimyfz-27
“ ans.3
9.9 etilm :
Td.9% Pimiz-1] 5
®4 G064 . zml Pim/z-3)
6213 : ' 18181
Pimiz) 2 1296 8 .
o 8 14112 : 21 .
a7 545 36 11128 12 16951 &
730 & 330.1 ' 1443 15536 15150 | &
o T | NP | L4 e ‘II ..|.|. . gl
200 400 EO0 00 1000 1200 1400 1800 1800
DELTAKIETD.1230.1235.0.phi Mass [z ] MiH+: 12155382 mfz: 45464 z: 4
# MH* MH* MH* Protein . .
Rank Score s,,:' BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species ACCE;S'B" I'u'IIS;leg;st Protein Name
(%) o (Da) (Da)  (ppm) (Da) pdex
1 821 612 5 11725 Y33y (K)D/M/K E|A I|GIR L FHy @ K (R) 1735.89  79.6433 1779 38362.1/8.39 Homo sapiens 52353342 21295 olfactory receptor, family 6, subfamily K, member 6

Fragment-ion (m/z) |521.34 [535.86 |556.52 |562.40 |648.76 |681.71 [705.51 [748.63 |762.52 |779.15 [804.56 |819.56 |843.38 |850.84 |873.28 |886.64 |940.46 [997.75 [1013.65 [1055.71 [1112.82 [1296.75 [1411.83 1553.62 [ 1701.18

Frac. Inten.(% of TIC) 5.29 227 3.84 279 543 226 | 1115 2.85 4.92 3.39 2.36 257 247 6.04 532 6.47 272 2.60 470
Rel. Inten.(% of BP) | 4746 | 2040 | 3442 | 2501 | 4873 | 20.22 [10000 | 2552 | 4415 | 3038 | 21.20 | 23.07 | 2219 | 5417 | 4775 | 57.98 | 2442 | 23.30 4215
Score 1.00 0.25 1.00 1.00 1.00 | -0.20 100 | -0.26 100 | -0.30 | 021 | -023 1.00 025 | 048 | -058 | 024 | -0.23 -0.42

lon-type Co | Yo | Ty | 230, | Ty, e 5 o, | Yy,
Delta Da 0.10 040 | -024 012 | -0.06 015 0.14 047 | -0.08

354 3.09 593 357 217 225
31.73 27.75 53.16 31.97 19.44 2018
1.00 1.00 1.00 -0.32 1.00 025
z; ) Lo Lo Yiz
022 0.30 0.1 -0.16 0.35
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lons that verify assignment

Mstat ] s | ¥ N L R | 5 | ¥ | v |«
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WT_EGFETD_R.3833.3822.0.pkl Mazz [miz) PH+: 1584.1382 miz: 30670 = 4
il B ¥ I L R | & | y | v 1= x |
P % s . 7845 G856 6
309 : fi 16701
56 2%
. HUE pne. 1) £00 4 Sy z
++
27 |ooo, A — 7hb 5 aaf 5 17037 1566 5
- X ; S 00y G 3 R S
: : 15 .4 1008 .4
i Pk 457 5 1515 1424
G L l L e L
b ] | ) . 14, | 5 '2_ |||I. r | L || | T l . | ||iI| | ] | ] I|| | | o
200 i GO0 &0 1000 1200 1400
WT_EGFETD_R.38kE 3822.0.pkl Mazz [miz) RAH+: 15841382 miz: 30670 24
# MH* MH*  MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species EEeTn LSl Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 897 676 7 5118 Y823y (K)G/F/S|¥/L HNIE R/CG v V A\KE (Q) 1503.76 80.3791 260.6 192218.6/7.22 Homo sapiens 59891448 26394 rapamycin-insensitive companion of mTOR
Fragment-ion (m/z) |234.14 |309.05 |372.07 |443.22 | 460.84 |465.33 |600.67 |638.67 |646.91 [699.39 | 715.93 |755.51 |885.55 |887.52 |1097.51 |1120.69 |1276.31 | 1454.67
Frac. Inten.{% of TIC) | 427 | 786| 014 | 482 | 500 900 | 597 | 882| 530 811 | 506| 473 | 985 | 440 421 424 413 41
Rel. Inten.(% of BP) | 4331 | 7972 | 142 | 48.88 | 50.73 | 9131 | 60.53 | 89.55 | 53.74 | 8231 | 51.30 | 48.03 [100.00 | 4461 | 4269 | 43.02 | 4192 | 4168
Score 100 | 100| 150 | 100| 025| -091| 100| 100| 025| 100| -051| 100| 100| 025 -043| -043 100 | 1.00
lon-type ety Cy | Zrg | Ty ¥y, Ty |2+ | ¥y Cs e, A Ty €12
Delta Da 035| -011| 022| 048| 029 058 | 013 | 010 | 0.04 -0.34 012 027 | 002
y++, | 150
009 | SY
-0.12
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200 400 1000 1200 1400 1600 1500 2000
DELTAETD. 2032 3052 .5 phi Mass [m/z] hiH+: 20737209 miz: 9555 26
# MH* MH* MH* Protein . .
Rank Score ‘sﬂ:; BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;smn Mlﬁ;j[:;f;m Protein Name
lons (Da) (Da) (ppm) (Da)
1 932 899 13 217 Y849y (K) T I\L/E/L C/D|F\G\S A S/H V A D\N D I\T P\y L\V/S R (F) 2892.46 81.2649 436.7 116987.4/10.26 Homo sapiens 89276756 18658

Fragment-ion (m/z) |231.85 [246.84 [705.17 [758.91 [861.67 | 882.51 [1008.82 [1038.45 [1065.50 [1115.02 [1122.84 [1251.65 [1316.00 |1664.65 [1733.18 | 1911.85 [1921.67

Frac. Inten.(% of TIC) | &£.57 | 5.89 5.96 7.81 4.70 4.79 5.90 7.07 8.53 424
Rel. Inten.(% of BP) | 65.22 | 69.05 | 69.80 | 91.56 | 55.03 | 56.14 69.18 82.81 | 100.00 | 49.72
Score 1.00 0.25 1.00 0.25 1.00 0.25 1.00 1.00 1.00 1.00
lon-type c, | 23, | €3y, C, [y, C, | G+ Ty | Ty
Delta Da -0.32 | -0.30 0.18 0.19 0.18 0.10 0.27 0.44 -0.08 0.53

¥ e

4.79 6.29 4.32 8.24 581
56.12 3.7 50.58 96.53 68.06
0.25 1.00 0.25 0.25 1.00
Yty | THigp | €ty ', Cig
0.34 0.60 0.37 -0.12 0.31
T,
0.40

476 5.33
55.84 62.44
-0.56 -0.62

senne/threonine-protein kinase PRP4K
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Mt o] ¥ O L e e O T I L e A t |
b_-H,O PimJszrHH b
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WT_EGFCI0.1%26.1835.2 phl Mas=s= [miz] MiH+: 2026.8527 mdz: 101393 z2:2
M5Tag 1 ¥ | L | = | T | [ | = | ] | = | § | P | t
b? .
8695 10
1 dBetin 1162.5
42.1% Pmizy NH,,
bo-H 1005 5
c ' b, -H,FO
8515 Ll
b_-H. PO 1144,
503 74 b_-HH b_-MH b, .-H. O
5993 oo i l 132
ol AR G B R R A I S
EQ0 yaa f00 300 100 1100 1200 1300 1400 1500
WT_EGFCID. 3261835 .2 phi Mazs [mfz ) hiH+: 2026 8527 mfz: 101293 z:2
# MH* MH* MH*  Protein . .
Rank Score S‘,:I BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species Acce;smn MIS;legt::t Protein Name
(%) o (Da) (Da) (ppm)  (Da) RCex
1 10,72 701 6 1024 T72t Y60y (R)N/L I ¥ L A T|I\NA D\A 5 P\T 5 t\5 K (A) 1865.99 160.8672 461.1 8835.1/5.62 Homo sapiens 10047104 1479 synovial sarcoma translocation gene on chromosome 18-like 2

Fragment-ion (m/z) [712.25 [729.38 | 851.59 |869.51 | 897.55 | 956.51

|959.53 [965.09 |983.18 |998.12 [1002.46 [1055.63 [1124.37 [1140.52 [1158.26 | 1160.05

1161.37 [1164.91 [1167.78 [1168.50 |1170.97 |1180.06 [1191.59 [1298.55

Frac. Inten.(% of TIC) 1.83 2.05 491 | 29.09 1.97 2.66 214 0.08 1.95 223 333 414 2.28 515 349 1.81 261 6.10 2 8.49 1.99 267 30 332
Rel. Inten.(% of BP) 6.30 7.03 16.87 | 100.00 6.77 913 T.35 0.29 6.69 7.68 11.43 14.22 7.85 17.70 12.00 6.23 §.99 20.96 9.32 2920 6.86 9.19 10.33 11.40
Score 1.00 -0.07 0.50 1.00 1.00 1.00 -0.07 1.50 1.00 -0.08 0.1 014 -0.08 0.50 1.00 0.25 0.25 -0.21 1.00 1.00 -0.07 -0.09 -0.10 0.25
lon-type b+, b-H,0 by | big | ey bg-NH, b, a5y Vi1 [¥12HaPO, |¥,-H,PO, big b,y a,;
Delta Da -0.10 018 0.09 0.66 0.07 -0.38 0.68 -0.05 0.75 -0.53 0.79 -0.78 -0.06 -0.09
yohH, 150 v, NH,
0.15 & 0.04
1.00 0.62
st
1.04




Peak 318
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g by By Vg vz Py &
35Tkl Yy b byt
4 AFEHLE 7 Y1z
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b
+ i W b
1"-5 14 o
bl Ve Y b
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M5Tag 1
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y s X i Mg
3 57etdn 2 2803 4 542.3 T4 834
kR 444.4
17.7% 4k
+ '!-"14 b
& 818 3 :
2R b 45 7 o E 475 e FRERS ¥y :
’ 41532 ' 1022 .4 4 b
242 101 4 1 bys
e 9537 1189.3 13027 1400 8
b ] .il.l.l. I.|lll_h|. In'.
200 300 400 a00 E00 F00 200 400 1000 1100 1200 1300 1400
DELTACID. 2747 2772.0.phl Mass [miz] hiH+: 18800054 mfz: G27.34 =203
# MH* MH* MH* Protein . .
Rank Score Sﬂ:I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ACEE;SIUI’I lulIS.-leg;sl Protein Name
%) lons (Da) (Da)  (ppm) (Da) dex
1 2231 981 10 1125 Y246y (K)D R/V/T|T|A DID\y|SID|P F D|A K (N} 1799.83  80.1720 1094 55042.5/9.10 Homo sapiens 106879210 23534 Src homology 2 domain containing adaptor protein B

Fragment.ion (m/z) [218.11 [289.26 [444.41 | 54227 [551.31 [557.39 | 560.05 [569.63 |577.31 | 58574 [504.69 [611.32 | 643.50 [652.32 [662.30 [692.44 [719.08 [743.52 [747.17 |769.25 [779.40 [819.03 | 823.15 [831.94 [858.50

Frac. Inten.(% of TIC) 159 2.51 1.75 4.10 4.50 5.81 2.05 3.06 | 15.00 260 0.09 1.76 411 | 1145 843 541 4.29 2.09 1.90 205 7.30 1.64 1.62 292 1.96
Rel. Inten.(% of BP) 1058 | 16.71 11.69 2734 | 3001 | 3872 13.68 | 20.37 |100.00 17.30 0.59 11.71 2742 | 76.32 | 56.18 | 36.06 | 2859 | 1393 | 1269 | 1364 | 4867 | 10.94 10.78 | 1949 | 13.04
Score 1.00 1.00 1.00 0.50 1.00 1.00 0.50 1.00 1.00 0.50 1.50 0.50 0.50 1.00 1.00 1.00 1.00 100 | -013 1.00 1.00 1.00 0.50 1.00 1.00
lon-type Yz | ¥ b, |b++H0 | by by |y++gH,0 | y+ty Ys |bagt,0 | brey B NH, [bae  HO | besy | yesy, Yo [ Y712 b, b AR Vo | ¥¥hg b HO | b, b,
Delta Da -0.04 0.11 0.16 0.05 0.08 0.06 -0.16 0.42 0.01 0.00 | -0.05 -0.02 0.25 0.06 0.06 0.12 0.30 0.13 -0.06 0.04 0.19 0.32 0.1 0.08
y,H, 150
022 sty

0.08




Peak 319
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M5Tag 1 E H ] G F W ﬁ.r M E E
2 | I I |51 M I I I I ¥ I I
2 .90 e+i- 1080.8
5620
+
3"4 -’5"2
246 7.2
8303 l 12725 1‘11
1221.4 ‘ \ al.4 19618
812 1572 .4 :
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- — 1 I I|J|I i l - I T L r : r Ll
INTERRAL I‘Iﬂiﬁ|”I| Il ||I I ] ||l I Lo s |
200 400 EO0 0 1000 12IZIIZI 1600 1200
MT_CI0.2049.2049.0.pkl Massz [z ] MAH+; 2265, 1654 miz; 7TE9.06 2 3
# MH* MH* MH* Protein . MS-
Rank Score S;' BCS Unmatched Variable sites Sequence Calculated  Error  Error MVipl Species Broeszi Digest Protein Name
() lons (Da) (Da) (ppm)  (Da) Index #
1 1329 736 9 8124 Yaozy (K)V Q E/N D G R\E/B/B/P VIV|N ¥ E|E D|A R (5) 2285.07 80.0974 554 94638.4/6.72 E;FT;HS 119964721 10240  fer (fpsffes related) tyrosine kinase

Fragment.ion (m/z) |246.04 |538.86 | 636.99

|646.45 [685.48 |693.27 |695.95 |732.11 [733.91 [742.12 |750.69 |766.24 |771.74 |780.39 | 875.62 | 882.42 |891.46 [938.52 |976.33 [1004.88 | 1051.81 |1060.83 [1075.36 |1290.64

Frac. Inten.(% of TIC) 2.28 2.38 2.16 221 4.54 3.69 254 297 | 14.26 4.23 270 2.39 422 322 476 4.08 249 2.65 449 2.82 242 15.47 4.56 245
Rel. Inten.{% of BP) 14.76 | 1541 13.99 | 1428 | 29.33 | 23.84 | 1643 | 1918 | 9217 | 27.37 | 1743 | 1547 | 2728 | 20.83 | 30.79 | 2640 | 16.11 | 17.30 | 29.02 15.23 15.65 | 100.00 29.50 15.81
Score 1.00 1.00 1.00 1.00 1.00 | -0.24 1.00 | -0.19 1.00| -0.27 | 017 | -0.15 1.00 | -0.21 -0.31 050 | 016 1.00 1.00 1.00 0.50 1.00 1.00 1.00
lon-type Vo | yrrg |brepH0 b |y, b,y ¥tz b; b;-H,0 by Y7 | yrryp b HO | b, ¥g bz
Delta Da -0.12 0.65 015 0.63 0.68 0.60 0.59 0.38 0.02 0N -0.01 -0.06 0.37 0.35 -0.05 0.01

ye, ¥

0.42 072
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. ¢ ¥g ¥3 ¥y b131_%14
assignmen .
2 BEa bl g 902 A03.3 A7 THLT TS aSSIgnment
> Pimizr2H,, O
56.2% - 2 a .
’ 1;11 15
FHE | gl BB L
azp 16 '!-"3
965.9 11507
733 a7 3162 | h | I 1071.3
M- . Ll Illllllllll I|l_ |.|I 1 i1l . by y ﬂlh L .
200 a00 *IEI a0 a0 1000 1100 1200 1300
OELTACID_R.<130.4130.0.pkl Mazs [miz) MH+: 2073 2154 mfz: 6934 z: 3
# MH* MH* MH* Protein . .
Rank Score SPI BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession MS Digest Protein Name
(%) I # Index #
ons (Da) (Da) (ppm) (Da)
1 1434 97.0 9 116 Y635y Y641y (K)v P I v I\N/B/M\A/y D|N LIA|I|y K (5) 1917.05 161.1674 594.1 193107.5/6.46 Homo sapiens 148368962 24198 MNKF3 kinase family member

Fragment.on (m/z) |390.20 |503.30 |522.54 |574.33 |580.22 |638.32 |673.27 |721.30 |752.66 | 779.20

|787.96 |791.31 [801.51 |844.47 |847.53 [ 1159.71

Frac. Inten.(% of TIC) 9.06 6.83 3

Rel. Inten.(% of BP) | 46.95 | 35.39 | 15.

Score 1.00 1.00 1.
lon-type ¥ ¥a

Delta Da 0.06 0.07 0.

04 | 1207
76 | 62.54
00 1.00
b, ¥,
18 0.07

320 4.88
16.59 | 2528
1.00 1.00
y+ig |]+1—1 :
-0.01 -0.48

2.8
14.55
1.00
0.50

384 | 19.30 376 | 15.23
19.92 [ 100.00 19.47 | 78.89
1.00 1.00 0.50 1.00
Yty | by (b H0 | by,
0.01 029 032 0.08

3.02 312 424 283 277
1565 | 1614 | 2196 | 1466 14.36
-0.16 1.00 1.00 1.00 1.00

Vg | breig by ¥s
012 0.04 0.03 0.26
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METag 1  p I Y I H F M A D N L
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DELTACID. 4665, 4569.2.phl Maz== [z hiH+: 1997 6054 mfe: 66654 203
# MH* MH* MH* Protein . .
Rank Score I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ficcessio s Digesl Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 1877 909 11 4125 Y635y (K)V P I|V I|N|P N|A|y|D\N LIA|I|Y\K (5) 1917.05 80.5574 295.9 193107.5/6.46 Homo sapiens 148368962 24198 MKF3 kinase family member

Fragment-ion (m/z) |310.22 [423.35 [459.75 [494.42 [522.50 [575.92 [581.34 [627.84 |636.48 [638.25 [644.52 [648.51 [681.57 | 730.08 [738.46 | 743.97 [752.53 780.12 |788.36 [836.48 [844.71 [847.69 | 916.57 [926.54 [1080.13

Frac. Inten.(% of TIC) T.o7 3.38 253 268 148 3.22 254 1.75 457 453 1.88 2.60 21M 1.75 7.50 1.78 9.98 290 | 1258 422 | 11.30 2.0 226 1.30 1.46
Rel. Inten.{% of BP) 56.21 | 2689 | 2011 | 2134 | 1174 | 2556 | 2016 | 1394 | 3629 | 36.04 | 14.98 | 2068 | 21.54 13.95 | 59.63 14.19 | 79.31 | 23.07 (100.00 | 33.57 | 89.79 | 16.00 17.99 | 10.30 11.58
Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 | -0.14 1.00 100 | 015 021 1.00 050 1.00 0.50 100 | -0.23 1.00 1.00 1.00 1.00 0.50 1.00 1.00
lon-type by Yz | brig ag by | yr+g | baryg by | besyy Yrrgy | ¥irpH0 |y, b H0 | baey, bas, Y7 | brrg by | b+ H,0 | beeg ¥s
Delta Da 0.01 0.09 -0.02 0.05 014 0.16 0.05 0.07 -0.55 0.26 075 0.13 0.61 0.16 048 0.03 0.28 0.19 -0.38 0.58 0.65

Y2 LA Y.

0.04 012 0.30
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¥ lons that verify assignment
21 5% \ 2
H
¥
b H 4 + ¥q i
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DELTACID_R.A012 50450 phl Mass [m/z] MH+: 2503 5264 miz: 83618 23
M5Tag 1 [ K W F [ W [ M B, o
I I I A I bI I I I ¥ I
i Mz 10
& Sl v, FILE TTET 10627
#1.5% 3003
¥s Yy .
033 g4z 11
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38
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i Ll TR .;I .IJJ Al Lk b I .II.IIu..: L b r 1503 3 Ll r
400 &0 1400 1800
DELTACID_R A012 £045.0 phi Maszs [miz] hiH+: 2603 5264 mi: 83618 23
# - MH* MH* MH* Protein - Ms-
Rank Score sﬂ:I BCS Unmatched \.I’arlltable Sequence Calculated Error  Error MWipl Species ACCB;’S'O" Digest Protein Name
(%) lons St (Da) (Da) (ppm) (D) Index #
1 19.71 92.8 13 425 Y635y Yodly ()W A/I/K V/P I/V I|N|PIN/A|YID N\L|A/I|y K (9) 2343.31 160.2184 114.1 193107.5/6.46 IS—IaDprII;ns 148368962 24198 MNKF3 kinase family member

Fragment.ion {m/z) [390.28 [503.32 [574.16 [672.99 | 712.85

[721.55 | 769.84

|778.67 [795.07 [816.45 [876.21 [884.84 [909.02 [916.49 [948.73 [959.64 [965.79 [989.71 [993.08 [1057.67 [1062.68 |1103.75 [1160.20 [1230.68 |1441.57

Frac. Inten.(% of TIC) 4.31 1.77 2.00 1.99
Rel. Inten.(% of BP) 17.40 714 6.08 8.02
Score 1.00 1.00 1.00 1.00
lon-type Yo Ya Yo | beey
Delta Da 014 0.09 | -0.10 0.09

Y+
10
0.22

¥y,

378
15.24
0.50
H,0
0.56

2480
100.00
1.00

¥+,

0.26

Y+

275
11.09
0.50
SH,0
0.53

8.75
3527
1.00
y++12

0.35

1.83
7.37
1.00

bes,

0.65

212
8.53

-0.09

1.63
6.57
0.07

234
9.45
1.00

¥y,

0.45

1.60
6.47
1.00

b++15

0.07

1.92
775
1.00

Y7
0.07

50
20.20
1.00
by
0N

1.61
6.48
-0.06

29
11.75
1.00

b++1?

0.29

1.81
7.30
1.00

¥y

0.25

183
7.36
-0.07

6.03 9.69 1.74 277
24.33 39.06 7.02 1119
1.00 1.00 1.00 1.00
b+ g big | ¥+, by,
011 0.01 0.7 0.48
¥z

0.75

¥+ 19

0.62

2.24
9.02
1.00

Yo
0.20

277
1119
1.00
Yai
-0.01




Peak 323

assignment
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56 2% b o
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405 4 C 2
Ivoz G249 264 s8p.2 o727 1077 1147 .7
'!."2 3:333 ax0 bII 1267 6
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200 200 400 a00 E00 oo 200 00 1000 1100 1200 1300
WT_EGFCI0. 3865 33650 . phi Mazs [z hiH+: 219038484 mfz: 7308 203
# MH* MH*  MH* Protein . .
Rank Score . BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession MS-Digest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 13.27 930 7 219 Y685y (RIKGE QTS S G/TLS A|FIA|S/¥\F N\S K (V) 2110.01 80.3767 187.4 862448.2/5.34 Homo sapiens 148491082 24837 disabled homolog 2

Fragment.ion (m/z) |556.37 | 565.36

[574.27 | 639.08

[648.04 | 67439

|683.39 [709.11 [738.30 | 807.65 [825.29 | 839.92

|848.50 | 878.44 [896.31 |979.00 [1013.30 | 1043.42 [1147.66

Frac. Inten.(% of TIC) 381 3.09
Rel. Inten.(% of BP) | 39.33 31.91
Score -0.39 0.50
lon-type b++, -H.O

Delta Da 0.08

345 470 448 9.68 727 7.06 5.16 4 .56
3564 48.54 | 46.30 100.00 | 7507 | 7290 | 5329 | 47.08
1.00 0.50 1.00 0.50 1.00 1.00 1.00 0.50
b+ b+ H0 | ey (b HO | besry, | yey ¥ |YeNH,
-0.01 027 022 0.06 0.05 0.79 0.01 -0.64

919 374 7.04 6.84 579 351 321 4.49 292

94 .95 38.67 | 7273 7066 | 5982 | 36.25 33.18 46.38 30.14

1.00 0.50 1.00 0.50 1.00 1.00 -0.33 1.00 1.00

Ye |br+H0 ag |yH;0 Y7 | bregg ¥ b,

-0.03 0.56 0.09 0.10 -0.04 0.08 -0.00 0.10
h++

18

013
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M3Tag 1 F | g | G | 1, | g | T | G | I | ¥ | E | & | L | E | L | R
4 5Ge+im B8
1% 3% 8723 ¥g
11437 Yo LED
¥
. 322 &0 P(mizy2H, Xy 12446 13318
' Y3 bs a7p.7 025.1973 8 y b b
417 .4 584 4 1044.4 12 13 11
a5 6234 BE32 1apz.7 14683 1597 .8 1712
2802 2437 : X | L 195.9 | \ l 1781 8
b ] -|L|,,‘|.|L,| | ]”“| I ] III.|IL o . L L, II. 1.|“ L . a | ]
400 B00 800 DT 1200 1400 1600
DELTACID_R.4394.4384.2 pkl Mazz [miz] hiH+: 15850727 miz: 943.04 2: 2
MH* MH* MH* Protein . .
Rank  Score I BCS Unmatched  Variable sites Sequence Calculated Error Error MWipl Species o Protein Name
(%) ) # Index #
ons (Da) (Da) (ppm) (Da)
1 13.09 80.6 10 11725 Yidy (R)A a/v/P S/C A/S/T|G/I|y/E A L\E/L R (D) 1804.94 80.1288 86.2  46932.0/7.58 Homo sapiens 153267427 4613 enolase 3
1 13.09 80.6 10 11/25 Yddy (R)A A/V/P S/G A/S/T|IG/II¥/E A L\E/L R (D) 1804.94 80.1288 86.2  46932.0/7.58 Homo sapiens 153267448 1316 enolase 3
1 13.09 80.6 10 11725 Yddy (R)A A/V/P S/G A/S/TIG/IIY/E A L\E/L R (D) 1804.94 80.1288 86.2  47169.27.01 Homo sapiens 4503571 17636 enolase 1
1 13.09 80.6 10 11/25 Yidy (R)A a/v/P S/C A/S/TIG/I|¥/E A L\E/L R (D) 1804.94 80.1288 86.2  47268.8/49 Homo sapiens 5803011 35485 enolase 2

Fragment.ion (m/z) |288.23 [622.11 |730.55 |742.32 [795.50 |802.36 [804.67 | 813.62

854.07 [872.32 [912.69 [917.94 [973.58 | 1044.42 [1086.71 [1116.34 [1143.66 [1194.67 [1244.61 [1258.59 |1295.83 [1298.83 [1331.75 [1468.84

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

Score
lon-type
Delta Da

184
3.90
1.00

Y2
0.03

1.26 1.07

267 | 228

1.00 1.00

Y+t Ye

-0.69 0.14
Y+

13
0.20

1.00
2.12
1.00
hB
-0.05

1.52
323
-0.03

1.06
226
-0.02

822.66
6.21 6.60 | 47.06 1.03 472 1.10
13.19 14.03 [100.00 219 ( 10.03 233
013 0.50 1.00 | -0.02 1.00 1.00
Y0 |y Y+tig b,
0.24 0.27 0.40 021

1.01 187 112
215 3.97 2.38
-0.02 1.00 -0.02
Y7
0.14

1.02
216
1.00

¥Ys
0.19

1.09
232
-0.02

5.05 1.01

10.74 214

1.00 -0.02
Ys

0.12

324 117 313 1.02 323 1.58
6.89 249 6.66 217 6.87 3.35
1.00 -0.02 -0.07 -0.02 1.00 1.00
Yo Y11 bs
0.02 013 017




Peak 325

lons that verify assignment

M5Tag 4 E | » | & | =] »~ | \ | E | Q | ¥ | 5 | F 8
+ +
W W b b
1.7 7 e+l 5 . 14 1
42 1% ¥ ¥y
3 —+
¥
! b Bz
e
b 1
‘ ZD ¥ o
1z, b | | | b I:-|
- : I J .II" .IIlII | IIII i INTHN! |II||II_II uIII:'I L 'II R .I_I|I| L I L
200 200 400 500 E00 00 200 a0a 1000 1100 1200 1200
WTEI0.2530 . 2530.0.pk Maz= [miz) hiH+: 20211854 mfz: 6744 23
M5Tag 1 E I G G i E E o G F L
I | & | 5 | I I . I I ¥ | & | I
¥5 g 14
4 TFatdn v, 547 .4 0.6 T2 TTA4
W
42 1% 3 + 4G
M5z Yy b By3
4042 1 228 13146
5794 Y5 |
| 516.4 5
218 B0 " gv7 s 11504
372 00. : : 1362 3
Hra N b | Lo
- 1L A al IiIIII.II L |I|II||I_II uIIuII.. 'II TR '-"I.I L
200 300 400 500 B0 00 200 a0a 1000 1100 1200 1300
WTCID. 2530 2530.0 phi Maszs [miz) mAH+: 20211854 mdz: 6744 2: 3
# MH* MH*  MH* Protein . .
Rank Score S‘,::I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;smn MIS;leg;st Protein Name
(%) lons (Da) (Da)  (ppm) (Da) ndex
1 1155 829 9 417 Y1062y (K)a A E A/G G A E\E/Q ¥\GIF/L|T|T/P T K (Q) 1940.92 80.2618 146.2 270635.7/4.73 Homo sapiens 153945728 586 microtubule-associated protein 1B

Fragment.ion (m/z) |345.16 [404.29 |446.21 547.36

|575.52 [579.45 [615.25 [ 618.64 [655.56 |657.47 |660.57 [738.24 | 779.43

|788.45 [829.86 |840.53 [1214.55

Frac. Inten.(% of TIC) 4.07 312 5.36 7.78 3.40 2.60 359 379 427 3.90 | 1055 6.63 821 | 18.09 587 382 494
Rel. Inten.(% of BP) 2248 | 1724 | 2961 | 43.00 | 18.82 | 1439 | 1985 | 2096 | 2362 | 2155 | 5829 | 36.64 4539 [100.00 | 3243 | 2112 27.32
Score 1.00 1.00 1.00 1.00 -0.19 1.00 -0.20 1.00 -0.24 1.00 1.00 1.00 0.50 1.00 -0.32 1.00 1.00
lon-type Ya | ¥y Ys Y5 b++ Y+ b, Vo | by, b HO | basy ¥++s bz

Delta Da -0.05 0.06 -0.05 0.05 0.24 0.35 0.19 0.18 0.44 0.11 0.13 0.66 0N




Peak

e e O I e RO L B IR ¥ R R L R
Pim/z) o, Pimfz-1) H Pimiz-2)
5.15e-+d- . 7 assignment g2
23.7% + “ .
' PR TS
c 2, c11 11 fi
. 5 = P By
I z L "13
v z
13
N T -.l 'R — - ) L | - ol LIJ.. —
200 400 B0 200 1000 1200 1400 1600
DELTAKIETD.2217 2225 3 phi Mass [miz) hiH+: 172083154 maz: 57711 20 3
MSTag 1| v D | s | E G H LA T [ | R |
Pimiz
-2
5 18edn Gy 5771 15‘1@9.@ 43
823 o+ :
23.7% . IV P
3 fifis.4 “io "
32051 '3 17161
G a7E .4 12628 %y 13 i
i 1336 fi 1571.8 EA
2315 = 1452 5
| 20k | 1*53 1629.3
h:l- T N hl.. L " iy " |I. L |I L L L |.-|.II. il i) 1 " ™ I L
200 400 G0 200 1000 1200 1400 1600
DELTAKIETDL 2217 . 2228 2.phi Mas= [miz] fAH+: 17292154 mez: 57711 20 3
# MH* MH*  MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MVWipl Species e L) Protein Name
(%) ) D # Index #
ons (Da) (Da)  (ppm) (Da)
1 16.30 951 9 2121 Yidy (K)Y vV DISIE|GIHIL|¥ITIV P I\R (E) 1648.83 80.4825 298.5 20471.7/5.64 Homo sapiens 15451856 1145 caveolin 1

Fragment-ion (m/z) |395.09 |468.33 |482.32 |569.43 |611.31 | 668.38 |805.37 |812.38 |918.51

|925.48 [1062.76 [1119.54 |1120.78 |1147.68 | 1161.43 |1248.50 |1262.77 |1336.55 | 1452.54 | 1571.79 [ 1572.90

Frac. Inten.(% of TIC) 393 4.07 897 2.60 310 822 | 10.78 512 378 835 505 1.89 234 232 295 485 6.04 5492 25T 263 453
Rel. Inten.(% of BP) 3647 | 3780 | 8323 | 2409 | 2876 | 76.22 |100.00 | 4746 | 3510 | 77.50 46.80 17.51 21.67 21.51 2737 44 99 56.01 5493 23 83 24 41 41.99
Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.25 -0.22 1.00 1.00 1.00 025 -0.24 1.00 0.25
lon-type = z, C, z; Cs Ce & Zg Cs z; z, Zy 'y Ca L €10 'y, Cia s
Delta Da -0.10 0.02 0.10 0.08 0.04 0.09 0.02 -0.00 0.08 0.0 0.23 -0.01 0.22 -0.03 0.09 0.26 -0.08 0.08 018

Z'++

11
0.07




Peak 327

Whatal L] ¥ |~ 1 m |« 1 » | t | v 1 = | ©o [Je&]
+3 + + +
W b W b
2 Phiahdn 18 0 15 14
23.7%
+
b t I
| o ey
a 1
i ]il |.. il I::l |||||].d| ||I L. ||||l || PR | PR 1.?|l L I a|21 |I | I L
h:l I I L] L] L]
200 400 EO0 a00 4000 1200 1400
WT_EGFCID. 1745, 1758.0.phl Mass [z ] hiH+: 26677782 miz: GET.T 204
M5Tag 1
21 g L | y | & | Mo i H| O N i L+ t | L | E | o | & |
1 b6l.;NH Y5 15
2 PEebdm 5857 Gk - 57801 .4 Bav A
23.7% 19
TO5.4
8 193g
ard o Pt a0)7 .
. a1 2 ok 3549
484, :
6 2 3453 l B 11103 Va0 1277.8 14z3 8
o IJEFP'F.. il iui I||||].HI| ||I I.:. ||||I || L ||II e T A 4I|i |I | T )
200 400 E00 go0 1000 1200 1400
WT_EGFCID.AT4E. 17680 pki Mazs [riz] hiH+: 2667 7782 miz: G677 z: 4
# MH* MH* MH* Protein . .
Rank Score S,,::I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species AECE;G'“" MIS&DIQ;S‘ Protein Name
(%) o (Da) (Da) (epm)  (Da) pdex
1 1198 7.2 1 520 M110m T113t Y108y (R)0 L v A/m A\N t/L\E\D\G G/M\T\P\Q L A\E V I K (R) 2493.24 174.5418 -519.5 40357.2/5.69 Homo sapiens 156139155 1779 guanine nucleotide binding protein, alpha transducing 3

Fragment-ion (m/z) |422.40 [565.51 |580.16 |585.69 | 591.84 |619.31 [649.60 649.92 [654.05 |655.97 | 705.36

[713.87 [728.51 [757.70 [774.81 | 79211 [801.35 [836.53 [887.13 [935.88

Frac. Inten.(% of TIC) 1.63 163
Rel. Inten.(% of BP) 8.63 863
Score -0.09 1.00
lon-type ¥y,

Delta Da 0.19

281
14.87
-0.15

17.81 153 0.07 1.59 4.92 237 | 1530 212 210 1.58 §.18 238 254 | 1893 3.90 7.05 1.56
94.09 807 0.34 8.39 | 25.99 12.53 80.86 1118 | 1110 835 | 4323 | 1256 13.44 |100.00 | 2060 | 3726 822
-0.94 1.00 1.00 | -0.08 | -0.26 0.50 1.00 1.00 1.00 1.00 0.50 1.00 0.50 1.00 1.00 1.00 1.00
by st Vo0 | bisyg | b H0 | by | bt TN, be |y++ 0 |yt | bery, | b | bee
0.12 0.25 -0.37 -0.27 0.61 0.12 0.55 0.44 0.52 0.20 043 0.23 03 0.53

h+++‘E YE.MH3 y+++19

0.29 0.57 0.04




Peak 328

M3Tag 1 Hoo | a | m | = | s | = | ¥ | ¢ | E | . | .
1.69e-+in
23.7%
++
b 1
b I|I ||||l|||||.| |||| ] | | | | | ]
] L] 1 1
200 200 1000 1200 1400
DELTACID.S120.5120.0 pki Mazz [miz) hiH+: 25811382 mifz: 64554 20 4
M5Tag 1 H | Q +L m | s | s | & | ¥ | L | E | & | 9
Vi b Y5 Y
1 B 359.2 BTy B05.1 T17.5 vt
fifl <, 8633
23 7% - a7 .4
=+ b
'3 i 66.9 G1p.4
BT ygy 5 S 7o T 00 4 M
3 seke | iy 1066.8
. . 4 12260 12067
2161240 | | “ ' l k 1356 5 14713
b L |||. ||| il I:I |||||||I|.| |||| ] | | | | | |'
] ] 1 L] L]
200 400 E00 200 1000 1200 1400
DELTACID.A120. 51200 phl Mazz [miz) hiH+: 2591.1382 mfz: 64554 =20 4
# MH* MH* MH* Protein - .
Rank Score e BCS Unmatched Variable sites Sequence Calculated  Error  Error MwWipl Species feserdon (LS Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 1133 763 8 6/18 M1576m Y1580y  (R)T E Q m\S S A/y L E\Q/Q\M/E N/L/V V C V K (Y) 249517 959654 1.6 217954.3/6.32 Homo sapiens 157671949 22380  reamanged L-myc fusion
Fragment.ion (m/z) |359.23 [481.10 [513.69 |605.11 [610.63 | 614.25 [616.15 622.08 | 624.44 |[626.52 |717.49 |750.15 [832.64 [846.84 [851.11 [863.31 |865.87 |917.41
Frac. Inten.(% of TIC) | 4.39 | 3.08 | 474 | 13.95 | 4.16 433 008 280 0.09[ 431 2580 | 685| 350 6.06| 286 417 282 600
Rel. Inten.(% of BP) | 17.02 | 11.93 | 18.38 | 54.10 | 16.13 16.77 | 031 | 1087 0.34 | 16.71 100.00 | 26.57 | 1369 | 23.60 | 11.07 | 16.16 | 10.93 | 23.24
Score 1.00 | 1.00| 100 1.00| 1.00 0.50 [ 1.00 | 1.00 150 | 047 | 1.00 | 100 | 014 | 024 | 011 | 016 011 100
lon-type YHte | Yy b, Y5 | Y+t | bt H0 m | b4+, |b-SOCH, Ys | b+ip | AagV
Delta Da 0.01| 34| 052| 076 032 0.52 | -0.39 | -0.66 0.17 0.06 | -0.64 0.49
1.50
sty
0.40




Peak 329

e e e e L R U I LA y [« 1 v 1 7 s
. W b, PimizkH, O b W W
aSSIgnment 33?64 91385 Qa6 ’ 'II:IEgﬁ G 11492 G 1251TDE
5 Sletdn \ b : ' : : :
Gy
23.7% I:l5 Y11
13707
b13
15115 19817
1063 346 14 1440 5 15]2.’ 1646.5 1266.3
o T | | Iallllll I‘l
L] L] L]
1400 1800 1800
DELTACID_R 4621 .4621.2.phi Mass [miz] hiH+: 1933 9327 mdb: 99497 2.2
# MH* MH®  MH* Protein . .
Rank Score A BCS Unmatched Variable sites Sequence Calculated Error  Error MWIpl Species feseion [ Protein Name
(%) I # Index #
ons (Da) (Da) (ppm) (Da)

1 18.27 95.8 10 324 Y789y (K)v Vv/Q E Y|I|D|A|F|5/D/YIA\N F K () 1908.90 80.0313  32.7 89703.5/6.14 Homo sapiens 18450371 10043 protein tyrosine phosphatase, receptor type. A isoform 2 precursor
1 18.27 95.8 10 324 Y798y (K)v v/Q E Y|I|D|A|F|S5/D/y|A\N F K () 1908.90 80.0313  32.7 90719.6/6.23 Homo sapiens 4506303 13566 protein tyrosine phosphatase, receptor type. A isoform 1 precursor
1 18.27 958 10 24 Y789y (K)v v/Q E Y|I|D|A|F|S/D/y|A\N F K () 1908.90 80.0313  32.7 89703.5/6.14 Homo sapiens 18450369 14135  protein tyrosine phosphatase, receptor type, A isoform 2 precursor

Fragment-ion (m/z) |479.41 | 619.45 [722.37 [732.58 [837.39 [847.44 [874.37 | 886.79 |896.09 |918.58 [924.48 [1047.55 1053.40 [1065.62 [1071.53 [1142.56 [1153.93 [1239.56 |1257.56 | 1352.56 |1370.68 [1510.54 [1534.53 1581.73

Frac. Inten.{% of TIC) | 124 | 254 | 219 | 284 | 452 | 253 1.36 211 | 215 521 | 18.86 213 2.05 8.37 10.67 553 140 247 11.38 207 4.09 154 149 1.27

Rel. Inten.(% of BP) 6.57 | 1347 | 11.59 | 15.04 | 23.99 | 13.43 721 11.20 | 11.38 | 27.63 |100.00 11.29 10.85 | 44.39 56.57 | 29.30 740 13.09 | 60.31 10.99 | 2167 8.16 7.91 6.71

Score 1.00 1.00 1.00 1.00 1.00 1.00 | -0.07 0.50 1.00 1.00 1.00 0.50 0.50 1.00 1.00 1.00 -0.07 0.50 1.00 0.50 1.00 1.00 0.08 1.00

lon-type ¥s b, Ys b Ye b, Y0 |y, by Y7 | bgH;0 | yH0 by ¥s Yo 1 Yig | V4110 Yai b,s big

Delta Da 015 | 014 0.08 019 | 007 | 002 007 | 022 0.12 0.13 0.04 -0.01 0.09 0.1 0.10 -0.03 0.08 0.00 0.1 -0.07 0.08

Y520

0.09




Peak 330

MiTag 1wy | O | T | G | E | N | F | I | ¥ | K
¥y ¥y, ¥
— assignment 4927 RO0 .4 634.9 7144 1001.5
7490 \
285 1 : 1002 4
b a3 7343 TEIT '7
i 5 : ' aon .4 4534
325.4 .
21aq  TOIROZT el { 432.9 ‘ ?}2 BZPE || [ 11176
[N " L ].l ] i L1y lI [T ' Lho 1l _|.I T I..l IR . i I il
200 300 400 500 GO0 i 700 00 a0 1001 1100
DELTACID 2347 2347 2 phl Maz= [miz) hiH+: 1302 6137 miz: 65181 202
MiTag1 o | T | & | E | N | F | I | ¥
v, Pim/z)yH, 0 Ve
& Slle-Hdm fisks ¥
Al fion.4 4 1001.5
100.% 402 7 T14.4
b.-HH
2235 13 "2 by M b.-HH ¥ 1002 4
. - ? .
s 01 5723 g0l 3 SR EETE o004 v
3551 J l 432 9 l l ) | fr ¥ | 928.7 ge7 11163
m | | 1 N gl 1 1.l m L ||| Log. 1 1y | i l I. | 1l L | L L | g Ll [ 1062 .6 I
n L] L] L] L] L] T
300 400 500 T 00 a0 1000 1100
DELTACID.2347 2347 2 phi Mass (miz) hiH+: 1302 6137 miz: 65181 22
- # Variabl MH* MH* MH®  Protein Accossi D'_“'S't
Rank Score (%) BCS Unmatched asriI125 e Sequence Calculated Error  Error MW/pl Species cce#ssmn Ir:gzi Protein Name
lons (Da) (Da)  (ppm) (Da) #
1 10.38 7.7 6 10/25 Y783y (K)w/D|TIG E|N/P I/y K {5) 1222.57 80.0388  55.7 B8415.9/5.27 ;‘:;?;ns 19743813 2162 integrin beta 1 isoform 1A precursor
1 1038 7.7 6 10/25 Y783y (K)w/D|T|G E|N/P I/y K (5) 1222.57 80.0388 55.7 B8415.9/5.27 Homo 19743823 35513 integrin beta 1 isoform 1A precursor
sapiens

Fragment.on {m/z) |285.07 [302.14 [390.27 [403.30 [483.98 | 492.66 |501.82 |553.27 |572.28 [589.22 594.44 [600.35 621.28 |625.74 |635.40 [641.02 [686.37 [714.40 [734.32 | 781.66 |825.43 [895.59 [900.45 [1001.53 [1116.31

Frac. Inten.{% of TIC) | 3.33 1.55 332 276 | 2.02 868 | 264 | 273 314 219 189 | 10.65 337 | 255 525 1.66 206 | 1336 | 234 3.07 1.70 187 | 3.62 12.56 1.71
Rel. Inten.(% of BP) | 24.92 | 11.60 | 24.83 | 2069 | 15.10 64.96 | 19.73 | 2047 | 2348 | 16.38 | 14.13 | 79.73 | 2519 | 19.08 | 39.31 | 12.42 | 1544 (100.00 | 1748 | 2298 | 1273 | 13.98 | 27.12 94.00 12.76
Score -0.25 1.00 1.00 1.00 | -0.15 0.50 1.00 | -0.20 | -0.23 1.00 | -0.14 1.00 | -0.25 | -0.1% | -03% | -0.12 0.50 1.00 | -0.17 0.50 0.50 0.50 1.00 1.00 1.00
lon-type b, ¥, b, y+agH O |y, b Ye bgMH, ¥e b H,0 |yg-H,0 | byNH, ¥+ ' Yo

Delta Da 0.03 0.13 0.14 0.44 0.60 -U.Ui 0.07 0.13 0.08 -0.65 0.08 -0.79 0.06 0.10 -0.15




Peak 331

MiTagt el v | 5 |5 | O ¥ | = | m | E | &
¥ .
2 aSS|gnment
1.24a+5=- 138 3
101,84
b11
¥y 1050.5
9583
I:-3 b
254.1 ar B M 12'311 3 1213 13:30 5
o — . ? P. " l uli ] LI |.|IJ |. Fin Ll L "
L] L]
200 dJIIIZI 1IJEIIJ 12EIEI 14I:IIZI 1800
WT_EGFCIO.2318.2329.0 phl Mass= [z ] MiH+: 2251 1354 mfz: 751.06 z: 3
# MH* MH*  MH* Protein . .
Rank Score Ehl BCS Unmatched Variable sites Sequence Calculated FError  Frror MWipl Species Bcess e igest Protein Name
(%) 1 # Index #

ons (Da) (Da) (ppm) (Da)

1 1046 713 9 10125 M448m Y446y (R)G P V 5 G T E|P E|P V\y/5 m/E/A/A/D/Y R (E) 2154.96 96.1706  93.0 61586.4/5.24 Homo sapiens 20357552 12463 cortactin isoform a

1 1046 713 9 10725 M411m Y409y (R)jc PV S G T E|P E|P V\y/S n/E/A/A/D/Y R (E) 2154.96 96.1706  93.0 57466.9/518 Homo sapiens 20357556 227123 cortactin isoform b

Fragmention (m/z) [338.20 [453.31 [524.38 [592.31 [595.30 [ 610.28 [628.35 |646.91 | 690.34 [699.40 |716.66 |724.27 [729.77 [732.56 [812.51 [828.89 | 836.43 | 854.50 |864.61 |900.02 |948.37 [958.32 [1039.36 | 1050.55 [1294.39

Frac. Inten.(% of TIC) 6.29 414 3.73 2.58 5.44 1.87 2.50 2.26 271 | 12,52 1.93 541 0.09 2.02 570 2M 1.89 9.82 4.86 4.99 2.60 347 278 5.69 1.99
Rel. Inten.(% of BP) 50.27 | 33.09 | 29.80 | 20.64 | 43.49 14.91 | 19.98 | 18.03 21.63 |100.00 | 1541 | 43.25 0.70 | 16.11 | 4554 | 21.68 15.10 | 78.42 | 38.82 | 39.84 | 20.75 | 27.73 2223 4542 15.94
Score 1.00 1.00 1.00 -0.21 1.00 050 1.00 -018 050 1.00 015 1.00 -016 1.00 -022 050 1.00 -0.39 -0.40 -0.21 1.00 -0.22 1.00 -016
lon-type Y2 Y2 Ys ¥s |bH,0 b, Y H0 |y Ye m A AT bg-H0 by ¥s b
Delta Da 0.02 0.10 013 0.02 -0.00 0.06 0.07 012 -0.06 0.19 0.05 011 -0.07 0.04
1.00 y,AH,
m 0.17

063




Peak 332 assignment
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METag 1 E E F E n L n A
I I I | I y I I
0
+ + G055 +
1.50a+5 Vo y H I:-E I:-12 'bE ¥g
99.9% 4108 "8 £34.9 712.4 7454
4652 v +
L] b11
¥ S0z
¥ 35[!33 hQH GOE.5 6580
2 . : b
i ly i T 7ika T [
: GOf .2 i
2262 208 1 | S i wsd | 8307 1046 3
Sy L II L i el MM M L ' ||;I . Ll sl - I — — r i r s r
200 400 S0 i g0 o0 200 a00 1000 1100
WTCID. 2248 22530, pk Mas= [miz) MAH+: 15700454 mfe: 52402 202
# MH* MH*  MH* Protein . .
Rank Score :Sn::; BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce#ssmn h‘ﬁ;}:g?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1811 952 8 423 Y967y (K)R E E|P E|A|L|y|A\A|V|N\K (K) 1489.76 80.2809 200.4 141689.5/7.77 Homo sapiens 22325383 5213 intersectin 2 isoform 2
1 1811 952 8 423 Y940y (KR E E|P E|A|L|y|A\AIV|H\K (K) 1489.76 80.2809 200.4 190365.7/8.42 Homo sapiens 22325381 25905  intersectin 2 isoform 3
1 1811 952 8 423 Y967y (KR E E|P E|A|L|y|A\A|V|N\K (K) 1489.76 80.2809 200.4 193331.3/8.32 Homo sapiens 22325385 27225  intersectin 2 isoform 1

Fragment-ion (m/z) |261.15 [356.75 [360.27 [413.28 |415.28 [429.80 |465.25 | 485.42 489.64 [502.31 [509.45 [534.91 [570.31 [578.38 |605.84 |641.33 |655.59 |683.39 |712.40 |734.67 |745.36 |825.42 [858.41

Frac. Inten.(% of TIC) 149 214 324 4.45 1.98 | 10.02 7.1 1.14 1.06 572 1.78 9.12 M 0.94 | 1214 5.89 4.74 0.97 9.06 0.99 9.23 1.76 1.64
Rel. Inten.(% of BP) | 12.24 | 17.62 | 26.67 | 36.67 | 16.2T | 82.52 | 53.55 9.35 8.74 | 47.08 | 1462 | 75.15 | 28.06 .77 (100,00 | 4852 | 39.03 7.95 | 7464 8.14 | 76.06 | 14.49 | 13.55

Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.50 -0.09 1.00 -0.15 1.00 1.00 1.00 1.00 1.00 1.00 -0.08 1.00 -0.08 1.00 1.00 1.00

lon-type Y; | brrg Ya | b+ by | yr+ |y |yoNH, ¥s beeg | breg | yregy | bregy b, | b++, by Ye b, Y7

Delta Da -0.01 0.08 0.05 0.or 0.09 0.09 0.02 015 0.01 0.19 o.ov 010 0.08 0.04 0.30 0.0v 0.03 0m -0.00
bh++

0.08




Peak 333
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(S - . | A O ' Li |.l ..gphil b i l 12 R S . |
200 400 EO0 a0 1000 1200 1400 1800
WMTCID.A028 503 7.0 pki Maz== [mz ) MiH+: 2462 4954 mdz: 81817 203
MiTag 1 1 | ¥ | | = | = | &~ ] ¢ | o L I | « | W | = | F | 7
F‘(I'n.l"z}EHEEI h19
7 e 206 .6 1096 .4
Td. 9%
g
'!-rz ; 4F1 .2 1139 G »
2621 b
3333 13137 13 " 14
| I l| 12145 1467 6 1656549 17022
J . s —— by TETATEr TP B | -
bod— L i hoe Ui . i
200 400 EO0 a0 000 12|:I|:I 1400 1800
WTCID.A028 503 7.0 phi Maz= [mfz ) MH+: 2452 4954 mfz: 81847 20 3
# MH* MH* MH* Protein . .
Rank Score S,,:I BCS Unmatched Variable sites Sequence Calculated Error Error MW/ pl Species dccession MIS;!D'Q;H Protein Name
¥ lons (Da) (Da) (ppm) (Da) ndex
1 19.07 87.2 13 4125 Y253y (RIN T v N/Q T AILID|I VIN Q/F|T/T/S/Q\A\S\R (E) 237215  80.2478  155.5 126711.8/6.73 Homo sapiens 24638431 28222  cask-interacting protein 2

Fragment.ion (m/z) |461.33 [548.33 [570.44 [649.46 [657.50 [676.50 |733.91 [750.58 [790.69 [794.87 [800.74 | 84318 [852.17 [873.62 [897.55 [935.11 [940.44 [944.11 [986.34 |1060.54 [1096.40 [1101.45 | 1130.41 [1139.63 [1313.71

Frac. Inten.(% of TIC) 3.05 540 3.61 5.09 3.38 216 4.29 472 6.02 249 4.45 257 3.79 2.34 2.30 3.38 219 246 4.81 223 13.82 3.25 240 6.99 281

Rel. Inten.(% of BP) | 22.06 | 39.10 | 26.16 | 36.88 | 2446 | 1565 | 31.02 | 3415 | 4359 | 18.04 | 32.22 18.63 | 2746 | 16.95 | 16.65 | 2447 | 1583 | 17.79 | 34.78 16.15 | 100.00 23583 17.37 50.58 20.34

Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 100 | -018 | -0.32 0.50 1.00 1.00 1.00 | -0.24 100 | -0.18 1.00 1.00 1.00 1.00 0.50 1.00 1.00

lon-type ¥s ¥z | ¥y Yo | by [ ¥irp | Yy Y7 [ ¥ has biv HO | bery, b ¥s L anrts by | b | b by by H O | by by,

Delta Da 0.08 0.05 0.16 0.13 0.21 0.15 0.04 021 0.23 0.31 0.29 0.31 0.1 -0.04 -0.06 0.07 0.41 0.03 -0.09 0.13 0.13
¥NH, Yo

0.56 0.09




Peak 334

MTeat e fafe s [ v | e | v | r | v | y | #» [ v | o [ » | v [ v [ * Ja]r
Pimidz-2)
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56.20h assignment
-1)
. c?zHH,cB Pimiz-1] / o
c 4 " " z ¢
z c c z 10 z 3 .
: Jﬁ . R 3 11 1z LR :
E I] Zz 2 16 [
- Illldil | — - ]| l L I I|. Ll | J Illl " | 1 |II| I l . r 1.4|. Ik 1F|I Lo 1-I?I |1|.q| L
200 400 EDD‘ 200 1000 1200 1400 1600 1800 2000
WT_EGFETD.AT12.1712.0.phi Maz= [mfz) MH+: 24203382 mfz: 62084 2 4
MiTagt p | a s ] s |« | & | 8 | Fp | v | ¥ H T - I T T O O
Rim/z-2)
3.7 5e+hil- 1248
5620
ey
- '3?214 cB.F(m."z-U
o 4 7138 "
2 : 9ra.l
151492 2
712 Wz * 929 4 m?? B 12663 1?1553 . 16 ",
3306 . _ .
l \. BasA N i i l 15[9.9 1670.9 1556.2 7156.1
- Lk | M A i J| L L hl L | Ll . 1 I L | il ' L
L] L] L] L] L] L] L] L]
200 400 EI:IEDi 00 '1|:I|:I|:I 1200 1400 1600 1200 2000
MT_EGFETD.AT12.1712.0.pkl Massz [z ] mAH+; 2480 2382 mdz; 620084 z: 4
# MH* MH* MH* Protein . .
Rank Score Sﬂsl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ACCE;SIOI‘I '\13;1[)'9;5‘ Protein Name
(%) lors (Da) (Da) (ppm)  (Da) odex
1 9.72 932 10 115 Y1110y (K)R P\A/G\S/V QIN P V/y/HIN|Q P L\N P A P 5 R (D) 2399.23 81.1055 459.3 134278.3/6.26 Homo sapiens 29725609 2364 epidermal growth factor receptor isoform a
Fragmention (m/z) |271.23 [399.21 [702.60 [713.52 |759.60 |964.56 [998.11 [1077.84 [1215.94 [1267.20 [1403.91 [1458.76 |1518.44 |1768.90 |1856.24
Frac. Inten.(% of TIC) | 600 | 696 | 586 [ 1121 490 | 666 | 507 o979 464 680 | 520 43| 1273 520 456
Rel. Inten.(% of BP) | 47.11 | 54.70 | 46.04 | 88.06 | 38.52 | 52.33 | 39.80 | 76.93 | 3643 | 5338 | 40.84 | 3407 | 100.00 4158 | 3581
Score 100 | 100 | 100 | 100 100| 025| 100| 100| 025| -053| 100| 025 025 025 100
lon-type = Cq | C a2 7 | €3 Ty [T+ | Y+ ' €12 ' Cha ' C1g
Delta Da 004 | 004 | 027 | 011 025 o004| 014 | 017 032 025 | 01| 027 008 034
ZI1D
0.28




Peak 335

Mgl s o | P | 7 o] ] ¢ | T | E | o | s | 1 | o | o | 7 | F | v | ¢ ¢
W = W
+
L " Yiz . t "
56 200 assignmen
\ Yz
b b
b oy b
vbap ™ vy bl v [ : L SN A0 T Yy b Wb T b bls l9
b .4||.Jm A N N “L TN |- b ﬁ? 16 i . l
1 1 1 L] 1 g 1 1 1
400 EO0 200 1000 1200 1400 1800 1800 2000
WITCID.G095.6100.0.pki Mass [miz) hiH+: 3479 4854 mdz: 11605 23
M3Tag 1 g 1] P T G| a L T E 1] g I 1] ] T F L I T
I I | 7 el I I I | s | I I I I I I I
Yo Mz Yo ¥y
1 TMlatsm G282 V2627828 1681 12549 14511
23.7%
14429
470.4 4 6.7 ., sByg 5
b 14 15145 1997 WP
4 5535 T2F. 7 1609.9 1ok 2
Eix 53f 4 Tif. “ .
' 191) 7 1751 5 l
o k4 .||||| L J.I ol LJ.LULL“ . ﬂI N PR l A
1 1 1 1 1
400 EO0 a00 1000 1200 1400 1600 1800 2000
WITCID.G095.6100.0.pki Mass (miz) hdH+: 3479 4354 mdz: 11605 =z: 3
# MH* MH*  MH*  Protein ) h
Rank Score £E BCS Unmatched Variable sites Sequence Calculated Error  Error Mipl Species Rccese L Sline sk Protein Name
t4) lons (Da) Da) (ppm)  (Da) # Index &
1 14.06 769 10 W25 Y1092y Ry s SDPTGALTEMN I'"DDTFILIPWPE/Y I ¥ VEK(R) 3398.62 S0.8692 259.5 134278.3/6.26 Homo sapisns 28725608 2364 epidermal growth factor receptor isoform a

Fragment-ion (miz) |470.36 |628.17 [726.18 |7B2.85 [892.51 [993.65 [1006.62 [1028.78 [ 110479 [1114.32 [1122.67 [1168.08 | 1237.78 [1254.80 [1284.83 [1437.74 [1451.08 [1514.55 [1525.36 [1610.37 [1618.18 [1316.14 [1917.96 [2028.31 [2030.48

Frac. Inten.(% of TIC} | 1.34 | 16.0Z | B58 | 1045 | 234 | 254 126 | 180 173 1.43 261 B.3E 173 | 1442 156 148 [ B33 120 118 1.30 119 238 | 215 158 4.28
Rel. Inten.[% of BF} 8.34 | 100.00 | 55.03 | 6548 | 1463 | 15.85 T.84 9.35 | 10.82 §590 | 16.28 | 56.06 | 10.82 | 20.01 9.71 9.32 | 39.80 743 7.35 8.10 T44 | 1482 | 1343 972 | 26.70
Score 002 | 100 100 | 100 100 1.00| -DOB| 100 05N | 008 100 | 058 1.00 1.00 1.00 1.00 100 | 007 100 | 008 | 007 100 | 043|100 | 027
YRS ¥ty | ¥ihg | ¥ by by, ¥: | by, HO by, bz Yo | ¥ by, Yiz bt by by
Delta D2 03| 033| 048 | 011 020 0.31 0.31 0.18 0| o3| oF 010 | 038 0.7E 032 042
¥io-MH;

0.23




Peak 336

MiTaat L | D | M | & | 5 | F | ¥ | [ | 5 | P | R
" y, RimizrH., 0 :
P 3 10 2 assignment
W
56.2% 8
¥y
Fimf-NH,,
¥y ¥
o . ..I HLLI L peid .H l.lll L, |
J J I L]
200 a00 400 a00 i) Ta 1EIEIEI 11EIIJ 1200
WTCIO.2T 5 27750 phi Mazs= [miz] hiH+: 141199527 mdz: 71048 z: 2
MsTag1 a] M G G F I 5 P R
| | I I R ; | I |
Y3 o 7
2 Bllabdm 3692 G033 To1.2 YB
56204 Ve 9766
3 919 .4
¥, b, 2602 (0916 1206 5
2721 a3pa 852 g
| ‘ a1 \ 780.8 1 6 10266 a7 7
I T s L |1||.|| lll W T Y 1.1 (4 L
200 200 a0 i 1IJEIIJ '1'1IZII:I 1200
MTCIO.Z7rS.2775.0.phl Massz [z ] mMH+: 1199527 mfz: FI10.48 z: 2
# MH* MH* MH* Protein . .
Rank Score 2 BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species pcesSIonis Diges. Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 12.30 826 8 7124 Y209y (R)T L/DIN/G|G/F ¥/I/5/P R (S) 1339.66 80.2886 227.0 59600.2/6.27 Homo sapiens 30795229 9808 hemopoietic cell kinase isoform p61HCK
Fragment.ion (m/z) [272.11 [330.26 [359.21 [472.31 [501.30 [541.22 | 59475 [603.26 [617.77 [670.28 [681.70 [688.46 |729.70 [862.48 [919.40 [931.39 [976.56 [1026.59 [1044.50 [1090.61 [1113.69 | 1131.48 [1188.60 |1206.47
Frac. Inten.(% of TIC) | 216 | 208 | 1485 | 675 210 219 278 | 821| 180 358 206| 38 | 215 | 377 | 697 | 369 971 | 77| 181 33| 230 176 | 425 374
Rel. Inten.(% of BP) | 14.31 | 14.33 |100.00 | 4641 | 1445 | 1508 1912 | 5640 | 1237 | 2459 | 1419 | 2646 | 1477 | 2690 | 47.93 | 2638 | 6674 | 1216 | 1247 | 4077 1583 | 1211 | 2920 2572
Score 100 | 100| 100| 100 100| 050 050 | 100| -012| -025| 014 | 050 | -015| 100| 100| 050 | 100| -012| 050 | 100 -016| 050| 080 -026
lon-type ¥z by Y3 ¥4 by |bgNH, |y++ g HO | yrryg b_-NH, Yo ¥; | bghH, ¥s bg-NH, Ys by NH; | y,0-NH,
Delta Da 006 | 003| 001| 002| 007| -001 050 | 001 017 009 | -001| o007 013 009 | o014 004 | 013
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lons that verify assignment

hemopoietic cell kinase isoform pG1HCK

M3Tag1 g | 1 ISIP.ISIP|+3H+3| C |P|1.r+] ¥ | « | *» | © |F
Y Vi yoott 22
2 (e hdm GO26  TEIA 1058 5 1144 .4
T5.0%
+ +3
14 Y16 b
7144 | 796 gap 29400 1;2 5'?-4 1464 von
—_— Ya B14.6 838 ' Gk 12543 13264 1414 (Bea 5
3. 53823 Gy Gdat o it} I | | l l 1293_1 | | 1621 4 1?11 o
o T ||?1|'| I|I| JI I||.I||I|Ii|.||lj| H.I”. . LI Ly |J. ] P I| '
200 400 E00 00 1000 1200 1400 1600
WITCID a7 2872 .0 pki Mazz [miz) hiH+: 3706 6532 mfz: 04992 20 4
L I R I L VL e L y v 1 1 o |
Yan Vi voo' Yz
1038.51
& B ebdm GO2E  TEI 11444
+i
a6.2% '!-f14H Yas .
o | 724 11847 13
¥ 1509 7
"4 b EE 5 + Y14 b
¥ 4425 b B . v 1447 9 4
! 1731 8
Ll Ll | A |
I 1 g ||I..JI"[9|3IJ|||1?I|I|” ||.| 1N . |.|| L1 il | a1l | I
h:l ) ) Ll 1 L]
400 E00 1200 1400 1600
WITCID.2E78.2873.0.pki Mazz [miz) hiH+: 37966552 miz: 94982 204
# MH* MH* MH* Protein . MS-
Rank Score ?;; BCS Unmatched Variable sites Sequence Calculated Error  Error Mwipl Species Acce;smn Digest Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 1420 826 8 622 Y51y (KITE/TSASPHCEVYy/VED/ETS/TIKPGENSENSNTEGIR(E 371578 8§0.8813 241.0 59600.2/6.27 ?;;I”;ns 30795229 9808
Fragment.ion (m/z) |614.57 [687.02 | 692.56 [697.75 [724.39 | 746.24 [755.86 |763.14 [796.72 [844.01 [896.15 [926.20 [936.79 | 942.65 [994.32 | 1028.97 [1038.51 [1074.32 [1144.40 [1189.66 [1194.11 [1509.70
Frac.Inten(% of TIC) | 241 [ 319 [ 930[ 237 367 286 238 1342 297 347[ 290 007 249 276 382 533 [ 1026 351 1246 332 234 502
Rel. Inten.(% of BP) | 17.97 | 2375 | 69.27 | 17.63 | 27.31 2131 | 17.72 100.00 | 2213 | 2363 | 2162 | 053 | 18.55 | 2060 2847 3971 | 7642 | 2647 | 9282 | 2470 | 1742 3738
Score 018 | 0.24| 100 018 | 1.00 050 | 1.00| 100 100| 024 100| 150 019 | 100 -0.28 050 [ 100 | 100 100| 1.00| 100 1.00
lon-type Yo, Y, |3++1 B’HZO |3++13 Y, |y, ¥ sty a, y++ZD,HEO Yo, | Y Yo, | Y, Y, b13
Delta Da 0.20 0.03 0.06| 055 0.09| 0.64 0.68 | 1.00 0.74 006 | 047 | 048 033| 044 050 0.09
Yt

26

019
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M5Tag 1 k] o ] v s ] s | t | ¥ | w |« ] s ] » Js] v o] ° | 7
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Y18 i
2 .Gt 741 & TO6.9 .
100.%
1246 4
A23.4 SHI3 1276 .6
276 A IT16 To1457 4
| a7h2 o Nl | | OFF tees 1796.9
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TCID G969 0 phl Mazz [miz) hiH+: 2504 6654 miz: 33586 23
MiT=a1 5 | s | M | = ] = | v | & |t
2.5+l
b
100.% 8
10243
++
L
- 20 11338
v 10 1080 fi by bysH,0
5 g7 “ I 1436
i snl ]
I 1 T N T Sl
- T T . T . T T
A00 EO0 1000 1200 1300 1400
WITCID. G244 6944 0 phl Mazz [miz) hiH+: 25046654 mfe: 83506 203
# MH* MH* MH* Protein . .
Rank Score S‘;:I BCS Unmatched Variable sites Sequence Calculated Error Error MVWipl Species Acce;smn MIS;legist Protein Name
() lons (Da) (Da)  (ppm) (Da) pcex
1 854 T3 6 8125 T938t Y926y 59245 ()T R/T I Gs TIyIMAAVG LIA/E\T S G t K A\K (K) 226625 238.4179 591.3 123440.8/877 Homo sapiens 31083193 36182 brain adenylate cyclase 1
Fragmention (m/z) | 732.84 |741.47 |755.60 | 763.50 |781.61 [783.71 | 787.87 |796.92 |808.84 |816.44 |821.65 |863.45 |868.62 |881.12 [898.89 |941.17 [959.45 | 101214 [1024.34 [1037.02 [1049.87 | 1132.75 [1136.17 [1138.12 |1192.62
Frac. Inten.(% of TIC) 379 | 724| 346 472 300| 579 436 o022 438| 417| 359 299 581 370 312 307 299 449 | 459 422 340| 400| 330| 335 623
Rel. Inten.(% of BP) 5235 |100.00 | 47.81 | 6518 | 4146 | 79.91 | 60.27 | 3.08 | 60.47 | 57.63 | 49.62 | 41.31 | 8017 5111 | 4310 | 42.34 | 41.33 62.04 | 6340 | 5832 | 4697 | 5522 | 4558 | 46.25 | 86.03
Score 050 1.00| 050 050 1.00| 100| 1.00| 025 -0.60 | -0.58 | -0.50 | 1.00 | 1.00 -0.51| 043 | 1.00 | -0.41 025 100 | 050| 047 1.00| -046| 050 050
lon-type Y0 |y ly-hH, (B -H0 by | bee, |beey, st Yitie | bt Yo ¥:1-H:PO, by |y;gMH, Yo, bg-NH, |y NH,
Delta Da 003 -040| 027 013 022| 015| 052 047 0.06 | 0.72 0.72 044 | 008 051 024 031|002
Ys

-0.79
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lons that verify assignment

MiTag 1 | &, \ & E G E
I I 9 o I I I bI
s 8
1 SEat5m 394.8 8124
17 . 7%
+ bﬁ ’s
X Yo y ¥y GG 5 ‘an TEE.3
+H 4577 PimfzyzH, 0 "8 +
by vy by 42;2 T geag  OIE ¥in 8374 by,
2T 3 2823 awrz | §11.9 Bl fi 7125
[ L r 1 4 ' A el i .J.IJ. ||.|||||.|IJ.|. . r A ||.In
240 200 a0 400 a0 A00 a0 i) Eal yaa a0 a0
WT_C10.2566.2570.3 . phl Maz= [mfz) hiH+: 15999354 miz: 534 20 3
# MH* MH* MH* Protein . .
Rank Score ol BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Gereon (IS Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 14.30  90.6 7 8125 Y292y (R)L L/A/QIAIE|G E|B/C ¥ T R (D) 1519.76 80.2281 163.6 133666.7/6.71 Homo sapiens 31543838 32283 tyrosine kinase 2

Fragment-ion (m/z) |394.79 [426.19 [474.34 | 478.74 [487.71 [497.31 [505.48 [509.20 | 514.07 [523.99 |549.54 |552.30 |564.17 | 579.36 |587.78 [591.15 [609.74 [611.79 [626.48 [651.57 687.37 [691.42 [788.34 |795.44 |812.47

Frac. Inten.(% of TIC) | 4657
Rel. Inten.(% of BP} |100.00
Score 1.00
lon-type y++g

Delta Da 0.13

088 119 345 237 179 197 093

1.88 255 741 510 384 423 2.00

1.00 | -0.03 0.50 1.00 100 | -004 | -0.02
b, y+H0 |y b,

-0.08 0.05 0.02 0.00

1.63 0.89 0.98 2.06 1.04 1.87 227 1.42 0.86
3.49 1.90 21 443 223 4.02 4.88 3.06 1.85
0.50 | -0.02 | -0.02 1.00 | -0.02 0.50 1.00 | -0.03 0.50
yohH, ¥yt YragH,0 |y bg-NH,
-0.14 0.08 0.63 0.05 0.42

1.01
2.16
-0.02

442 1.09 189 136 4 67 264 | 1074
948 235 4.05 293 | 10.03 568 | 23.06
1.00 1.00 1.00 1.00 1.00 0.50 1.00

be | y++ig | ¥+ \ A ¥s | bg-NH, by
013 | -0.19 0.09 0.16 0.02 0.05 0.06
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100 % B Fyy PR
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2 PG i san s 7 93?9 4 F1z 214
746.2 3877 l 4743 5381 sa0.9 l w | 325 sss 16264
podlad il . g | e ) I|. . | ; — I| il Illn [T
400 éDIII 200 1000 1200 1400 1600
DELTAKIETO.1G00.1600.0.pkl Mazs [mifz] WiH+: 17631854 mfz: 58839 203
# MH* MH* MH* Protein . .
Rank Score . BCS5 Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession  MS-Digest Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 993 679 10 621 YiT2y (R} V/L E DID P|E A T|yIT/T|S/G\G\K (I) 1682.78 80.3799 234.6 108267.1/5.86 Homo sapiens 32967311 13835 ephrin receptor EphA2

Fragment.ion (m/z) |244.80 [332.13 |347.67 [433.12 [474.27 [534.37 [686.29 |776.98 |987.41 [1078.09 [1086.49 [1118.46 |1175.57 |1177.53 [1231.65 | 1290.88 | 1432.46 |1434.63 | 1577.42 [1633.30 | 1647.87

Frac. Inten.(% of TIC) 3.82 8.71 2.86 419 4.39
Rel. Inten.(% of BP) | 4237 | 96.70 | 31.81 | 46.54 | 48.79
Score 1.00 100 | -0.32 1.00 1.00
lon-type e Gz 3 B

Delta Da 0.34 | -0.04 -0.10 0.01

515
57.24
1.00
i
011

4.42 6.38 6.08 294 4.37 513 7.04 9.00 3.99 3.83 4.33
49.10 | 70.86 | 67.54 3264 48.58 56.93 78.16 | 100.00 44 36 42.53 45.12
1.00 1.00 1.00 1.00 -0.49 -0.57 -0.78 -1.00 0.25 1.00 1.00
Cs z; Cy T Cio LT Ci2
-0.05 -0.31 -0.05 -0.33 0.15 0.38 -0.13

370 3.30 255 3.80
41.11 36.61 2827 42 24
-0.41 025 1.00 1.00
Cha Cis L

-0.23 -0.36 022
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M3T391E| E |L W R IAISISI H ISITIDILII'.'I | E I.ﬂ.l M I.ﬂ.
5 S9e+m
74.4%
h39++
- Ml I| —l l
400 2000
MITIC IO 556 53640 phd Mass [miz] iH+: 4335 4582 miz: 122212 z: 4
MST391E| E | L |u| R IAISISI H ISIT ||:| | L | M | E |.q| M I.ﬂ.
1;19” Byz
5 88e+dn 1145.4 1404
Ta-% 1756 5
157003
b, +
17460 1ad14 -
1861.5 Bag
- \L.: L I] NI Jn.llz.l:”::z.5 ?D.?:E'.ﬁ .E.II?!;I
400 E00 1800 2000
TG 105364 53640, pkl Mazz [miz) hiH+: 4635 4552 mez: 128212 20 4

. MS-
# . MH* MH* MH* Protein . .
ank Score Ehl BCS Unmatched Var_lable Sequence Calculated Error  Error MWipl Species Qrcessicoiiges: Protein Name
(%) sites # Index
lons (Da) (Da)  (ppm) (Da) #
T432t H
1 1438 743 9 8125 Yaz1y ()LFEELV/RAS\SHES|TD/LMEAMAMGSV/EA/fsy RC/LN\AA/ALIVLtESGR(S) 4644.28 2411765 261.5 58062.4/7.61 saU;:];ns 33286422 A7 pyruvate kinase, muscle isoform 2
5420s

Fragment.ion (m/z) |679.08 [729.72 [1045.78

[1105.42 | 113828 [1146.89 [1171.09 [1177.60 [1202.53 |1233.67 [ 1251.53 [1260.83 [1356.12 [1356.94 [1385.97 [1394.13 [1458.03 [1500.75 [1622.61 [1658.67 [1706.31 [1714.48 | 1756.47 [1764.76 |1870.84

Frac. Inten.(% of TIC) 2.36 1.81 220 1.83

Rel. Inten.(% of BP) 14.89 | 1145 13.87 11.56

Score 1.00 1.00 1.00 1.00

lon-type by | beeyy by | yryy

Delta Da 023 0.35 021 0.61
LAt

-0.67

3.03

19.11

1.00

Yio

0.3
yH'ws'HzO
0.79

9.38 215 279 1.79 2.61 3.07 436 4.46 15.84
59.22 13.56 17.59 11.30 16.46 19.36 27.51 2816 | 100.00
1.00 -0.14 1.00 1.00 -0.16 0.50 -0.28 1.00 1.00
¥+ig Yty | brewy, b,;-H,0 by b,y
0.40 0.76 0.35 -0.12 -0.57 025

2.04 2.33 583 4.60 1.97 2.55 219 6.02 5.96 387 529

12.86 14.71 36.79 29.04 1241 16.08 13.80 36.02 37.60 22.51 33.43

1.00 1.00 1.00 -0.29 012 -0.16 -0.14 1.00 0.50 1.00 -0.33
Yrtar Yiz by Yirag |YrraH0 |y,
0.70 0.38 029 0.25 072 0.01




Peak 342

MiTagt £ | D | [ | y | = | C | 7 | & | =& | ¥ | v | m | R
Y7 assignment
5 Bl ekdm
¥
100, 4
b
+ 7
Y11 s Byg ¥
by Vi . A Hzll ‘ ¥g by I ‘ﬂ "
[ Ll ||| ' Al qi.l ] || Ll i ..I1|1.|. ] Ll | .Jl l .l||]|.|| Lu el P Lk 13 L
L] L L] L] L] L]
200 400 B0 son & 000 1200 1400 1600
WT_EGFCI0.2953 2953 2. ph Mass [m/z ] hiH+: 16970127 miz: 84001 20 2
M5Tag 1 O | [ | ¥ | & | o | F | = | » | T | v | m | R
¥q
5.6 e+l ¥y 823
100 B 5344
b
+ 7
W W
b 11 al4la o744 93:5 i
: '3 520.2 . T s 11125 125304,
322 421 2 SED.3 ' 5.5
267 9 N L I 1466.5 1643 5
b T B TR I | BT P N sl Ll | Ll | A L | Ll 1
L] L L] L] L]
400 ] sop & 4000 1200 1400 1600
WT_EGF 02953 2953 2. ph Maszs [m/z ] hiH+: 16970137 miz: 84001 20 3
LU IV IWILD
# MH* MH* MH* Protein . .
Rank Score e BCS5 Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession IS-Digest Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 1250 76.1 9 6/20 M500m Y492y (R)S E/D/I/y|A/D|P/AJAIY V m R (R) 1600.73 96.2815 188.7 117128.5/9.14 Homo sapiens 37595548 4782 phosphoinositel 3-phosphate-binding protein-3
Fragment-ion (m/z) |584.41 [655.49 |683.24 |688.32 [726.36 | 741.22 [814.37 818.32 [822.95 |826.24 |836.51 [838.71 |874.35 [938.46 1009.43 |1011.60 [1042.36 [1095.29 |1113.53 |1252.66
Frac. Inten.(% of TIC) | 982 | 358 | 380| 258 | 249 313| 475 | 509 2385 | 555 | 310| 294 | 659 344 | 290 250 | 262 2.41 346 | 538
Rel. Inten.(% of BP) | 4116 | 14.99 | 1594 | 10.84 | 1042 | 1312 | 19.93 | 2136 [100.00 | 2329 | 13.01 | 1232 | 2762 | 1444 | 1217 | 1049 | 1100 | 1012 | 1453 | 2255
Score 100 | 100 100| 100| 100| 00| -020| 021 | 100| -023| -013| 012 | 1.00| 100 100 | -0.10 1.00 0.50 1.00 1.00
lon-type ¥s Y5 | ¥ by Vg | bgH:0 ¥z b ¥s Yg by |b,H,0 big Yio
Delta Da 012 | 017 | -006| 010| -0.00 | -0.03 -0.46 0.06| 002| -005 002 -0 012 | o015
y++1__
0.41




Peak 343

MiTagt 5] oL | [ | 1 | © | s | 5 | k | L | y | = ] ¢ | ©
b'1?H
1 53e-+im
1 5%
++
1i | By
b L
L] L] L]
200 400 £00 ] 1000 1200 1400 1800
DELTACID G331 6381.0.pki Mass [msz] hiH+: 2347 4954 m/z: 78317 23
METag 1 5 L I t 1] s G K L A L 1]
I I I I I | s | K I I y | & | I
17
P T2 1036 6
31 6% A
Y1z
10} .3
10348 b
1 1207 5 1
01?.1 | 14472 15125 16550
S T O S S I
L] L] L]
200 1000 1200 1400 1800
DELTACID.G331.6381.0.pki Mass [miz] MWH+: 2347 4954 miz: TE317 203
# MH* MH* MH* Protein . .
Rank Score I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species fesesstn ST Protein Name
(%) ) # Index #
ons (Da) (Da) (ppm) (Da)
1 911 7162 7 619 Y1104y 510955 S1100s (K)E s L I T D\s/G K L y A L\D\V|L\L\T R (L)  2107.16 240.3309 184.0 176754.3/9.53 Homo sapiens 38708321 21976  INOB0 complex homolog 1
Fragment-ion (m/z) |502.49 [ 721.71 |738.51 [773.11 [803.60 [809.41 |815.91 [853.85 | 865.68 |874.34 |883.35 | 887.54 |922.76 |923.46 |980.61 [987.57 | 1027.53 |1036.64 |1068.56
Frac. Inten.(% of TIC) | 406 | 415 333 | 411 481 328| 342 373 529 488 | 389 393| 329 720 582 381 261 2434 4:
Rel. Inten.(% of BP) | 16.67 | 17.07 | 13.67 | 16.89 | 18.55 | 1346 | 14.04 | 1531 2175 | 2007 | 1599 | 1616 | 13561 | 29.60 | 23.93 | 1565 1071 | 100.00 | 17.84
Score 100| 100| 100| 017 | -019 | 013 | 100 | -015 025| 100| 050 | 050 | 100| 100| 100| -0.16 050 | 100| -018
lon-type Y |bgH0 b, bee, bo-H,PO, | by, |ygNHy [bo-HO | beey | bor g | beey, b+t H,0 | by
Delta Da 016 | 043 | -0.78 -0.41 035| 050| 017 | -074| -061| 009 | 070 008 | 018
ye+,, | 100
0.32 St
0.15




Peak 344

MiTag1 E G A [ [ L P R
I I | o | I oL I I I I I
¥z .
2 55e+i- . ?I]ff-%ﬂ,n‘z}Hzﬂ assignment
3
100.% ¥, IRE.3 . Ve e
72 * 6116 ¥g by ¥y b
4953 W 1
T 7 '!-rg 10977
- a4 1238 6 ¥
b ¥ o A s !
by g 1 : 12136
7 G203 | I | l
1
| Nis .II o WLl Ly I T | I b gl
[
I I I I L] - L] L]
200 a00 400 A00 EO0 Fon a00 A00 4000 1100 1200 A300 1400
WT_EGFCID.3329.3329.0.phl Mass [z ] hiH+: 15098927 mfe: 78545 2.2
# MH* MH*  MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species hegzsdmn LS| Protein Name
(%a) ) Index #
ons (Da) (Da)  (ppm) (Da)
1 9.70 647 10 il Y399y (K)v/B/S E/G/A/¥/DIT/I/LIP R [A) 1429.77 80.1242 104.5 49388.9/8.72 Homo sapiens 40217833 15834 G protein-coupled receptor family C, group 5, member C isoform b
1 9.70 647 10 il Y432y (K)v/B/S E/G/B/¥/DII/I/LIP R [A) 1429.77 80.1242 104.5 52934.8/9.14 Homo sapiens 40217831 25496 G protein-coupled receptor family C. group 5, member C isoform a

Fragmention (m/z) |272.21 |385.28 [498.32 [611.59 [705.91 [711.84 [723.07 |726.56 [733.74 [735.27 | 766.39 |889.84 |899.09 |969.67 |1026.64 |1040.36 [1097.74 [1104.94 [1107.71 [1238.63 [1313.58

Frac. Inten.(% of TIC) | 4.35
Rel. Inten.(% of BP) | 59.17
Score 1.00
lon-type ¥

Delta Da 0.04

716 365 7.08
9734 | 48.23 | 96.26
1.00 1.00 1.00
a, Y. Y5
0.07 | -0.02 017
v
0.02

0.29 5.66 7.35 3.99 474
401 | 76.94 |100.00 | 5421 | 64.53
150 | 077 | -1.00 1.00 | -0.65
y++12 y,:_
0.07 0.1
1.50
sty

-0.47

3.35
4555
-0.46

jaz2 363 5.73 5.99 5.34

5198 | 4931 | 77.98 | 81.50 72.58

050 | -0.49 1.00 1.00 0.73
b_-H,0 b, ¥
0.1 -0.23 0.19

3.80
51.68
1.00

0.16

585 [ 521[ 338
7989 | 7085 | 45852
100 | 071 | 050
vs a, b,,H,0
0.25 0.23

Ys

0.20

5.86 3.91
79.67 £3.25
1.00 1.00
b, Y1
0.06 -0.03




Peak 345

assignment
MiTag1 g | & | L . ¥ | 8 | | ¢ s = | s |1 ® | 8
¥y By
B Erarhin A00.4 GE0.5 Q555
¥.a0%
Yy bg-Hy0O X
000 & 10715 g v
1226 1191 7 13
s 1337 8
I | ' 1 A4 5 1419.5 1504 6
b il II L b — r
a00 400 a00 EO0 Yoo 200 A00 1000 1100 200 A300 1400 100
DELTACID_R.25&5. 2590.0 pkl Mass [z ] hiH+: 2306.0854 mfe: TE9.ETF 203
# MH* MH*  MH* Protein . .
Rank Score & BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species R et Protein Name
(%) 1 D # Index #
ons (Da) (Da)  (ppm) (Da)
1 2020 978 1M 2125 Y128y (K)a 9 0/G Liy QIVIP\G|P S/P Q F\Q\S|P P A\K (Q) 222513 80.9605 431.1 93372.3/5.41 Homo sapiens 44662836 2165 breast cancer anti-estrogen resistance 1
1 2020 978 1 2125 Y171y (K)&A 0 Q/G Liy QIVIE\G|P S/P Q F\Q\S|P P A\E (Q) 222513 80.9605 431.1 43292.4/8.67 Homo sapiens 89037955 22653 PREDICTED: similar to breast cancer anti-estrogen resistance 1
1 2020 97.8 1M 2125 Y11y (KlA © Q/G Lly QIVIP\G|P S/P @ F\Q\S|P P A\K (Q) 222513 80.9605 431.1 45780.1/9.04 Homo sapiens 169208443 23945 PREDICTED: similar to breast cancer anti-estrogen resistance 1
1 2020 978 1 2125 Y17ty (K)A © 0/G Liy QIVIE\G|P S/P Q F\Q\S|P P A\K (Q) 222513 80.9605 431.1 28095.9/8.96 Homo sapiens 169209372 3013 PREDICTED: similar to breast cancer anti-estrogen resistance 1
1 2020 978 11 2125 Y171y (K)&a 9 0/G Liy QIVIE\G|P S/P Q F\Q\S|P P A\K (Q) 222513 80.9605 431.1 28969.0/8.96 Homo sapiens 169208537 33379 PREDICTED: similar to breast cancer anti-estrogen resistance 1

Fragmention (m/z) |412.48 [498.34 |500.35 | 583.51 |592.44 | 660.54 |669.63 |719.22 732.74 [839.50 [869.35 |904.49 926.68 | 938.45 [947.51 [951.53 |968.52 [989.74 [999.53 [1065.78 | 1071.48 [1080.23 [1122.58 |1191.68 [1337.82

Frac. Inten.(% of TIC) 1.75 1.46 3.28 11 23 411 | 42.36 2.09 0.81 1.75 2.00 297 142 0.55 226 344 | 17.26 0.59 1.32 0.75 1.02 1.55 1.03 1.33 0.52
Rel. Inten.(% of BP) 413 345 775 262 546 971 [ 100.00 493 192 412 473 701 336 208 534 812 | 4075 21 in 177 242 367 243 313 1.95
Score 1.00 1.00 1.00 0.50 1.00 1.00 1.00 1.00 | -0.02 1.00 1.00 1.00 | -0.03 0.50 1.00 0.50 1.00 1.00 1.00 1.00 0.50 1.00 1.00 0.25 1.00
lon-type ¥q by | yrrg [y HO Ly (v H Oy, |y, b, b, | breyg b+ o H0 | by [ by-NH, by |y ¥s by by HO | by b, 8y Yia
Delta Da 0.22 007 0.08 021 0.13 0.20 0.25 0.34 -0.38 -0 0.58 0.03 0.08 013 0.10 0.26 0.00 0.30 0.45 023 0.08 012 0.14

yres Y

0.55 0.07




Peak 346

MiTagt L | p | s Q | Yy |GJ+ q | E Lv | y | ¢© | 7 |
+
Brq g Y1z P
3.2+l 2166 0952 10641
17 .7%
¥z
T35 by
11726
l h12 h13 h14
14157 1630 6 1631 6
b L ..|..|.| T L ..LD |
L] L] L]
401 EQn 2an 1000 1200 1400 1800
OELTAKICID. 4075 4111.0 phi Maszs [miz) MiH+: 22735154 mdz: va8.51 20 3
M5Tag 1 y | G L i | E | v
b14 'hE
2166 .
2 .9de+5m assignment
+
|, ¥i7
47 5 o958
+H +
++ ¥ :;35 ¥s + + 1o '
b . b
12 ?4;5 858.6 Yis 9 By7 Byg 1ea 11016
T T - R T L TR - T, U U5 I WA
B3l oo a0 a0 aa0 00 930 1000 1050 1100
DELTARICID. 4075 4111.0.pkl Mass= [z ] MH+: 22735154 mfz: 75851 203
# MH* MH* MH* Protein . .
Rank Score e BCS Unmatched  Variable sites Sequence Calculated Error  Error MWipl Species Bccessio MRl igest Protein Name
(%) | # Index #
ons (Da) (Da)  (ppm) (Da)
1 16.62 81.5 10 5125 Y267y (RIG L LIP S Q|Y G\Q E|VIy/D/T|P P M A\V\K (G) 2193.09 80.4258 2021 93372.3/5.41 Homo sapiens 44662836 2165 breast cancer anti-estrogen resistance 1
Fragmention (m/z) |284.24 [542.29 |586.87 |596.38 |601.16 | 624.57 |642.46 [652.55 656.22 |674.98 695.98 | 741.26 [743.46 816.61 | 830.40 |839.64 858.56 | 986.70 |995.76 [996.11 [1014.97 [1064.10 [1073.51 [1101.59 [1172.59
Frac. Inten(% of TIC) | 113 | 175 | 140 171 138| 100| 910 167 941 | 145| 423| 135 138 1285 185 | 446 | 164 1340 | 564 [ 1199 136 | 466| 102| 28| 134
Rel. Inten.(% of BP) | 842 | 1302 | 1043 | 1273 | 1031 | 749 67385 | 1246 7020 | 1084 | 3158 | 1011 | 1027 @ 95386 1378 | 3330 1222 10000 | 4208 | 8945 | 1017 | 3477 | 764 2109 | 996
Score 100 | -013| 100| 100| 100| 050 100 | 012 | -070 | -011 | -032| 050 100 100 050 | 100 100 050| 100| 100| 100| 100| 100| 100| 100
lon-type b, b++ by | y++p |VeH, Ye b--H,0 ¥z by |y++H0 | yr+y, Ve |Y4+H0 | yorgn | yivs | b | by by Y3 b,
Delta Da 0.04 007 | 004 | 033 077 010 013 | 005 018 004| 027 012 027| 032| 067 053| o012| -002| 012 -000
b++14 ys'Hzo
0.26 -0.79




Peak 347

M3Tag1 p | ¢ | P | s | = S N - - I e -
g
1.7 da+im- W
4
42.1%
w W -
el g ’ | e
b I|.||III| A |I|I.jl1.| ||| . 16 JI. L | I.'ll
400 EO0 1200 1600 1800 2000
WT_EGFCID. 2905, 2905.0.pkl Mass [miz] hiH+: 303003554 mdz: 10079 2: 3
MSTag1 p | ¢ | P | s | = IDlPILIDISITIS
g
1.7 da+im- Yy
42.1% Y15
w W -
Ll i v L
J- ||.|III|| A |I||'ﬂ1l ||| t| ! . 16 Jlu II | II.||
400 EO0 1200 ‘MEIEI 1600 1800 2000
WT_EGFCID. 2905, 2905.0.pkl Mass [miz] hiH+: 303003554 mdz: 10079 2: 3
# MH* MH*  MH* Protein . .
Rank Score ls“:}I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn h‘ﬁ;ﬂ'g;‘r’t Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1230 78.6 10 8122 Y315y (Rt AaPCcPS QDS L\y/S D/E LD S T/S A/Q/AIG E|G\V\(Q R [K) 2949.35 81.0024 3419 52392.1/6.05 Homo sapiens 4503357 15951 docking protein 1

Fragment-ion (m/z) |459.36 |645.41 [716.41 [758.75 [844.54 |859.92 |867.60 |872.08 |960.90 |1002.56 | 1050.05 [1069.62 [1084.54 [1089.28 [1144.73 [1193.75 [1240.12 [1286.04 [1314.53 | 135532 [1364.51 [1515.41

Frac. Inten.(% of TIC) 3.66 9.36 6.09 277 | 410 253
Rel. Inten.(% of BP) | 2055 | 5251 | 3418 | 1551 | 2298 | 14.19

Score 1.00 1.00 1.00 1.00 1.00 1.00
lon-type Vs Ye Y7 | ¥Y**is Yg | Y¥hys
Delta Da 0.09 0.08 0.04 0.38 0.1 0.52

3.72 2.3 2.7 2.16 267 2.58 3.37 222 217 17.83 2.28 §.02 in

2084 | 1295 | 1521 12.13 14.98 14.45 15.89 12.46 1215 | 100.00 12.80 4496 17.43
021 013 | 015 1.00 -0.15 1.00 -0.19 -0.12 -0.12 1.00 0.13 1.00 1.00
Yio bID b++, b++, b++,

0.06 0.12 0. 1

24

0.01 -0.01

Fk

228 §.96 511

12.79 50.28 28.63

0.50 1.00 1.00
batH0 | bery Yis
0.25 043 -0.33

++
Y* o

1515.41




Peak 348

lons that verify assignment lons that verify assignment
M3Tag1 g I Q I H I W I o, I M I W I 5 I I I E I e I M
Pimiz+H,, 0
assignment
3 A g o707
100,34
¥y
¥ ¥ P(mgrNH 11324
4 4y 7044 Vb 8 Y10
: 545 .4 § : 047 & 10614 13183 11
\ | B17.3 l ' I 14372 5
[N J—— | I||| ||]I ] |||..IJI Il |.||h| |l L ||| - L i I...I|.|| [ . [
a0 ] &00 0 1200 1400 1600
DELTACID. 2039 2029 2 phl Mass [mi/z) hiH+: 1975 7637 miz: 98838 202
# MH* MH*  MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species HEEES L =borEed Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 964 938 8 ns Y313y (K@ & S E @ N/W/A/N/y/S/A/E/Q N R (M) 1895.83 79.9260 20.4 43008.6/8.96 Homo sapiens 4504001 26501  connexin 43

Fragment-ion (m/z) |417.28 |546.43 [617.30 | 641.31 |704.38 | 827.27 |898.34 |947.48 |972.16 |1061.41 |1132.44 | 1255.62 [1318.33

Frac. Inten.(% of TIC) 6.47 489 4.69 499 | 1269 10.70 725 543 6.23 492 17 .42 9.30 502
Rel. Inten.({% of BP) 3715 | 2808 | 26.95 | 2863 | 7285 | 6144 | 4163 | A6 | 3578 28.23 | 100.00 5341 28.85
Score 1.00 1.00 1.00 0.50 1.00 0.50 0.50 1.00 -0.36 1.00 1.00 0.50 1.00
lon-type Y2 Y Ys |be-NH, Ye |bpNH, | bg-NH, ¥z ¥s Ys [byghiH; Yio

Delta Da 0.06 017 -0.00 0.06 0.05 -0.06 -0.03 0.12 0.01 -0.00 013 -0.19




Peak 349

assignment
M3Tag 1 E | E | H | W | 5 | F | P | M |
¥y F(m.l‘z)-HzlirE t'm
3583 799 8354
4 B8+l Ve by, b7 1267 f
74.9%
3412 ¥
A05.3
3.4 5363 1469 1
3974 13716
h}nah._lﬂ.l Jl.h. Ly I.Jl.||I| J|JI| i I|.||I..I..|.|I
400 500 EO0 To0 an a00 1000 1100 1200 1300 1400
WT_EGFCID. 19511951 .0.pkl Mazs (mifz) hiH+: 16148127 mfz: 30791 =2 2
spl # Variabl MH* MH* MH* Protein A . D!“S-t
Rank Score BCS Unmatched 'o.oo'@ Sequence Calculated Error  Error Mwipl Species ceession HI9eSt by otein Name
(%) sites # Index
lons (Da) (Da)  (ppm) (Da) #
1 13.59 820 7 523 Y118y (RIv ¢ E E E/H|V|¥|S/F|P N\K (Q) 1534.72 80.0955 80.0 60936.9/5.92 ;';;?eons 4506345 37403  paxillin

Fragment-ion (m/z) |341.18 [358.27 |505.30 [592.39 |656.89 |681.37 [720.92 |752.34 |755.45 [759.18 |763.29 |780.57 |835.45 |924.46 |934.50 [1023.51 [1071.59 [1092.49 [1183.35 [1229.66 | 1239.46 |1257.59 |1469.10

Frac. Inten.(% of TIC) 2.98 5.68 225 53 3.80 474 474 2.54 3.55 0.29 3.23 8.55 9.46 2.72 1 232 in 3.32 1.80 1.86 7.60 3.15 250
Rel. Inten.(% of BP) 3151 | 60.05 | 23.78 | 6251 | 4015 | 50.08 | 5014 | 26.84 | 37.54 311 | 3414 | 9035 |100.00 | 28.77 | 75.22 2457 | 413 35.08 19.04 19.62 80.32 96.75 26.42

Score 1.00 1.00 1.00 1.00 | -0.40 1.00 | -0.50 025 | -0.38 160 | -0.34 1.00 1.00 | -0.29 1.00 1.00 1.00 0.50 0.50 0.25 0.50 1.00 1.00

lon-type b+ ¥a Y ¥s be g sty b, Ye ¥z b, Vs | b0 | yghiH, ;g |bygH0 by b,

Delta Da 0.03 0.06 0.02 0.08 0.09 -0.02 0.32 022 011 0.09 0.13 012 0.09 -0.13 017 -0.01 01 052
ya-NHa

-0.00




Peak 350

MTagte]l s | o | 5 | v | o | s | s | L | y | M | L | R
assignment Pim/zxH,0
gz0 ¥y
E e+l Vg
100 %4
W W
2 b 3 13
4 1330 .6 '!-"13
WD . 363 l 1367 g -
m_ T || i | |III|||i] |Ih|l|| .|“| T I | || ] 1 llll L 1 | T L
200 400 E00 go0 1000 1200 1400 1600
NWT_EGFCI0.2316.2816.2 phi Mass [mfz) hiH+: 1653 0327 mfz: 82942 z:2
MH* MH* MH* Protein . .
Rank Score s‘,::l BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Acce;smn I\I'IIS;legisl Protein Name
(%) fors (Da) (Da)  (ppm) (Da) dex
1 1512  80.3 9 725 Y259y (R)a P s A/S/V/D|S|S|L/y/N L|P\R (5) 1576.80 81.2362 7659 80005.5/5.95 Homo sapiens 46370071 10706 GRB2-associated binding protein 1 isoform a
1 1512 803 9 725 Y259y (Rla P s 4/S/V/D|S|S|L/yv/N L|B\R (5) 1576.80 81.2362 7659 76616.7/5.63 Homo sapiens 46370073 25875 GRB2-associated binding protein 1 isoform b

Fragment-ion (m/z) |272.19 |378.13 | 49531 |499.41 [628.39 |715.13 [742.36 |780.13 | 784.31 |794.60 [796.99 |802.09 |805.78 |815.43 |855.58 |933.96 |942.58 [1011.66 |1029.57 |1126.68 |1144.58 |1243.52 [1330.63 [1350.93 |1385.72

Frac. Inten.(% of TIC) 1.64 1.88 1.85 292 5.25 217 | 10.78 0.05 237 6.26 265 3.16 177 | 289 287 | 255 5.73 2458 14.24 224 11.32 3N 512 1.67 274
Rel. Inten.(% of BP) | 1153 | 13.22 | 1298 | 20.52 | 36.90 | 15.23 | 7567 033 | 16.62 | 4397 | 1861 | 2216 | 1245 | 20.33 | 20.16 | 17.89 | 40.21 18.14 | 100.00 15.71 79.51 2324 35.95 11.71 19.21

Score 1.00 | -0.13 0.50 1.00 1.00 1.00 1.00 1.50 050 | -0.44 | 019 1.00 | 012 | -0.20 1.00 -0.18 1.00 0.50 1.00 0.50 1.00 1.00 1.00 -0.12 1.00

lon-type ¥z beH,0 ¥s b by | bes, sty |bgH0 by Ye Y7 | ¥glH, ¥s | ¥giHy ¥s ¥io ¥iq b,y

Delta Da 0.02 0.05 011 010 | -0.20 0.53 0.23 -0.04 -0.27 017 0.14 -0.79 0.09 -0.80 0.08 -0.05 0.03 012
¥

0.03




Peak 351

S L L L L I v 1 v 1 & Qs v | r ] |
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200 400 EO0 1400 1600 1800
WT_EGFCID. G962 69620 phki Mazs [miz] fH+: 39361382 miz: 98479 z: 4

H3T391s| F ININIPIP.I ¥
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¥4 7
+3
N f55 5 - 503
42 1%
- BG40 4
Y7
476 .4 A6T .3
13932 |
b . el II..|.I4?|. Fles
200 400 &00
WT_EGF C 106962 G962 0 phl

Mazs [miz)

16495

14302 1484.2
wtdll T2 s
1600 1800
hH+: 39361382 miz: 98479 z2: 4

Protein Name

inositol polyphosphate phosphatase-like 1

. wms-
# c MH* MH* MH* Protein : £

Rank Score o BCS Unmatched V272l Sequence Calculated Error  Error MWipl Species gcces=lompligest
(%) 1 sites # Index

ons (Da) (Da)  (ppm) (Da) #
11037 723 10 10123 Y986y  (K)¥ S F N/N/P/Ay YV L/E/G/V/PEQL/L/EPE[PPSPARAPVESATRI(N 385499 811517 3012 138585.5/6.11 ;'E”;i”;ns 4755142 14485
Fragment.ion (m/z) |688.52 | 763.51 | 796.50 | 815.74 | 840.46 [850.33 [ 858.45 [869.34 [895.88 |906.52 |934.43 [947.03 [953.13 | 969.74 [1003.72 [1018.83 [1029.95 [1088.37 [1120.56 |1145.05 [1158.80 [1197.41 [1281.25
Frac. Inten(% of TIC) [ 1180 [ 571 286 323 359 [ 1699 [ 196 | 288 236 282[ 374 218[ 281 | 394 19| 215 29| 315 98s[ 426 445 239 222
Rel. Inten.(% of BP) | 6948 | 3362 | 1686 | 19.04 2111 [100.00 | 1157 | 16.94 | 1388 | 14.82 | 22.04 | 1286 | 1652 | 2320 | 1168 | 1270 | 1741 | 1855 | 5800 | 2506 | 2626 | 14.05| 13.07
Score 100 | 100 100 | 100 050 | 100| 100 017| 014 100 022 013| 017 | 050 | 012| 013 07| 100 1.00| 025| 100 014| 100
lon-type Yt Yreegy (yreen [yeee, [yee o HO |y |y, yreg byH,0 yrrrgy |y, Yt by
Delta Da 013 | 042| 039 062 060 | 037| 032 0.02 0.61 047 | 0.3 0.54 0.65




Peak 352

M$Tag 1 N E s v | 7 | H | 8= |t
2.8t
42 1%
W b
4 12
b + b +H
By b 1 by l P13 I4 Vg
b Lokl et b ol | | N
L] 1 1 - 1 L]
400 1400 1600 1200 2000
WT_EGFCID.FO08. 70550 phl Mazz [miz] hiH+: 4015 53582 mfz: 100464 z: 4
M5Tag 1 F N N 3 A, T W L E G W P H ! L
| | N U IO | | | | | e | | | | |
13 Yz Mg
5 ddatEm G706 a0 1e41.2 11152 +3
42 1%
¥g _ P12
5024 14929 b13 16501
. 13636
32?.3 iz | l 1549 8 1h 1775.7 135;”-‘ 19837
b i I.l...l JI.L.tI il b L II . iy
400 1400 1600 1200 2000
WT_EGFCID.F00S . FOS5.0.pk] Mazz [miz) hAH+: 40155382 mfe: 100464 2 4
1 15.25 845 12 6124 T1013t Y986y (K)N s F/N N/P/A y ¥ V/L E\G V/P/H Q L L/P/P E/P/P S PAARAPV P S A t K (N 3854.99 160.5517 154.2 138585.5/6.11 :‘:pr?;ns 4755142 14485  inositol polyphosphate phosphatase-like 1
Fragment.ion {m/z) |589.59 |679.60 | 728.58 |757.86 | 790.08 |809.42 | 832.34 |841.19 | 881.15 [890.14 [912.63 923.19 [955.37 |967.57 |971.53 [976.16 [977.43 | 980.54 [1115.21 [1135.39 [1147.59 [1184.92 [1223.82 [1492.90
Frac. Inten.(% of TIC) | 282 [ 591 [ 1145 167 | 998 [ 171 161 | 1558 332 [ 1503 [ 211 66| o006[ 172 283 o005 193 [ oos| 38| 233[ s42| 523 98] 182
Rel. Inten.(% of BP) | 18.10 | 37.91 7164 | 1073 | 64.06 1095 10.35 | 100.00 2132 | 9642 | 1357 | 10.63 | 041 | 11.02 | 18.18 | 032 | 1238 | 051 | 2560 | 1498 3479 | 3366 1268 | 11.68
Score 018 | 100 100| 100 1.00 | 0.1 050 | 1.00 050 | 100 014 100 011 050 012 150 | 100| 1.00| 100 034 100| 1.00
lon-type Y, bT-NHB AARa PRIl s y++1€-HZO ¥ g y++IT-HZO Y+ o Y, st I}B-NH3 st hfff;e Y, YHe,, | Yy Yt bIZ
Delta Da 025 028 | 047 033 007 023 021 0.19 0.71 0.20 041| 066| 020 069 089 | 029
T y,H0 0.50 1.50
0.21 -0.06 - sty
0.54 0.55




Peak 353

lons that verify assignment

23.7%

MTeats] ¢ | o | on r e | | | v | ¢ | e s v | ¢ | # P
o ¥ ¥iq g
1 At g B24.5 7683 947 7
23.7%
b
Yas  Byg 1648 9
1456 14023
b -

200 400 g0 £00 1000 1200 1400 1600 1200
WT_EGFCIO.F113.7117.0.pkl Mass [miz] MiH+: 31337754 mz: 106193 =3
M3T391s| F IN IN IPIP.I ¥ | v '-.-'IL | E IGI'-.-'IPI H ||:4

+
- g Y14 ¥g
1 198+ Ya fi24.5 753 & ad7 7 1204.7

1??15'? 1889y
b —ru .
200 400 EO0 200 000 1200 1400 1600 1800

WT_EGFCIDO.F113.7117.0 phi Maszs [miz) hiH+: 21837754 mdz: 1061.93 203

# MH* MH* MH* Protein . .
Rank Score S%EI BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;smn MlsaDlgt::t Protein Name
%) lons (Da) (Da)  (ppm) (Da) ndex
1 17.83 828 12 6/25 Y936y (K)§ s F/HN/N/P A|y/Y V/L/E|G/VIPH QL LIPPEPPSEPARI(A) 3103.56 80.2119  77.1 138585.5/6.11 Homo sapiens 4755142 14485 inositol polyphosphate phosphatase-like 1

Fragmention (m/z) |474.45 589.44 624.53 [745.53 |768.79 |818.08 [847.08 | 902.10

[911.26 |947.67 |967.82 |1018.16 [1070.19 [1099.16 [1110.88 [1119.72 [1220.06 [1281.16 [1304.66 [1361.90 |1362.50 [1418.56 [1492.84 |1648.90 | 1649.75

Frac. Inten.(% of TIC) | 463 399 M
Rel. Inten.(% of BP) | 18.07 | 15.55 | 30.08
Score 1.00 | -0.16 1.00
lon-type Yy Ye

Delta Da 0.20 018

137 5.88 125 2.88 1.69 in
535 | 34.66 486 | 11.25 6.58 | 1213
1.00 1.00 1.00 1.00 0.50 1.00

By | Y4rra | Yitg | Yrg |V H0 |y
0.20 0.37 0.13 0.61 0.12 0.27

2563
100.00
1.00
Ys
0.18

230
5.98
1.00
Yitig
0.29

179
6.99
-0.07

168
6.57
-0.07

1.76
6.87
1.00
¥Y+ia

0.57

270
10.63
01

456
17.81
1.00

|)++“3

0.70

1.30
5.09
1.00
¥Y+ia,

-0.06

213 5.84 151 3.06 248 220 153 4.01

8.32 2207 5.89 11.95 9.66 8.87 5.99 15.64

1.00 1.00 1.00 -0.12 1.00 1.00 1.00 -0.16
Bregy | Whigg | ¥t Yitos by b,

0.56 0.51 0.72 0.36 0.23 0.20




Peak

354

Memat s | v el v [ » 1 e [ » ] v ]&] y [ =1 = Ir
w i W i W i W
1 8atEm i y + 14 21 - 1 -
13 Yy ¥ ¥ Yy
42 1% 3 & b
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-+ 1232
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B b ¥g b || 2 - o
b . e i | ¥ 14 by + b} b
o lli] [ (N Ll i I |
400 EO0 a00 oo 1200 1400 1800 1800
WOT_C 105485 5505 .5 phl Mazss [riz] MiH+: 4532 2709 mde: 97726 24
MiTag1 g Y G [ P E P 8, H 8 A ! P
| Jﬁ | | | Iy“ | L | = | ¥ |« 1 |
1 ot 1 1
1 5 et 7348 E;: ;23 fifi. 2 %91 4;3':' 1005.9 11459 1260.9
B azy A3 5 12413
42 1% 45 B4y 1500.7
adiz {59 115494
e ) 1501 .4
: T b e i 10f7 1345.7
3655 3.4 1249 .4 '
sedla G236 ?.4 Pok 1 1410 6 17144
4724 TR | i Ki 1658 .1
[
400 EO0 00 non 1200 1400 1600 1800
WT_CI0.5485 5505 .5 phl Maz= [mfz ) hiH+: 42822709 miz: OFF.26 20 5
Rank Score °T' BCS Unm:{ched Variable sites Sequence Cal:ﬂ;{ed EMn':‘l:r El:::‘:r mﬁ:‘l Species Accession MI-Digest ooy name
%) lons D3 (03 (ppm)  (Da # Index #
1 1486 755 11 Tizs Y207y (RIESESYGIPEPAHNAYAQPOQTTTIPLPAVISIGSIPGAAINTIPLIP/STUHNGPVEAKI(A) 480241 79.8649 -208 33777.2/6.26 Homo sapiens 4885153 35802  v-crk sarcoma virus CT10 oncogene homolog (avianHike

| Frapment-ion (miz) [573.54 [678.63 [732.68 [765.15 [891.36 [929.98 [923.88 |938.06 |BE7.36 [1005.80 [1006.76 [1048.23 [1131.01 [1137.18 [1143.30 | 114588 [1155.29 [1164.89 [1171.82 [1177.25 [1241.75 [1247.38 [1260.88 [128B.12 [1500.74

Frac. Inten.(% of TIC) 5.53
Rel. Inten.(% of BPF) | 8278
Score 1.00
TR ¥y
Delta Da 024

4.32 239
45.53 | 2573
1.00 .00
¥ityy i
0.26 0.28

282 146 6.09 5.28 4.45 216 = i 6.66 324 2.23 308 242 5.61
2822 | 37.29 | 6565 (100.00 | 4791 | 23.22 4083 Ti.72 34.93 24.00 32.95 26,06 8043
0.28 1.00 1.00 1.00 1.00 | 0.23 1.00 1.00 1.00 1.00 £33 1.00 1.00

brbyg | by 3 Fid Yy | bty Yo by bbby, (b HD
0.43 055 [ 055 0.62 0.28 0.30 083 0.50 042 0.1
¥y Yo ¥iq

0.37 018 0.28

343 5.29 295 4.09 275 2.10
35.91 56.94 T2 44.08 2857 2266
1.00 £.57 0.32 1.00 0.50 1.00
bty bt | yoorNH; | b,
0.28 or| 010| 079

297
20.86
-0.30
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M5T391N| R |N| |N| s | ¥ ||3|| |P|E |P|P.|H
+
Ya7
8.12e+im |;.1'H"5r11
74.9% . b "
2} By
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. 36 2
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WT_EGF_CID0.4075 4086.0.pkl Mazz [m/z] hiH+: 5425 6700 miz: 108654 20 &
M5Tag 1
R N L - L ¥ lel o+ | » 1 & | » [~ ]
a4 faga 2 1288 13878
Aze+ds ++ s, 10053 .
74.9% f?,?lals e mte,,
. . yi3'" 1072.1 | 2 5 1429.2
670 k4 bl b
e +3 ([ b 1263] {388, 15331
H oy srblz 14 Bag 10326 [b 14 5
¥ 3 s7h.5 T - 11k 15926
0 T T - I T A
400 E00 200 1000 1200 1400 1600 1800
WT_EGF_CID0.4975 4086.0.pkl Maz= [m/z] hiH+: 5425 6709 miz: 108654 2: &
Rank Score [S%P'I BCS Unlln:::hed Variable sites Sequence Cal?;i%ted E:.:DrEr [%:E:-‘r' Fl‘l':li:l:f%r Species M;Sinn Mli-dDeiEe;t Protein Name

1 1505 776 10 5/25

Fragment-ion (m/z) |573.83 |678.99 |934.11 |40.41 EMBSBlBSZSd |H}0575 1022.39 |1060.05 [1072.09 |1111.64 |1134.67 | 1140.49 | 114572 |1182.57

Frac. Inten.(% of TIC} | 240 | 322 | 411 sz
Rel. Inten.[% of BF) | 40.52 | 42.38 45.-1:5 79.13
Score 100 ( 100| 100| 079
TTTa Yt | oy | v
Delta Da 052 | 02| oe0

Y08y 5197 (K)HECNENENsy CIPEPAHNAYAQPOTTTIPLIPAAVEIGS/PCAAITIPLIPSTONGPVEAKIA)

5266.63 162.0404 3883 33777.2/6.26 Homo sapiens

4885153

35802

1262857 [1267.17 [1287.85 [1303.80 [1325.60 [1352.85 [1255.98 [1358.28 [1428.32 [1428.16

5.20 3.06
B82.54 | .79
1.00 1.00
bt | b
-0.01 0.61

0.08 3.56 3.30 4.08 3.04 412 3.85 M
0.94 42.82 .73 48,83 35.58 49.60 43.87 38.23
0.25 -0.43 1.00 1.00 1.00 1.00 1.00 0.25

st by, |y, | b, Vi1 | ¥ |byHPO,
073 081 0.56 0.65 012 -0.06 0.46

3.80 8.3 3.43
45.67 [ 100.00 41.21
.46 1.00 .41

yHo

154
47.40

1.00
WZB
0.4

5.07
81.04
-0.61

3z 4. 55
1888 54.68
1.00 1.00
Yoz | bty
0.28 0.32

335 5.08
40.32 B1.19
1.00 0.25
by, iz
032 -0.38

w-crk zarcoma vires CT10 oncogens homolog (avianHike



Peak 356

MsTag 1 g | L | a | = | N | C | " | E | E | W |
++
Y12
¥
4.7 3 2303 .4
215+ 4182 .
1002
b bg'H'.F(m."z}EHEEI b13
2 cio Ve 840 4 b
6T : figz.0 TTA A 7.8 1
4P £10.2 b, 73749 10180 1453.8
3622 .4
l L“ ‘ iw | ” | 931 4 1071 5 1161 1264.2 13863
|IJ L |||| |.|.I||I. |“ I||||||| L dal a1 1 ! b 1 |.|. ||.“ L
1]
h L] L] h L] L] ‘ L] L] L] L] L] L] L]
00 400 50000 &0 70 &0 1] 1000 1400 1200 1500 1400
DELTALC 01669 1669.0.phl Mass [mi/z] hAH+: 18710654 mi: 62436 23
# MH* MH* MH* Protein . .
Rank Score li',:; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;slon h‘ﬁ;ﬁ;f‘?‘ Protein Name
lons (Da) (Da) (ppm) (Da)
1 831 830 7 212 Y140y (K)E/E|L Q/A/N C/y E/E V|K D\R (C) 1790.81 80.2528 153.1 18502.6/8.22 Homo sapiens 5031635 11782  cofilin 1 (non-muscle)
Fragment-ion (m/z) |267.00 [314.66 [418.23 [509.30 |646.63 |682.91 |737.91 |803.35 [849.42 | 858.34 [867.84 [1453.80
Frac. Inten.(% of TIC) | 559 | 1021 [ 1301 | 599 | 848 | 578 | 680 1426 | 697 1261 | 487 542
Rel. Inten.(% of BP) | 39.24 | 7159 | 9127 | 42.04 | 59.48 | 40.56 | 47.68 [100.00 | 45.88 88.46 | 34.18 | 38.03
Score 100 | -072| 100| 100| 100| 100 | 048 100| 1.00 0.50 | 1.00 1.00
lon-type b, Yz | Vs Ys | Yoo Vi [ by HO |y, b,
Delta Da 011 001| 042 | 028 | 064 051 | 058 002 | 048| 025
y-l—-l—B

-0.12
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lons-that verify-assignment

METag 1 y | 1] | L | M | I | F | 8 | F | W | K
i b Y Y vo b y
1 gaesdSSIBNMeEnNt 3 5 i 7o g
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¥y a55|gnment
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by by | ' Yo
U |.I TR '. | |.I|L|ffl L] [ 1
300 &0n 200 1000 1100 1200
DELTACID 425343622 phi Mazz [miz] MH+: 13721827 mfz 68708 z2:2
METag 1 y | 1] | L | M | I | F | 8 | F | W | K
By s Y g ¥y
1 S 4733 &61.4 BT fi TEE A 1016 &
13 3% b Y3 ¥y
a0 f 10173
1208 7
o be 1ofza
gasg  |90F4 g0 | 10445 THEL '
o |.I TR . | |.Iﬂ,|h | '.'| [ 1
300 ann 200 a00 1000 1100 1200
DELTACID 4353 4353 2 pkl Mazz [z ] hAH+: 13731527 miz GET.OE 232
# MH* MH* MH* Protein . ,
Rank Score ‘S‘,’E}I BCS Unmatched Variable sites Sequence Calculated Error  Error MVWipl Species Acce#ssmn 'H'Iﬁ;j[:fim Protein Name
lons (Da) (Da})  (ppm) (Da)
1 1193 M0 6 4/18 Y110y (RIT ¥IDILINIT|P A/F V & (F) 129272 80.4278 336.1 42915.3/6.49 Homo sapiens 52630425 10256  NCK adaptor protein 2 isoform A
1 1193 30 6 4/18 Y110y (RIT ¥IDILINII|P A/F V & (F) 1292.72 80.4278 3361 42915.3/6.49 Homo sapiens 52630423 11943  NCK adaptor protein 2 isoform A

Fragmention (m/z) |357.16 [393.34 | 454.28 |472.27 |557.25 |561.40 |585.28 |654.37 |658.76 |674.55 |699.30 |732.55 |767.32 [788.52 | 795.40 |812.43 |901.61 |1016.76

Frac. Inten.(% of TIC) 1.92 1.71 1.83 4.68 212 | 2853 3.25 223 2.56 743 2.94 233 1.92 8.66 6.61 | 13.75 2.29 524
Rel. Inten.(% of BP) 6.73 6.01 643 | 16.39 743 (10000 | 11.38 782 897 | 26.03 | 10.30 3.18 6.74 | 30.35 2317 | 48.20 8.02 16.38
Score 1.00 1.00 0.50 1.00 0.25 1.00 1.00 | -0.08 | -0.09 1.00 1.00 | -0.08 -0.07 1.00 0.50 1.00 1.00 1.00
lon-type b, ¥z |bsH0 by a, ¥s b, Ye by Y7 | beiH; bg ¥s Yg

Delta Da 0.04 0.09 0.14 0.12 0.01 0.06 0.05 0.13 0.03 0.05 0.07 0.07 0.06 0.18
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MsTag 1 | s | P |

4 T3+
100 %4
+
b, ¥, 1w P . Iy l] v, 21
bod — ol P ||I. TR T L dd .l;ll. i ]l J b alll
200 400 1200 1400

WT_EGFCID.S155 51550 phl

hiH+: 24332182 mfz: 25021 =20 4

MsTag 1 | s | P |

I 1= 1 [ o 1«1 € [ ¥ | *= | »~] ~& [s

4.7
100 84
+
b
12 +
byt kb i b,
SIS gl T
o ol P | TR T Ll L ]l J b all
T T T 1
200 o0 1200 1400
WT_EGFCID.S155. 51550 phkl Mazs [miz) fiH+: 3433 8182 miz: 35921 =z: 4
# MH* MH*  MH* Protein . .
Rank Score ] BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Bccessicn s higest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 11.63 694 11 10/125 Y110y (RID A S/E T/P S TDAE|Y|P A/N/G\S G AD\R I y D\L/N\I|P A F V\K (F) 3352.60 81.2214 3655 42915.3/6.49 Homo sapiens 52630425 10256 MNCK adaptor protein 2 isoform A
1 11.63 694 11 10/25 Y110y (R)ID A S/E T/P S TDAE|Y|P A/N/G\S G AD\R I y D\L/N\I|P & F V\K (F) 3352.60 81.2214 365.5 42915.3/6.49 Homo sapiens 52630423 11943 MNCK adaptor protein 2 isoform A

Fragmention (m/z) |561.41 [721.46 | 728.12 [ 733.56 [782.58 | 788.07 |808.05 [841.96 [888.68 [892.72 [952.62 | 956.60 [982.78 | 988.01 [1015.59 [1049.13 [1054.03 [1072.47 [1091.44 [1096.67 [1099.58 [1235.55 [1266.93 |1380.61 [1436.38

Frac. Inten.(% of TIC) 576 220 6.42 9.08

Rel. Inten.{% of BP) | 63.38 | 24.25 | 70.63 | 100.00

Score 100 024 071 1.00
len-type ¥ Y+t

Delta Da 0.07 0.20

259 716 328 267 368 198 277 7.08 1.90 311 335 194 8.26 380 4.08 1.86 6.66 355 265 217 209

2853 78.83 | 36.05 | 29.38 | 39.40 | 21.77 | 30.52 T7.89 | 2089 34.23 36.87 21.32 90.91 41.79 44 88 20.52 73.30 39.07 2919 239 22.97
-0.29 1.00 -0.36 -0.29 -0.39 -0.22 1.00 1.00 -0.21 1.00 1.00 -0.21 1.00 1.00 -0.45 1.00 1.00 1.00 1.00 1.00 1.00
b+ig bty [Dratyy Yt | Y b,H0 b, beess, | ¥4y byo | beg, | by | by
0.24 021 0.52 0.22 0.10 -0.40 0.03 0.51 0.04 0.04 0.42 0.53 -0.24
Y, yre, Y,
-0.40 013 020
yriey,

0.36
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a 200 400 1000 1200 1400 1600 1800
T 3B06. 38 16.0.pkl Ma=sz [miz] hiH+: 2203 1654 mfz: 735.06 z: 3
e N L I D I ¥ v v v =« | v | v |0
= Pim/z}2H e P T
¥ s Haz Yia Y15 Yis
G023 Y232 T2y 8501 9077 9813
i Tla+il- 5202
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2631
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1265
i011.4
217 iz 1341 .6
bod H | FTT S O S AT T S K 1588.3 1823.8
T T T T T T T
0 200 000 1200 1400 1800 1800
T 3206 3216.0. phl Maz= [mfz ) MH+: 22021654 mfz: 73606 203
# q MH* MH®  MH* Protein q Ms-
Rank Score ?,,:II BCS Unmatched Vasriltzzle Sequence Calculated Error  Error MWipl Species ACCE;‘"“E" Digest Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 1546 677 1 4123 Y427y (RIE L/F/D/D/P|S/¥/V/N ¥ Q\N/L D/K A R (Q) 2123.04 80.1251 721 62849.5/6.10 :‘:;')?enns 52693921 18788 SHC (Src homoelogy 2 domain containing) transforming protein 1 isoform p66Shc
1 1546 877 1 4123 Y318y (RIE L/F/D/D/P|S/v/V/N V Q\N/L D/K A R (Q) 2123.04 801251 721 51681.9/6.71 :i:;?;ns 32261324 26862 SHC (Src homelogy 2 domain containing) transforming protein 1 isoform pa2Shc
Fragmention (m/z) |372.22 [374.23 [378.15 | 487.31 | 529.16 | 566.93 [579.11 | 602.32 |643.19 648.60 | 654.65 | 699.03 [700.91 [717.37 [743.93 [792.68 | 841.47 |850.13 [889.12 | 898.68 | 898.99 [907.69 |981.26
Frac. Inten.(% of TIC) 1.20 0.70 1.67 1.61 1.58 0.73 1.63 2.06 0.99 8.62 17.90 0.84 0.73 0.84 148 | 22.52 140 | 1167 0.77 0.76 1.56 | 13.46 5.19
Rel. Inten.(% of BP) 5.33 31z T.42 6.70 7.00 323 T.24 917 442 | 39.18 79.48 3.74 324 373 6.55 (100.00 6.20 | 51.83 3.40 3.39 6.91 | 59.76 | 23.03
Score 0.50 1.00 | -0.07 0.50 1.00 1.00 1.00 1.00 | -0.04 | -0.39 1.00 0.50 1.00 1.00 1.00 1.00 0.50 1.00 | -0.03 0.50 0.50 1.00 1.00
lon-type b,-H,0 Y2 b H0 | yeg |yaray, | yeryy | b0 Yt | b0 |y, by | brepp | yryg |0 |y, Yooyt 0 | yee M0 | yeeys | yeeg
Delta Da 0.03 | -0.02 0.09 -0.13 -0.00 028 0.07 0.35 -0.27 0.57 006 | -0.38 0.30 0.58 023 028 059 0.28 0.32
¥y, ¥s YN, LAt

057 0.04 035 0.07




Peak 361

M5Tag 1 Q E Q iy E L C E m G 5
I I I I I I S I I |5 |
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Hid 113, - 1427 1
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T 1 T T T
400 EO0 200 1000 1200 1400 1800 1800
WT_EGFCID.3195.3195.0 phi Maszs [miz) MH+: 26115254 moz: 87118 20 3
# MH* MH*  MH* Protein . .
Rank Score S‘El BCS Unmatched Variable sites Sequence Calculated Error  Error MW/ pl Species ACCE;SIM II'IIS;,DIQ;SI Protein Name
(%) s (Da) (Da) (ppm)  (Da) puiox
1 910 7i.0 9 5M18 M366m Y363y (K)V T QE Q/Y E L|y/C E m/G S/T/F\Q\L|C\E (I} 251410 97.4269 561.2 109450.4/8.15 Homo sapiens 54112420 20278 Cas-Br-M {murine) ecotropic retroviral transforming sequence b
1 910 7i.0 9 518 M3TA4m Y371y (K)V T Q E Q/Y E L|¥/C E m/G S/T/F\Q\L|C\K {I) 2514.10 97.4269 561.2 99633.4/6.10 Homo sapiens 52426745 29140 Cas-Br-M (murine) ecotropic retroviral transforming sequence

Fragmention (m/z) |307.22 | 688.77 |695.55 [793.35 |796.24 |810.51 |843.27 |850.19 |852.46 |940.57 [991.44 |994.43 [1005.51 [1013.14 [1096.06 [1110.91 | 1152.90 |1233.25

Frac. Inten.(% of TIC) | 391 | 420 405| 518 | 433 | 914 | 066 021 588 | 945 805 395 480 500 | 543 469 1019 | 990

Rel. Inten.(% of BP) | 3831 | 4120 3971 | 5085 | 4243 | 8971 | 650 | 203 | 5768 | 9267 | 7892 | 3873 | 4704 | G864 | 5325 | 4603 100.00 | 97.07

Score 100 | 100| 100| -051| 100| 100| 025 025| -058| 100| 100| 039 | 047 | 1.00 100 | -046 1.00 1.00

Ion-type yE b+++lf- yE- yE- y++12 m a? yB bE y++15 b++IT b++13 b++19

Delta Da 0.08| 050 020 016 | 021 -0.09| -0.20 041 | -0.03 024 | 014 043 | 077
Y+ ¥,,-SOCH,

0.02 L] 0.36




Peak 362

MiTag 1 g | E | @ | ¥ | E | ¢ | y | C | E | M | ] 5 |
F(m."z}ZHil:l
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assignmen
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'!-rﬁ h19 /
W
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Yz Yq Wbl | i
] By By : . ¥ :{[ \ | By b]‘ "1z Byg
ol — L TR AT IR W TN S bl .l T [ T OO L
400 EO0 00 1000 1200 1400 1800 1800
WT_EGFCID.4571 457 1.0 phi Maz= [mfz ) hiH+: 2695 0854 mfz: 8657 2. 3
MiTag 1 g | E | @ | ¥ | E | ¢ | y | C | E | M | ] 5 |
F'(rn.l"z}EHzl:l . .
. lons that verify assignment
i1 3a+il- ’
6 .2% b -
19
'!-r3 1224 .8
¥y 420.3 e e
207 .2 B4 4 1147 1207 5 15z 1z
l m 3 | 1361.3 1603 6 17808
wod — 1 TR TIRY P RTINS I T M el Loy L
T T T T T T
400 EO0 1200 1400 1600 1800
WT_EGFCID.4671.4571.0.phl Ma==s [mfz) hiH+: 25950854 mfz: 8657 z2: 3
# MH* MH*  MH* Protein . .
Rank Score Sn:l BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Lecessiny hfIIS;j[)lg;‘st Protein Name
(%) lons (Da) (Da) (ppm) (Da) ndex
1 12.81 681 13 724 Y363y (K)V T Q@ E Q/Y E\L\y\C E\M\G|S/T/F/Q/L|C\K {l) 2514.10 80.9869 393.3 109450.4/8.15 Homo sapiens 54112420 20278 Cas-Br-M (murine) ecotropic retroviral transforming sequence b
1 12.81 68.1 13 124 Y3ily (K)¥ T @ E Q/Y E\L\y\C E\M\G|S/T/F/Q/L|C\K {l) 2514.10 80.9869 393.3 99633.4/6.10 Homo sapiens 52426745 29140 Cas-Br-M (murine) ecotropic retroviral transforming sequence

Fragment.ion (m/z) [307.21 [420.31 [548.39 [695.36 |762.45 [793.13 [796.65 [828.09 [843.22 | 847.42

|855.86 |878.31 [883.64 [891.51 [903.31 [932.43 [941.40 [991.60 [1005.61 [1014.96 [1145.23 | 121547 [1224.78 [1234.41

Frac. Inten.(% of TIC) 2.99 3.73
Rel. Inten.(% of BP) | 29.85 | 37.27
Score 1.00 1.00
lon-type Yo '

Delta Da 0.07 0.08

337 5.01 4.00 261 343 3.15 2.69 5AT 314 251 3.79 254 3.46 37 6.87 555
3366 | 50.07 | 3999 | 26.11 | 34.26 | 31.52 | 26.90 5165 | 3142 | 2510 | 3793 | 2537 | 3462 | 37.11 | 68.64 | 55.53
1.00 1.00 1.00 -0.26 1.00 1.00 -0.2v 0.50 1.00 1.00 1.00 -0.25 -0.35 -0.37 -0.69 1.00
Ya ¥s | by, Yo | brrin bre  HO | brrgy b, Y7 b,
0.10 0.01 0.16 0.25 0.28 010 | -046 | -0.08 0.21 0.13

290
29.00
1.00
¥

0.7

10.00 545 3 5.89 423
100.00 5451 368.09 58.90 4226
-1.00 1.00 0.50 1.00 1.00
biry [birH0 | by b

0.76 -0.01 0.30 -0.09




Peak 363

assignment
M5Tag 1
a1 G | v | ¥ Lo | \ |, - | L | H | N |
Yoo Yip Mz
1 ZRatsm 4949 G445 Y246
a6 .20 b
¥y saha 5 7714
2181 40k & : B304 v, +
1.
v staT ik
T 312 ¥ 1228 6
5 r_1 0.1 aenn W9 560 : e ma won g 6 i
o : 1. IPFB'S: N |..I|. L ..|L a ™ N ||I| . r.-ll ‘ |.'I - ) 11?.3'1. T 12398
200 300 400 A00 EO0 oo ao0 a00 1000 1100 1200
DELTACID. 2376 .2380.0.pkl Mazs [miz) fiH+: 1717.0754 msz: 57303 z: 3
# MH* MH* MH* Protein . .
Rank Score 5.,:' BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;smn I\nlIS;’Dlgist Protein Name
(%) lons (Da) (Da)  (ppm) (Da) ndex
1 1432 813 9 1125 Y345y (R)D/G/V/yID|V|P L/H/N/P P D|A K (G) 1636.80 80.2789 182.0 92861.3/6.23 Homo sapiens 5453680 8768 neural precursor cell expressed, developmentally down-regulated 9 isoform 1

Fragment.ion (m/z) [218.09 |226.17 [389.90 [458.17 [494.91 [497.24 | 515.74 [527.31 | 534.84

[544.50 [601.99 [ 61221 [630.37 [641.45 [665.32 [683.24 [700.74 [711.27 | 71443

[723.55 [729.24 [750.33 [771.45 [870.47 [1228.55

Frac. Inten.{% of TIC) 346 212 1.35 161 | 11.76 147 2.50 212 242 | 1175 2.04 2.08
Rel. Inten.{% of BP) 1714 | 10.50 6.69 799 | 55.29 7.30 1241 | 1049 12.01 | 58.24 | 1013 10.30
Score 100 | -0.10 1.00 | -0.08 1.00 0.50 1.00 1.00 1.00 1.00 1.00 0.50
lon-type ¥ Yy y++y [bH0 b, Y5 | ¥ H0 | vy a; | bsH0
Delta Da -0 06 020 0.15 0.10 0.59 0.03 -0.45 0.20 -0.20 0.04
yree,, yrer, yre,,
0.16 0.26 018

441 179
2187 | 889
100 | 1.00
b, Ya
0.19 0.12

183
9.09
-0.09

184
9.12

-0.09

1.64
815
0.25

a,

-0.51

349 139 | 2017
17.32 6.91 | 100.00
0.50 0.50 1.00
bgHO |y++,H,0 | y+ryy
0.03 01 022

250 4.9 7.30 1.70 232

12.39 | 24.35 | 36.20 8.41 11.48

1.00 100 | -0.36 | -0.08 0.1
bg | by
-0.01 0.02




Peak 364

M5Tag 1 a | = | L | s | * | N | H | = 1 = ] = | a | L | 5 |=
. poH
¥a a55|gnment 26
7.7 - Pimizr2 HED
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i
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e 15
b i + bt 1 l
T
b oL H.JHLJ.. HE% RTTTENPEN Al D |
L] L] L]
200 f00 1200 1400
WNWT_EGFCI0.2427 . 2432.0 phl Maz= [miz) MiH+: 31062182 mfz: 77731 20 4
MSTag 1 @ | s | L | s | * | N | H | = 1 = |1 = | @ | L | 5 |e
¥3
Pimfzr2H. 0
7 atin ] 563 .6 2 3049 1022 6
3 6%
1033 .6
¥a 6.4 UG I:u25
] 1368 5
1093.9 :
252.1| 297 2 M1z I l 11542 12845
oo . b d ay '||"“' oLl Hlilhl..ll...h.u. Jl l..l.
200 400 1200 1400
T_EGFCID.2427 . 2432.0.phl Maz=s [mifz) MiH+: 3106.2182 mdz: 77731 z: 4
# MH* MH*  MH- Frotei : i
Rank Score L BCS Unmatched Variable sites Sequence Calculated Error  Error l;rl'll'll'J?plnll-I Species RcessioplS Flige st Protein Name
%) lons (O3} Dz) (ppm}  (Da) # Index #
1 1267 358 13 BI24 YTy [R)EQ 5L SPHHPPP QLW Q\SW G\S Q/8/D/A/y|DWVIF B [G) 3025.45 807671 2578 92861.3/6.23 Homo sspiens 5453680 BTGE neurs| precursor cell expressed, developmentslly down-regulsted S isoform 1
Fragment-ion (m/z) [272.21 [486.42 [363.62 [660.89 [717.74 [729.37 [741.62 [764.11 [ B0D.4E [B10.51 [ 84472 [853.35 [B74.83 [834.67 [903.80 [906.76 [912.73 [915.44 [931.64 [933.99 [939.93 [845.84 [1022.59 [1028.61
Frac. Inten.(% of TIC) | 2.85 | 184 | 448 209 | 275 | 284 | 284 | 320 245 | 302 239 | 2197 | 283 | 258 | 450 | 23| 389 | 178 | 257 | 515 | 1580 | 1541 BES | 28D
Rel. Inten.(% of BP) | 2475 | 1244 | 2872 | 1338 | 1784 | 1831 | 1831 | 2055 1578 | 19.35 1534 | 13.53 | 16.87 | 16.56 | 2B.88 | 1523 | 2366 | 11.31 | 19.06 | 23.00 |100.00 | 5661 | 4416 | 17353
Score 100 | 100 | 02| 100 100| 100 | 07| 100 100 | 1.00 050 | 100| 100| 047 | 025 | 045 100 | 100 | 100 033 | 100 | 100 D44 1.00
lon-type ¥z ¥ bt | b ¥s be | b HO | b | b HO | b | b, -] V7 | b b ¥z
Delta Da 0.04 [ 015 008 | 037 | 007 0.26 042 | 080 030 | 07| o077 033 | 008 | 017 0.42 0.21
¥z

0.15




Peak 365

M3T391H|P|S|U|P||:|| s IAISIPIP.IEIIDI | F |u||:|
¥ ++
2 BEatl- 1%
75.0%
+3
+ b b
b, b " ow T* 1 y
J 5 |.|?||| |, I?I. I bl " I [T . | |||1? |
h:l L] L] L L
a0 B0 &0 1000 1200 1400 1600 1800

TG0 A0SS 50530, pk Mass [miz] PH+: 3708.0032 mfz: 95028 = 4

MiTagt v | p | 5 | v | F | Do | z 4_]J:L|3|F-|m||:|||:|| | F | « |o

Yis
2 Bha-kim i 3
¥
75.0% o 2
bs-Hy0 ok afie O 1347 1
E5Q & B60.6 9208 11'|b§.§H
gad|ng i 1
460.7 577.4 4. : 1390 8
350 4 6454 624 16346 1262 5
4 | J | 1540 5
[ I AN A IR T L] "ll". | SN 1 W
a0 1] ] 000 1200 1400 1600 1800

WTCID 5055 5058 .0.pkl Mass [rndz] PAH+: 3708.0952 miz: 95028 = 4
1 1177 765 9 8123 Y105y S89s (K)R R/P S V P/D s A/S/PADD S/F/V/DIJB/GERLyYDLNMPAYVEKI(F 3636.76 161.3343 369.0 42864.7/6.06 Homo sapiens 5453754 17913

NCK adaptor protein 1

Fragment-ion {m/z) | 550.47 |834.96 |850.87 |860.61 |874.51 | 898.60 |911.53 [921.43 [923.74 | 927.77 [ 929.31 | 967.74

|976.92 | 980.85 [1030.36 [1037.73 1044.96 [1051.47 [1083.41 | 1104.43

Frac. Inten.(% of TIC) 359 3.66
Rel. Inten.(% of BP) 14.94 | 1520
Score 0.50 | -0.15
lon-type b_-H,0
Delta Da 012

220
915
0.09

3.63 3.87
15.07 | 16.08
0.15 1.00
Yy
-0.40

6.14 | 228 0.20 | 24.06 362
2549 | 947 | 084 (10000 | 1505
1.00 | -0.09 0.25 1.00 1.00
e st | yrr, o [yeery,
0.53 0.50 0.31 0.69

4.3 214 294 3.73
17.90 8.90 | 1220 | 1549
0.50 0.50 1.00 1.00
b A1,0 [ bt 0 | by, | yee,
0.1 0.32 049 | -0.10

474
19.69
1.00

++
y 17

-012

265
11.01 1
011

455
8.91
1.00

+++

7
0.19

422
17.55
-0.18

|1172.49 |1206.31 | 1347.07
227 281 307 267 675
9.4 1169 | 1277 1066  28.05
0.09 100 100 011 100
b11 H3P04 y'.—"—-'—E.\I ++23
015 | 098 0.47

y++1B

0.41




Peak 366

MSTE'Q"HIPISI'I.I‘IPIDISIP.ISIPIP.IDIDISIFI'-.-'II:IIP
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1 fe-hdn 14
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75.0% Byg v,
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t'mH b + + Yig 21 -
- Y1z bg”'m 1 ¥a2
g 12 b +3 Ll bk
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- 1l ||'."|'|| ] [ i Ll Iil l*ﬁh [ ] '.|"' L ] 14 — |
400 GO0 &0 1000 1200 1400 1600 1500
WITCID.A4E31 45310, phl Mass [miz] MH+: 3717.8982 me: 930238 = 4
M5Tag 1
9H|P|3|V|P|D|s|+.&|s|P|A||:u||:||s|F|U|D|P
¥igq
1 Bhetidm Brad —
¥
75.0% 91948 0
bmH by 1205,
£13.2 5685 T1z8 8 1247
b 3H.1 13911
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[ L Ly ||.IIII|| |l ] |I|. Iil | ||I|I Il || ﬂm L F'.. — |
400 B0 &0 1000 1200 1400 1500 1500
WTCIO 4631 45310 phl Mass [m/z] hiH+: 3717 8982 miz: 93033 2 4
# MH* MH* MH* Protein . S-
Rank Score s‘,:I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;swn Digest Protein Name
(k) lons (Da) (Da) (ppm)  (Da) Index #
1 1252 655 10 9125 Y105y (KR K P S VNP D 5 A\S/B/A/D/D|S FIVD B/GER Ly D LNM/EAYVEK(F) 363676 811343 3141 42864.7/6.06 :;;?;ns 5453754 17913 NCK adaptor protein 1

Fragment.on (m/z) |568.54 |577.41 [712.83 |793.13 [795.27 [829.53 [847.46 |871.81 [875.09 [885.21 |893.71 | 898.58 |905.86 909.00 |912.46 [938.37 [ 1007.66 [1030.44 |1105.12 [1147.53 [1157.08 [1205.25 [1262.62 |1298.19 [1347.05

Frac. Inten.{% of TIC) 245 252 314 3.04 332 4.24 3.48 264 | 1155 3.30 3.50 6.35 0.1 6.55 3.79 3.03 447 4.45 257 5.65 4.84 4.38 3.86 3.91 2.8
Rel. Inten.(% of BP) 2123 | 2186 | 2719 | 2635 | 2874 | 3674 | 3013 | 2285 (10000 | 2861 | 3030 5601 093 | 5668 | 3279 | 26.27 3875 3858 22 26 48 92 41.93 3794 33.44 3384 24 64
Score 1.00 1.00 1.00 | -0.26 | -0.29 1.00 | -0.30 | -0.23 1.00 | -0.29 | -0.30 1.00 150 | -0.57 | -0.33 1.00 0.50 1.00 0.50 1.00 042 1.00 1.00 1.00 1.00
lon-type by Y5 | brey, baig ¥hag L amas-t} sty by |bigH0 | yreyr [y NHy |oyyg Yoo | Y21 | Yo | ¥y

Delta Da 0.1é 0.08 0.49 0.14 0.18 0.51 0.42 -0.14 013 -0.04 -0.44 0.00 0.20 0.06 0.1 045




Peak 368

Wt s | v | ¢ |0 | s o | s | o] e | o | s | | v | o [|r
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. s Vs Y Yir
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¥e “ Y2 b .- H a hnﬂ-
0 1 L
Vs 18, - i (il + -
b ¥iz 8 L ] Vs
++ "4 y ¥ = a b -+
w b i] H A0 | F A0 15 b W
50 | | i ¥ Ll 16 il
b Ly 5D I|II.IL [T [ YINRTIW . bl ] — |
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WTCI0.5068.5068.0.phl Mass= [z ] hAH+; 3861 7782 mdz: 881.2 z: 4
METag 1 5 u P 1] 5 A 5 P [ 1] 5 F W 1] F
I I I I I |« | LA N I I I I
Yis Ye Y7
SED.E Q238 981 110308
2 e 1046
17.7% . . +3
b 342_ 1105.2
300.2 s - e 10aife 1263.3 -
b ' 14202
4 Bo4.3 1&% 7 1454.7 b =
serzdizd apase &7 3 I T‘j : 15339 oz
(" 1 4 II|.I|II|II.IL Ll |..I I IIILIII.I. III| Y I:': IFI.EI'?
400 E00 200 1000 1200 1400 1800
WTCID.A0GE . A068.0.pk Mazs [mfz ) MiH+; 3661 7782 miz: 8912 2.4
# MH* MH* MH* Protein . -
Rank Score SﬂlrI BCS Unmatched  Variable sites Sequence Calculated Error  Error MWipl Species ECcesSs Digest Protein Name
Gl lons (Da) (Da) (ppm)  (Da) Index #
1 1540 853 1 123 Y105y (RIK P SV P DS A/S\P A/D\D S/F/V/D|B\G E R L\y/D L/N\M|P A ¥ V & (F)  3480.66 81.1154 322.6 42864.7/6.06 :‘;;”e”ns 5453754 17913  NCK adaptor protein 1

Fragment.ion (m/z) |577.34 [748.79 |822.69 | 842.91

|858.54 | 865.12 |868.84 |876.02 |907.53 |910.09 [923.76 | 927.48 | 952.39 |981.13 [986.97 | 995.74 [1030.75 [1044.65 [1050.58 |1104.61 [ 1134.78 [1138.76 [1263.31

Frac. Inten.{% of TIC) 1.93 212 1.70 1.67 318 354 | 2468 1.91 227 1.53 9.81 3.04 1.95 7.08 197
Rel. Inten.(% of BP) 7.81 8.59 6.89 6.76 | 12.86 | 14.35 [100.00 7.12 9.19 6.19 | 39.76 12.33 7.88 | 28.69 7.99
Score 1.00 | -0.09 1.00 1.00 1.00 | -0.14 1.00 | -0.08 1.00 | -0.06 1.00 1.00 1.00 1.00 | -0.08
lon-type ber, ¥y |y, | b b, bes Y |yrers, (b, |y,
Delta Da 0.56 0.27 0.87 015 -0.60 0.61 0.33 0.40 0.63 013
s
0.01

203
8.23
1.00
h+++2?
0.30

16.70
67.67
1.00

¥y

0.27

1.59
6.42
-0.06

1.48
6.01
1.00

¥s
0.05

435 1.48 209 1.91

17.61 598 847 T.75

1.00 1.00 -0.08 1.00

¥y I]++ZZ y++g,

0.59 0.24 0.75
b, -NH,

075




Peak 369
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assignment
P4
MiTag1 g E!IHIUITIG'IISINJMP.IQIP.ITlP. s | o
b34
3 62e-Hin 1its
100 %% +3
7 ¥
82145 b + —+
a1z 21 ¥
B51.3 b15 1065511327 13793 32
16236
¥y T TH A
4002 477 5 52425702 | “ | 1683 4 1743 5
- L1l I| ] s las |II|II |.|| | Ll l.li T | 18?4'9
400 EQi0 SI:II:I 1000 1200 1400 1600 1800
DELTAKICID. A379.5379.0 phi Mazs [mfz) hiH+: 4851782 mdz: 104705 z: 4
SPI & Variable MH* MH* M e Accession D':Ili-st
Rank Score o BCS Unmatched it Sequence Calculated Error  Error MW/ pl Species # Ig Protein Name
(%) lons sites (Da) (Da)  (ppm) (Da) "#‘”‘
1 18.46 846 15 4125 Y280y (KIQLQQA/V/TGI/S\WNAAQATA/SDDA/S\QHQGGG\GGCE|L/A/y/A|LN N\F\D\K (Q) 4103.93  81.2492 306.5 100071.8/5.95 :‘:;?;ns 55770844 14862 catenin, alpha 1

Fragment-ion (m/z) |637.37 [651.32 |750.62

[821.53 [ 979.96 [991.79 [1011.96 [1025.92 |1034.06 [1064.69 [1072.51 [1121.81 [1135.43 [1145.96 [1173.37 [1183.67 [1206.22 [1248.52 [1259.80 | 1266.19 [1309.22 [1347.15 [1379.33 |1468.77 |1623.57

Frac. Inten.(% of TIC) 347
Rel. Inten.(% of BP) | 3456
Score 1.00
lon-type Vs

Delta Da 0.08

3.00 350 6.08 2.90 3.66 427
2986 | 3488 | 6056 | 2886 3639 | 4254
0.50 1.00 1.00 100 036 043
bMNH, | b-HO ¥r bees
-0.03 -0.79 0.11 0.51
Ys

0.24

324 3.69 588 4.04 10.05 4.05
3227 36.75 58 55 4023 100.00 4035
1.00 -0.37 1.00 1.00 0.50 1.00
b, b+, | ¥+ by HO Yo
-0.64 -0.32 0.54 -0.78 -0.05
¥Ys
0.25

2.56 5.35 2.73 348 M 3.52 484
2546 5323 2716 34 65 2993 35.08 4817
1.00 1.00 1.00 1.00 1.00 1.00 1.00
birtog | yraty, 12 | ¥ Yig | bH+eag |bygNH,
0.45 0.52 0.03 0.35 -0.05 0.56 0.54
brr,, Y,

0.46 0.16

3.19 im 382 4.06 259
375 2998 38.07 4046 2574
1.00 1.00 -0.38 1.00 1.00
I}++1—3B I;u-+ZE I;:++31 Yoo
0.96 0.02 0.10 0.38
b+e+s
40
0.55




Peak 370

M5Tag 1
Sl I I I P T L T T DL (A N AL A R e
E.11e+d=- +3
-
42 1% ¥ Va4 ++
1 v +3 4 ¥y
, - 12 '!-fz?
+3
1z v, vy
+ b b J
b ¥ "
|:.3 b +3 b -H-t'ﬁ'!-"g ¥ + 14 i 10 :: . I:-2 Vi .
13 10 10 43 15
o H N I I A [ T
1 1
400 EO0 a00 1000 1200 1400 1800
DELTACID. 5143 .5153.0.phi Maszs [miz) hiH+: 3610 8982 mfz: 90348 z: 4
e L e L I D L O R L A B D L B e
& 11ahdm lons that verify assighment y 8281 sz 1241
1
42 1% 1241.0
+
Yamp.7
1493
+
b, ¥y B 2.1
1242 .5
mza M4 a7 1396.5 1503 7
h:l_ T 1 T L b1 Ll
L] L]
400 EQ0 00 1000 1200 1400 1800
DELTACID.5143.5158.0.pki Maz= [mfz ) hiH+: 3610.8982 mdz: 90348 z: 4
# MH* MH*  MH* Protein . .
Rank Score ?£; BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn Mlﬁ;j[:;f?t Protein Name
lons (Da) (Da) (ppm) (Da)
1 18.91 832 15 5125 Y46y (K)v 1/0 A/Q T/A/F|S A|N/P A/N/P A I/L S/E/A/S|A/PI/PHDGN Ly PR (L) 3530.80 80.0955  35.8 32444.6/7.06 Homo sapiens 56243522 1509 syntenin isoform 1
1 18.91 83.2 15 525 Y46y (K)v 1/0 A/Q T/A/F|S A|N/P A/N/P A I/L S/E/A/S|A/PI/PHDGN Ly PR (L) 3530.80 80.0955  35.8 32316.4/7.06 Homo sapiens 55749515 17431 syntenin isoform 3
1 18.91 83.2 15 525 Y46y (K)v I/Q A/Q T/A/F|S A|N/P A/N/P A I/L S/EfA/S|A/P I/PHDGN LY PR (L) 3530.80 80.0955  35.8 32444.6/7.06 Homo sapiens 35749490 22158 syntenin isoform 1
1 18.91 83.2 15 925 Ydby (K)v I/0 A/Q T/A/F|S AIN/P A/N/P A I/L S/E/A/S|A/PI/PHDGNLYPRIL) 3530.80 80.09%5 35.8 32316.4/7.06 Homo sapiens 35749523 31735 syntenin isoform 3

Fragment.ion (m/z) |574.63 680.11 [715.45 [759.22 [794.84 | 828.07 |846.44 [859.48 | 865.71 [880.12 | 918.71 [959.39 | 967.48 |986.04 [ 991.31 [1017.80 [1067.78 | 1090.87 [1100.23 [1128.37 [1133.90 [1156.69 |1241.05 [1298.04 |1298.67

Frac. Inten.(% of TIC) 1.62 405 | 283
Rel. Inten.(% of BP) | 1045 | 26.15 | 18.32
Score 1.00 1.00 1.00
lon-type Yty | Yt | Y

Delta Da -0.12 0.29 0.12

222 [ 270 501[ 240 464 835 437 so01| 277 357 168 168 171
1434 | 1744 | 3240 | 1552 | 29.96 | 5398 | 28.26 | 51.78 | 17.88 | 23.08 | 10.84 | 10.85 | 11.08
100 | 100 100| 016 | 100 | 100 | -028| 400| 100| 00| -011| 00| 1.00
y++13 y++14 y+++2 bB y+++24 aB y++17 y+++27 y+++2 b]D
037 | 047 067 0.01 | 029 021 044 | 038 050 | 026
Y+ e,
0.59 0.60

1.68 1.58 4.82 478 237 6.53 15.47 1.57 3.59
10.88 10.21 3115 30.87 15.33 4222 | 100.00 10.13 2319
1.00 1.00 1.00 031 1.00 1.00 1.00 1.00 0.23
Yrirag by, |y, Y |y Yitoa | Yo
0.60 -0.69 0.69 0.36 0.13 0.45 0.42
Y H0
0.34




Peak 371

M3T2g 1 y| [ | q | » | ! | T | = F | s | = | M | P | = |
Eas +
0 b
3 26
3. E3e+i- .
assighment
42 1%
W - W
b b Ty oy b Vg w0
1 14 o4 b [ by
3 1 + +3 39 ! +3 + b
'!."3 y —+ Hayy '!-"15 I:'3 36 2 1
15 10 ] i |
o I ] I.'“'III ! ot " . hul
a00 EO0 Tan 200 00 1] 1100 1200 1300 1400 1500 1600 1700
DOELTACIO_R 4914 49140 pkl Mass [miz] hiH+: 3954 4182 mfz: 98936 z: 4
METag 1y [ @ a q T A F g A M P 5 M
I I I I I I I | =, | I I I I
Y23
2 61e-+dm 1241
100.%% b ++
12415 I
3 " 12932
+1 + Ees +
b .
Pag Piz ¥y Vig 16 Y4 1243 5
620 715 8 7044 8658 1378 1450 7
4682 5333 G152 1? 0.2 1 ,395.9 | ' 15547 16055 16821
A |..|..I. oLl iy |I|I . ' —
a0 i} 1400 1200 1300 1400 100 AE00 1700
DELTACID_F.4914.4914.0 pk Maszs [mfz) hiH+: 39544182 moz: 98936 2 4
# MH* MH* MH* Protein . .
Rank Score S‘;:I BCS Unmatched Variable sites Sequence Calculated  Error  Error IMWipl Species Acce;swn IIIIISEDIQZ‘F’I Protein Name
(%) lons (Da) (Da)  (ppm) (Da) ndex
1 17.74 827 15 5124 Y46y (K)WD/REV I QA\Q T A/F S A|N/P/A N/P/A TI|L S E|A/S/A|P I/P/HD/G N Ly PRIL) 3872.99 81.4252 368.9 32444.6/7.06 Homo sapiens 56243522 1509 syntenin isoform 1
1 17.74 827 15 5124 Y46y ()VD/RV I QA\Q T A/F S A|N/P/A N/P/A T|L S E|A/S/A|P I/B/HD/GN Ly P R (L) 3872.99 81.4252 368.9 32316.4/7.06 Homo sapiens 55749515 17431  syntenin isoform 3
1 17.74 827 15 524 Y46y (Kl D/REV I QA\Q T A/F S AIN/P/A N/P/A I|L S E|A/S/A|P I/P/HD/G N Ly PRIL) 3872.99 81.4252 368.9 32444.6/7.06 Homo sapiens 55749490 22158 syntenin isoform 1
1 17.74 827 15 524 Y6y (K)VD/EV I QA\Q T A/F S A|N/B/A N/P/A I|L S E|A/S/A|P I/B/JHD/G N Ly PRI(L) 3872.99 81.4252 368.9 32316.4/7.06 Homo sapiens 55749523 3735 syntenin isoform 3

Fragment-ion (m/z) |679.97 |715.82 [754.57 [758.94 [794.38 [799.45 [ 827.87 | 865.82 [959.21 | 967.20 |969.66 |976.70 |1051.06

Frac. Inten.(% of TIC) 314 239 237 249 221 1.95 258 461 27 4.00 224 4.66 297
Rel. Inten.(% of BP) 1385 | 1054 | 1046 | 1099 9.73 859 1135 | 2031 | 1194 | 1762 989 | 2054 13.11
Score 100 100| 100| 100| 100| 100| 100 100| 100| o050| 00| 021 | 100
leredee bre | ¥ by | y+tig | Yory, Yo |V++tos | byH, | y+e,o | BghH, ¥z
Delta Da -0.40 049 012 0.09 0.01 0.10 0.47 034 0.26 067 -0.38

ba+s. yre, Yo+
20 E 19
0.27 040 0.05

Y

0.15

[1099.96 [1148.67 [1157.52 | 1182.99 |1192.52 [1232.61 [1241.01 [1247.49 [1298.17 [1378.05 | 1450.69
619 [ 413 5488 214 | 285 242 2269 206 o[ 21| =206
2728 | 1821 2592 944 | 1262 | 1066 | 10000 | 909 | 4016 | 943 | 907
100 | 100 -0.26 100 | 100| -011| 100 100| 100| -009| 100
¥+, ¥s h++23 Yo, Y, | yreeg h++2‘_ Y,
042 | 018 063 | 044 041 053 -0.00 0.50
b, +H,0 Yo,
0.56 0.55
Y+, H,0
.08




Peak 372

assignment
M5Tag 4 F | ¥ | [ | s | = |-~
1 25 at5m aSSIgnment
42 1% x\
b
|
1882
2191y 1076 .4
2 Yy
214 647 2 10026 | 1141 1304.1
- + L - " — - JII . —
200 oo 1000 1100 1200 1300
WTCID.2519.2540.0.pkl Maz=s [riz] PH+: 18352754 miz: 61243 23
# MH* MH* MH* Protein o o
Rank  Score Sﬂ:I BCS Unmatched  Variable sites Sequence Calculated Error Error MWipl Species Acce;smn I\I'IIS;legist Protein Name
B lons (Da) (Da)  (ppm) (Da) Bdex
1 18.29 925 11 4125 Y100y (R)V/F/D E/D G/N/G\y|I|S|A|AIE/L R (H) 1754.87 §0.4047 238.8  16837.7/4.09  Homo sapiens 56218968 7401 calmodulin 3
1 18.29 925 11 4125 Y100y (R) v/F/D K/D G/H/G\y|I|S|A|A|E/L R {H) 1754.87 80.4047 238.8  16837.7/4.09  Homo sapiens 4502549 14712 calmodulin 2
1 18.29 925 1" 425 Y100y (R)V/F/D E/D G/N/G\v|I|S|A|AIE/L R (H) 1754.87 80.4047 238.8 16837.7/4.09 Homo sapiens 5901912 31831 calmodulin 1

Fragment-ion (m/z) |219.0?

|288.25 [417.31 [488.39 | 530.12 |[538.92 [559.41 [581.26 | 586.54

|595.63 [638.91 [646.38 | 665.82

|667.91 [673.52 67433 | 700.72

|709.11 [759.48 [777.33 [786.73 [795.22 | 816.82 |868.99 [1076.40

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

1.54
9.53
0.25

a.
2

-0.08

195
12.09
1.00
Y2
0.05

187
11.59
1.00

be+,

0.12
L5}
0.06

918
56.80
1.00
Y
0.1

379
23.46
1.00
b++-H,0
0.42

e

013

314
19.44
1.00

be+,

0.21

™
43.98
1.00
Y=
0.09

327
2021
-0.20

426

26.36

1.00

b+ 1H,0
0.30
b,-+H,0
-0.74
Y10
-0.73

314
1942
1.00
besy

0.38

259
16.05
1.00
b++11

0.14

1557
96.35
1.00
Ye
0.03

1.90
1177

0.50
be+,,H,0
0.54

126
7.81
-0.08

1.09
6.74
1.00
|;;-|--|-12
-0.76

Yy,

0.23

254
15.71
1.00

|;;4-+12

0.05

143
8.83
0.50
b+, ,-H,0
-0.08

b

111
6.88
1.00

o

0.69

477
2553
1.00
b_-NH,
0.15
¥z

0.04

121
7.50
-0.07

1.75

011

16.16

10.82 | 100.00

1.00
) s
0.37

4.87
0
0.50
bg-MH,
0.47

172
10.67
1.00
y++15

0.60

275
17.01
1.00
by
-0.01




Peak 373

s
M5Tag 1 i E M L 5 A o G E ¥ L H T
3.4 i
100.%
+3 + i
I:|13+3 Yig By 13 B1q ¥ho
i b L L [ - ' ! Al e B Lol e, L
I Ll VR T i [
] L] L] L]
E00 200 1000 1200 1400 1600 1200
T 4133 41350 pkl Mazs [mfz) hiH+ 31114184 mdfz: 103781 2 3
MiT=a1 5 | f | E | w | ¢ | 5 | »~ | © | & | E | « | ¢ | H | 7
2 dde+in ¥y 1020.3
100 % T18.4 by
- v
3 ¥i7 195 11972
byg [y 22 G745 9261 108
7 7a4.4 B4 138 1213 Py
8871 EA e L 12 acs.8 1509 3 16596 4739 fem
4513 5022 : : : 1951
FEFENTAPE PR T TR | L i | Al e BN Ll P I
yod Wi V1 T i mees 1
] 1 1 1
E00 200 1000 1200 1400 1600 1200
WIT. 413341330 pkl Mazz [miz) hiH+: 31114154 mdz: 103781 23
1 1945 949 12 1124 Y354y 53325 (RIW D s ¥ E/N|L/S/AID/G E/V/L B/T QIG/P V/D|G S Ly AK (V) 2951.37 1600461 365 155266.4/6.34 Homosapiens 65288071 34866  tensin 3
Fragment.ion (m/z) |718.36 [783.66 [833.20 |874.65 | 890.57 | 917.10 [926.08 |973.57 |984.11 [993.91 [999.76 |1005.63 [1013.87 [1019.14 |1029.35 | 1053.87 [1062.64 [1086.75 |1119.56 [ 1129.37 [1146.27 |1176.56 [1197.77 |1314.91
Frac. Inten.(% of TIC) | 6.25 [ 333 | 422[ 323 482 494 457 510 368[ 012 021 o027 | 3% 441 324 399 [ 1003 =28 | 429 23| 21| 42| 519[ 28
Rel.Inten.(% of BP) | 4338 | 2309 | 2927 | 2242 | 3342 3431 | 3171 | 3541 | 2554 | 085 | 149 | 191 2746 | 10000 | 2247 2767 | 6963 | 1774 | 2978 | 1602 | 1486 | 3209 3602 | 1749
Score 100 | 1.00| 100 | 1.00 0.25 0.50 | 1.00| -0.38 | 1.00 025 150 | 100 100  1.00 050 100 | 100| 100| 00| 100 100| 1.00| 1.00
lon-type Yo | ¥* s Y7 bg |b;HPO, |y++ HO | yrrys ) ARET st st sty | bv | yreg Yo |¥*+aeH0 | yrrgy Yig | ¥*top | bgNH, by | yrey | brey, Yz
Delta Da 0.04 | 029 | 014 | -061 0.20 017 | 014 0.66 065 | 052 046 017 -0.12 039 015| 026 05| 002| 04| 05| 027| -0.68
Vs ¥, M,
0.29 0.25




Peak 375

Mtat T | ] s | y |l ¢« | o |~ s | = | € | 7 | R |
b?
133
31.6% b
+
i
b?
‘ | o bm+H u] |
b | I| | ] I|||||u|.1 | L Ll ||I ||| |l|||. I|
I T L] L]
200 400 000 1200 1400 1600
WT_EGFCID. 5463 5453 2 phi Mazsz [miz] hiH+: 16TRGTIT miz: 83084 z2: 2
MsTag1 1 | e | s | y E a | = | s | Q | E | ™ | R |
1. 59+l 812.2 g62.4 9866 10589
¥16% 1185.8 By
5132 1402 8
504 1305.8
347 1339
28?321'1 G 1404 6 15299 1gp2.2
SaE AN T e NTARY
b | 1 | Llill ||| i T IV AR | |||. ]
I I L] L]
200 400 E 1000 1200 1400 1600
WT_EGFCID.5453 5453 .2 phl Mazs [miz] hiH+: 167E.6727 miz: 83984 =202
M3Tag 1 Q | 5 | 5 | a | E | T
3.7 Te+dm 9856
7 bg
4.3% 237 6 10559
b
105F 6 9 i by
1144 6 -
oa0.4 . 9 102005 1003 3 1 1 ns 1205 5 1402 8
: 1006.7 106547 : . 12128 1291
[ | ||| L N N ] TR 1 NP Y IR T A TRTI T PO BT R e | 14428
L] L] - L] L] L] L] L] L] L] L] 1
a0 1000 100 1100 110 1200 Aza0 1300 130 1400 Ada0
WT_EGFCID.5453 54532 phl Mazsz [miz] hiH+: 1676727 miz: 33984 =202
# MH* MH* MH* Protein . .
Rank Score ‘s‘,:II BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species gcoession Mﬁ;}:g?‘ Protein Name
lons (Da) (Da) (ppm) (Da)
1 .88 M5 7 13724 M1310m Y1314y 51313s [K)m/T/A = y\E Q\A\S\Q E\T R (Q) 1501.66  177.0140  647.2 194852.3/8.95 Homo sapiens 65507253 8933 hypathetical protein LOC55196

Fragmention (m/z) | 48433 [494.14 [518.25 [714.51 [721.45 [727.48 [730.13 |765.86 [790.39 [795.19 [803.83 [812.15 [817.41 [827.38 [862.44 [950.35 [986.59 [1020.54 [1057.57 [1058.94 [1144.58 [ 1185.76 [1305.79 [1402.77

Frac. Inten.(% of TIC) 209 | 249 | 220 286 | 274 251 219 | 202 0.09 318 323 7.85 632 | 267 | T.21 202 | 2290 2.89 325 6.57 3.00 37 2.03 4.09
Rel. Inten.(% of BP) 9.12 | 10.85 961 | 1248 | 11.98 | 1098 9.85 8.80 040 | 16.685 | 1410 | 32.98 | 2761 | 1165 | 31.48 8.81 [100.00 12.62 1420 | 2868 13.08 14.27 g8.87 17.86
Score 0.50 1.00 | -0.10 100 | -012 ) 0.1 1.00 1.00 150 | -017 | 014 | -033 | 028 | -012 | 0.31 | -0.09 1.00 013 1.00 1.00 1.00 0.14 0.09 1.00
lon-type b++_-H,0 | b++, Y+, b, | y++,, sty b, b, b, by b,

Delta Da -0.80 0.01 -0.75 -0.03 0.08 0.08 -0.67 -0.72 0.65 0.75 0.34




Peak 376

M5Tag 1 F i ! 1] F L
I I +3 bI Ees + s Lb -H-I 3
Yig 15 Y1z Yz Ys o Yia " P Yig Yas
4.0 et5m 5033 56945 G13 G G GED.2 543 P
+2
7.50%
19 Pimizr2H, 0
553 :
G131 :
-
+H
Ye o AT
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e h 8 12 | II B
h:l_l Ly Iqll'“ e In |||I| ‘II ."1’.... II|| P
350 400 450 a00 S50 EO0 B30 oo TaE0 200 30
DELTACID_R 2424 . 2444.0.phl Mass [miz) hiH+: 28437382 moz: T11.689 z: 4
M5Tag 1 F i ! 1] F L
I I +3 bI Ees + s Lb -H-I 3
Yig 15 Y1z Yz Ys o Yia " P Yig Yas
4.0 et5m 5033 56945 G13 G G GED.2 543 P
+2
7.50%
19 Pimizr2H, 0
553 :
G131 :
-
+H
Ye o AT
-
i 4
e h 8 12 | II B
h:l_l Ly Iqll'“ e In |||I| ‘II .‘1’.... II|| P
350 400 450 a00 S50 EO0 B30 oo TaE0 200 30
DELTACID_R 2424 . 2444.0.phl Mass [miz) hiH+: 28437382 moz: T11.689 z: 4
# MH* MH*  MH* Protein . .
Rank Score Pl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species fezeedm LS Protein Name
() lons (Da) (Da) { D. # Index #
ppm) (Da)
1 18.29 90.7 1 25 Y36y (RIE K/P A/Q DIP L y/D|V|P N/A/S|G G Q A/G G B/Q\R P G R (V) 2762.36 B1.3777 496.3 84099.3/8.30 Homo sapiens 68989256 16808 ras inhibitor RIN1

Fragment-ion (m/z) |412.35 [497.26 | 503.27 [536.40 | 569.51 [590.41 | 610.44

[613.02 [619.37 |648.60 |655.26 |669.23 [686.51 [697.11 [ 725.79 | 745.55

[754.29 [ 861.46 | 862.83 [980.43 [1179.54 [1208.51 [1219.59 [1318.69 [1336.65

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

Score
lon-type
Delta Da

0.84 160 | 11.26
1.94 3.69 | 26.02
1.00 | -0.04 1.00
y-l--l-B y+++1€.
-0.38 0.35

0.82 3.36
1.86 7T
1.00 1.00
bHO [ b+es,
012 0.26
yree |y,
0.46 0.21

ja4
§.88

-0.09
b++

0.94
218
0.50
1n'H20
0.18

393 373
9.08 8.61
1.00 1.00
Y5 | brryg
-0.33 0.11
LARST
0.21

348 133 3.56 0.02
5.03 3.06 §.22 0.05
1.00 -0.03 1.00 1.50
¥hys b, sty
0.27 -0.09 -0.33
b++11
0.44

145
3.35

0.03

1.40 205 | 4329 1.7
322 4.74 |100.00 394
1.00 0.50 1.00 1.00
yreey, |y 0 |y, 1 bH0
0.45 0.68 041 0.01
Y+ g

0.53

273 1.08 0.79 141 223 1.86

6.31 250 1.83 325 5 15 4.30

1.00 | -0.02 1.00 1.00 0.50 0.50
bz-NH, bty | y++y [byHO by HO

0.40 0.02 -0.54 0.09 0.12
Y

043

1.30
3.01
1.00

|:‘11
0.07




Peak 377
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b
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iy | 111 T
o r | III.:I. ||| Ll I||| Ly I|| | ' - | Ll Il
200 400 1200 1400 1800
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Rank Score Snl::l BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;smn MIS;jﬂlg;st Protein Name
(%) are (Da) (Da) (ppm)  (Da) dex
1 917 558 8 12/25 Y394y (K)v s 5 T/Ey ¥ L/LIPAE R\P P Y L\DIE/Y EKF F R (E) 3048.56 81.1764 386.6 50560.3/8.38 Homo sapiens 10047086 949 mitogen-inducible gene 6 protein
Fragmention (m/z) |445.87 | 509.60 |621.23 | 662.65 |694.55 | 700.09 [714.51 | 736.77 |754.21 [758.36 [765.19 [769.42 [771.62 [843.26 |855.64 |889.57 [896.17 | 919.56 |968.49 [980.41 [984.83 [993.71 [ 999.47 [1056.59 |1144.49
Frac.Inten.(% of TIC) | 276 | 415 | 276 &32| 384| 329| 366 508 287 | 021 4814 298| 319 300 668 765| 285 291 423 286 430 1184 267 a7 270
Rel. Inten.(% of BP) | 2392 | 3601 | 2391 | 4615 | 3331 | 2856 | 3177 | 4402 2489 | 183 | 4198 | 2687 | 2764 | 2599 | 4838 | 6635 | 2473 | 2621 | 3663 | 2483 | 37.29 [100.00 | 2313 | 4110 | 23.41
Score 100 | 100 100 100| 033| 100 032 050 | -025| 150 | 042 | 026 | 028 | 026| 048 | 100| -025| 100| 037 | 026| 037 | 100| 100| 100 100
Ion-type ¥ b+++12 b++w Y Y bE_HZO sty Ye Yy, ¥ b++‘£_ b++1? bB
Delta Da 064 | 003 -005 030 0.05 050 0.0 0.11 077 069 | 049 | 009| -002
¥, y,H,0
0.32 0.07




Peak 379

MiTaa 1 g | | E | o | = | E | & | R | C | = | o
7
5 {5ahilm A61.5 G237 Ta5.5
A
17 7% a1 + aal 5
LY 7034
G52 +H +
ok & Thm s a4l 3 b 1,r1%
: b ER 536
" qanq 4273 3.9 g Q3.7 b1 1-H2|:|
. ‘ . B?F_ﬁ 221 ‘ 11215 1ar.s 1286 48
mz_k."'q' .II o ||.|J|I“||||I|.|i.“|ll. [ HI - J ll Ly 10313 i o ll | .
00 400 a00 EO0 Fon 200 A00 4000 1100 1200 1300
DELTASS0T.3507.0.pkl Mass [mfz] hiH+: 2552 7352 md: 63884 20 4
MiTag 1 R | E | o | 5 | E | G | =®
3+
581 as
a.20e+d=- : y +
42 1% 10 7
G25.8 7555
Ees
W +3 o
+ +1 i
IJ1|J+3 TR B T 37 4 B1g fi54.2 Y1z Bis Vg
416 1 " 41?23 q3a0.1 T OB GO0, | 113'9 | J i 9487
n 1 I. |4q8'4 L ﬁfl L. [Tl I| l ||I| ”[ | LAl ||| Ll || L ||| T (11 ] | L | L Ll | 1
h:l lJ L] L] L] L] i L) lJ L] lJ L] L] L]
400 430 a0n 3l E00 B3l oo Tal o0 gal Q00 230
DELTAZG0T 2507 .0.pkl Maz= [mfz] hiH+: 2652 7382 mifz: 63804 20 4
# MH* MH*  MH* Protein . .
Rank Score I BCS Unmatched Variable sites Sequence Calculated Error  Error M/pl Species Accession MS Digest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 971 899 7 414 Y898y (RREQRED S E/G/R/C|G/D y\H/F EGE A PR (L) 2474.04 78.6996 496.2 114874.6/4.38 Homo sapiens 119220598 36055

Fragment.ion (mfz) |490.07 |542.46 | 555.35 | 561.48 |619.91 |623.68 |625.75 [654.21 [707.44 |755.54 793.45 |812.83 [818.09 [841.53

Frac. Inten.{% of TIC) 1.99

Rel. Inten.(% of BP) 5.66
Score 1.00
lon-type yH

Delta Da 0.22

Yy

0.58 0.48 0.59 -0.58 0.00 | -0.05 017 0.51 0.70

5.04 5.04 | 35.22 2.1 484 | 13.30 3.00 215 | 12.64 2.98 3.44 227 5.36

14.32 14.30 | 100.00 770 | 1374 | 37.75 8.53 6.09 | 3589 8.47 977 6.45 | 1522
1.00 1.00 1.00 -0.08 1.00 1.00 1.00 -0.06 1.00 -0.08 1.00 -0.06 1.00
12 By |y, bty [ Yy | Yy Y7 Y*ta AV

apolipoprotein B48 receptor
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Rank Score ‘S‘:}I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;smn Mli;j[:;f;“ Protein Name
lons (Da) (Da) (ppm) (Da)
1 1203 81.0 7 10125 T694t Y691y (K)r F/V vw/ENEAE|G|G/C © K (L) 147273  160.6867 4616  87134.2/5.19 Homo sapiens 119220605 17324 ubiquitin specific protease 10

Fragment-ion (m/z) [311.06 [329.97 [362.44 [369.92 |375.50 |381.35 [ 385.48 [388.77 [391.21 [394.84 [396.52 [435.35 | 443.98 [452.74 [461.90 |463.84 [465.98 |468.13 | 485.76 [492.32 [494.42 [519.32 | 533.40 [543.03 [549.35

Frac. Inten.(% of TIC) 432
Rel. Inten.(% of BP) | 16.03
Score -0.16
lon-type
Delta Da

1.33
4.95
1.00

Yy

0.17

26.94
100.00
1.00

b+++?

0.29

202
7.51
-0.08

0.09
0.33
0.25

5

0.25
0.25
st

0.08

284
10.55
1.00

b+++E

0.20

1.21
4.50
0.50
b,-NH,
-0.74

284
10.52
1.00

b++

0.61

5

237
8.78
-0.09

132
4.88
-0.05

1.55
5.75
-0.06

1.19 1.31
4.43 4.88
1.00 1.00
Ya b++5_-HEO
0.15 0.78
Y

0.14

4.78
17.73
1.00

b++_

0.53

1.58 1.35 1.93 183 162
588 | 499 77T | 681 6.01
006 | -0.05| -007 | -007 050
y++,-H,0

0.56

238 | 1273 1.23 2.05 7.53 | 11.66
8.83 | 4724 4.56 7.60 | 27.95 | 4328
1.00 1.00 | -0.05 0.50 1.00 1.00

Ys| Y+g ba+.-H0 | by ¥s
0.10 0.22 -0.31 0.31 0.1
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# M- mn- MR- rrowemn . .
Rank Score :S‘}:,; BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species ACCE;SIDH I\n'llﬁ;’[:g;sl Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1294 774 7 8125 T284t Y285y 52685 52725 (R)L s @ N s\V N\L/s PAS|S\EAN N L 5 V/V t ¥\5 K (G) 2546.26 320.4937 219.2 32871.8/4.43 Homo sapiens 13236514 6522 chromosome 6 open reading frame 106 isoform a
Fragment-ion (m/z) [583.57 [592.67 [600.49 [610.03 [610.41 [617.08 | 634.67 |644.50 [654.19 [664.63 [668.88 [667.09 |688.82 [693.15 |697.87 [702.45 [732.37 [757.39 [790.42 [812.85 [822.67 [823.07 | 839.57 | 845.83 |878.57
Frac. Inten(% of TIC) | 232 [ 213 | 320 206[ 571 249 1729 [ 189 201 za7| o041| 287 013 o081 | 252[ 301 200 524 550 578 292 852 356 1234 [ 2712
Rel. Inten.(% of BP) | 13.41 | 12.31 | 19.02 | 11.94 | 33.04 | 14.40 100.00 | 10.95 | 1160 | 14.31 | 239 | 1661 | 073 | 4.67 | 1459 | 17.39 | 11.55 | 30.31 3182 | 3343 | 16.89 | 49.28 2057 | 7138 1572
Score 013 | 050 | 100 1.00| 100 -0.14 0.50 | 100 | 042 | 044 | 1.00| 1.00 150 | 045 | 047 | 012 100 100| 0.33| 1.00| 100 050 0.25 | 1.00
lon-type b-MNH, | bes b, b, b+, H,0 | besy, st | bes st sty ¥s | Y+ b b, | y.MH, |y HPO, |bessy,
Delta Da 053 | 025 013 019 058 | 034 058 | -068 035 013 | 0.09 066 | -026 027 045 | 023
e

18

0.34




Peak 382

Protein Name
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# MH* MH* MH* Protein . .
Rank Score IS“:; BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;,smn h‘ﬁﬂf?‘
lons (Da) (Da)  (ppm) (Da)

1 1133 729 8 1124

T483t T500t Y481y

(RD L vy A £ I T/H S V R\E E K M\E\S|G|E/P Q t\D K (V)

2763.36 239.5364 120.8 99225.2/6.03 Homo sapiens 145580597

21384 sa

rcoma antigen 1

Fragment-ion (m/z) |611.58 | 646.11 |651.87 |667.68 [679.10 |684.09 | 689.23 [695.60 [702.56 | 706.80 |709.00 | 718.37 [733.41 [ 737.37 | 739.69 [797.00 [817.51 [853.50 | 915.37 [919.53 [968.42 | 977.24 [1025.59 [1033.59

Frac. Inten.(% of TIC) 294 554
Rel. Inten.(% of BP) | 2524 | 4782
Score -0.25 1.00
lon-type b+

Delta Da 0.50

593
50.94
0.50
y.NH,
0.63

258 283 3.80 j.e2 251
2217 | 2428 | 32.69 3285 | 2160
1.00 -0.24 -0.33 1.00 0.25
ye brer | ag
-0.59 0.61 -0.60

0.26 37 347 0.12 5.60 2.86 9.55
227 | 2725 | 2983 1.05 | 4814 | 2459 82.11
1.00 0.50 1.00 1.00 | -0.48 1.00 0.25

st |b-HO | b+ | b+ b+++ . |b-H.PO,
-0.02 0.61 | -0.30 0.74 0.73 0.38

st

11.63 290 318 365 6.69 467 520 344

100.00 | 2489 | 27.36 31.36 | £7.50 | 4018 44 67 29.56

1.00 -0.25 1.00 1.00 -0.57 1.00 0.25 -0.30
Ye Yo |baaey, b+ [b-H,PO,
0.64 012 0.66 0.51 -07

3.66
31.47
1.00

¥y

0.12




Peak 383
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03106 LNZI03 EGF2. 1765 1765.0.phl Mazsz [miz] MiH+: 11098727 miz: 585544 z: 2
# MH* MH*  MH* Protein . .
Rank Score Sn:I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn Mls;jnlgl::t Protein Name
) lons (Da) (Da)  (ppm) (Da) ndex
1 855 941 5 2M1 Y382y (R)yv/Y/T/¥/I QI5 R (F) 1029.54 80.3364 333.4 66652.0/9.70 Homo sapiens 153281169 1143 dual-specificity tyrosine-{Y}-phosphorylation regulated kinase 2 isoform 2
1 8.55 941 5 211 Y264y (Kyw/x/T/v/I @15 R (F) 1029.54 80.3364 333.4 59608.8/9.03 Homo sapiens 28827774 21709 dual-specificity tyrosine-Y}-phosphonylation regulated kinase 4
1 855 941 5 2M1 Y309y (Ryv/¥/T/v/I QIS R (F) 1029.54 80.3364 333.4 59715.1/9.53 Homo sapiens 4503427 25148  dual-specificity tyrosine-(Y}-phosphorylation regulated kinase 2 isoform 1

Fragment-ion (m/z) |235.06 [262.21 | 41539 [424.20 | 496.90 [503.39 [506.41 [545.13 [660.90 |746.30 [847.43
Frac. Inten.(% of TIC) [ 834 [ 2.79 2906 | 7.36 727 547 o011 304 285 913 [ 2458
Rel. Inten.(% of BP) | 28.69 | 9.60 | 100.00 | 2533 |  25.00 | 18.82 | 0.39 | 1046 | 9.82 3141 | 84.58
Score 0.25 | 1.00 0.50 | 1.00 050 | 1.00 | 150 | 010 | 010 | 1.00| 1.00
lon-type a, Yo b++,:_-HZO b++g_ y++7-HZO Yo | y*+s A Ye
Delta Da 008 | 006 029 | 039 018 | 010 | 0869 002 | 006

yr+HO | oy 1.50

021 | 0.10 sty

ni4




Peak 384
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02 106LNZ302EGF2 2626 2626 2 phi Mazs [miz) MiH+: 12520127 miz: 62006 2:2
# MH* MH* MH* Protein - .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated  Error Error MwW/pl Species fesesiom TSI Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)
1 6.49  57.8 4 14/25 Y369y (Rly VITIVIE/T I I I K (D) 1177.76  81.1573  946.0 48470.6/7.93 Homo sapiens 156523268 30000  transcriptional adaptor 2 (ADA2 homolog, yeast)-beta
Fragment.ion (m/z) |343.19 [407.80 | 426.13 |444.17 |543.79 |565.50 | 569.89 |576.10 |587.24 [594.24 [601.81 604.48 |607.62 |609.72 |616.50 |618.55 |652.04 |690.76 |695.85 [715.33 [743.84 |773.96 |803.71 |814.45 [915.50
Frac. Inten.(% of TIC) | 554 | 180 178[ 516 180 | 318 | 180 | 414 | 500 199 | 303| 208 327 | 374[ 392 293| 203 198 | 394| 391 188 | 290 304 1528 | 13.90
Rel. Inten.(% of BP) | 3624 | 11.78 | 1162 | 33.76 | 11.76 | 20.78 | 11.79 | 27.08 | 3271 | 13.01 | 19.84 | 13.61 | 2142 | 2445 | 2564 | 1914 | 1329 | 12.93 | 2680 | 25.66 | 12.31 | 18.95 | 19.87 [100.00 | 90.96
Score 100 | 100| 050 | 100| 1.00| -021| 050 | -0.27| 1.00| 013 | 020 -014 | 021 | 024 | 026 | 019 | -013 | 013 | 026 | 100 | 025| -0.19 | -020 | 1.00 | 1.00
lon-type by | y++ |byHO b, b, ye-NH, Y= Ye 2 Y7 Yz
Delta Da 008 | 001| 001 002] 057 -0.50 017 013 | 053 013 | 012




Peak 385
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WT_CI0.G77I.6779.0.pkl Mass [mfz] MiH+: 34025782 miz: 8514 =204
# MH* MH* MH* Protein r r

Rank Score S;I BCS Unmatched Variable sites Sequence Calculated Error  Ermror MW/pl Species Acce;smn MIS;leg;sl Protein Name
5] lons (Da) (Da)  (ppm) (Da) ndex
1 10,09 615 7 415 M72m Y91y [(IGEm TDLYHBY\NIIS\YIVWGKIII/yGPAYSGRI(E 3307.67 949074 309.7 48272.3/8.27 Homo sapiens 156616284 33061 pregnancy specific beta-1-glycoprotein 9

Fragmention (m/z) |476.25 [563.37 650.44 |720.52 |737.57 | 808.51 |827.47 |833.89 [835.57 |863.07 |907.83 [951.02 [963.37 |985.48 [1029.21

Frac.Inten.(% of TIC) | 521 | 644 | 621 | 468 | 484 720 | 019 | 453 | 013 2011 | 1222 | 1040 | 399 | 860 525
Rel. Inten.(% of BP) | 2590 | 3201 | 3088 | 2332 2408 | 3579 | 094 | 2254 | 065 10000 | 60.77 | 51.74 | 19.83 | 4278 | 26.10
Score 1.00 | 1.00 | 100| 100 1.00 050 | 150 | -023| 200 -1.00| 1.00| 100 100 043 -0.26
lon-type y++, | baay Ye | b+, | y#+,; |bHO sty m b+ o ¥s by
Delta Da 056 | 036 | 011| 019 0.3 019 | 030 -0.09 011 | 064 | -0.02




Peak 386
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# MH* MH* MH* Protein . .
Rank Score Sl BCS Unmatched  Variable sites Sequence Calculated  Error  Error W pl Species Bucessionpisliest Protein Name
(%) ) # Index #
ons (Da) (Da)  (ppm) (Da)
1 1164 716 7 8123 T209t Y207y 5219s (K)o R/L L/E ¥y K|t A S T M E\N\D|E E/s V K (E) 234314 240.9070 390.1 3M4153.7/8.94 Homo sapiens 157388991 14290  solute carrier family 25, member 36 isoform b
Fragment.ion (m/z) [413.23 [480.06 | 594.25 | 600.40 [671.39 [707.31 | 79212 [800.62 |823.07 [828.92 [835.64 [842.16 [877.44 | 947.82 [957.08 |965.54 [978.49 [983.54 [991.96 [1050.55 [1098.51 | 1163.81 |1187.50
Frac. Inten.%h of TIC) | 263 | 181 | 166 | 737| 386 173 209 2568 | 009 011| 333 304| 203 295 210 | 257 174 1254 | 867 | 246| 226 247 681
Rel. Inten.(% of BP) | 1023 | 706 | 646 | 2868 | 1504 | 673 814 (10000 | 036 | 042 | 1295 1183 | 7.90 1146 | 818 | 999 | 679 | 4883 | 3378 | 959 | 879 962 | 2653
Score 100| 007 | o0s0| 100| 100| -007 050 | 100| 026| 1&0| -013 | 100 -0.08 050 | 100| 050| 007 100| 034 100 | -0.09 100| -027
lon-type ¥a bH,0 | brer, ¥e Y0 |y, st sty b+, be+, HO | brryg | b-HO b, Y™ ¥*tig
Delta Da 0.05 011 | 048 013 035 | -016 | 005 | 011 -0.20 007 | 019 005 0.04 0.31 -0.14
I’ln'H3PO4
032
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spI # MH* MH* MH* Protein Accession MS-
Rank Score BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Digest Protein Name
%) lons (Da) (Da)  { D f
ppm) (Da) Index #
1 1065 586 7 12125 M133m Tl Y132y R)y m A T Vv H/B/F/Q/E R L|S\A P\s t K (A) 2043.08 2547737 4875 44442.4/8.86 :‘;;?e”ns 157426873 17187 tachykinin receptor 2
Fragmention (m/z) |517.57 [521.34 [523.58 | 546.59 | 549.34 [550.14 | 564.55 [567.89 [584.21 [588.73 |596.13 | 60242 |612.63 [622.31 | 652.83 [695.71 [696.46 |701.65 [725.42 [734.09 [744.71 [750.68 |766.89 |775.70 |832.46
Frac. Inten.(% of TIC) [ 284 | 315 | 245 258 269 [ 006 1761 [ 340 220 366 601 212 225[ 266 506 216 419 421 647 274 484 287 294 [ Boa| 212
Rel. Inten.(% of BP) | 16.12 | 17.88 | 1219 | 14.66 1530 | 036 | 100.00 | 1930 | 13.01 | 2077 | 3416 | 12.05 | 1278 | 15.13 2875 | 12.26 | 2377 | 2389 | 36.77 | 1557 | 27.50 | 16.27 | 16.68 | 50.69 | 12.05
Score 100 | -0.18 | -012 | 1.00 050 | 200 025 | 019 | -013 | -021 034 | 100 -013| 1.00 025| 100| 100 | -024 | 037 | -016| 1.00| 100 | -047| 100 -0.12
lon-type btsy a, |yr+gH0 | yr+g [y5HPO, beas,, Y+rrg [YeHaPOy | yavyy | yotyy b ARt Ys besy,
Delta Da 0.32 -0.61 040 | 039 0,69 0.13 -0.47 056 | -060| 015 013 | 043 0.33
b+, 2.00
033 m
1.00 -0.36
st
0.09




Peak 388

MSTag 1 g | E | a | y | E | | L | L | I | E | t
1,r11HF|:m."z}2H2I:I
3 .0fe-+in Pimiz}2H, 0
42 1%
i3
+
YL yi” Fi
b . |.|HI|_.|I | '|'| [ . ol
200 a0 g0 &0 1000 1200 1400
DELTA2112.3112.0 phl Mass [miz] MH+: 2253.3554 mfz: TA1TY 213
M3Taa 1 5 | E | Q E | 7 | L | L | I | E | t
Pimiz}2H, 0 b,
— fi45.5 7305 Q196 9FF3
42 1%
300.2
253 12245
3473 302 3 1175.3 1320.3
e | L I ‘I 12726 | 1450
- r [ Lily L al :I o lde. 1 .I.| . . r L
200 400 B0 1200 1400
DELTA2112.3112.0.phi Mass [miz] PH+: 2253.3554 méz: TE1.79 203
# MH* MH* MH* Protein . .
Rank Score £ BCS Unmatched  Variable sites Sequence Calculated Error  Error Mwipl Species Accession MS-Digest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 990 872 6 317 T395tY¥388y $398s (R) T/S/E/Q Y\E/TIL/LIE t/A S s L VK (N) 2012.04 241.3121 627.1 47088.5/4.87 Homo sapiens 158187521 21400  Ackinase anchor protein &
Fragment-ion (m/z) |508.85 |611.17 | 645.78 |653.66 | 667.63 |684.08 | 689.36 | 708.15 |713.13 |717.95 [733.64 | 800.48 |854.05 [919.55 | 959.13 |968.41 |977.34
Frac. Inten.(% of TIC) | 349 | 651 835[ 401 929 569| 675 579 | 013 411 457 379 424 [ 1514 418 | 672 728
Rel. Inten.(% of BP) | 23.03 | 42.99 | 6512 | 2648 | 6134 | 37.55 | 44.55 3827 | 085 | 2716 | 30.20 | 25.03 | 28.02 | 100.00 2763 | 4438 | 47.89
Score 050 | 100 100| 0.26| 100 1.00| 1.00 050 | 025| 100| 030 050 -028| 1.00 050 | 100 050
lon-type YoMHy | yr+g |yr+ese ¥+ Ye b |y++,;-H0 st | y+rg b.H,0 by |yt H0 |y |y MH,
Delta Da 039 | 039 017 031 025 | 0.14 069 | 047 0410 0.23 0.24 022 | 050 -0.02
Y NH, Y e L ARt
0.32 0.73 0.31




Peak 389

MsTag 1 5| E ! | ¥ | E | T | L | L
P(mizy2H,0
2.36e+5-
23.7% - v,
o 14
12
+
13
+ ++
; i l ol
pod el il u e o
J I L] L]
200 200 1000 1100
DELTA3115.3127 .0.pkl Mass [miz) MH+: 22525782 miz: 5638 24
MiTag 1 5] E | g | y | E | T | L | L
Pimiz32H,0
5 i 555 B40 6723 708 -
3472 v Yig
23.7% :
17 - 51'3 o0 1
' iz
4 a2 b
: 855 8
216 zas_|4 gnl_z | 741.5 L W34 1036.3
- r il ] — L L bl add ool r s r
200 200 700 200 1000 1100
DELTA 31153137 .0.pk Mas= [m/z) MH+: 22525782 miz 5639 =214
# MH* MH* MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error Error MwW/pl Species fesesfion [LEDIEs: Protein Name
(%) 1 D # Index #
ons (Da) (Da) (ppm) (Da)
1 1006 603 9 9122 T395t Y388y S397s (R)T/S E/QIYIE/T/LIL I E t/A/s|S L V K (N) 2012.04 240.5348 282.2 47088.5/4.87 Homo sapiens 158187521 21400  Ackinase anchor protein 5
Fragment.ion (m/z) |347.21 |446.39 [516.09 |550.52 |597.09 |603.17 [610.76 |613.31 |640.02 | 646.00 [659.82 | 667.57 |672.71 |678.34 |684.33 [689.41 [701.95 [707.98 | 717.90 [782.34 | 895.16 [904.12
Frac.Inten.(% of TIC) | 338 | 207 160 | 395| 306 | 267 147 123[ 524 1368 | 238 | 426 155| 688 [ 2048 300 236| 984| 216[ 260 238 374
Rel. Inten.(% of BP) | 1661 | 1012 | 7.82 | 19.27 | 14.93 | 13.01 | 7.20 | 6.00 | 2656 | 66.80 | 11.62 | 2081 | 7.8 | 33.57 (100.00 | 14.67 | 1151 | 48.04 | 1054 | 1271 11.64 | 18.28
Score 017 | 100 | 100| 019 | 015 | 013 | 100| 100| 026 | 100| -012| 100 | 050 | -034| 100 | 100| -012| -048 | 1.00| 1.00 050 | 1.00
lon-type b, | b+ Y+ ¥s yrttie Y+, |beNH, Ye by YHtp | Yy b H0 | by,
Delta Da 020 | -0.61 002 | 0.01 0.39 026 | 052 000 | 0.19 0.05 | -0.03 034 | 029
Ys ye-'NHa Yt y++14-HEO Y+
0.09 0.26 0.26 028 | 024




Peak 390

lons that verify assignment

M5Tag 1 R & | ¢ s | L a | ¥ | o | v | o Jas]s] & | v | r | F
Pimdz-2]
2 29e-+n Hea.s
100.%
i +— B
z Rimiz-11 "8 2, e
' : g P wrs o 2 F &
B s o, | 7a7 : 12 = o 16 . ETD
#rg 23 : 693.7 : . s 1814 . .
| /T2 363 ‘T-ﬁ | 1 12 o l 12 EF
20p4.7 2103,
- I | [T Y [T I L. B TTITN WIRT! 11 A7 I A Tk
L] J L] L] L]
200 400 B&l f00 1000 1200 1400 1600 1800 2000
DELTAETD. 2997 2997 .0.pkl Maz=s [z ] MiH+: 23377782 miz: 5977 2.4
M&Tag 1 R ki L E L G q o
| e e, | ; |
Yao 4 17 1z Mz Yz
13
1 25athn 4783 G376 T2T TTEA 2336 L
16
a6.2% 200
+
. + ¥y -
+
4 HT A, by CID
ract + W
g 3 4450 a 951-5 Y1z
jei=h v
[ (F T JEEIIE b TR Y PR I;“I. j 4.'|1... T W . 12434
I - L] I L] L] L]
200 a00 400 A00 1000 1100 q200
DELTA 3544, 3592.0.pkl Mass [z ] hAH+: 2358 4582 mee: 39787 2 4
# MH* MH* MH* Protein . .
Rank Score =150 BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species Resessan  [ISIes Protein Name
(%) | D # Index #
ons (Da) (Da) (ppm) (Da)
1 1634 841 8 7125 Y255y (RILRELS L GQ y/D/N\D\AIG\G\Q\LIE F S K (C) 2307.21 $1.2490 537.0 97939.3/6.41 Homo sapiens 169171407 13944  PREDICTED: similar to tensin 3
1 1684 841 8 7125 Y780y (RILREL S L GQ y/D/N\D\AIG\G\Q\LIP F S K (C) 2307.21 812490 537.0 155266.4/6.38 Homo sapiens 65288071 34866 tensin 3
Fragment.on (m/z) | 417.38 [478.32 | 495.36 |513.11 [ 519.11 [532.09 | 537.95 [551.27 | 557.13 |567.07 |571.42 | 573.42 | 580.30 [631.56 | 637.59 |685.06 |689.68 |742.68 |747.64 [778.06 | 797.69 [806.81 [833.56 |899.01 [955.59
Frac. Inten.(% of TIC) [ 184 [ 677 504 | 280 442 209 269[ 198 325 284 236 006 162 219 s70| 157 217 [ 1365 227[ 929 222 260 879 579 [ 200
Rel. Inten.(% of BP) | 1345 | 49.61 3694 | 2054 | 3239 | 1533 | 19.70 | 1452 | 2381 | 2082 | 17.32 | 046 | 11.88 | 16.06 | 71.06 | 11.48 | 15.92 [100.00 | 16.63 | 68.11 16.27 | 19.03 | 64.42 | 4239 | 1467
Score 100 100 100| -021| 100| 015| 100| -015| 100| 100| -017| 150 | 050 016 | 100| 100 | -016| 100 -017 | 100 050 | 100| 100 100 100
lon-type Yy Yy bt bty bt bt |y, Y5 H:0 |bsH0 bt o | bisyy b,y ba+y |br H0 | by, Vg | D | bty
Delta Da 015 | 005| 012 0.19 0.03 020 | -0.21 008 | -0.09 0.28 | 022 0.33 0.19 032| 043| 011 009 013
Y, 150
0.51 =
0.36




Peak 391

METag 1 L | 5 | 5 | K | E | 5 | M | cC | 5 | T | F | i
W +3 v, b + v, b o W +3 ¥
1 18etin 11 T 10 B 13 a 7
Pirmiézf-2H,, 0 5
1.6% : A
¥, - 4
b 3
- 13 |
&
n} I
i +3 | " | L T b
] q
b, | br + J “hh g ‘ | || '!' l | Yz o r":' BT h
! HA : " |
o Ll | ﬁ L |_ i -I“ | U | |i ! ]
L] L] L] L L L]
200 200 400 00 &0 ] 200 400 000 1400 1200 1300
DUELTA.400% 4005 .0.pkl Mass [miz] hiH+: 2735 9382 mé: 68474 = 4
M5Tag 1
g L | = | s | o ! o Eo h| 5| M | C | s | T | P | =
i Ye My Y i Y7
1 18e+dn 4455 A0S 5463 5993 G570 7451 312 a13.4
31 5% 2ablk
003 471 d649.2
7136 1076 2 1226 6
qanld47s. H T 3
2042 2016 iy A1 o 9 1212.4
Ll I 8 -
241 H J a4l | | it} .3 1oz | [11117 1aba 1
ailll i ufl {1 A | |
o | L| | ”. Ll |_ |||F | AL ]
L L L L] L] L]
200 300 400 00 &0 i &0 500 1000 1100 1200 1300
D ELT 4005 4005 .0.pkl Mass [miz] hH+: 27359352 mib: 63474 2 4
1 837 79 8 6/18 Y855y (RIT L/S SKE\S MC S TP A/E/B\V/S/PE TP vy VE(T) 265530 80.6337 243.9 155266.4/6.34 Homo sapiens 65288071 34866

Fragmentdion (m/z) | 448.32 [457.32 |500.76 |546.27 |599.16 |612.87 |634.14 |657.93 |671.95 |748.09 |752.98 |756.74 | 777.66 |818.95 |831.25 | 837.41 | 859.76 |913.36

Frac. Inten.(% of TIC) 6.55
Rel. Inten.(% of BP) 61.50
Score 0.50
lon-type y++-H,0

Delta Da 012

10.65
100.00
1.00

y++s

011

5.89 478

5526 | 449

1.00 -0.45
a_
-0.58

Y+

0.04

482 6.81 455 3.83 7.61
4520 | 6394 | 4270 | 3592 | 7145
1.00 1.00 -0.43 1.00 1.00
Y*tig | by, b | y++y,
0.38 0.09 -0.45 -0.37

5.09 441
4779 | 4140
-048 | -0.41

§.05 342 3.30 581 439 347 6.58
75562 | 3206 | 3096 | 5450 4118 3255 | B1.78
1.00 -0.32 1.00 -0.54 1.00 0.50 1.00
¥+ b+, y*+g, | bgNH, ¥z
0.38 0.06 0.37 0.34 -0.05

tensin 3



Peak 392

Wreg? - m o] o | ¢ | T | o« | o | o | v | ¢ | & | W | ¥
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+ b
1.28e+i- b12 12
56.2% vl [
] +
¥i7
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i 0 )i
[ ||i|| || |||.|I.I| | l' | Lall | .|| L A I L
L i L L] L]
200 401 EQ0 200 1000 ‘12["] 1400 1800
D106 LHZI0S EGF2 . GO094.6094.0.phl Mass= [z ] MiH+: 28394182 mf: 71061 z: 4
M3Tag 1 m G L F T K 1] 1] H L E H
| 5| I I I Ib U I I I I I ¥
14
1 22atdn 6263 694 g B165
4967 T4
a6 . 2%
0124 y 1?”
L 12289
5231 i Hi| g ||| s a6 6 11387
4407 4nz, 1 35k 1561.2
297 3531 e 5474 kid 1ha 1387 2 14554
“H et | bR ) L A
o A\l | |.|I.| Ll | || L Al I |.I
EDU EO0 a0 000 '12|:IIZI 1400 1600
O3 106LMZ308EGF2 6094 60940 phi Mass [mfz) MiH+: 28394182 maz: 71061 z: 4
# MH* MH* MH* Protein . MS-
Rank Score S‘}EI BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species A[:ce;;‘;mn Digest  Protein Name
=) lons (Da) (Da) (ppm)  (Da) Index #
11025 814 7 214 ME65m MSZ%?DISS"YS”’ (RIF m G L/P T/ED D N L\E\H y K N|s t\V\m & R (A) 2567.24 2721801 102.6 B87713.0/6.21 ;‘;;?;ns 16933540 842 fibroblast activation protein. alpha subunit
Fragmention (m/z) |625.31 [654.42 | 656.91 | 667.50 |688.98 |694.04 | 726.44 |783.91 [789.37 | 792.84 | 816.46 |822.97 [840.24 | 856.70
Frac. Inten.(% of TIC) | 505 | 664 | 723 740[ 1286 027 542 788( 597 645[ 1065 710 [ 643 10 96
Rel. Inten.{% of BP) | 4025 | 52.86 | 57.60 | 58.90 [100.00 | 215 | 4314 | 6277 | 4762 | 5139 | 8481 5652 | 5121 87.26
Score 100 | 053 050 100| 100 200| 100| 100| -048| 100| 100 050 100 0.25
lon-type b+ Yo, (bt (b, m yie, b, Yty (bt |yghH, Yo |¥71:PO,

Delta Da 0.51 0.66 021 | -0.34 | -050 0.16 0.61 0.53 014 | 028 | -0.03 0.36




Peak 393

HeTea ? y v I I« 1 1 |« = ] v | v | s | ¥
by v
5 Sdatin T4 4
b+
75.0% Yy
l [+
b
b, 5 -
+H
: '5r22+3 PmipzH, 0 p 0TIy b
& 19 | jI 13 "28
M- 1 . | .:.L:nM " Loty .uj. all b b, i
] ] ] L] L] 1
400 &0 200 d000 1200 1400 1600
D306 LNZ303 EGF2 3638 3842 .0 phi Mazs [miz) WAH+: 3257 3084 miz: 108644 23
MSTag 1 L K [ F A m I T § )
S I I I I I B L I I
L Y14
2 EdatEim 4603 13003
Ta.0%
b 4 b 5
6.4 f92.5
sa14 b ¥ 13252
aak 3 ‘ R T 1062.7 1151.4 1202 I L
b 363.2 ] . b47.2 i . .L..M " Lol .uj.I albe ol n 1628 8
L] L] ] 1 1 1
400 E00 a0 1000 1200 1400 1600
D106 LNZ303 EGF2 3838 38420 phl Mass [miz] hiH+: 32567 3054 mez: 108644 23
1 1429 909 6 6123 M780m M789m TT96t T797tYT81ly (K)S m yw/LITIVKN\I PAm I TS YPH t t\LA T Q|G ¢ K K (E) 2985.58 271.7267 49.8 222260.8/7.78 Homo sapiens 20127422 24082 Down syndrome cell adhesion molecule isoform CHD2-42 precursor
Fragment.ion {m/z) | 460.33 [591.39 [692.47 | 855.67 [1062.71 | 1065.68 [1151.43 [1192.60 [1202.04 | 1273.95 | 1283.17 | 132454 | 132515 [1333.12 [1333.66 [1342.65 (137219 | 138110 | 138143 | 139028 [1399.02 [1399.42 [1444.77
Frac. Inten.(% of TIC) | 14.08 126 | 190 003 125 123 178 1.99 3.13 1.62 35 [ 101 338 126 17 132 417 1983 | 745[ 1926 110
Rel. Inten.(% of BP) | 70.99 6.36 | 961 016 | 631| 622 895 10.02 15.77 8.14 1784 | 510 17.04 | 634 892 6.67 21.05 100.00 | 3758 | 97.09 | 553
Score 1.00 050 | 010 200| 006| 100| -0.09 0,50 1.00 0,50 050 | 050 | 100 -006| -0.09 0.50 0.50 100 100| 100 -006
lon-type bes b.-SOCH, b,-SOCH, b y++,,H,0 |b, -SOCH, |y++ HO yre  HO |y, NH, | yo+, y+, HO |y, HO [bre HO | by | by,
Delta Da 0.13 0.27 0.14 0.38 0.67 0.4 0.60 0.01 | 056 | 049 058 0.25 03| 058 | 018
b, H,0 ¥, H,0 2.00 Yo, Y,
0.24 017 L 0.45 0.41
Ya 0.52




Peak 394

M3Tag 1 1 | ] | ] | E | M T | & | ¥ | W s T | ~®
F'I:m.i‘z}EHzl:l
. FrO.G
1.04e+5 assignment
23.7%
b 7 W
4 by by 547 B g
a3 v Wy
b ¥y 593 .4 v, fro3 ’a Y10 " ¥
- L |I A I: l r Ll |. ks .|||.I.|..JI. L Il.- || L j. |I| l II. i .;Il I ey LI R 146:3JE
200 400 A00 EO0 Fon 'EEIEI A00 1000 1100 1200 q300 1400
0106 LNZI0S EGF2 1836 18362 phi Maz=s [miz] fH+: 15757927 miz: e84 22
# MH* MH* MH* Protein . .
Rank Score lsn:; BCS Unmatched Variable sites Sequence Calculated  Error  Error MVWipl Species Acce;smn hﬁ;ﬁ;f;‘r’t Protein Name
lons (Da) (Da)  (ppm) (Da)
1 8.5 6.7 5 823 Y182y (RIYE T D DIEIM|TIG v/V A T R (W) 1495.65 60.1445 1131 41293.5/5.48 Homo sapiens 20986512 22099 mitogen-activated protein kinase 14 isoform 2
1 85 617 5 8123 Y182y (R)YE T D DIEIM|TIG v/V A T R (W) 1495.65 80.1445 1131 34091.8/8.25 Homo sapiens 20986514 23816 mitogen-activated protein kinase 14 isoform 3
1 855 617 5 8123 Y182y (RIE T D DIE|M|T|CG ¥/V A T R (W) 1495.65 80.1445 113.1 35453.6/8.94 Homo sapiens 20986516 25290  mitogen-activated protein kinase 14 isoform 4
1 855 617 5 8123 Y182y (RIE T D DIE|M|T|CG ¥/V A T R (W) 1495.65 80.1445 113.1 41493.7/5.54 Homo sapiens 4503069 36149  mitogen-activated protein kinase 14 isoform 1

Fragment-ion (m/z) |446.39 | 451.24 [469.31 | 580.30

[598.36 [ 711.41 |729.31 [730.51 [739.57

|746.50 [ 747.44 |757.37

[761.81 [765.38 [772.24 |830.49 |847.55 |978.55 | 1089.57

[1107.66 [1223.59 | 1319.55 |1338.62

Frac. Inten.% of TIC) | 2.64 4.99 3.95 2.83
Rel. Inten.(% of BP) | 30.71 | 57.98 | 4590 | 32.88
Score 1.00 0.50 1.00 0.50
lontype y. |b,H,0 b, |bH,0

Delta Da 0.12 0.08 0.14 0.10

3.83 5.69 273 6.03 0.08
4454 | 66.15 | 31.78 | 70.04 0.91
1.00 0.50 1.00 | -0.70 1.50
b, |b-H,0 by sty
0.15 017 0.06 0.25
ye.'NHa
0.01

264 6.38 359 §.60

3064 | 7411 | 41.78 |100.00

100 | -0.74 | -042 | -1.00
Ye
0.18

268 335 332 7.96 6.81
3115 | 3896 | 3854 | 9258 | 79.16
-0.31 -0.39 1.00 1.00 1.00

b, Y7 ¥s
019 0.18 0.14
yT-NHa

0.15

749
87.04
0.50
¥gH:0
0.13

3.66 3.06 310 459

4255 35.62 3599 53.38

1.00 -0.36 0.50 0.53
¥s ¥q1H0
021 0.05




Peak 395

e e T T e e L A e D R AT D D IR B L
lons that verify assignment . lons that verify assignment
assignment
2.7 etim
100,50
++
By vls
4353 e 0170
+— .
0 Ys  Pig Y7 by b By
W W ¥ 548 3 0 12 b b
L 4 l : B76.3 74 8364 159 111186 1247 14 s
. AT | l 1 ’ ’ 13114
o 2321 28? : i I L Ll i | Rkl l I l.n] 1 (RN s | L 1 133..2'5
n L] I I I L] L] L] L]
I 200 400 EO0 'i'BIZIIZI 1000 q200 1400 1800
DELTAZES.2256.0.pkl Maz=s [riz] hiH+: 2319.0854 mdz: 7737 2.3
# MH* MH*  MH* Protein q q
Rank Score Sﬂfsl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ECcesSios I\nlIS;lege#st Protein Name

() lons (Da) (Da) (ppm)  (Da) ndex
1 16.50 82.0 10 4124 Y219y (RIL G G P CIP P S 5§ N/S G\I|S\A/T|C/¥|G\5\G G R (M) 2238.99 80.0988 57.1 31609.0/6.41 Homo sapiens 21361841 26290  transmembrane prostate androgen-induced protein isoform a
1 16.50 82.0 10 4724 Y184y (RIL G G P C|P P S S N/S G\I|S\A/T|C/yIG\S\G G R (M) 2238.99 80.0988 57.1 27899.7/6.05 Homo sapiens 40317616 27151 transmembrane prostate androgen-induced protein isoform b
1 16.50 82.0 10 4724 Y169y (RIL G G P C|P P S S N/S G\I|S\A/T|C/yIG\S\G G R (M) 2238.99 80.098%8 57.1 26201.6/6.36 Homo sapiens 40317618 28350  transmembrane prostate androgen-induced protein isoform ¢
1 16.50 82.0 10 4124 Y169y (RIL G G P CIP P S S H/S G\IIS\A/TIC/yIG\S\G G R (M) 2238.99 80.0988 57.1 26201.6/6.36 Homo sapiens 40317620 29356  transmembrane prostate androgen-induced protein isoform ¢

Fragmention (mfz) [433.33 [469.23 [485.28 [495.97 | 539.40

|548.33 [676.28 [711.32 [742.68 | 748.06 [751.92 [756.03 [836.38 | 909.07

[917.92 [937.36 [943.87 [972.63 [990.52 [1015.94 [1077.48 |1111.56 [1224.74 [1311.52

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

298 310 6.38 3.83 7.70 214 273 4.05 215 2.66 578
16.52 | 1719 | 3537 | 21.23 4268 | 1184 | 1514 | 2246 | 1190 1474 | 32.07
1.00 1.00 1.00 | -0.21 0.50 1.00 1.00 | -0.22 1.00 050 | -0.32
Y= | ¥+ by Y H0 |y, Y b++g |bgH0
01 0.06 0.06 021 013 0.03 033 -0.28
Yo+

4.37 264 18.03 5.20 3.35 222 1.92 1.87
2424 | 1461 100.00 | 4544 | 1857 | 1231 | 1065 10.36
-0.24 1.00 0.50 1.00 1.00 1.00 1.00 0.50

Vr |¥regH0 |y Yo | brryg | brryg 1ygH0
010 020 0.05 0.04 -0.01 024 017

3.23
17.93
1.00
b+eyy

0.04

2384 217 3.86 1.80
1577 12.05 2142 999
0.50 1.00 1.00 1.00
¥1oH:0 b, b, b,
0.10 0.08 017 -0.08




Peak 396

M5Tag 1 W | W | E | 5 | i | 5 | L | [ | »~ | s | M | E | F
+
b
2. 38e+d- 14
100.%
+3
b 1’;3 W
i o AU | Y A
bod NN I T IO R T S e L] ||"." . L
200 300 400 300 E00 ] 200 300 1000 1100 1200 1300
O 10GLMZ308EGF2. 3151 3151.0 phi Maz= [mJfz ) MH+: 3468 4182 mfz: 86786 2. 4
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assla 10045 1105 6
W +3 547 4 3 106002
2 : G677 .8 - i 1187 .6
623
1742 a o P65 e, 12494
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ol c g U b b L) T Y AT ) .
200 300 400 00 EO0 o0 200 00 1000 1400 1200 1300
O 10GLMZ308EGF2.3151.2151.0. phi Mass [mfz) MiH+: 3468 4182 miz: 86786 2. 4
# MH* MH* MH* Protein . .
Rank Score Sq:l BCS Unmatched Variable sites Sequence Calculated Error  Error MVWipl Species AI:I:B;SIBH MIS&D'Q;S‘ Protein Name
(%) e (Da) Da) (ppm)  (Da) ndex
1 1134 122 10 722 Y582y (RIFVVEGQG L\I A/G N\E F/L G\Q/Y\T\L\P L L C/M N K G y R (R) 3387.72  80.6954 210.2 70411.7/9.14 Homo sapiens 25188201 11586  phospholipase C, zeta 1

Fragment.ion (m/z) |547.37 | 807.65

[817.12 | 818.93 |830.60 836.07 [838.25 [843.26 | 846.04

[848.22 [853.00 [855.16 [904.94 [955.76 [962.54 [1004.56 [1012.49 | 1060.23 |1069.62 |1096.65 [1104.90 |1186.25

Frac. Inten.(% of TIC) 341 5.08 253 255 4.23 3.06 6.59
Rel. Inten.(% of BP) | 26.48 39.22 | 19.67 | 19.82 | 32.87 | 23.74 | 51.18
Score 0.26 0.50 1.00 1.00 1.00 | -0.24 | -051
lon-type b+, HO | bre o |yrrrg by
Delta Da 0.23 0.69 0.21 0.16

018
1.39
1.50

sty
0.08

5.04 2.82 274 8.87 537 3.50 4.45 544 12.87 2.90

3919 | 2186 | 21.32 | 68.87 | 4169 | 2717 | 34.55 4228 | 100.00 2251

0.50 1.00 -0.21 1.00 -0.42 -0.27 1.00 1.00 1.00 0.50
y++at0 Yo LARETS bieig | yrrig | brrg (b0
0.14 -0.13 0.26 0.55 0.58 -0.02 018

378 310 8.21 3.32
29.38 2405 63.75 2580
1.00 -0.24 0.50 1.00
brryy yghH, b,z
0.57 0.46 0.62




Peak 397
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b3 HED (miz —+ '5r15 .'!,r?b h? 1093.5
Y4 563.1 Hy¥yq e |8 ‘ ‘ 8547
5104 BI4.5 IZIZI.E |
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a00 EO0 yoo EDU" A00 1000 1400
0106 LNZ30SEGF2. 3309 .3309.0.pk Maz=s [riz] PH+: 24151154 mdz: 80571 23
M5Tag 1 t | y | o | = | L | N | v | L | m | = | »
3 28e-+in 744
100 % ++ +
Yiz ¥ig
T” 785 a7y by
T 4 by 10494 003 5
. ] 11442
- 2745 2.7 e0p 6 h61.2 535 5 947 l 12165 1212 4233 a0
bod JUEEE] |||u] L o ||.|”I Jllu .||. [ T " “ I P Y i A
200 400 B0 b 1000 1200 1400
O 10G6LMEI03EGF 2. 3309 33090 pki Maz= [z hiH+: 24151154 msz: 805.71 z: 3
# MH* MH* MH* Protein . .
Rank Score il BCS Unmatched Variable sites Sequence Calculated Error  Error W/pl Species DucessIonghts Digest Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 10,00 100.0 4 0o M112m T104t Y105y RRty/DALNWVWLHAMNTITISREFE(K) 223817 176.9421 4201 38429.3/5.96 Homo sapiens 26024209 31213 transcription factor Dp family, member 3

Fragmention (m/z) |711.04 |749.02 | 769.32 |772.90 |778.33 |785.02 [917.68 |994.69 |1043.36 |1093.51

Frac. Inten.(% of TIC) | 14.31 | 28.98 13.12 027 | 0.39 0.61 | 13.26 8.67 11.08 9.43
Rel. Inten.(% of BP) | 49.37 | 100.00 45.26 0.93 133 | 209 | 4575 | 29.57 | 38.24 32.54
Score 1.00 0.50 0.50 160 | 200 | 200 1.00 1.00 0.50 1.00
lon-type ¥+ b HO (bes HO sty | bes m | y+s o b, | ygHO b,

Delta Da 0.15 0.19 0.02 0.19 0.02 0.98 0.20 0.35 021 0.10

m




Peak 398
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16
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3.92a+i- Pim/z SDEH4 ¥y
96.2% TEO.E  S34ETR 2 ared
ik 1037 .8
G922 ’
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. W
fid: 1233 13
271 33825 g7 e l gl ey 1672 18363 16162 16734
b ol b L b al |.II| L I | I I II | L | e
400 EO0 a00 1000 1200 1400 1800
08106 LNZ303EGF2 6280 62500 .pk Maz=s [riz] MiH+: 2565, 2954 mdz: 85577 23
# MH* MH* MH* Protein . MS-
Rank Score ‘S‘}E; BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species prceSIos Digest Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 10.33 566 9 11724 M14m T13t Y23y S12s (R)ls t m P G § V G/P\Q/V ¥\E|V G|I\¥\G W R\K (R) 2310.21 255.0891 -313.7 28750.5/9.21 ;‘:;TEUHS 27477101 3708 delta-sarcoglycan isoform 2
1 10.33 566 9 11724 M14m T13t Y23y 512s (Rls t m P G § V G/P\Q/V ¥\E|V G|I\¥\G W R\K (R) 2310.21 255.0891 3137 32202.8/9.24 ;':;;?euns 21314619 102 delta-sarcoglycan isoform 1

Fragmention (m/z) |692.21 [724.27 [730.18 |769.75 [794.17 | 808.04 [822.34 |834.86 [837.45 [872.85 [876.16 [912.97 [914.53 [929.80 [934.55 956.54 [963.02 [978.13 [980.71 [982.27 [990.89 [1010.82 |1026.70 [1037.77

Frac. Inten.(% of TIC) 3.18 314 345
Rel. Inten.(% of BP) | 2319 | 2288 | 2521
Score 0.50 1.00 1.00
lon-type yeNHy | y++y, | b,

Delta Da 014 | -061 | -0.55

£83 381 3.27 546
4252 | 27.83 2388 | 39.83
-0.43 1.00 1.00 1.00

bee, a; Ye
-0.61 -0.19 -012
|3+++2:|

0.70

013 6.28 414 3n 354 393 | 1370 274 351 4.96 4.49
096 | 4586 | 3022 | 2705 | 2580 | 28.68 |100.00 | 20.00 | 2560 | 36.18 | 32.76
2.00 1.00 1.00 -0.27 -0.26 -0.29 1.00 -0.20 -0.26 -0.36 1.00

m |y, | b, b+ ¥g
0.15 0.02 0.02 043 -0.42

310 3.99 292 260 326 4.85
2263 | 2912 | 21.:1 18.99 23.78 3543
-0.23 -0.29 1.00 1.00 -0.24 -0.35
by | b+,
0.59 -0.08




Peak 400
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WT_CI0.E216.8216.0.pkl Maz=s [riz] MiH+: 3460 65582 mdz: 86592 =04
# q MH* MH* MH* Protein . MS-
Rank Score Sn:I BCS Unmatched Var_ltable Sequence Calculated Error  Error MWipl Species Acce;smn Digest Protein Name
() lons sites (Da) (Da)  (ppm) (Da) Index #
1 1166 59.3 10 10125 Tift Y7oy (K BE Q0 L ¥ F\P\y\t N/G/I|INA/ED P TS LE/E\EIKEIRI(R) 3299.73 160.9311 288.5 52071.4/9.28 E:[::eons 30520329 1114 lysophosphatidic acid acyltransferase zeta

Fragment.ion (m/z) |639.41 | 68151 |699.10 |740.94 [783.75 789.73 [795.60 |818.06 |823.85 [841.25 |843.76 |845.66 |846.58 |851.68 [880.85 | 892.32 [915.84 | 927.64 |[933.32 [936.43 | 983.14 [992.91 [1012.53 [1066.90 [1124.03

Frac. Inten.(% of TIC) 250 204 2.65 212 242 4.55 | 17.38 3.64 8.12 0.14 2.58 2.86 8.07 595 249 381 317 297 263 328 4.76 230 244 364 369
Rel. Inten.(% of BP) 14.41 11.77 | 15.26 | 1219 | 13.94 | 26.20 |100.00 | 20.92 | 46.72 0.81 | 1485 | 1646 | 4642 | 3422 | 14.34 21.91 | 18.23 15.94 | 1511 | 18.86 2741 | 1324 14.04 20.93 21.25
Score 0.50 1.00 -0.15 -0.12 1.00 -0.26 1.00 0.1 -0.47 1.50 1.00 -0.16 -0.46 1.00 1.00 1.00 1.00 0.50 -0.15 1.00 0.50 1.00 -0.14 -0.21 1.00
lon-type boHH, |y+es g by by sty | yrr. by, by [breey, Y7 |¥++eH0 Yiiig | Y0 |y by

Delta Da 0.12 0.47 {].Gé 0.27 0.07 | -0.19 019 | 061 058 | -0.67 0.64 0.42 041 0.36 -0.46




Peak 401 lons that verify assignment

MSTea D = 1 s | R I I v E | ¥
+
5 Ede-+in 's Yy PIMIERER,D "1 bt +
' 18 | assignment
31 .E% " - o
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12 Fi7
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M5Tag 1 1] b 5 R W g E T E
| | | | F(m.l‘zI}EH 0 Ih - | | d
¥s ¥ 1 15 o+
16
5 Eoiarhe 024 TO5.5 TAE TR 8584 wi 1031.49
¥ +
3 5% 4 ¥ b
4633 5853 ' 9 b
’ GEG.8 ! arF 0
, 45 4 FLER . 1031 107eE
3 smo.ze) A0k & ;
3353 R T szl S6h 6 i & o151 102 by
Fit ] a01.4 1°F- avh arE|;
lon s 2024 30E.8 fia.4 o 1t ] l | l 11541 12017
h:l- Li | -I "I TN ||. 1 | | Ly
200 400 00 EO0 oo g00 A00 1000 1100 200
DELTAK]LZ119.3122.0.pkl Maszs [miz) MiH+: 2307 3854 miz: FE9.E a0 3
# MH* MH* MH* Protein . .
Rank Score Pl BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species Reeon SN Protein Name
(%) 1 Index #
ons (Da) (Da) (ppm) (Da)
1 16.64 899 10 4124 Y354y (KL I/D A S RV S E|T\E/¥|S A|L|E|Q\S\T K () 222711 80.2766  134.5 41493.0/7.52 Homo sapiens 31083344 1951 chemokine orphan receptor 1

Fragment-ion (m/z) |463.33 [592.37 668.83 |688.26 |705.51 | 714.00 [722.88 [736.42 |745.83 [752.52 [783.94 | 793.11 [802.14 | 849.76 |[858.39 [863.66 [923.34 [971.69 [987.41 [1030.80 | 1031.91 [1041.15 |1072.76 [1106.44

Frac. Inten.(% of TIC) 1.92 8.72 2.98 189 | 11.75 2.53 292 3.32 2.39 1.87 2.50 11.12 4.46 256 7.05 2.43 3.66 274 253 2.04 785 6.72 222 1.83
Rel. Inten.{% of BP) 16.31 | 7422 | 2535 16.12 |100.00 2148 | 2486 | 28.25 | 20.31 15.95 | 21.26 9457 | 37.93 2179 | 5994 | 2064 | 3117 | 2334 | 21.53 17.33 66.79 5717 16.90 15.53
Score 1.00 1.00 1.00 0.50 1.00 0.50 1.00 -0.28 -0.20 -0.16 0.1 0.50 1.00 0.50 1.00 1.00 1.00 1.00 1.00 1.00 0.50 1.00 1.00 1.00
lon-type ¥s Y5 | Y+rgg |V, Ye |b++H;0 | bir b+ HO | by, (bae, HO | bat, Yg | bty by | bes | bw, (yre  HO |y, b,y ¥s

Delta Da 0.08 0.08 0.04 -0.09 013 0.18 0.06 0.26 0.28 037 | -0.01 0.21 0.42 0.17 0.46 0.34 -0.04 0.19 0.20 -0.04




Peak 403

HeTa T c s T I ¥ I L I 8 | = I ~r
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547 8 assignment
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A6.20
Ve '7
¥y 33132 ¥y 5033 B15.3 ' . ¥
262.1 [ 3803 s sa73 P7 By ¥g
: 10033
h} b L |. T |.. - |.I| ) ||. |“|.Lh| l Ll -.I. Il.i | L1 T N 8??.3 } i |. I|. ] 10?;4;?
=00 400 a00 EO0 i oo g00 00 1000 1100
WT_CIO. 1758 17732 phi Maszs [miz) hiH+: 12646527 moz: 63283 202
# MH* MH* MH* Protein . .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ccessONEEMG Digest Protein Name
(%) 1 Index #
ons (Da) (Da) (ppm) (Da)
1 1014  67.2 7 1225 Y352y (Kya v/c|s/T/¥IL/@lS R (Y) 1184.57  80.0799 89.8 130843.3/8.48 Homo sapiens 38201640 5543 homeodomain-interacting protein kinase 1 isoform 1
1 1014 672 7 12/25 Y361y (K)a v/cIs/T/¥IL/QIS R (Y) 1184.57  80.0799 89.8  50858.9/8.94 Homo sapiens 169171014 15840  PREDICTED: hypothetical protein
1 10.14 67.2 7 1225 Y352y (Kya v/c|s/T/y¥IL/@IS R (Y) 1184.57  80.0799 89.8 116732.1/8.07 Homo sapiens 38201638 36208 homeodomain-interacting protein kinase 1 isoform 2

Fragment-ion (m/z)

|262.10 [331.22 [390.30 [415.31 [493.33 [503.28 [520.86 | 538.84 | 539.32 |547.76 564.47 |573.12 |578.35 |598.87 | 605.15 [ 619.36 [677.12 [710.48 [746.35 [762.42 [847.27 |898.33 [934.48 | 985.49 |1003.31

Frac. Inten.(% of TIC) 1.93 3.20
Rel. Inten.(% of BP) 5.03 | 13.30
Score 1.00 1.00
lon-type Y, b,

Delta Da -0.05 0.08

2.26
9.40
1.00

1.99 248
8.26 | 10.31
0.08 | -0.10

419 352 259 521 | 2408
17.39 | 14.63 10.76 21.62 |100.00
1.00 -0.15 0.50 0.50 1.00
¥y yragH0 [y H0 | oy
-0.01 012 0.60 0.04

218 1.34 5.65 1.82 1.35 433
9.07 586 | 2347 7.58 561 | 17.99
-009 | 006 | -023| -008| -006| -0.18

1.70
7.04
-0.07

234 6.51 1.31 351 4.09 8.29 273
971 | 21.01 544 | 1458 | 17.00 | 3443 11.34
-0.10 1.00 1.00 1.00 -0.17 1.00 0.50
¥s b a; Y7 | bgH,0
0.03 017 | -0.07 0.08 011

Ye

-0.10

137
5.69
1.00

bB

0.09




Peak 404
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O3 10GLMZ308EGF2 5925 5925 .0 pki Mazs [mfz) MiH+: 3996 1732 mfz: 99958 z: 4
# MH* MH*  MH®  Protei ) .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error I\;WIE;F Species Fce=ssIOn 5 Hoest Protein Name
%} lons D3) Da) (ppm)  ADa) # Index
1 1035 782 7 i M738m Y736y (RIETEMLEICAFGYGLPMNLVVVI S5\ASVQPWGYy GmHEE (C) 390099 951885 -193.4 97684 W6.42 Homo sapiens 40807483 10072  egflike module containing, mucin-like, hormone receptor-iike sequence 1
Fragment-ion (m/z) [528.51 [776.06 [872.89 [920.46 [820.71 [858.51 [872.26 [976.59 [881.25 [882.48 [1045.11 [1080.45 [1085.48 | 422083 [4228.83 [1241.42 [1282.82
Frac. Inten.(% of TIC) | 454 | 228 | 254 | 229 3231 274 sana| 280 248 02| 23| zm 3.61 zas [ 447 zaa| 238
Rel. Inten.(% of BP) | 833 | 423 | 470 | 423 | @11 | 507 (10000 | 646 | 459 | 038 | 7.23| 501 6.68 4.51 826 | 451 435
Score 008 | 004| 100 100| 100 DO5( 100 006| 100 Z2OD| 100| DO5| L07 080 | 100| 005| 100
R by, |yt ¥z Fiitg b+, LS I T bt -HO [ by Y14
Deita Da 0.42 | 0.05| 028 0.58 072 | 085 | 037 087 | 06T 0.25
¥e 2.00
.42 m




Peak 405

MiTag1 R | [ | © | t | L | m | ¥ | L | ¢ | = | v | *
. +
481 a+i- 14
99.9%%
Rimizy IIII:H4|
+3
- " | by NH,
IR TAR gl 7 |
b Ll |I o dl | |..1|?I] |.JI|IL[|II||... In l .!.I'u.i i ]H! 7 TR .3.I|4 a|. I — ]
400 EO0 a00 1000 1200 1400 1800
D106 LNZI0SEGF2 . FE2T . FE2T.0.pkl Mass= [z ] MiH+: 26997254 mfz: 90058 z: 3
M5Tag1 g I a] t L m L L a ¥ P
| | | | | o | y | | |« | |
¥4
481 a+i- 0.4
93 9%
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D106 LHZI0EEGF2. FE2T . FE27.0.pkl Massz [z ] MiH+: 26997254 mfz: 90058 z: 3
# MH* MH* MH* Protein . .
Rank Score sﬂfl:l BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;smn MIS;!D'Q';‘“ Protein Name
£ s {Da) Da) (ppm)  (Da) piox
1 681 73 3 5115 M709m T707t Y710y (RINRID t Lmjy LLAY/E Q\RK P MV E T K (1)  2523.38 176.3429 153.8 127819.8/8.77 Homo sapiens 42476127 3369  polymerase (RMA) Il (DMA directed) polypeptide B

Fragment.ion (m/z) |671.39 | 774.84 |814.32 | 876.97 [879.38 [880.39 | 926.51

|934.25 |939.74 |995.06 |1057.18 | 1080.84 | 1087.64 |1166.55 |1441.04

Frac. Inten.(% of TIC) 6.36 459 487 8.64 0.20 | 19.92 741 554 9.08 5.14 5.94 6.47 5.25 510 5.48
Rel. Inten.(% of BP) | 3185 | 2304 2446 4338 1.02 | 100.00 3720 | 2782 | 4569 | 2579 2983 3247 | 2636 | 2561 27.50
Score -0.32 0.50 0.50 0.25 2.00 1.00 0.50 1.00 100 | -0.26 1.00 0.32 0.26 0.50 0.28
lon-type be-H,O |y,-NH, |b-SOCH, m | y++,, (b++ HO [ b++ b, Yo bg-NH,
Delta Da -0.51 017 0.57 027 | 007 0.61 | -0.66 | -0.66 0.56 0.15




Peak 406
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WT_CID 46514 46140 phl hAH+: 2523 9554 mo: 24109 23
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1 S5 hilm apnh .4 '!."? Q36.5 1034
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a6 .2% azy I:|1?
10995
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G
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I L L L] h L] L] 1
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WMT_CI0.4614. 46140 phl Mazs [miz) MiH+: 2623 9554 miz: 841909 2.3
# MH* MH* MH* Protein . MS-
Rank Score S‘,’l:l BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species ACCE;S'“" Digest  Protein Name
(%) lons (Da) (Da) (ppm)  (Da) Index #
1 894 695 6 313 LA W:,?:':Jm“”m RI/DtLmY\LLAYPQREmWRE E (T) 2253.24 270.7169 4643 127819.8/8.77 ?:;?;ns 42476127 3369 polymerase (RNA) Ill (DNA directed) polypeptide B

Fragment-ion (m/z) | 658.09 [776.79 | 805.44 [810.76 [ 815.90 [820.03 |824.63 [832.88 [927.04 [971.00 [986.51 [1035.05 [ 1099.52

Frac. Inten.(% of TIC) 529 013 | 1949 | 18.04 5.85 0.19 8.07 599 535 4.36 8.53 14.45 425
Rel. Inten.(% of BP) 2714 0.65 | 100.00 | 92.56 | 30.01 0.99 | 41.39 | 30.72 | 2746 | 22.38 | 43.77 74N 21.50

Score 1.00 1.00 1.00 [ -0.93 050 200, -0.M 1.00 1.00 | -0.22 1.00 1.00 1.00

lon-type bassr st ag bg-H,0 m by ¥ b+ o | b | b

Delta Da 047 | 027 | 012 060 | -102 044 | 043 058 | -041| o001
Y+

128
0.75




Peak 407
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¥ MH* MH*  MH* Protei ) ]
Rank Score EE BCS Unmatched Variable sites Sequence Calculated Error  Error l.rl'll'll'J?plnll-I Species 'P'WE;S'D" “IS'E'Q;St Protein Name
(%) lons (Ds) (0s)  (ppm) (D3} neex
1 1283 765 9 624 Y815y (K)wE =5QGCH L/ B/AIR P ANP A|PYP/L ¥ & SALAT () 2336.26 204146 185.5 90556.6/7.71 Homo capiens 4504945 12669  ADAM metsliopsptidase domain 3 isoform
Fragment-icn (miz) |646.88 [661.81 [717.40 [725.85 [730.88 [736.62 [741.75 [750.25 [760.86 [761.12 [762.82 [7e6.68 [779.20 [781.78 [78272 [ 857.40 [s66.15 [882.85 | 838,43 [857.38 [867.56 | 1062.85 |1082.85 [1148.73
Frac. Inten.(% of TIC) | 201 | 424 | 431 | 517 814 | 178 | 3g6 | 574 221 | e85 e21| 174 283 | 182 ws 296 | 184 33| s sz | 188 6.10 13 | 282
Rel. Inten.(% of BP) | 18.861 | 35.14 | 45.35 | 47.74 | 75.20 | 16.45 | 33.85 | 5295 | 20.38 | 91.02 | 57.88 | 1608 | 2339 | 1677 | 100.00 2732 | 18.58 | 28.56 | 16.43 | 4811 | 1716 5532 | .05 | 2837
Score 100 | 039 | 045 | 100| 100 016 | 034 | D53 | 1.00| 100| 100| 100| 100| 05| 0% 05 | 100 029 05| 100 100 0.50 100 | 100
for-type bty ¥y | b Yy | ¥y Yo |y | bk | BeNHy | BeNH, pee HD | yHe, 34p ¥z By | b HAD | bk | bk
Delta Da 082 053 | 048 00z | 024 045 030 | 027 | 08 0.32 046 | 0.20 010 | 005 | 0.04 0.31 040 | 0864
¥:-H0

0.01

1 precursor



Peak 408
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200 200 dii S0 Bl a0 &0 S0 000 1100 1200 1300
DELTAK) 2523 2623 2 pkl Mass [miz) bH+: 17155127 miz: 85326 2 2
# MH* MH* MH* Protein . .
Rank Score it BCS Unmatched  Variable sites Sequence Calculated Error  Error TWipl Species Accession M5 Digest Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 62T 631 4 4116 T4t Y15y (K)T /K I/G E\G t ¥ G V V/Y K (G) 1555.84 159.6761 -149.6 34095.6/8.37 Homo sapiens 4502709 3565  cell division cycle 2 protein isoform 1
1 62T 631 4 4116 T14t Y15y (K)I B/R I/G E\G t ¥ G V V/¥ K (G) 1555.84 159.6761 -149.6 27502.9/6.54 Homo sapiens 16306492 13150  cell division cycle 2 protein isoform 2
Fragmention (m/z) [310.13 [670.44 [688.34 | 728.47 [730.72 |737.65 |760.26 |774.50 [ 791.25 |800.62 [809.56 | 948.14 [1059.65 | 1134.54 |[1232.45 | 1247.64
Frac. Inten.{% of TIC) | 9.06 | 513 [ 16.51 620 787 | 829 o072 609 o027 o021 11 856 | 639 813 | 830 7.13
Rel. Inten.{% of BP) | 54.90 | 31.06 |100.00 3756 | 4770 | 5020 | 436 | 3691 | 166 | 128 | 6389 5186 | 38.71 4923 | 5029 4322
Score 1.00 | 1.00 | -1.00 050 | -048 | 100| 100 -037| 1.00 1.50 025 | -039 050 | 1.00 0.25
lon-type A b, y++,-H,0 Y st YeNH, st sty |y,-H,PO, b-NH, Yio |¥44HaPO,
Delta Da 0.05 | 0.06 0.15 033 | 015 -0.09 0.16 0.28 012 | -0.01 0.07
yw—HaF'O“
& 0.05




Peak 409
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# MH* MH* MH* Protein . .
Rank Score S;' BCS Unmatched Variable sites Sequence Calculated Error  Error MVWipl Species Acce;.smn MIS;ij?r.t Protein Name
%) lons (Da) (Da) (ppm)  (Da) pdex
1 1941 907 14 3125 Y313y (R)N/¥/N R/Q A/S\E/QIN/WIAIN/¥|S/A/EIQ N R (M) 241507 80.8346 347.9 43008.6/8.96 Homo sapiens 4504001 26501  connexin 43

Fragment-ion (m/z) |417.28 [546.43 [617.33 [ 659.93 | 673.91 [682.54 |704.52 |716.88 |718.27 [778.45 [781.07 | 794.52 |806.59 [809.24 [818.05 | 880.19 [888.77 [896.57 [947.48 |958.33 [1040.16 [1061.43 [ 1063.60 [1109.91 [1132.47

Frac. Inten.(% of TIC) 2.70 531 2.39 3.66 2.89 468 6.59 3.02 453 2.36 4.45 227 2.80 386 3.03 281 268 4.7 4.48 242 267 7.35 3.90 337 11.07
Rel. Inten.(% of BP) 2442 | 4797 | 21.61 33.04 2614 | 4230 | 59.58 | 27.26 | 40.96 | 21.36 | 40.21 2049 | 2528 | 3489 | 27.35 2540 | 2426 | 4256 | 4052 | 21.86 2414 66.41 3521 30.49 | 100.00
Score 1.00 1.00 1.00 1.00 0.50 1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 -0.35 -0.27 0.50 1.00 1.00 1.00 -0.22 1.00 1.00 1.00 1.00 1.00
lon-type Y2 L Ys | Yrtyg by HO | by Yo | Y¥byy | bregy 8y | Yrrp |Yhg b Y0 |y, | by, ¥r b+ ¥s by | y++g ¥s

Delta Da 0.06 017 0.03 017 0.61 0.24 0.19 0.09 0.45 0.07 0.26 0.18 021 0.34 -0.08 021 012 024 0.03 012 0.44 0.03

DR

0.66




Peak 410
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DS 10GLMZ308 EGF2. 7359 . 7359 .0 phi Mass [z ] hiH+: 3202 8982 mf: 82388 24
# MH* MH* MH* Protein . .
Rank Score S;I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn II'IIS;jD'g;SI Protein Name
%) lons (Da) (Da) (ppm)  (Da) ndex
1 1210 66.1 & 11724 M1m Y27y (Jm A S TS RL\DALE/MRYV T/C/P\N H\P D A I|L ¥V E\D ¥ R (A) 3197.58 95.3151 -196.2 34833.1/8.67 Homo sapiens 4504193 37366 general transcription factor 1B
Fragment-ion (m/z) | 675.72 [711.99 [735.35 [764.03 [767.91 |797.25 | 808.09 [809.90 |847.42 [849.86 |864.14 870.35 [873.78 |881.69 [886.86 [890.32 [ 921.88 [929.85 [947.28 | 1004.07 [1012.67 [1067.79 | 1076.35 [1126.73
Frac. Inten.(% of TIC) [ 335 327 190 286 | 371 [ 175 o011 181 [ 205 230 385 [ 234 332 291 235[ 246 174 282[ 256 211 [ 3759 426[ 605[ 254
Rel. Inten.(% of BP) | 890 | 870 | 505| 761| 98 | 467| 031| 482| 546| 611 | 1023 | 623 | 882| 775| 624 | 654 | 462| 750 | 6.82 562 | 10000 1132 | 16.08 | 6.76
Score 100 | 009 | 025| 100| 010 | -0.05| 200| 1.00| 0.05| 025 -010| -0.06| 1.00| -0.08| 100 100| 100| -008 | -0.07 050 | 100 100 016 -0.07
IUI'I-“!PE b+++1B a? b? b+++22 y++13 aE yE- b++1E y++14 aB b++1B_HZO b++18 y++17
Delta Da 0.39 003 | 065 069 | 003 0.58 0.59 008 | 044 | 043 058 | 018 020
200 h+++25
m 0.78
0.05




Peak 413
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DELTAZEE0.2360.0.pkl Maz=s [riz] PH+: 16554554 miz: 85249 2.3
# MH* MH*  MH* Protein . .
Rank Score il BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species MEEEC L lor Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 1136 755 9 10/24 Y238y (RIR A @ A\D\L|A\¥IQ L|IQ\W\A\K (T) 1574.86 80.5905 3771 47355.5/7.08 Homo sapiens 5031699 25762  flotillin 1

Fragmention (m/z) |427.47 [445.27 [452.39 [456.61 | 476.44 [485.18 |501.31 |517.94 [531.68 [534.28 |542.39 |605.94 |619.41 |655.50 | 667.15 | 669.95 |683.34 |686.33 [698.31 |703.78 [719.54 [726.48 |728.16 |754.96

Frac. Inten.(% of TIC) 1.74 5.72 1.96 3.04 315 670 | 4.62 375 1.91 21 423 6.27
Rel. Inten.(% of BP) 9.90 | 3253 | 1112 | 17.32 17.91 | 3813 | 26.29 | 21.36 | 10.85 | 12.00 | 24.07 | 35.69
Score 1.00 1.00 | -0.11 | -017 0.50 1.00 100 | -021 | -0.11 | -0.12 1.00 1.00
lon-type b, Y. b+, H,O | b+, | y++, b, | b++

Delta Da 023 | -0.01 0.23 | -0.03 0.56 012 0.16

216
12.28
-0.12

541 297 444 210 243 1.78 256 | 1758 337 1.93 8.08

3080 | 1687 | 2526 | 11.92 | 1381 | 1012 | 1457 (10000 | 1918 | 11.01 | 4598

1.00 -017 1.00 -0.12 1.00 0.25 -0.15 1.00 1.00 0.1 1.00

be b+, Ye 2 b+, b, be+

015 014 -0.09 -0.08 0.19 0.09 0.09
y.-NH,




Peak 4
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DELTA 3385 3385 .2 pki Mazz [mfz) hiH+: 15480727 miz: 77a.04 22
MH* MH* MH* Protein . .
Rank Score e BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species B Protein Name
(%) I # Index #
ons (Da) (Da)  (ppm) (Da)
1 11.74 834 9 s Y203y (K)v/5/A/Q/¥IL/S/E/I|E M A K (A) 1468.74 80.3375 239.6 47355.5/7.08 Homo sapiens 5031699 25762  flotillin 1

Fragment.ion (m/z) |478.28 |591.42 |629.01 | 637.33

|646.94 | 661.32 682.31 |720.41 | 725.38

|741.56 | 762.69 |807.50 | 920.63 | 1071.41 |1163.59

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

4 86
36.93
1.00
71
0.05

10.27
78.04
1.00
¥s
010

3.89
29 57
1.00
I3|=.

022

549

41.73

0.50

Y+ t;0
0.05

6.85
52.06
1.00
0.65

421
32.04
-0.32

8.95
68.02
1.00
0.51

7.00
5318
1.00

0.05

0.30
226
1.50
b-NH,
0.09

Y+

12

0.06
1.50

sty
-0.49

5.29
40.20
-0.40

712
5414
-0.54

13.15
100.00
1.00
¥z
011

9.92
7543
1.00
¥z
015

338
2568
1.00
by
-0.07

9.34
70.99
1.00
¥s
0.08




Peak 415
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M5Tag 1
a1 a | W | s | E | E | 5, | Y | R | v | L | =
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o bE’i FLR:]
635.9 :
4. 55e+d- v T+ fiaki 1
74.59% &
a31.3 1
626 Bm/zp SOCH
00.2
522545 abo.z an:.¥ 1006
4853 805 969 5 10872 12545
265  e0qiE41 3L | || 1132.9 J2aza 19443
m_l.' —_— |'I ] ] -t l ||II|. |JI 1Ll L ||L|||!||‘|I| ||| L . .Ilil |I m I.In |
200 200 400 A00 i) a00 300 1000 1100 1200 1300 1400
D106 LMZ302 EGF 2 5965 5965.0 . phi Maszs [miz) hiH+: 2841 92382 mfz: 71124 204
# MH* MH* MH* Protein . MS-
Rank Score IS;}I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Hepeefior Digest Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 1048 723 6 m9 M1219m Y1221y $1212s $1217s (RIT 0V S E/E\s YR V\L|s B/m G y D/F D ¥ R (G) 2585.23 256.7041 2851 150701.6/7.07 :‘:;;ns 50959205 11973  adenylate cyclase 9
Fragment.ion (m/z) |581.83 [600.77 |632.11 [635.86 [660.51 | 669.85 |686.11 [693.22 69523 [698.45 | 72033 |728.90 [747.90 |760.10 | 762.78 [790.05 [793.02 [800.28 | 918.52
Frac. Inten.{% of TIC) | 798 | 490 | 370 | 1481 | 437 | 349| 037| 413 o019 1085 348 | 316| 407 | 327 | 1566 | 423 350 459 324
Rel. Inten.(% of BP) | 5094 | 3129 | 2362 | 9456 | 27.93 | 2229 | 238 | 2634 | 120 | 6928 2223 | 2020 | 2597 | 20.91 | 100.00 | 27.01 | 22.35 | 2932 2071
Score 100 | 100 | -024| 100 | 028| 050 150 100| 200| 050 050 | 100| 026 | -021| 100| -027| -022| -029 025
lon-type ¥y ¥s b+ g be-NH, bg | b+, m | yeNH, [y -H,0 |y, ¥t bg-H,PO,
Delta Da 013 | 049 043 054 023| 039 019 | 017 009 | 035 0.49 0.10
y.H.0 1.50
-0.44 sty
043




Peak 417

MsTag 1 p | 5 | y | 5
3 .04e +d-
31.6%
b +
5 10, | By
) | 42 4 ol e
(ST T — |I.m| M J.II..f M|
400 A00 EO0
T_CI0.4H 3. 44150 pkl

#
Rank Score e BCS Unmatehed Variable sites
0%) lons
1 1145 650 8 10524 MATEm Y162y
1 1145 6.0 8 10424 MEEm Y32y

(K)VHMGFGVSE WWL/VRYMGCVIEVLOSm/EALDENTR(T) 244870 96.0385
(KVHGPGVS WWWERTHMGCVIEVLOSRALDENTR(T) 344870 96.0385

¥ | L
+
Y14
2485
. Rimiz 2501 H | quh “
W Ball 2 16
18 25
SR AT
Yoo 200 300
Maszs [miz)
MH* MH* MH*
Sequence Caleulated  Error  Error
(Da) (Da)  (ppm)

2.8 62848 .5/6.40 Homo sspiens 5260003 18788
21.8 J1681.9/6.71 Homo sapiens 32261324 26862

| v I R I ¥
W
8 +
993 5 b +2
a7 Yo -
1053 .4
1106 7 Va0 -
1231.4
Bas
N TP
1000 1100 1200 1300
hiH+: 354 7382 miz: 58694 2 4

Frotein . .
Mipl Species Becession M3-Digest ooy pjame
[Da) # Index #

SHC (Src homology 2 domain containing) transforming protein 1 isoform pS&She

SHG (Src homology 2 domain containing) transforming protein 1 isoform pSZ2She

Fragment-ion (m/z) | 52338 |522 33 |T15.45 |T39.77 |742.03 | 74816 | B28.87 |835.56 | 84281 85018 (83469 (B62.26 | B866.62 |B7D.M1 |B7T5.66 825.02 |990.54 |992.46 | 103112 [1054.73 | 1105.70 |1181.50

Frac. Inten.(% of TIC) 4.30
Rel. Inten.(% of BF} | 4423
Score 1.00
lon-type b At g 3

Delta Da 0.44 0.14 0.20

3 HO 3 5
-0.54 0.07 027 [ D47 25 | 043 | 022
1.00
m m m

354 435 482 471
41.09 45.35 50.31 49.18
.10 1.00 013 012




Peak 418
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WTCID L2621 26260, pkl Mazz [mfz) hAH+: 32628932 mfz 81648 20 4
# MH* MH* MH* Protei - -
Rank Score 5P BCS Unmatched Variable sites Sequence Calculated Error  Error !o;l.l'll'.l‘pII-I Species Accession MS-Digest Frotein Mame
o kons (Da) (Da)  (ppm}  (Da) Index &
1 1731 841 12 (5 YTy (RIEHQSLSFHEHPPF QLG O\S VWG'S QINID/AIx\DTVIP E (G) MME1.55 813460 4228 92B61.3/6.23 Homo sapiens 5453680 8768 newral precursor call expressed, developmentslly down-regulsted 3 isoform 1

| Fragment-ien (miz) [272.26 [615.82 [642.86 [673.56 | 729.48 [728.27 [745.66 [777.72 [783.51 [786.11 [800.55 80242 |845.92 [B28.09 [9415.62 [923.04 [926.84 B64.84 | 97233 [B61.77 [986.71 [992.28 [997.85 |1002.82 [1028.68

Frac. Inten.(% of TIC) | 2685 | 258 | 151 | 138 188 | 226 | 204 | 130 32| 170 183 | 23| 175 | 238 | 21| 284 | 359 | 66D 153 | 538 | 148 | 504 3544 | 256 | 338
Rel. Inten.(% of BF) | 738 | 703 | 413 | 378 518 | 820| 559 | 3858 | 895| 488 | 528 | BE2| 480 | 654 | B11| 808 | 9.85 | 1811 420 | 1448 | 409 | 1382 |100.00 | T.03 | 904
Seore 100 | 00T | 004 | 100 100 | 100 100| 025 100 100 | 100| ©O7| 100 | 100 100 | 0O08| 100 | 100 050 | 100 | 004 | 04| 100| 100 1.00
parips ¥z bty | bbb HD | by | by 3, |t | by, ¥= b+, | by r bt by | bk HO | by bk, | bk ]

Delta Da 0.08 0. 035 | 035 061 | 071 045 0&3 | 022 084 | o0d2| 0% 075 | 04 033 | 076 045 [ 030 0.18

Vs ¥g-NH; Ve

-3.13 0.20 {).2;




Peak 419
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OELTAZTEY 2787.0.phi Mazs [mfz) MiH+: 21162854 msz: 7061 20 3
M5Tag 1 E & G L R E K 1] ] F F
| | & | | | e | | | | |
g 1 Ys
1 b 597 4 G872 T446
a6 . 2% 2 -
0.4 I:-13
a0g.a
954
- 4354 a8 10 1193 .8
200.1 1 3654 3511.5 I h | 12777 1521 6
. 1441.9 :
¥ !I|| by D .|J L i ||I|| | |I|. I h. 1 Ei*? L |||. l 1 13168 . I |
200 400 200 1000 1200 1400
OELTAZTET 2787 .0.phki Mass [mfz) MiH+: 21162854 msz: 7061 2: 3
- # Variabi MH* MH* MH*  Protein Accossion Dioat
Rank Score %) BCS Unmatched asti;:se Sequence Calculated Error  Error MWIpl Species CCB;S'D" Ir'"!;':‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 879 785 6 516 Y241y (R)ID E A G L R\E K D\y\D|F|F|P P M R (Q) 2035.95 80.3312 1724 92861.3/6.23 Homo 5453680 8768 neural precursor cell expressed, developmentally down-regulated 9 isoform 1

sapiens

Fragmention (m/z) |500.32 [508.17 [520.71 [597.37 [629.08 [631.30 |642.44 [657.33 | 677.73

[689.50 [691.51 [744.60 | 751.29

[760.35 [808.75

Frac. Inten.(% of TIC) 4.52 3.65
Rel. Inten.(% of BP) | 2547 | 20.71
Score 1.00 1.00
lon-type Y. | by

Delta Da 0.06 0.42

365 | 14.04 3.80
2055 | 79.09 | 21.41
021 1.00 1.00

Ys | by
0.05 -0.18

4.01 389 | 499 374
2285 | 2190 | 2811 21.04
0.23 100 | -0.28 0.50
b, b4+, -H,O

0.12 -0.04

[687.16
17.76 | 426 | 4.61
100.00 | 23.98 | 26.93
100 | 024 | 0.26
b++H
0.39

11.24 6.78 5.62 343
63.28 3816 | 3163 | 1931
1.00 0.50 1.00 1.00
Yo |b++pH,0 | baeyy | ey,
0.21 -0.01 0.04 -0.09




Peak 420

MiTag 1 | M | F | F |s | ¢ | t | - LL | y | s | +« | R | =
Yan
292+ 1144.4
5620
++
b24
¥ pH.0 4 by HyPO, 15126 g Ho0b NH,
Yg 3Py 5323 ‘ 14131 BygHB0, 18%4
313 305, d jh 1'{25
[ Fﬁlh |-.j||||I .”.l } ||l|l 1l e | |
400 EO0 '14|:I|:I 1600 '18|:II:I
DELTARL 3136, 3136.0.phl Massz [z ] hAH+; 3796 4932 miz; 94988 2 4
Rank Score SF! BCS Unm:h:hed Variable sites Sequence Ca:::;ted E“r::r E"rl'::r m;? Species “""’;5“’" “IS'dDiQ;“ Protein Name
} lons ] Dz} (ppm) (D3 noex

1 1152 741 10

13 T2632t T2652 Y2635y 526255 (R)s M F F G\L «/P L w/G'VE 5 Y\G\E E\D I P F/"\5|5 S\t G KK (R)

MITET IMB8M0 -272.4 4MM766.7/9.22 Homo sapiens 56550033

35829

Fragment-ion (miz) 71 [692.63 [69 757.59 [763.68 914.54 92 [1038.31 [1041.46 [1065.25 [1074.02 [1096.28 | 113517 [1144.38 [1189.69 [1194.38 [1447.73 [1510.33 [1512.38 [1721.86

Frac. Inten(% of TIC) | 528 | 1235 | 237 | se0| =zw| 238 254 206| 238 am | ez
Rel. Inten.(% of BP) | 3267 | 76.23 | 20.81 | 2455 | 1257 | 2065 | 1564 | 1270 | 14.44 | 25.08 | 100.00
Score 100 100| 021 | 035 o0s50| o050 | 100| 013| 100 100 100
PO Yg [ty bg-NH; | y-NH; bg Y ¥z
Deita Da 060 | 063 038 | 028 057 047 | D48 | 056
Fitty

Py

225
13.88
0.50

b+ | by-NH;

0.14

228
14.06
1.00
bt

247 274 343 12.43 344 2.14 197 337 189 157
13.38 16.94 21.15 TE.T0 21.25 13.23 12.14 20.80 11.67 12.18
0.13 1.00 0.50 1.00 .21 1.00 012 0.21 1.00 012
bty pregHO | ey by btg,
0.51 0.16 0.35 -0.58 0.02

myekidtymphoid or miced-lineage leukemia (trithorax homeleg, Dresophils)




Peak 422

M5Tag 1 ¥ | o | Q | & | F | v | ¥ | ¥ | R | =+ | = |s
++
Y24
2 et
Td.9%
b10++ b + +H
13 Yap Y34
2
- +3
+
ORI AR N eA R e T
- RO I Ak B Ly .:Iqu.I iR 4 []e 1 R T A K¥ Ll Jal . .
400 EO0 a00 i 1000 q200 1400
DELTAEL 4165 4165.0.pkl Maz=s [riz] fH+: 37109382 mdz: 92849 24
M3Tag 1 ¥ | o | Q | & | F | v | v | v | R | | = &
++
Y24
3 d2a+dm 189,
++
T4.9% big - . -
+3 W 14
6378 0 ;
Bl ;3 8995 11200 11402
+ .
- Gl | 1226.2
13146
288 360 4513 | 525.3 6319 675 240 l | 121?-3 l | 13766
o | | ||]' || .|.Ih| .J”J ILI.I.I |||||| Al |I.|] |I. i I|||| ||||I l r 1458 151|1'IS 15747
400 EO0 200 i 4000 1200 1400
DELTAKL41 65 4165 .0.pkl Mass [miz] MiH+: 37109382 mdz: 92848 z2: 4
# q MH* MH* MH* Protein . MSs-
Rank Score Sn:l BCS Unmatched Var.;ahle Sequence Calculated Error  Error MWipl Species Acce;swn Digest  Protein Name
ta) lons sites (Da) (Da) (ppm)  (Da) Index #
1 10.74 923 8 215 T197tY228y (Rlt Y D Q G F V\Y/Y RIBJA G G GIV\G A/GCIAAAVASAGVIYPyQEZPRIA) 3549.75 161.1832 337.0 63110.1/7.25 :;;?;ns 67782346 18792  lysyl oxidase-like 1 preproprotein

Fragment.ion (m/z) |687.85 |780.16 | 847.51 |857.35 |863.40 [878.77 | 886.44 |888.12 [891.09 [894.83 |906.93 |999.49 [1120.87 |1169.56 | 1226.16

Frac. Inten.(% of TIC) | 10.75 4.86 358 5.15 5.56 3.60 4.41 4.09 521 0.29 4.79 5.92 6.78 29.84 5N
Rel. Inten.{% of BP) 36.02 16.28 12.01 | 17.25 | 1863 | 12.07 | 14.77 | 13.69 | 17.64 095 | 16.05 | 19.85 2271 | 100.00 17.12
Score 1.00 1.00 1.00 1.00 025 | -012 1.00 | 014 1.00 0.25 1.00 1.00 1.00 1.00 0.50
lon-type bty |y+tys (bt HO | by a5  Aart b, St b+ | b |y, | Vi | YghiH,
Delta Da 0.57 0.44 -0.34 0.49 0.07 0.51 -0.24 0.15 0.54 0.56 0.32 0.49 -0.40
bree, |y, Y, Yy,
0.79 -0.07 033 -0.01
YgNH; y;NH,

0.08 0.06




Peak 423

METag 1 E | T | ¥ | 1 | F | E | M
3 .06 e+ +
ak.2%
I:- +
b ¥ +3 \ I; +
o A — i | J ]| JIIIl|I|J] ||III|J? e
200 =00 400 ‘1|:IEIEI 1100
08106 LNZ303 EGF2 371937 19.0.pki Mazss [riz] hiH+: 2693 5782 mdz: 67415 z2: 4
M5Tag 1 E | T | ¥ | t | F | E | M
Pimszr S0OCH
(mfzr 4 Vl4++ w
2 06e+im pag [T
56 2ay G045
BET.L +H
y5-Ho0 E'
531 16.3 831
+3
W 511.3
adi 5 12457 8 10022 11364
boy z2e 272 | |
pod Lo L 3150 1 : 4364 | 'l"l.l" i 1) Il||| TARTERN | ."”.”I
200 200 400 a00 EO0 yoo 200 '1|:IEII:I 1100
DS 106LMEI0S EGF2 . 3719.3719.0.pki Maz=s [miz] hAH+: 2693 5782 mi: 67415 z2: 4
# MH* MH* MH* Protein . .
Rank Score Sl BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species fereson LSl Protein Name
(%) 1 Index #
ons (Da) (Da)  (ppm) (Da)
1 10.25 746 7 415 M192m T185t Y184y ()RETy t F E/N/S/V/N\m L\P S 5 T\E V 5 V K (T) 2518.21 175.3652 -208.8 106834.4/9.43 Homo sapiens 68508961 31424 centromere protein C 1

Fragment-ion (m/z) |543.12 [635.70 [649.17 [651.24 [654.20 [658.09 [703.47 | 71211 | 738.46 [744.98 [747.96 [750.64 [804.51 [857.14 [880.98

Frac. Inten.(% of TIC) 5.61 714 0.28 52 021 0.52 537 495 8.98 6.75 | 20.26 921 | 1348 6.26 576
Rel. Inten.{% of BP) 27.70 | 35.25 138 | 2573 1.06 258 | 26.49 2443 4432 | 3330 (10000 | 4547 | 6655 | 3089 | 28.44
Score 0.50 -0.35 1.50 -0.26 2.00 2.00 1.00 1.00 0.50 -0.33 1.00 1.00 1.00 0.3 1.00
lon-type ¥y ;0 sty Y2 m | y+eg (b yee H0 Yt | brrgy |y basy

Delta Da -0.19 -0 63 -0.13 -0.20 -0.39 016 009 058 -0 63 011 035

m




Peak 424

WTat e T | ¥ I t I F I = |1 v | : Il v [ v | » ]
b ¥
2 et i 1o
1 6%
b '1 | 7 i |.| F
o Ll | l ]l I ||l i |||||||..l || | L JI ” I Ll N T ek
L] L L] L] L]
400 Bl ) A0 1200 44400 B0
DELTE3011 3011 .0 pk Mazz [miz) hiH+: 2678 3064 miz: 800 44 203
M5Tag1 g T v t F E M = W H ]
I I I I P I I I I I I I
12 Yo
A 730.7 216 5 1046
31 6% B33
e B 1048 b,
L+ 1
o fi7d 4
3301 251 25 g ?9‘22 ) R i ”51 e
251 ' 45 T?EE ] | 1'3|j i e 1|1 1 | L I 14pz 14801 16313
g — il Il: L I]} LIl r JI. [ AR il ” . II.I L L Lu r L
400 Bl ) 000 1200 1400 100
DELTA2011.2011.0.pkl Mazz [miz) RAH+: 26783064 miz: 80344 203
# MH* MH*  MH*  Protein L&
Rank Score 2 BCS Unmatched \.I"ar_lable Sequence Calculated Error  Error MWipl Species Accession Digest Protein Name
(%) sites # Index
lons (Da) (Da)  (ppm) (Da) #
1 1023 767 8 8121 "5'112‘;‘; (RE T y T\F E|N s VAN\M|L\B/S § T E V § W\K (T) 2518.21 160.0925 59.7 106834.4/9.43 :';;?;ns 68508961 231424 centromere protein C 1
Fragment.ion (m/z) |638.33 |673.98 [694.24 |721.66 |730.72 |747.51 [750.82 |760.20 | 807.39 [816.53 [836.57 [840.70 | 845.44 |861.98 |872.83 |971.61 |1006.89 |1046.64 | 1159.74 [1230.91 |1266.61
Frac. Inten.(% of TIC) | 582 [ 282 [ 192 210 [ 118 [ 333 220 396 176 | 1117 [ 1831 180 | =203[ 173 466 188 152[ 1530 =246 18] 210
Rel. Inten.(% of BP) | 3177 | 1540 | 1048 | 1146 | 63.16 | 18.16 | 11.99 | 21.63 964 | 61.01 (10000 | 984 | 1110 | 944 | 2547 | 863 | 829 | 8355 | 1345 | 1027 | 1147
Score 032 015 | 100| -0.11| 1.00| -018 | 100 | -022 050 | 100| 100| -010| 100| 050| 100| -0.09| 100| 100| 050| -040| 1.00
lon-type b++y by b++ be+ H0 | b+ryy ¥s bet+y, |bglH, | b, b, Yig V1420 b++,
Delta Da -0.01 -0.56 0.45 040 | 026 | 013 076 | 066 | -051 050 | 007| 014 0.09
¥7H0 V¥
-0.67 0.18




Peak 425

MiTag1 p I E
3.8t
a6 .20
Vs
0.2
h:l- l 11 I|.
200
DELTA 2647 2647 .0.phi

#
Rank Score ?ﬂ:; BCS Unmatched Variable sites
lons
1 939 696 8 8120

(K)M/P E R\E|P/P|P P y\L\P\A ()

Fragment-ion (m/z) |486.39 | 615.25

[620.31 [624.45 [632.29 [641.38 [648.15 [666.51 |680.90 |707.87 |729.02 [737.36 [750.35 [753.51 |762.62 [809.36 |834.52 [931.52 [ 1341.35 [1359.78

Frac. Inten.(% of TIC) 3.26 537
Rel. Inten.(% of BP) | 2263 37.33
Score 1.00 1.00
lon-type b, b

Delta Da 0.15 -0.03

b+ -HO

0.489

27 312 5.23 2383 14.34
18.85 | 2167 | 57.13 19.67 99.59
1.00 1.00 1.00 0.50 1.00

by ¥z Yg | ByyH50 b,
-0.03 0.14 0.09 -0.24 017

P ¥ v
b11
. =
assignment  '¥§##
b
W 0
b : Y0 2467
1'3"3T-? |l 1182 6 '
l_l”:ll I1DIFH'I1 ||J|| iluul.li| |I|
1000 1100 1200 1300
PH+: 1546 5727 miz: 77379 z:2
Protein A . Ms-
MWipl Species ECE;S"J" Digest Protein Name
(Da) Index #
80.8332 560.5 26800.9/6.10 :aoprineons 1661916 32264  lysosomal-associated protein transmembrane 4 alpha



Peak 426

what | s | e | ow_ | s | ’ I 1 s 1
b +
8 7
EREANE 503 4 + a8
13.304 F(m."z}EHzl:l
bE
+H bl
2015 ¥y 8 by
1I:Il:lﬁ bl
X 1121.3
il e |I T | ] || TR v I I| |l:ﬁ?h.]||ﬂ.' _.Lubl "lll illl. |i|||| |l- l . . [T L
I L] J - L] L] L]
200 a00 400 a00 Fan a0 300 1000 1100
O 10GLMEI0SEGF2. 7511, 7336.0. phl Maszs [miz) MiH+: 17797154 mfz: 59391 203
M3Tag1 | 5 | E | M | | y | [ | D | & | E
1 Foetdm A03 .4 5774 G363
T.50% 7105
—+ 3rdA
'!-rﬁ 4049 .2 -
2151
3015 H
<400
3488
s | I 4 ‘ L 10979 12288
ol S I | I Y T T v N A TP 1 N R N
T T T T T
200 200 400 yaa 1400 1200
D106 LNEZI0 EGF2 . FE11 . Fa36.0.phl Mass [miz] PAH+: 17F7R.7154 miz: S93.91 =20 3
# MH* MH* MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species bzzeeon (S Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 1144 769 7 11123 Y316y (R) s R/S/E/M S/y I\D\G E\K V V K (R) 1699.86 79.8583 -60.7 87183.6/8.04 Homo sapiens 78000169 2004 sorbin and SH3 domain containing 1 isoform 6
1 1144 769 7 11123 Y407y (R) s R/S/E/M S/y I\D\G E\EV V K (R} 1699.86 79.8583 -60.7 90202.8/6.07 Homo sapiens 7661700 2878 sorbin and SH3 domain containing 1 isoform 2
1 1144 769 7 11/23 Y275y (R) s K/S/E/M S/y I\D\G E\EV V K (R} 1699.86 79.8583 -60.7 76580.5/6.81 Homo sapiens 78000160 5022 sorbin and SH3 domain containing 1 isoform 1
1 1144 769 7 11/23 Y275y (R) s K/S/E/M S/y I\D\G E\EV V K (R} 1699.86 79.8583 -60.7 83045.7/7.21 Homo sapiens 78000171 5464 sorbin and SH3 domain containing 1 isoform 7
1 1144 769 7 11/23 Y370y (R) s K/S/E/M S/y I\D\G E\EV V K (R} 1699.86 79.8583 -60.7 101066.1/7.00 Homo sapiens 78000167 19968 sorbin and SH3 domain containing 1 isoform 5
1 1144 769 7 11/23 Y507y (R) s K/S/E/M S/y I\D\G E\EV V K (R} 1699.86 79.8583 -60.7 127260.5/6.22 Homo sapiens 78000165 23697 sorbin and SH3 domain containing 1 isoform 4
1 1144 769 7 11/23 Y485y (R) s K/S/E/M S/y I\D\G E\EV V K (R} 1699.86 79.8583 -60.7 142497.4/6.40 Homo sapiens 78000163 32743 sorbin and SH3 domain containing 1 isoform 3
Fragment-ion (m/z) [409.25 [503.36 |507.75 [511.22 | 522.48 [537.11 [ 544.91 [561.63 [566.22 [577.49 [623.36 [636.32 [653.80 [654.14 | 665.40 |[674.52 [692.91 [710.54 [739.23 [755.31 [764.38 | 773.67 |[782.77
Frac. Inten.(% of TIC) 140 | 461 195 | 2.05 7.78 1.39 1.33 0.09| 221 1.68 170 | 4.66 1.39 3.95 172 | 273 143 | 258 | 250 148 | 278 742 | 41.16
Rel. Inten.(% of BP) M| 121 473 | 497 | 1890 3.37 322 0.23 538 | 4.09| 413 | 11.31 3.37 | 9.60 417 | 6.64 3.49 6.26 6.08 3.60 6.76 15.04 | 100.00
Score 0.03 1.00 | -0.05 | -0.05 1.00 | -0.03 0.50 1.50 1.00 | -0.04 | -0.04 | -0.11 1.00 1.00 0.50 1.00 | -0.03 | -0.06 1.00 | -0.04 | -0.07 0.50 1.00
lon-type by Y, boH0 | bery |y b+, | beeg, |yer HO |y, Y, yr+ o, H0 | yae,,
Delta Da -0.34 0.24 -0.33 0.42 0.44 045 | 0.1 041 | -0.29 0.11 018 | -0.08
1.50
sty
0.34




Peak 427

HeTag 1 y | I K I R I ! I 2 |7 |
I:'1?+3
2 E9ea+i-
75.0%
b7-NH3
+3
I:'IB
+ b b W " b
e el 1l W i II L,
pod b II 2l i I|III1| L III I T i |
200 200 400 A00 yaa 2an 1000 1100
D10 LMNEI0 EGF2. 3193, 319:2.0.pkl Mas=sz [miz] MH+: 2387 7782 mfz: 5977 =204
M3Teg 1 ¥ | ° I K ol ! |« 2 | |2
2 E9a+il- a4
75 .0% b7-NH3
2a3
Ei bIS Tad.4
IT G
2302 240 % 94?5 3 5130 T 770, 279 3 926.49 I:'g
: 3863
A N II N I L II I i e
bod —hi, A . THl IJ| I|.II III | 1 i |
200 200 dﬂ a0 I Taa &00 1IJIJEI 1100
O 10GLM302EGF2.21923.31923.0 phi Maz= [mfz ) hAH+: 2387 7782 miz: 8977 204
# MH* MH* MH* Protein . .
Rank Score ?;; BCS Unmatched Variable sites Sequence Calculated FError  Error MW/pl Species Acce;smn hIﬁ;j[:;E;St Protein Name
lons (Da) (Da) (ppm) (Da)
1 9.09 8.0 8 33 Y352y 5364s 5366s (K) T v P/R\R/I A Q T\Q\P\A E s\N/s I\S R (l) 2147.12 240.6578 317.8 T79040.1/9.41 Homo sapiens 87042275 8924 erythrocyte protein band 4.1-like 4

Fragment.ion (m/z) [541.90 | 555.11 [566.69 [570.41 |572.88 | 578.17 |633.68 | 649.45 |677.00 [683.42 [687.77 | 709.36 |893.04
Frac.Inten(% of TIC) | 547 | 792 | 556 | 562 029 7631356 769 | 759[ 578 582 2084[ 623
Rel. Inten.(% of BP) | 26.24 | 38.00 | 26.69 | 26.98 | 141 | 36.63 | 65.06 | 36.88 | 36.42 | 27.73 | 27.90 | 100.00 | 29.89
Score 100 | 1.00 | 0.27| 100 150 | 100| 100 100 | 0.36| 1.00| -0.26 | 1.00| 050
lon-type a, |yr++,, b4 sty |]+++14 b++1[l Yy |]++11 |]+++17 bT_NHE\
Delta Da 0.34 | 0.5 018 | 014 | 025| 063 0.15 0.58 0.06 | -0.39

T bery b, NH,

0.33 0.13 0.05




Peak 428

M5Tag 1 F | W | s | ! | v K | Q | H | ¥ | ©
':'12-'-3
i Bidahilm
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W w
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bod il Ll |....JI.|..] oA o ol o Lty Iil
200 400 1200 1400
DELTAKLSSTE. 5628 4. phl Ma==s [mfz) hiH+: 2992 0582 mf: 74877 20 4
M5Tag 1 F | " Ja i a | v +L ki | Q | | ¥ | o
b0 v, h e b,
12 74 " 12 13 a
4 Sdarbim A04.4 G006216  THGZ G085 BOG.2 b15-|+
17.7% Q366
Y3 Bh6
4272
g7 | B 10544 11153 14871
2992 a6 7 11145
b W 3231 12529 13817 14+.ﬁ
bt Ll |...JI.|.. . jl|;ll T T 1 .
200 400 EO0 200 1000 1200 1400
DELTARLSST3 5553 .4.pkl Maz=s [riz] PH+: 29920582 mdz: 74277 204
# MH* MH* MH* Protein . Ms-
Rank Score ?‘,ﬂ BCS Unmatched Variable sites Sequence Calculated  Error  Error MWi/pl Species feEEeior Digest Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 1160 724 8 1723 "‘"5‘?1“_3)52153‘ (RILGFW\S QV K Q\E/y G\VID m\S C\L E G F|A t R (C) 281633 1757299 66.1 35238.5/5.58 :‘;;?e”ns 8922515 16693 protein arginine methyltransferase 6
Fragment.ion (m/z) |427.15 [504.36 [537.50 |545.30 |641.87 |649.88 [685.91 |691.55 | 707.82 |725.24 [730.06 |732.92 [735.96 [756.15 [785.95 805.53 [845.54 855.25 | 856.23 |890.66 |936.57 [1054.44 [1114.62
Frac.Inten.(% of TIC) | 133 | 500 | 181 136| 255| 635| 303 1006| 338 307| 194 | 006 | 138 | 3054 | 246| 839 | 151 | 224 434| 201 327 228 161
Rel. Inten.(% of BP) | 4.37 | 16.38 | 593 | 446 | 835 2080 | 9.93 | 3294 | 11.06 | 10.06 | 637 | 019 | 463 |100.00 | 8.05 | 2746 | 494 | 733 | 1422 | 659 1072| 747 | 627
Score 100 100 | 1.00 004 008| -021| -0.10 100 100 010 0.06| 200| -0.05| 1.00| 008 100| -0.05| 050| 1.00| 100| 100| -0.07| -0.05
lon-type ¥z b, | brig ag |brary; i by brviy YrHR0 by, |y, | by
Delta Da 002 | 010 -029 013 | 052 0.10 0.20 0.35 013 | 019 | 0.66| -0.34
Y+ A,
0.21 0.13




Peak 429

METag 1 E | =« | |5 | E |5 | t ¥ || « | v T | =« | & | R |
Pimdz-17
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: PIMiz) 7445 . Hee.7 :
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2, Fa 2y Bt 3 I 1 o .
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215.?261 |, | l 1542 7 1I3I"E l
n o 1 —l . Ll — 1 ula . . adl s Lol ale el
- W ] Py Ly A T T I B L
1 1 1 ‘ 1 1 L] 1 1 1
200 400 =] 2an 1000 1200 1400 1600 1800
DELTAETD. 196919732 phl Massz [z ] MiH+: 19292554 mfz: 64379 z: 3
# MH* MH* MH* Protein . .
Rank Score Sl BCS Unmatched Variable sites Sequence Calculated Error Error MWIpl Species ccessionpit Diges Protein Name
(%) | D # Index #
ons (Da) (Da) (ppm) (Da)
1 13.09 772 13 5125 T14t Y15y (K) I/E/R|I/GIE\G| t |y G\V V/Y|R\G\R (H) 1768.96 160.3962  240.3 34095.6/8.37 Homo sapiens 4502709 3565 cell division cycle 2 protein isoform 1
1 1309 172 13 5125 T14t Y15y (K) I/B/RIT/GIEG |ty G\V V/YIK\G\R (H) 1768.96 160.3962 240.3 27502.9/6.54 Homo sapiens 16306492 13150  cell division cycle 2 protein isoform 2
Fragment.ion {m/z) |344.35 [388.30 [507.55 |558.57 | 687.59 |744.64 |900.98 [916.66 |925.71 [1005.68 |1186.67 |1226.24 [1372.66 |1430.76 |1542.71 |1587.93 [1671.96 | 1673.06 [1715.70 [1772.24 [1773.03 [1801.19 [1802.72 [1833.14 [1834.29
Frac. Inten. of TIC) | 251 | 271 [ 257 231 206| 753 | 444 | 433 424 294 @s0| 158| 401| 163| 4154 162 203 298| 239 407 o669 945| e88| 35| 503
Rel. Inten.{% of BP) | 2653 | 2861 | 2721 | 2441 | 2179 | 7967 4694 | 4583 4486 | 3114 | 9410 1671 | 4238 | 1721 | 1630 | 1717 | 2142 | 3156 | 2530 | 4303 | 9186 | 10000 | 7276 | 3768 | 6317
Score 100| 100| 100| 100| 100| 100 100| -046| 100| 100| 100 100| 100| 025| 00| 025| 025| 032| 025| 100| 025| 025| 073 -038| -053
lon-type Crg Co z, Cs Ce C; | T g Cg zy Z'y €10 z'y 2% L Cia %, Chs Cis Cis L
Delta Da 014 | 004 | 027| 021 | 019| 021| 058 027 0z1| o019 075| 011| 018| 006| 023| 021 009 | 043 o022| 039
z "+
3 11
0.13 031




Peak 430
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WTETD. 2595 . 25993 . phl Maz=s [riz] MiH+: 21294254 miz: 71048 z: 3
# MH* MH* MH* Protein . .
Rank Score Sl BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species feesstm (S Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 6.11 637 6 10/21 Y358y S364s (K)T v ¥ T|D/V S/s\N/G\E D W|I T I K (E) 1968.99 160.4341 235.5 103085.8/5.63 Homo sapiens 66912184 4483 neuropilin 1 isoform a

Fragment.ion (m/z) |458.32 |473.49 [604.31 [703.46 [1071.54 [1081.30 [1242.66 [1356.50 |1396.17 [1412.20 [1412.48 [1413.92 [1418.72 [1429.70 [1526.96 | 1664.74 [1672.92 |1673.68 |1893.44 [1910.25 [1972.13

Frac. Inten.(% of TIC) | 10.77 1.82 360 | 239 4.05 3.34 1.82 259 5.68 211 6.95 11.03 1.93 3.44 368 247 4.04 13.78 1.89 10.49 213
Rel. Inten.(% of BP) | 78.18 | 13.18 | 2614 | 17.32 | 29.38 24.24 13.20 18.78 41.26 15.32 50.43 80.08 13.98 24.94 | 26.70 17.96 29.33 | 100.00 13.74 76.14 15.44

Score 1.00 1.00 025 | 017 1.00 -0.24 1.00 -0.19 -0.41 1.00 1.00 0.25 -0.14 -0.25 1.00 -0.18 1.00 0.25 -0.14 -0.76 -0.15
lon-type z, | T+ <, Cs 10 Z2 Zh % Zis Ci3 iz
Delta Da 0.01 0.25 0.01 0.12 0.18 -0.42 -0.14 0.29 -0.69 0.29 0.04
Yio

012




Peak 431
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200 200 400 a00 =ili] 700 200 q00 1000
WIT_EGFCID.8500 55360 phl Mass [miz) hiH+: 2671.2082 mf: 64358 =204
# MH* MH* MH* Protein . .
Rank Score I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Accession MS-Digest Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 1143 706 7 9/23 M523m Y507y (R)¥/s L HIG $/D R S/F P|S L GD/Lw/S HLEEKI(Q) 2475.24  96.0533  35.8 133277.9/7.48 Homo sapiens 102469034 34219  janus kinase 1

Fragment.ion (m/z) |436.43 [580.73 [590.23 |608.98 [610.94 [612.51 | 616.59 | 619.62 |623.29 |625.34 |630.37 | 664.49 [669.90 | 694.78 |721.61 |725.58 |741.05 |744.94 |763.28 | 777.29 |783.72 | 854.88 858.16

Frac. Inten.(% of TIC) 1.15 3.96
Rel. Inten.(% of BP) 414 | 1431
Score 1.00 1.00
lon-type y++o b,

Delta Da 032 | D48

0.88 0.90 0.02 237 1.07 0.21
318 3.26 0.09 8.57 3.85 0.74
-0.03 -0.03 025 1.00 1.00 1.50
ag Vs ¥+ | bH0

0.70 013 0.27 -0.60

1.50

m sty

0.56

22.58
81.54
1.00
045
1.00
m

0.24

12.27
4432
-0.44

1.07
3.87
-0.04

1.57
5.65
1.00
|3-|-+11
0.21

4+
y 18

0.15

2.07
7.46
-0.07

146
5.27

0.25
y.-SOCH,
-0.64

1.36
4.9
-0.05

27.69 1.00
100.00 361
1.00 0.50
bg. Yg.'HZO
0.31 -0.36

1.74 0.91 2.73 3.85 2.81
6.28 3.29 9.85 | 13.90 | 1015
1.00 | -0.03 1.00 | 014 0.50
Y+, y, yr-MH3
0.04 0.56 -0.60

6.34
223
-0.23




Peak 432

lons that verify assignment
assignment
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200 200 400 a00 i) yaa a00 00 1000 1100
DELTACID. 2067 2067 .0 phi Mass= [miz] hiH+: 18711854 me: G244 =23
# MH* MH* MH* Protein . .
Rank Score Phl BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species fcess NS Tigest Protein Name
(%) Index #
lons (Da) (Da) (ppm) (Da)
1 1047 60.2 8 10723 Y853y 5854s (K)v/y s/S\M E R L 5|L|L\E\E\R (R) 1711.87 159.3171 -329.0 196436.8/8.41 Homo sapiens 112363080 31953 microtubule associated serinefthreonine kinase 2
Fragment.ion (m/z) |546.30 566.91 |585.73 | 591.72 | 597.66 |606.63 |614.40 |658.61 [664.31 |681.41 [720.62 [726.69 [780.48 |784.40 800.15 |837.45 |843.33 [849.39 [854.02 |858.55 [872.46 | 877.58 |886.62
Frac. Inten.(% of TIC) 2.84 6.64 0.07 041 573 2.09 8.02 4.68 4.46 267 4.71 3.83 2.39 313 2.35 5.86 2.69 8.40 2.50 21 2.82 6.70 | 14.31
Rel. Inten.(% of BP) 19.87 | 46.41 0.49 2.88 40.05 | 1461 | 56.04 | 32.69 | 31.17 | 1863 | 3292 | 26,78 | 16.69 | 21.85 | 16.42 | 40.96 | 18.83 | 68.67 | 17.45 | 18.93 | 19.70 46.80 | 100.00
Score 1.00 | -0.46 0.25 1.50 1.00 1.00 | -0.56 1.00 1.00 1.00 1.00 | -0.27 | -0.17 100 -0.16 | 041 -0.19 100 | -017 | 019 | -0.20 0.50 1.00
lon-type Ys st |y++d,, b, | b++ Y5 | bty | yirg, | by b+, b+ y Y H0 | yeeg,
Delta Da 0.01 0.21 0.14 0.52 | -0.59 0.76 0.55 | -045 0.3 -043 0.04 -0.28 | -0.25
150 |b++,H,0
=y -0.56

-0.23




Peak 433
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23.7% ' 1134.4
8341 i 12D 1
LI ] n.
117 4 aa 1337 4 .
S09.5 Tip.4 7R85 28 b
. 12611 17 Yis
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WT_EGFCID.ETES.6760.0.pki Maz= [mJfz ) MiH+: 37082982 mfz: 92783 z: 4
SPI & Variable MH* MH" MH* Hoiein Accession DI;HSe-st
Rank Score BCS Unmatched . Sequence Calculated Error  Error MWipl Species g Protein Name
(%) 1 sites # Index
ons (Da) (Da)  (ppm) (Da) 2
M3777m o
1 11.95 755 & 9/24 T3751t (K)GEtGPMVAAT/LKLGIAI/L\N/G\GN S\TV QQ/KmL\Dy L K (E) 3531.89 176.4068 129.2 564570.7/5.73 = 112799847 37581 cardiac muscle ryanodine receptor
Y3780y
Fragmention (m/z) |803.26 | 879.97 |890.15 [896.42 | 899.73 [902.89 | 905.88 |908.71 |915.49 [950.80 [959.23 |969.71 | 976.96 |978.65 |983.69 | 993.28 | 994.55 [999.09 [1003.37 [1006.10 [1031.38 |1099.71 |1124.01 [1124.36
Frac. Inten.(% of TIC) | 263 178 230 [ o008 1579 [ 013 463 [ 1362 216 [ 242 289 190 191 211 357 255 390 296 1575 =239 205 387 257 601
Rel. Inten.(% of BP) | 16.67 11.27 | 14.56 | 049 100.00 | 085 | 2932 | 8623 | 1367 | 1534 | 18.31 | 12.04 | 1207 | 13.38 | 2263 16.17 2469 | 1875 | 9974 | 1512 | 13.00 | 2449 | 1625 | 38.07
Score 017 050 | 1.00 | 1.00 050 | 150| 1.00| 100 -014 | 015| -018 | -0.12 050 | 013 | -0.23 0.50 100| -019| 100| 100| 100| -024 100 | 1.00
lon-type yrhgH0 |y m | b++-H0 sty [y+ey, | beegy b,5-H0 yr-H0 by Yz Y7 | by, bisyy | bty
Delta Da 044 | 074 071 025 | 033| 073| 028 0.42 -0.69 0.03 039 | -037| o082 044 | 079
}'H'W'Hzo

0.58




Peak 434
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200 400 EQ0 aoa 1000 1200 1400
WTCIO 15031500 .pki Mazss [mfz] hiH+: 23055854 mfz: FEOE 23
# . MH* MH*  MH* Protein . MS-
Rank Score S‘:,:I BCS Unmaiched Var_ltable Sequence Calculated Error Error MVWipl Species ACCE;’S'O" Digest Protein Name
) lons S (Da)  (Da) (ppm)  (Da) Index #
1 11.35 829 8 7120 M26m Y3dy (K)E L Am A EIA/LIQ/M E\y\D\A L 5 R\L R (H) 2210.09 95.4910 -203.9 184826.9/6.87 :;;r)?;ns 15451926 13260  phosphoinositide-3-kinase, class 2, beta polypeptide

Fragment.ion (m/z) |617.31 |624.95 [660.59 |666.80 | 673.81 [724.25 |727.87 |730.61 |734.63 [736.46 |738.46 |742.11 [746.51 [748.54 |760.70 | 787.57 |796.69 [823.35 844.74 |891.56

Frac. Inten.(% of TIC) 3.10 245 3.67 244 438 3.0 21 521 218 0.12 2.84 1.19 2.63 0.16 227 .03 | 43.08 6.67 2.04 242
Rel. Inten.(% of BP) 719 5.68 §.53 5.67 1017 7.00 4.89 | 12.09 5.06 0.27 6.59 277 6.12 0.37 528 18.63 |100.00 | 15.49 4.73 561
Score 1.00 | -0.06 1.00 1.00 1.00 | -0.07 | -0.05 1.00 | -0.05 1.50 1.00 025 | -0.06 -0.05 1.00 1.00 1.00 1.00 | -0.06
lon-type by, by | yrryg [brer ¥ sty | by 1 o ber o HO | brryy |y bg
Delta Da 003 -0.70 -0.50 019 -0.72 -0.24 -0.33 0.09 027 0.38 -0.04 -0.67
L aast

-0.30




Peak 435
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# MH* MH* MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species SEEECAMD LSl TR Protein Name
(%) ) # Index #
ons (Da) (Da)  {ppm) (Da)
1 1119 821 8 5116 Y297y (R)¥/B/A R\H Q/P H\M|A D\S/W P R (5) 1848.87 81.3471 7153 36774.1/6.59 Homo sapiens 157951718 21704  GSG1-like isoform 1
1 1119 821 8 5116 Y142y (R)¥/B/A R\H Q/P H\M|A D\S/W P R (5) 1848.87 81.3471 7153 20586.5/6.12 Homo sapiens 21389571 22136  GSG1-like isoform 2

Fragment-ion (m/z) |215.02 |458.64 | 462.49 |525.50 | 530.52 |534.08 |548.63 | 551.41 | 562.83 |567.46 |573.31 |600.18 |622.51 | 643.69 |723.52 |731.10

Frac. Inten.(% of TIC) 3.54 0.36 4.47 3.10 9.74 2.88 3.60 4.08 15.36 | 12.43 389 | 2204 3.03 32 4.60 3.97
Rel. Inten.(% of BP) 16.08 1.63 20.29 | 14.07 | 4421 | 13.05 | 16.34 18.50 69.73 | 56.40 | 16.28 [100.00 | 13.76 14.58 | 2088 | 18.01
Score -0.16 1.50 1.00 | -0.14 1.00 1.00 1.00 0.50 1.00 1.00 | -0.16 1.00 | -0.14 1.00 | -0.21 1.00
||3|'|_type ¥ |3+++11 Y |;;++B Yy b4_NH3 YA, b4 b++9 Yt o Ye
Delta Da 0.39 0.30 0.26 015 | -0.12 0.21 022 | -0.77 0.43 643.69 -0.25

1.50 yHH,

sty 0.41

07




Peak 437
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# MH* MH* MH* Protein . MS-
Rank Score S',:I BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species Al:l:e;swn Digest Protein Name
&l lons (Da) (Da) (ppm)  (Da) Index #
1 933 623 9 8120 M483£;47W R)y L M L/F/S M\VIL I m LIS/A S/PRMSIGFIyQ6RI() 296653 176.8441 2916 87439.4/5.79 :':;?;ns 22027525 18602  Rac/Cdcd2 guanine nucleotide exchange factor G
Fragmention (mfz) |532.75 | 678.45 |682.40 [742.63 | 751.77 [761.30 [768.58 |772.20 | 799.62 |803.05 |804.33 |821.52 | 848.45 |867.45 |892.49 |915.87 949.43 |1016.40 [1048.32 1075.97
Frac. Inten.(% of TIC) | 257 [ 324 [ 222 453 306 367 571 664 205 430 o962 338 434[ 248[ 1409 1091 695 220[ 429 284
Rel. Inten.(% of BP) | 1827 | 2301 | 1577 | 3212 2171 | 2537 | 4053 | 4715 | 2093 | 30563 | 6825 | 2397 | 3080 | 1758 10000 | 7742 | 4931 | 1627 | 3048 | 2014
Score 018 | 100 | 100 -032 100 | 100| 100| 047 | 100| -031| 100| -024 | 100 | 0148 100| -077| 100| 100| 100| -020
lon-type bees | yrr, bree,, | yrr,, [beeg, yrreg, Y. yrie,, = b, | b+s . by
Delta Da 011 | 008 074 | -005| 070 0.56 054 0.37 0.09 004 | 060 | -0.14
y++13'HzO ¥+tis
057 0.31
Y,
1048 32




Peak 438
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# MH* MH* MH* Protein . .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error  Error ipl Species Accession MS-Digest Protein Name
(%) lons (Da) (Da) ( D # Index #
ppm) (Da)
1 10.29 765 8 7119 T147t Y150y (R)A H T W/V P\L\D/D|A\t Q E/y K|E E (L) 1943.97 161.2073 605.5 59690.7/7.80 Homo sapiens 25777696 7254 tripartite motif-containing 39 isoform 1
1 10.29 76.5 8 79 T147t Y150y (R)A H T v/V P\L\D/D|A\t Q E/y K|E K (L) 1943.97 161.2073 605.5 56374.8/6.73 Homo sapiens 25777698 26230 tripartite motif-containing 39 isoform 2

Fragment-ion (m/z) |258.11 [276.10 |474.06 | 490.21 [506.72 |510.09 | 566.35 |578.28 [597.45 |604.63 | 610.34 [613.23 |624.24 |635.55 |647.09 |659.04 |718.04 [737.04 |765.44

Frac. Inten.(% of TIC) 3.04 3.60 215 351 327 | 299
Rel. Inten.(% of BP) 915 | 10.85 6.49 | 10.59 9.86 9.01
Score 0.50 1.00 1.00 0.50 | -0.10 1.00
lon-type y,-H,0 Y | by |bH0 b+

Delta Da -0.03 | -0.06 | -0.68 0.07 047

242 2.63 464 | 1023 33.17 4.67 3.04 555 5.05 337 2.16 2.34

7.30 7.92 | 1399 | 30.84 | 100.00 | 14.07 916 | 16.74 | 1522 | 1017 6.52 7.06

1.00 1.00 | -0.14 1.00 1.00 | 014 | -0.08 1.00 1.00 | -0.10 1.00 | -0.07
Yy Y+, h&- h+++15 Yty Y h?

045 | 044 -0.M 0.08 068 | -0.18 -0.38

217
6.54
-0.07




Peak 439
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WT_EGFCID. 2935 2943.0.phl Mass [z ] hiH+: 1530.7382 mfe: 38344 2 4
# MH* MH* MH* Protein 0 0
Rank Score s‘,:I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ACCB;’SIBH I\n'llsl-legt;st Protein Name
(%) lons (Da) (Da)  (ppm) (Da) ndex
1 1112 647 7 11125 T992t Y983y (R)¥ T/R L/P\H\L|L|E|t E (L) 1369.83 160.9067 636.3 148515.5/6.31 Homo sapiens 37588869 37372 ring finger protein 123

Fragment.ion (m/z) [299.23 [321.16 | 327.70 [328.06 [330.23 [339.36 |356.20 [363.35 [396.01 [401.84 | 41532 [424.41 [424.70 [433.76 |445.07 [450.36 |456.13 [459.42 |463.61 [474.47 [480.90 |504.36 [538.11 [569.34 |677.42

Frac. Inten.(% of TIC) i 3.08 2.03 4.48 2.25 7.12 297 1.70 4.88 5.73 2.68 2.75 §.41 227 257 7.56 | 14.83 143 1.61 215 410 146 4.54 2.46 344
Rel. Inten.(% of BP) | 2165 | 20.77 | 13.68 | 30.26 | 1517 | 48.05 | 20.04 | 1145 | 32.91 | 38.67 18.06 | 18.53 | 56.70 | 15.29 | 17.34 | 50.99 [100.00 9.63 | 10.84 | 1450 | 27.65 9.85 | 32.67 | 16.59 | 23.22
Score -0.22 1.00 1.00 100 | -015 | -0.48 100 01 1.00 1.00 0.50 1.00 1.00 | -015 | -017 | -0.51 1.00 1.00 | 0.1 -0.15 100 -0.10 1.00 1.00 | -0.23
||]|'|_type b+++7 hz-HEO Yo b++5 Yyt |]++1—B b++€-_HZO b++€_ b++€_ 'S y+ b++7 |]+1—B A
Delta Da -0.00 0.63 | -0.07 0.04 0.1 0.29 0.37 | -0.28 0.01 -0.09 0.67 -0.34 0.33 0.03
Y-

2

-0.43




Peak 440
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# MH* MH* MH* Protein . Ms-
Rank Score ?“:}I BCS Unmatched Variable sites Sequence Calculated Error  Error Mwipl Species Azzedior Digest  Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 1480 727 8 6123 M1 K)sDosNCISIL/ERL\LQIO\L S/T\S y K Tn P\AY R (N) 301743 176.9039 3056 41402.6/8.94 :':;I”e”ns 38202241 5931 WNTH inducible signaling pathway protein 3 isoform 3
Fragment-ion (m/z) |656.74 [691.92 [742.13 [752.64 | 768.48 |[774.44 [777.08 | 779.71 [783.25 [820.63 | 835.51 | 841.18 [842.99 859.03 | 864.85 |892.94 [915.26 [922.19 [ 929.70 [936.21 [977.69 [991.22 [1193.78
Frac. Inten.(% of TIC) | 334 | 324 405[ 435 346 [ o028 [ 611 383 o1s| 332 385 494 457[ 398 426 520 374 404 409 482 447[ 60| 338
Rel. Inten.(% of BP) | 2072 | 2013 | 2516 | 27.00 2150 | 173 |10000 | 2380 | 113 | 2060 2204 | 3067 | 2836 2473 | 2635 | 3283 | 2321 | 3068 | 2538 | 2992 | 2589 | 3789 | 2101
Score 100 | 100 | 100 -027 050 | 150 | 100| 100| 200 100| 100 100| 050| 100| 050 -033| -023| 031 100 030| 026| 100| 050
lon-type ey by |yrrryg b+ H,0 sty | boeeg, |yrre m |yt | Yty | by, [boNH, b, |yHH, beeey, ber ;| ygH0
Delta Da 049 | 031 | 077 066| 016 | 026| 066| 015 -074| 079 033| 079| -020| -057 0.65 02| 072
Y+ b,H,0
-0.54 0.04




Peak 441
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200 400 a00 ED oo go0 SIZIIZI 1000 1100 1200 1300
NT_EGF C10.2034.3034.0 phi Mass [mfz) fiH+: 1317 4854 mJz: GOG.49 2: 3
# MH* MH* MH* Protein . .
Rank Score S BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species decessonlis inest Protein Name
" lons (Da)  (Da) (ppm)  (Da) # Index#
1 860 585 7 6M7 M1m Y13y (Jm/E RIR|A\A\G\P G W\A A v E R (L) 1720.83 96.6218 363.5 184600.6/7.21 Homo sapiens 39753961 19223 1Q motif containing GTPase activating protein 3

Fragment-ion (m/z) [331.31 | 377.10 [395.17 [433.25 [451.28 |550.47 |573.86 |587.13 |588.66 |614.77 |659.64 |664.53 |666.70 [692.97 [731.45 [776.30 [834.91

Frac. Inten.(% of TIC) 6.30 3.87 | 1431 521 | 11.90 5.91 0.15 4.76 5.03
Rel. Inten.(% of BP) | 44.05 = 27.03 [100.00 | 36.37 | 83.17 | 41.31 1.07 | 33.22 | 3517
Score 1.00 1.00 1.00 100 | -083 | -0.41 1.50 | -0.33 1.00
lon-type be+y |brer | b b, sty b,

Delta Da 0.64 0.25 0.47 0.06 0.25 -0.63

414 379 431
2895 | 2651 | 30.08

1.00 1.00 | -0.30
Y4 bg

0.01 -0.68

§.02 561 6.25
56.056 | 39.21 | 4370 | 4
-0.56 1.00 1.00

) by
0.16 0.09

6.62 3.80
6.26 | 26.52
-0.46 1.00
Y,

-0.47




Peak 442
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TSI 2369 . 2369.0.phi Mass [z ] hiH+: 1967 3054 mfe: 69644 2.3
# MH* MH*  MH* Protein . .
Rank Score IS‘EE}I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/ipl Species chce;smn hﬁ;ﬁ;f?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 941 658 M 923 Y200y (RIE/B/S/S A A Y\Q\E/A|B/T\K E F\v\A () 1886.96 80.3408 190.3 22160.0/4.75 Homo sapiens 40548378 23488 syndecan 2 precursor

Fragment-ion (m/z) | 508.26

[517.01 |521.28 |587.39 [611.64 [615.75 [620.45 | 626.97 |635.77 |638.25 |641.38 |647.24 [705.34 | 808.60 | 81847 [828.52 [833.51 |838.50 |855.48 |872.15 [920.20 |935.55 |1006.64

Frac. Inten.(% of TIC) 4.00 3.12 2.56 2.72 5.65 4.94 3.99 6.58 4.63 373 2.78 4.05 247 2.59 7.66 3.51 493 317 4.08 3.15 9.54 5.96 4.10
Rel. Inten.{% of BP) 4199 | 3275 | 2689 | 28.54 | 59.23 | 51.84 | 41.85 69.04 | 4856 | 3916 | 2914 | 4252 | 25.95 27.20 80.34 | 36.76 | 5221 | 33.26 | 42.76 | 33.06 [100.00 | 62.52 42.94
Score 0.50 100 | -027 | -0.29 | -0.59 1.00 | -042 100 | -049 | -039 | -0.29 | -043 1.00 0.50 1.00 1.00 1.00 1.00 | -043 1.00 1.00 1.00 1.00
lon-type bt pH,0 | by b++; bessr g b; | b++,H,0 bty | Y+, bg Y5 ¥Y**is | ¥ e Y7 ¥s
Delta Da 0.49 0.23 -0.08 0.34 -0.02 -0.33 0.54 0.64 0.09 0.16 0.75 0.28 0.16 0.21

y++, 1,0

-0.40




Peak 443
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b13H
2. 3da+dm [T TEE.4
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8812 g31 0 1007 6
THU 2 A5E 1 hQ
+i G832 L~ 1055.5 12062
Byg 563 5 40 5 deky 5 i
2682 50 382.0 T30 || nredl1zmze 13100
bid— L I”"'".l |||||IL|I.|L||III.|| I | n T L
200 a00 400 A00 EO0 Fon am S00 1000 1100 1200 1300 1400
WT_EGFCID.ET54.8754.0.phl Mass [z ] hiH+: 32056982 mfe: 80218 24
# MH* MH*  MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species fezdon S Protein Name
(%) 1 D # Index #
ons (Da) (Da) (ppm) (Da)
1 10.48 56.0 10 924 M415m Y424y (K)vV /N P B/D E\D|CA\T I C m|E/R L V T\A/S G v E\G V L R (H) 3109.48 96.2231  81.7 67368.8/9.67 Homo sapiens 41352718 26104  deltex homolog 1

Fragment.ion (m/z) |550.40 | 725.78

[728.49 [737.21 | 741.44

[751.13 [ 771.68 [777.68 |780.67 [784.75 [788.52 |815.51 [855.71 [881.23 |886.83 | 891.09 [894.84 | 921.93 |961.07 [968.13 [986.30 | 994.03 |1007.64 |1055.50

Frac. Inten.(% of TIC) 27 270 7.33 | 10,00 3.10 3.89 270 0.16 412 6.19 | 10.96 3.99 3.10 4.08 3.59 3N 3.29 351 467 3.06 317 3.0 3.89 2.87
Rel. Inten.{% of BP) | 24.68 2459 | 66.84 | 91.25 2827 | 3549 | 2462 149 | 3760 | 56.49 [100.00 | 36.42 | 28.27 | 37.19 | 32.78 3562 | 29.98 31.99 | 4258 | 2792 | 2888 | 2749 35.49 26.16
Score -0.25 100 | -067 | 091 0.50 1.00 1.00 1.50 100 | -0.56 1.00 1.00 050 | -0.37 | -0.33 1.00 1.00 1.00 1.00 | 028 | -0.29 1.00 -0.35 1.00
lon-type bt Y H0 |y, |y sty b, bty |y, |yNH, Yty by |bi++y, Yz Yyritas by

Delta Da 0.1 -0.44 0.25 0.67 0.06 0.28 -0.31 011 -0.65 0.3 -0.58 0.54 0.65 0.60 0.05




Peak 444
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200 400 B0 200 1000 1200 1400
WTCID.7E24. 75835 .0 phi Mazz [mez] hiH+: 31470952 mfe: TE7F 83 204
METag1 | g A 5 L L H T ¥ a G P 5 L L W
e | & | I I I I I W I B I I I I
g
B Sfahin TOF.8  7r4.s 9158
31.6%
+1
mes  BHIv,,
1 o943
86 4549 6 “
G11.5 ¥ag
103061131 .4 1203 5
1t 5r46 S854 '
M50 321 474.1 5248 1.y 1524.3
b 2
200 400 B0 200 1200 1400
WTCID.7E24. 75835 .0 phi Mazz [mez] hiH+: 31470952 mfe: TE7F 83 204
# MH* MH* MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Gesesen L Protein Name
(%) 1 D # Index #
s (Da) (Da)  (ppm) (Da)
1 1145 592 10 1025 Y454y S455s  (R)Y G A S/L/L H\T|Y A G B/S/L L\V L G B R G A/P\A V y\s\E K (V) 2987.60 150.4993 -137.7 231241.0/5.87 Homo sapiens 42794779 5033  myosin 13A isoform b
1 1145 592 10 10725 Y454y S4555  (R)Y G A S/L/L H\T|Y A G B/S/L L\V L G B R G A/P\A V ¥\s\E K (V) 2987.60 150.4993 -137.7 233116.3/5.95 Homosapiens 28416046 16018  myosin 18A isoform a
Fragmention (m/z) |611.48 |707.87 | 724.47 [742.91 [748.68 [756.26 | 763.72 [765.48 |769.50 |772.51 [774.76 [804.48 [807.48 | 825.67 |840.34 |842.86 [847.72 [ 886.36 | 903.23 [915.80 |924.51 |952.74 [ 958.67 |988.69 |994.33
Frac.Inten.(h of TIC) | 214 [ 1121 | 484 [ 229 219 [ 265 0.6 298| 419 248 486 | 262[ 496 371 279 226[ 243 275 232 411 | 395 780 1337 237 [ 4.9
Rel. Inten.(% of BP) | 16.03 | 83.82 | 34.57 | 17.10 | 16.35 | 19.79 047 | 2230 | 3131 | 1855 | 3536 | 19.63 | 37.13 | 27.74 | 20.83 | 16.82 | 18.18 | 20.55 | 17.33 | 30.74 | 2953 | 58.32 | 100.00 | 17.69 | 36.68
Score 016 | 084 | 050 | 100 | 016 | -0.20 150 | 1.00| 100 100| -0.36| -020| -0.37 060 | 0.21| 100| 018 100| 100| 1.00| 100 1.00| 1.00| 050 | -0.37
lon-type b_-H,0 b, bee HO [ brrey, |yervy, | breyg b;-H0 b, Yrerg, |brrrgg |y (Y ¥7 |brrry; (b HO
Delta Da 0.09 | 052 018 | 073 046 | -0.40 0.24 0.58 0.26| 076 035| 071 060| 084| 020
1.50 Y g
sty 030
0.58




Peak 445

lons that verify assignment
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200 a0 a00 i) oo &00 A00 1000 1400
WTCID.2791.2791.0.pki Mass (rfz) hiH+: 20113164 miz: 671,11 z:3
SPI o Variable MH* MH* MH* Erotel Accession DI“:SI
Rank Score BCS Unmatched . Sequence Calculated Error  Error MW/ pl Species g Protein Name
(%) | sites # Index
ons (Da) (Da)  (ppm) (Da) #
1 11.00 800 8 5018 Y763y (R)B/V/S/B/V/T/P P RE V|P I y\A NR (F) 1932.05 79.2704 -346.0 90556.6/7.T1 I;IED;I;”S 4501915 12669 ADAM metallopeptidase domain 9 isoform 1 precursor
Fragment-ion (m/z) |600.45 [638.03 [653.21 |656.54 |696.98 [747.02 [758.48 | 787.06 |796.69 [813.50 [827.59 [831.00 | 83564 |[845.11 [871.18 | 880.11 [888.72 [938.09
Frac. Inten.(% of TIC) | 540 | 043 | 432[ 435 &07| &93| 279 376 380 483 27| 420 376 [ 1421 | 333 721 [ 2004 [ 3.06
Rel.Inten.(% of BP) | 2692 | 216 2156 | 21.71 | 2530 | 2956 | 18.89 1877 | 1748 | 2412 | 13.88 | 20.98 18.78 | 70.90 | 16.62 35.97 [100.00 | 15.29
Score 100 | 150 | -022| -022| 100 100| -0.19 050 | 100 | 100 100| -0.21 050 | 100 | -0.17 060 | 100 | 1.00
lon-type bty sty L AnsTH S Aatt] ag | b-H0 Vg | by, Y 0 |y, Y0 |y |y,
Delta Da 012 | 065 063 | 01a 039 | 074| 013 | 068 028 | 018 067 | 027| om
¥y a'Hzo ¥
034 029
YeMHy
035




Peak 446
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. W
42 1% Hd BE0 18
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vy by¥y O L a3 1| sk k il ] 12714
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m-. r I | L] |I|lI| | ||1 ||I|| Ll r L I|| ]
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MTCIOE148.5149.0 phl Mass [z ] hiH+: 2467 3454 mfz: 82312 2: 3
1 11.83 832 7 519 Y757y (K)M/Q/N E G ¥ E|H P/T Y K y L\E\Q\M\Q\I {.) 2387.08 80.2660 121.4 86956.3/4.72 Homo sapiens 4502147 23584 amyloid beta (A4) precursor-like protein 2

Fragment.ion (m/z) |686.21 [698.25 | 737.07 [743.31 [750.35 |773.54 | 779.74 [790.21 | 794.66

[798.44 [802.49 [804.63 [859.95 [910.45 |957.14 [975.51 [1029.32 [1104.93 [1168.93

Frac. Inten.(% of TIC) 3.66 3.07 261 2.38 247 3.74 10.46 0.10 290 3.16 BN 5.00 3.056 | 11.75 641 8.09 §.92 14.33 419
Rel. Inten.(% of BP) | 2551 | 2145 18.19 16.58 | 17.21 | 26.14 72.98 0.67 2024 | 2208 | 26.05 | 3487 | 21.30 | 82.00 | 4471 | 56.46 62.25 | 100.00 29.23
Score -0.26 1.00 1.00 0.50 017 | -0.26 1.00 1.50 0.50 -0.22 -0.26 1.00 1.00 1.00 0.50 1.00 1.00 1.00 1.00
lon-type yrryg | by |y HO breryy sty |y, H0 ¥ b, | b, |bgNHy | breo | bery | berys | boergg

Delta Da -0 56 043 -0.07 0.42 -0.15 -0.70 027 | -039 007 021 061 039 043 045
Yo yars Yoo |y

0.42 0.40 0.45 042




Peak 447
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DELTA 4293 .4903.0.pkl Mass [mfz] hAH+: 24770054 mse: 82637 2 3
# . MH* MH* MH* Protein . MS-
Rank Score IS":; BCS Unmatched \fﬁ;ril‘zlsale Sequence Calculated Error Error MW/pl Species Acce;smn Digest  Protein Name
lons (Da) (Da) (ppm) (Da) Index #
1 1476 834 9 1125 Y762y (K)M/0/0 N G Y E\N P T y\E/F|F\E\Q\M\Q\N () 2397.03  80.0680 41.0 86943.8/4.73 :anpr?;ns 4502167 2523 amyloid beta Ad protein precursar, isoform a

Fragment.ion (m/z) |690.47 [ 696.34 [739.99 |748.54 [776.46 | 782.67 |784.40 [796.44 [806.07 [810.05 |841.76 [851.57 | 906.48

[915.46 [943.64 | 970.69 [979.61 | 103511 |1043.93 | 1100.33 [1101.67 [1109.56 | 1164.82 [1173.38 |1406.58

Frac. Inten.(% of TIC) 1.76 1.37
Rel. Inten.{% of BP) 781 6.06

Score -0.08 1.00
lon-type br g
Delta Da 0.39

[y

213 145 3.24 257 1.86 226 1.88 140 237 1.36 259 512 1.64 248 6.76 1.90 12.82 1.62 5.01 8.00 418 2254 1.70
9.43 643 | 14.38 11.40 8.24 | 10.02 §.34 6.19 | 10.54 6.03 1148 | 22.70 7.28 10.99 | 29.99 8.44 56.85 718 2223 3547 18.56 | 100.00 7.56
1.00 | -0.06 | -0.14 1.00 | -0.08 1.00 | 008 | -0.06 1.00 1.00 0.50 1.00 1.00 0.50 1.00 0.50 1.00 0.50 -0.22 1.00 0.50 1.00 1.00
- bess o ¥e b, b, |b++  H0 | bes ¥ [be HO | bes ag | b+ be+_HO b+ ly++ HO | besg b,
0.36 0.35 0.1 0.42 0.23 0.61 0.59 0.24 0.30 0.22 0.67 0.51 0.39 0.62 0.34 0.41 0.07
b 1.0 b HO | yer HO Y L st
0.69 -0.49 -0.12 0.1 -0.10




Peak 448
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WTCIDLEST.8371.0.pki Maz= [mfz] hiH+: 3182 6532 miz: vaG.42 2 4
# : MH* MH* MH* Protein . MS-
Rank Score Sq::l BCS Unmatched Var_lable Sequence Calculated  Error  Error MWipl Species pceession Digest Protein Name
(%) lons el Da Da| m Da Index #
(Da) (Da)  (ppm) (Da)
1 1008 650 7 7122 MS}?M'";M"’ (RIAL/LEAGALPNAPNS y\GRRE I/QVMimnGsAR()  3071.57 111.0882 2727 16532.7/5.52 :'a”;i”;ng 4502749 4367  cyclin-dependent kinase inhibitor 2A isoform 1

Fragment.ion (m/z) [521.46 [733.10 [ 745.79 [763.73 | 77255

[775.90 [779.57 [782.08 [ 784.19 [807.97 | 834.32 [836.36 |844.93 [867.61 | 880.13

|884.63 [889.12 [906.62 [912.68 [950.74 [993.36 [1001.08

Frac. Inten.(% of TIC) 339 342
Rel. Inten.(% of BP) | 28.25 | 28.52
Score 100 | -029
lon-type y++g
Delta Da -0.27

12.00
100.00
1.00

Y+

045

0.

19

1.60
1.00

m

-0.91

0.09

0.75

1.50

b++, -H,0
-0.31

1.50

sty

0.41

012
1.02

m

§.64 6.74 11.13 3.81 3.98 347 3.64 4.32 41 4.48 3.81 4.10 6.44 4.81 4.33 2.99
7203 | 5617 | 9272 | 31.73 3315 | 2890 | 30.30 | 36.04 3428 | 3734 | 3173 | 3414 | 5364 | 4005 | 36.07 2489
-0.72 1.00 1.00 025 1.00 100 | -030 | -036 050 | -0.37 100 | -034 | -054 1.00 025 1.00

brrys |y ag | by, by b++,.-H,0 b+s by g, | Yy
021 084 | -052 023 013 0.71 0.69 021 -0.21 0.61




Peak 450
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Rank Score S;' BCS Unmatched Variable sites Sequence Calculated  Error  Error N:\[l’\l'?rlall-l Species ACDE#SSIDI'I MIS;!DIQ;S‘ Protein Name
(%) lons (Da) Da) (ppm)  (Da) i
3974.07 176.3050 90.9 25898.7/6.91 Homo sapiens 4506181 21664  proteasome alpha 2 subunit

MimY6y S9s (Jm AERG/y S\F s/LTTF\SPA\SGER|IL\WQ\I EYALA/AVAGGAPSVGIEKI(A

1 1242 692 9 8125



Peak 451
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# MH* MH*  MH* Protein
Rank Score i BCS Unmatched WVariable sites Sequence Calculated Error  Error MW pl Species cces=ion NG Eline st Protein Name
r4) lons (Da) (0a) (ppm)  (Da) # Index #
1 102 HE 7 M7 Y5y 5326s (RIGEEKPAS\PAVOQWDAALIQELIAAVLAGy GVELE (@) 3047 .66 158.5845 -417.4 105848.1/6.66 Homo sspiens 450632 4501 protein tyrosine phosphatase, receptor type, N precursor
Fragment-ion (m/z) | 641.4% [643.81 [706.63 |728.85 |756.24 [772.25 | 775.08 [779.84 [784.76 [840.34 [B48.33 [B35.08 |836.65 | 200.85 [955.22 [1027.35 [1045.74
Frac. Inten.[% of TIC) 268 | 13.28 | 281 | 208 1985 | a7 203 | 665 | @13 | 207 | 580 | 458 43| z2e6| ez 188 | 278
Rel. Inten.(% of BF) 1355 | 8695 | 1413 | 1554 (100,00 | 3210 1528 | 3351 | 4801 | 1545 | 2924 | 2298 | 2078 | 338 | 3132 | 1980 | 1388
Seore 050 | 100 | 100 o050 1.00| D32 050 100 100 | 015| 100| 050| 05| 05| 1.00 0.50 1.00
fon ype ¥ HO by | yHhy |B-HO | by Y HO (b |y, ¥ |¥-H O yNH (BgNH | b, | byNH byg
Delta D2 p67 | 034 | 026| 045 0m2 034 | o076 038 048 | 030 | 029| 05| 026| D48 0.27
¥ty

0.08




Peak 452
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5144 fa4.6 645.8 007 610442
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(" L | Ll I.I.||||. | II.II II Ll I|' Ll Ll II | ul
200 4 il &0n 1000 1200 1400
MTCI 05134 5134.0.ph Mazz [m/z] hiH+: 23141684 mfz 77206 213
# . MH* MH* MH* Protein . S-
Rank Score Eh BCS Unmatched Var_lable Sequence Calculated  Error  Error MW/pl Species coesSios Digest Protein Name
(%) sites #
lons (Da) (Da)  (ppm) (Da) Index #
1 1074 787 8 314 "":,‘;g;:‘ (K)V/N/G E/y/F/L S E L E P\A/T\E ¥ m A R (V) 2219.03  95.1329 357.9 110509.1/5.54 Sa”;?;ns 4557040 18208 oncostatin M receptor
Fragment.ion (m/z) |668.03 |729.49 |731.32 | 740.13 [743.89 |749.09 [750.95 |762.72 [786.65 |816.19 [836.69 [958.24 | 1041.78 [1051.23
Frac. Inten.(% of TIC) | 570 | 025 | 489 | o022[ 1183 624 023| 855 566/| 582 916 [ 630 473 3040
Rel. Inten.(% of BP) | 16.76 | 081 | 16.09 | 072 | 3891 | 2052 | 077 | 2811 | 18.62 | 19.16 | 30.20 | 20.71 15.56 | 100.00
Score 050 | 100| -016| 150 | -0.39 | -0.21 100 | 100 | 100| 1.00| 1.00 050 | 1.00
lon-type yeNH, | besy | At m a Yo | bory |y, | yregs |y -H0 |y
Delta Da 024 | 032 0.82 043 | 030 033| 021| 017 066 | -0.21
1.00 150 Y+,
1 sty -0.64
-0.18 045




Peak 453
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DELTARICID. F 247 F2d47.0 phi Maszs [miz) hAH+: 2465 9782 miz: 617256 z2: 4
# MH* MH®  MH*  Protein LI
Rank Score S‘}EI BCS Unmatched \.I"ar_ltable Sequence Calculated Error  Error MW/pl Species ACCB;SIB" Il}lgest Protein Name
(%) e gl (Da) (Da) (ppm)  (Da) pdex
PP #
M516m
1 11.24 696 7 8r22 mgggm (R)R/N G H N\E\m D E P\m\F\T @ P|L m v K (Q) 2338.04 127.9369 5.8 115935.9/6.40 :aD;TeDns 51873036 9546 oxoglutarate (alpha-ketoglutarate) dehydrogenase (lipoamide) isoform 1 precursor
Y527y
Fragmention (m/z) |221.03 [558.01 [579.86 | 589.88 [598.57 [600.70 | 606.64 |650.06 [655.10 | 663.56 |672.10 | 683.01 [687.08 [704.43 [708.81 [729.69 [739.51 [745.50 | 771.17 [812.88 | 837.13 [918.38
Frac. Inten.(% of TIC) | 213 [ 207 [ 384 204 | 509 014 | 257 237[ 268 295 | 742 225 [ 741 831 [ 2002 231 248 38 25| 216 2682[ 343
Rel. Inten.(% of BP) | 713 | 693 | 12383 681 | 1702 | 048 | 859 | 792 B89 987 | 2479 753 | 2375 | 27.76 (10000 | 771 | 828 | 1182 856 | 722 | &77| 1146
Score 007 | 007 | 100 050 | 100 200| 100| 100 -009 050 100 025| 024 | -028| 100| 050| -008| 100 100| -007| 050 -011
lon-type b, |b++ -HO | b+ m b+ A b++ -HO | b++ |y -SOCH, be | y.NH, be+ )y, b_-H,0

Delta Da 0.55 014 | 017 | 055 039 | -0.20 031 | -0.16 -0.31 049 | -0.60 -0.29 0.53 021




Peak 454

assignment
MSTagl  m | & | ® | v | C | © | = | L¢| Lo]ov ] s | R | P | o | €
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4.32e-Hdm BT ypsy g
&2.1% Rm/z 2 S0CH
+ 4 - ¥
b aozh Y14y 11
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A20.5 a3
+ ++
Vg 3
[ o ?TE.'q M |u||. ll " |1. 14_EI|.| . ‘
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WTCIO.5972.5972.0.phl Mass= [z ] hiH+: 3358 4582 mf: 84037 z: 4
# MH* MH* MH* Protein . MS-
Rank Score S‘EI BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Rlcesins Digest Protein Name
) lons (Da) (Da)  (ppm) (Da) Index #
1 1386 772 9 6123 M479m Y499y (RIVm G KVCTOQLLV/S RE/D\E|E/N I\T\S/¥y LQ L I E K (C) 3263.70 94.7568 -358.6 T75483.9/6.37 :':;?;ns 55742695 16495  sterile alpha motif domain containing 4B

Fragmention (m/z) |494.00 628.53 | 727.58 |[730.18 | 756.68

|765.50 |790.73 808.57 |816.33 818.38 |822.28 |824.16 |851.08 |854.25 [888.05 | 902.68 [915.64 |936.74 |986.74 [1057.77 [1144.86 |1186.08 |1401.91

Frac. Inten.(% of TIC) | 284 410 365 266 3.90 411 258 015 0.09 265 344 011 257 | 281 370 397 | 260
Rel. Inten.(% of BP) | 11.07 | 15.98 14.24 10.36 15.22 | 16.04 | 10.07 0.59 0.33 | 1033 | 1343 042 | 1001 | 10.96 | 1442 | 1547 | 1014
Score 1.00 | -0.16 0.2 1.00 0.50 1.00 | -0.10 1.00 1.50 | -0.10 | -D.13 1.00 | -0.11 1.00 0.50 1.00
lon-type Y+, b-50CH, (b+++ g |y++,,-H,0 | y++ y m sty m | b+ Y+, |bgMHy | b+

Delta Da 0.25 -0.80 0.81 019 | -0.38 -0.10 015 0.14 0.14 0.73 017

448 | 2565 928 293 719 453
17.46 | 100.00 36.17 11.44 28.04 17.68
1.00 1.00 1.00 1.00 -0.28 1.00
¥+ie Y7 | Yrhg | by ¥i1
0.30 0.24 -0.23 0.79 0.21




Peak 455
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WT_EGFCID.ATE4.a8784.0 phi Mazss [riz] MiH+: 27795554 mde: 92719 23
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100 % Yis Y9
053 6 H +
v, by 1058.% 47 Yag
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15161
60 F25.4 I e ” 15?4-4 1676
- r Ll Ll .|I|.| 1L II|||. N ”I..h.lln
200 400 EO0 200 1000 1200 1400 1800
WT_EGFCID.ATE4.8784.0.pki Maz=s [miz] PH+: 27725554 mdz: 92719 23
# MH* MH* MH* Protein . .
Rank Score S‘EI BCS Unmatched Variable sites Sequence Calculated Error  Error Mv/pl Species ACCB;S'M N‘S&D'g?t Protein Name
) lons (Da) (Da) (ppm)  (Da) pdex
1 918 646 9 619 M152m Y155y (RIA Q A/G E L/W/VIRK N E K V\m C/G/y\T S/E D T R (V) 268428 952747 247.0 63747.8/6.95 Homo sapiens 55749924 3840  DEP domain containing 5 isoform 2
1 918 646 9 619 M152m Y155y (RIA @ A/G E L/W/VIE N E K Vim C/G/y\I S/E D T R (V) 268428 952747 247.0 177911.0/6.27 Homo sapiens 7662222 15343  DEP domain containing § isoform 1
Fragment.ion {m/z) |520.35 [630.52 [701.55 |726.68 [855.51 [905.73 [938.04 | 954.77 [963.60 | 966.99 |1012.77 [1020.87 [1027.90 [1031.22 [1040.39 [1059.30 [1075.74 [1105.83 [1255.28
Frac. Inten.C% of TIC) | 311 920 | 323 | 1068 | 1023 | 024 | 459 666 | 506 346 551 347 384 | 366| 48| 709| 619| 470| 484
Rel. Inten.{% of BP) | 2015 | 86.16 | 3023 [100.00 | 9575 | 229 | 4297 6236 | 4739 3236 | 5157 | 2969 | 3598 | 3426 | 4237 | 6637 | 57.00 | 4400 | 4527
Score 100 | -086 | 080 | 100 100 200 -043 050 | 100 050 100 100| -036| 100| -042| -086| -058| 100| 1.00
lon-type ¥, Yetiz0 | bty by ik a, Y7 |bglHy | y+eg ¥s b+ Yz | ¥z
Delta Da 011 079 | 071| 007 036 077 | 022| 049 -017| 047 027 015 | 028
¥y 5'H20 ¥+g
036 | 019




Peak 456
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| | | T I o I
Y9 10 12 Ye'1g Y13
1 85t 743 GI0G ?313?54.3 071 go0.4
5620
! b, ++ 540.9
1 ++
+3 b 505 7 il ?3'5?2 "4
¥ 4 4818 T 571 uil 2t IR ¥y
429 4 i 10711
202 355 1 360.2 I 4T'9 ) | [3dbk ado,2 995.5 | 1146 2 12382
b || [l y L, Ll .||I.J|I| | I [ ] |I| Ll | 4 I|I|II.|. TR . l — 1
200 300 400 500 &0 F00) 00 a0 4000 1100 1200
WIT_EGFCID 3433 3433 4. phi Mass (miz) hiH+: 3719.8182 miz GB0F1 20 4

1 9.84 803 8 3na Y860y (R}D ¢ K/R/V 5 S T/H/Y y LIL/P E R|P/S Y\L E R (Y) 2638.36 81.4558 547.6 114569.2/6.85 Homo sapiens 56549666 24052

Fragment.ion (m/z) |574.26 [630.56 | 639.63 |641.46 [647.48 |651.72 | 652.45 [656.52 |667.07 |730.49 | 764.30 | 768.50 |807.10 [890.39

Frac. Inten.(% of TIC) | 8.54 | 10.08 5.38 6.20 7.99 550 | 11.89 0.19 8.84 5.66 6.62 | 1017 6.25 6.69
Rel. Inten.(% of BP) | 71.85 | 84.80 | 4527 | 52.18 | 67.17 | 46.27 | 100.00 158 | 7438 | 4757 | 5568 | 85.55 | 5254 | 56.25

tyrosine kinase, non-receptor, 2 isoform 1

Score 1.00 1.00 100 | -0.52 | -0.67 | -0.46 1.00 1.50 1.00 1.00 1.00 1.00 1.00 1.00

|g|-|_type Yrig | yEeg [y, b+++1€ sty ¥s I;;++12 Ye I;;+++19 Yo |y

Delta Da 0.46 022 0.32 013 0.68 | -0.27 0.16 -0.09 047 037 0.46
y+++

12
027




Peak 457
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# MH* MH* MH* Protein . .
Rank Score S‘EI BCS Unmatched Variable sites Sequence Calculated  Error  Error MVWipl Species gccessio hl:S;legist Protein Name
(%) lons (Da) {Da)  (ppm) (Da) naex
1 1217 622 & 925 M870m Y864y 58655 (K)D v/s RIR\V T/m I N A|I P\V A|S L\D P I K (E) 2303.27 1753502 -232.9 119914.4/5.50 Homo sapiens 6005757 30911 chromatin-specific transcription elongation factor large subunit

Fragment-ion (m/z) | 500.37 [527.47 |541.49 | 546.54 [555.34 [564.12 [577.25 [588.23 [596.11 [600.01 | 603.61 |606.39 | 609.80 |654.04 [666.35 | 670.57 |672.69 |681.23 |682.79 [688.62 | 708.11 [714.37 [725.04 | 783.03 [819.75

Frac. Inten.(% of TIC) 332 4.04 3.92 384 318 335 4.64 0.13 0.10 0.12 3.19 6.51 537 330 519 4.59 312 3.56 3.67 3.80 423 658 [ 1336 3.36 3450

Rel. Inten.{% of BP) 2482 | 3025 | 2936 | 2873 | 2383 | 2506 | 3471 0.96 0.76 093 | 2389 | 4873 | 4020 | 2469 | 3883 3438 | 2332 | 2665 | 2748 | 2844 | 3163 | 4927 | 100.00 2515 | 26.20

Score 1.00 1.00 | -029 100 | 024 | -025| -035 1.00 150 100 | -049 1.00 100 | -0.39 1.00 100 | 027 | -027 | 028 1.00 1.00 0.50 1.00 1.00

lon-type YL |y b+++|3 m sty m b+++‘5 Y h4 |;;+++‘7 ¥e } ana it b++” y7,HEO bE- b++|3

Delta Da 0.42 0.65 -0.03 -0.33 0.05 0.34 0.45 -0.12 0.59 0.30 0.39 0.08 -0.38 0.78 0.39
y.H,0 b H,PO,

-0.34 0.3




Peak 458

lons that verify assignment

M3Taglo] o | P | ©f | H | o | H | ™ |5 | F | ¢ E | ¥ | v« |« 7 | ®r
assignment
2 ETe+lm
56 2%
Pimiz-11
. 210 . .
* “5 . el 1 . ) . g
3222 515.3 7 my'z-1 1208 91 2 2, Tip 18958 2
| l 773 ‘ a1 l I || 16224 i l 1796.7 LU
o . T . ] . h ] |I|I | I|.|I il I|. .Ilml ' .| i Ly |||I ﬁa ol |I Ly JQF?.IJ.LI [
200 4 il i &0 1000 1200 1600 1500 2000
DELTAETD 3893 3392 .0 pk Mazz [miz) hiH+: 3730 4182 miz: GEIEE 204
# MH* MH*  MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated Error  Error MwW/pl Species fesesion (LSS Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 6.80 631 8 6/18 Y187y (R AD P D|HID HT G\F\L|T/E/y VAA T R W|Y R (A) 2649.25 81.1701 440.9 41389.9/6.50 Homo sapiens 66932916 20787 mitogen-activated protein kinase 1
1 6.80 631 8 6/18 Y187y (R AD P D|HID HT G\F\L|T/E/y VAA T R W|Y R (A) 2649.25 81.1701 440.9 41389.9/6.50 Homo sapiens 20986531 21374 mitogen-activated protein kinase 1
Fragment.ion (m/z) |322.23 [515.26 |652.48 |705.36 |867.12 |1040.64 [1062.61 [1109.17 [1133.64 [1178.87 [1183.10 [1205.35 [1209.91 [1273.47 [1322.92 [1372.09 [1711.12 [ 1895.90
Frac. Inten.(% of TIC) | 520 | 534 [ 441 614 | 640 482 442 661| 478 631 448 444 584 829[ 465 501 795 [ 492
Rel. Inten.(% of BP) | 62.75 | 6442 | 5322 | 74.08 | 77.21 | 5818 | 5331 | 7976 | 57.72 | 7610 | 54.01 | 5353 | 7046 | 100.00 | 5612 | 6051 | 9591 | 59.36
Score 100 | 1.00| 100| 100 | -077| 1.00 1.00 100 | -0.58 100 | -0.54 1.00 100 | -1.00 100 | -061| -096| 025
lon-type zy Cs s [T+ e Cio | Z+H7 g G i Ci2 Cie
Delta Da 007 | 001| 018 | 055 067 | 015 067 0.34 0.31 0.38 0.31 0.09
¥y
-0.67




Peak 459
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WT_EGFCID.F112.7137.2.pkl Maz=s [riz] PH+: 17690327 mdz: 88502 z:2
MiTag1 g | E | s | [ | T | P | & | & | R | P | P |
b by 10
5116 5756 OGS avdr aved 11489 11942
.09 +i- 043.2 1258.4
10.0% 1184
741.3 + 1024
¥ia ipdos  nozs 118
G048 apg.2
watt sz 2014 890 5 a7 1nf1e 114hs
L 19 55T 6 R0 2 Far 4 T3 10786
366 2 X | | I TR g
Fo- ] Ll ) ; |
400 A00 EO0 yoo a00 A0 4000 1100 1200 1300 4400
WT_EGFCID.F112.7137.2.phl Mass [mfz] hAH+: 17690327 mse: 88502 2: 2
5 MH* MH™ MH* oo Accession MS-Digest
Rank Score BCS Unmatched Variable sites Sequence Calculated Error Error ipl Species # 1 19 Protein Name
ndex #
lons (Da) (Da) (ppm) (Da)
1 849 7121 6 13725 Y1076y (K)T/E/Q E SII T P G\G\R P P ¥\R (S) 1687.84 81.1929 6934 194610.9/8.57 Homo sapiens 71143119 20810 signal-induced proliferation-associated 1 like 3

Fragment-ion (mfz) |511.59 [575.60 |741.26 [761.74 [769.62 [796.80 [813.19 |833.31 [839.44 [869.27 [874.67 [943.19 [972.10 [999.92 [1021.87 |1028.36 [1029.01 [1102.30 [1145.69 [1149.94 |1185.58 |1194.24 [1249.39 [1258.37 [ 1332.33

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

Score
lon-type
Delta Da

219
7.97
-0.08

183 [ 167

1760 | 6.10

100 | 0.06
b,
037

1.51 1.10 | 15.31
551 399 | 5577
0.25 1.00 1.00

a; | yrryg | by,
037 026 -0.55

225
8.18
-0.08

1.76 1.49 1.13
6.41 541 412
1.00 | -0.05 0.50
¥t by-HH,
-0.57 -0.12

227
8.28
1.00

b++15

-0.73

290 | 11.60 112 2.08 1.14

10.58 | 4227 4.06 7.59 414

1.00 0.25 1.00 -0.08 -0.04
by A b,y
-0.25 -0.36 -0.54

240 1.58 1.24 4.85 2.30 2745 2.00 267 117
8.76 576 452 17.68 8.39 | 100.00 7.28 9.71 4.28
-0.09 -0.06 -0.05 -0.18 -0.08 1.00 -0.07 -0.10 0.50
Yio b,-H,0
0.66 -0.32




Peak 460
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+ -
by s36 4g7 FmerLA, ByHy POy
: i) e 206 .4
mA 443 9 - BE3 5 by
v [ l 2 eaas | Vgdnd s TéRe
2451 323 | I | l 7 f.ﬁ
m_ T PR T ' Lol I| il ||II Tl I i 1 II |II Ll |||] ﬁ III l || | | IIEE‘ L 95?.3 T
200 200 400 a0 200 00 1000
MTCID.A391 52910 pk Mazs [miz] fdH+: 1633 0864 miz: 5467 23
# MH* MH* MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species e = Protein Name
(%) ) D # Index #
ons (Da) (Da)  (ppm) (Da)
1 1090 78.7 7 21 M159m Y153y Y163y [K) /D NA\T|C Lim|I/A\A ¥ K (G) 1462.67 175.4149 -312.9 70264.6/6.14 Homo sapiens 7657265

19323  fem-1 homolog b

Fragment.ion (m/z) |287.33 [336.51 [423.85 |442.92 [ 456.51 | 465.81 |473.49 |476.28 | 488.06 |497.56 |523.09 [525.71 [529.33 |531.88 [533.06 |573.46 |589.22 |644.58 |662.86 |791.59 |896.46

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

4.37
27.68
1.00

b++4

-0.25

3.80
24.03
-0.24

2.60
16.46
1.00

b++_

029

25¢
16.23
-0.16

5.81
36.80
0.50
b, -NH,
043

8.67
54.87
1.00

y+++11

-0.05

7.62
48.23
1.00
by
0.38

2.36
14.93
-0.15

268
16.94
0.50
be+.-H,0
059

8.21
51.96
1.00

b++?

-0.10
1.00
m

-0.64

233
14.77
-0.15

0.09
0.60

m

222
14.04
-0.14

213
13.47
1.00
Ya
-0.34

12.63
79.92
1.00

y-l--l-B

0.17

15.80
100.00
1.00
b,
-0.69

241
15.28
1.00

b++9

-0.50

2.82
17.85
1.00
Ys
0.72

498
3149
0.3

283
17.89
1.00
Ys
0.75

3.08
19.47
-0.19




Peak 461
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200 400 EO0 200 1000 1200 1400 1600 1800
OELTAKICIO. P53 7953 4. phi Mazs [miz) MiH+: 36803 2682 mdz: 87657 2. 4
Detailed Results
# MH* MH* MH* Protein . MS-
Rank Score Snfl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species ACCE;S'U" Digest  Protein Name
() lons (Da) (Da)  (ppm) (Da) Index #
1 10865 769 8 6/22 R “,':44?2:’ MATZM  R)T LmcHCLAAITAMQLPV\L/GD G/M L\G D L m E\L\y ¥ (V) 3376.67 126.5913 -388.1 106834.5/8.30 g';;?;ns 7661566 14177  integrator complex subunit 7

Fragment.ion (m/z) |653.99 |769.33 [773.69 [803.36 | 807.46 [810.36 | 814.80 [835.93 [840.48 [852.29 [855.91 [861.58 [865.19 [899.30 [927.82 | 951.94 [1002.32 [1039.74 [1046.64 [1085.79 |1136.95 [1161.08

Frac. Inten.{% of TIC) 2.96 297 37 324 264 325 941 363 017 0.09 0.16 351 373 503 252 11.83 14.42 11.14 3.54 517 3.97 291
Rel. Inten.(% of BP) 20.53 | 20.58 | 25.71 | 22.49 18.32 | 2255 65.24 | 2518 1.19 0.60 111 | 24.31 | 25.88 | 34.89 | 17.46 §2.01 | 100.00 T7.26 24.55 35.84 27.54 2016
Score 1.00 1.00 1.00 0.25 1.00 -0.23 1.00 -0.25 0.25 1.50 -0.24 -0.26 -0.35 1.00 0.25 1.00 1.00 0.50 1.00 -0.28 0.50
lon-type Yirgg | Yrry | breg, Bg | ¥ty by, i sty i baro |bg-SOCH, | brevyy | bresyy | ygNH, by yghiH,

Delta Da -0.79 0.01 033 0.02 041 040 007 | -013 014 049 085 057 097 -0.70 0.59




Peak 462

MSat R | t Il =1 = [ s | = | @« | + Je] o | ¥ [ wn [|o
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i1 |].|I.I.|| |Ju‘|l‘:|ll || PRI (I T |.||. L
I I L] L]
0 400 1400 1600
WT_EGFCID. 4972 49720 pkl Mazs [mfz) hAH+: 2443 7054 mdz: 31524 203
# MH* MH* MH* Protein . MS-
Rank Score ‘S;II BCS Unmatched  Variable sites Sequence Calculated  Error  Error MwWipl Species AEEE;S'“" Digest Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 961 503 8 10/25  M47m T291 Y38y ()R t B E\S TIQ I/G/Q/y G N\G/L\K 5 G S u R (I) 2267.12 176.5857 269.3 110725.0/8.82 E:';‘;ng 7662340 13985 MORC family CW-type zinc finger 2
Fragmention (m/z) |310.23 [ 564.66 | 624.67 [632.66 [697.48 [714.21 | 717.38 [726.08 |743.85 [752.54 [785.82 [792.37 |794.12 [795.08 [796.90 |845.71 [882.22 | 901.47 [931.45 [948.71 |966.44 [1048.61 [1077.61 [1152.67 | 1176.64
Frac. Inten.(% of TIC) | 261 | 4.3 252 | 257 511 483 257 | 277 | 466 | 382 428 337 011 879| 341| 268 271 394 270 261 567 497 27m| 1132| 583
Rel. Inten.(% of BP) | 23.08 | 38.36 2229 | 2267 | 45.00 | 40.04 2271 | 2444 | 4120 | 3107 | 37.78 | 2975 | 0.98 | 77.62 | 30.14 | 23.65 | 23.92 3483 | 2384 | 23.03 50.09 | 43.92 | 2391 | 100.00 | 48.85
Score 0.25 | 1.00 0.50 | 1.00 | 1.00 | -0.40 050 | 1.00| -0.41| 100 | 038 -0.30| 200 100 100 1.00| 1.00 025 | 024 | 050 -050| -044| 024| 100 -049
lon-type = b, |y++H0 [bNH, | y+eo, YirH0 |y, b Y7 Y7 | brrg |y | D |yo-SOCH, ygiH;
Delta Da 010 | 044 040 | -056 | 0.18 057 | 027 0.24 030 0.66| 0.09| -0.67 | 036 0.02 0.25
Yt Y, 2.00
0.07 0.39 m
043




Peak 463

M5Tag 1
R I N I L DL P I = 1 7 1 ¥ | | - 1+ 1 o | « |
'31[, Pim/z-17 . ¢
£ B+ B17.4 8132 assignmen Pimdz-2)
100 %4 | . 13466
Fz
1298 - Eas
= I 8 GE
3 B, G164 434
e 360.4 l f
P o AP 1 |I.4".3b'5 P W — Leg r L..L
200 400 =] a0 1000 1200 1400 1800 1800
DELTAETD. 2364 2:372.0.phi Massz [miz] hiH+: 1854.0854 mdz: 6137 23
# MH* MH* MH* Protein . .
Rank  Score ‘S,,:}I BCS Unmatched  Variable sites Sequence Calculated Error Error M/pl Species Acce#ssmn Ih'llﬁ;j[:g;st Protein Name
lons (Da) (Da) (ppm) (Da)
1 7.21 54.8 7 11/25 Y5167y (K)V/LIE|A/D P/y/F T VAEL HD K (T) 1774.94 79.1480 4413 2993027.6/6.35  Homo sapiens 110349715 6641 titin isoform N2-B
1 1.27 54.8 7 11/25 Y5292y (K)V/LIE|A/D P/y/F T V\EL ED K (T) 1774.94 791480 4413 3006843.3/6.36  Homo sapiens 110349713 6945 titin isoform novex-1
1 7.27 54.8 7 11/25 Y5359y (K) V/LIE|A/D P/y/F T VAK L HD K (T) 1774.94 79.1480 4413 3014045.9/6.31 Homo sapiens 110345717 7361 titin isoform novex-2
1 7.21 54.8 7 11/25 Y11664y (K)V/LIE|A/D P/y/F T VAEL HD K (T) 1774.94 79.1480 4413 3713692.06.16  Homo sapiens 110349719 772 titin isoform MN2-A

Fragment-ion (m/z) [229.77 [359.21 [429.32 [515.16 |641.22 [844.25 [870.56 |884.37 [971.47 [1012.52 [1214.58 [1233.48 [1238.62 [1340.64 [1426.59 |1438.64 [1443.00 [1497.44 [1498.71 [1626.39 | 1626.70 |1628.44 |1675.65 [1740.32 [1742.09

Frac. Inten.(% of TIC) | 545 1.75 1.94
Rel. Inten.(% of BP) | 44.95 | 1444 | 15.98
Score 1.00 1.00 | -0.16
lon-type c, c,
Delta Da 042 | -0.02

383 .27
29.08 | 59.99
-0.29 | 060

296 6.65 517
2440 | 5485 | 4264
-0.24 1.00 -0.43
Ty,
0.15

7.50 323 7
61.90 26.68 65.26
1.00 -0.27 1.00
7y Zy
-0.07 0.01

2.58 1212 222
21.27 | 100.00 18.32
0.25 -1.00 -0.18
10
-0.09

258
21.34
1.00
zy
-0.06

1.69
13.93
-0.14

1.67
13.75
0.25
Y1
0.33

243
2007
1.00
Zp;
-0.25

253 1.60 6.02
20.90 13.19 49.64
0.25 1.00 1.00
7' Zy L
0.01 -0.34 -0.03

2.06
17.01
0.25

'
0.70

3.06 4.0 2.04
2522 3310 16.84
-0.25 1.00 017

Lo
0.50




Peak 464

e I L B T L L R B ¥ L B L DL L
Pimysz-17
LR
42 1%
GE . "
4 e . ' .
14 16 18
. F(m."z}SI:II:H " '314
' [+ " " '
z z =
AT i ij iR el
h:l_ I||.|||||||| ||I I || j| 'l L1 II|I L u " |I12| I|||| N ||||.I Ll
200 400 EI 1|:I|:I|:I 1200 1400 1600 1800 2000
DELTAETD.2184.2184.0 phl Maz= [mfz] hiH+: 216338564 mfz: 7218 z: 3
MTsgt Ll | 7 | v ] v | v | n | v | 5 | ¥ | m | v | v | m | & |
Pimdz-11
10828
1 Bt
'33 "
a2 T B3 6 *
G ' 21208
10614 1373 2 1% %14
’ 16769 200371
. Pimizy SOCH, 1100 8 1340 9 502
z 5 oo 1153 4 1407.7 1569.7 :
291 7R3 3.4 1k
: 5313 i ??5 aok & ||| ) . | | | | 1 4ﬁ| l
h:l_ I||||||||||| ||I 4618 | || j| T L1 ! | L |L n |I | I| | L o |||||I I. Ly
200 400 a0 '1EIEIEI '12EI|:I 1400 1600 yE] 2000
DELTAETD.2184.3184.0.phil Mazss [mfz] hiH+: 21633804 miz: 7218 23
s \way \way yppuy yuey
1 817 593 9 11724 M1382m Y1381y 51380s (R)L/L A/T L L H/N|L|I s y|m\L\L M\E (V) 1987.15 176.2372 1431 175917.7/5.75 Homo sapiens 18860873 5531 MAP-kinase activating death domain-containing protein isoform g
1 817 593 9 11724 M1323m Y1322y 51321s (R)L/L A/T L L H/N|L|I s y|m\L\L M\KE (V) 1987.15 176.2372 143.1 176555.6/5.78 Homo sapiens 18860875 13216 MAP-kinase activating death domain-containing protein isoform a
1 817 593 9 11724 M1280m Y1279y 51278s (R)L/L A/T L L H/N|L|I s y|m\L\L M\E (V) 1987.15 176.2372 143.1 164038.7/5.93 Homo sapiens 18860870 16497 MAP-kinase activating death domain-containing protein isoform f
1 817 593 9 11724 M1323m Y1322y 51321s (R)L/L A/T L L H/N|L|I s y|m\L\L M\KE (V) 1987.15 176.2372 143.1 176587.6/5.78 Homo sapiens 18860862 17928 MAP-kinase activating death domain-containing protein isoform a
1 817 593 9 11724 M1343m Y1342y 51341s (R)L/L A/T L L H/N|L|I s y|m\L\L M\E (V) 1987.15 176.2372 1431 178590.9/5.70 Homo sapiens 18860868 21244  MAP-kinase activating death domain-containing protein isoform e
1 817 593 9 11724 M1280m Y1279y 51278s (R)L/L A/T L L H/N|L|I s y|m\L\L M\KE (V) 1987.15 176.2372 1431 171425.2/5.87 Homo sapiens 18860866 31537 MAP-kinase activating death domain-containing protein isoform ¢
1 817 593 9 11724 M1382m Y1381y 51380s (R)L/L A/T L L H/N|L|I s y|m\L\L M\E (V) 1987.15 176.2372 1431 183336.3/5.72 Homo sapiens 18860877 36184  MAP-kinase activating death domain-containing protein isoform d
1 817 593 9 11724 M1300m Y1299y 51298s (R)L/L A/T L L H/N|L|I s y|m\L\L M\KE (V) 1987.15 176.2372 1431 173428.4/5.79 Homo sapiens 18860864 36912  MAP-kinase activating death domain-containing protein isoform b
Fragment.ion (m/z) |636.37 [700.89 [893.55 [895.25 [944.24 [1007.79 [1100.79 [1157.80 |1168.45 [1272.24 [1402.04 [1407.67 [1424.87 [1444.16 [1453.31 [1529.54 [1569.71 [1633.30 [1676.93 [1745.32 [1789.70 [1849.94 2034.33 |2037.07
Frac. Inten.(% of TIC) 3.59 0.07 6.03 4.05 2.90 4.38 5.54 4.9 2.65 §.90 267 2.87 3.54 5.32 272 3.79 261 317 6.43 4.24 2,57 4.92 6.96 BT
Rel. Inten.(% of BP) | 40.30 0.83 | 67.72 | 4553 | 32.61 49.21 62.25 5512 | 29.83 | 100.00 | 29.97 | 32.20 39.79 59.83 3058 | 4259 | 29.31 35.60 7225 | 4769 | 28.85 55.30 78.15 58.11
Score 1.00 | 2.00 1.00 1.00 | -0.33 0.25 -0.62 1.00 -0.30 1.00 0.25 -0.32 -0.40 -0.60 -0.31 1.00 -0.29 -0.36 1.00 -0.48 1.00 1.00 1.00 -0.58
lon-type ' | ¥y Cg | CFhag ¢y zy Zy Yo €12 Ci3 Cisa 7, Cie
Delta Da 002 | -0 -0.01 -0.19 0.14 -0.65 0.71 0.44 0.1 0.14 047 0.09 0.33
Zwe, | 2.00 [ .
0.10 m 0.69 0.36
0.53




Peak 465
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PimJz-27
1 Parbim 621.4 12447
' Pimiz-1
42 1% . 2, - (miz-1 N .
z 4735 Firy#z 8295 o 1407 21
246 s S 9512 1563 2
245 3 25732.6 1085 .6 1?42.8 .
460, Too.g 1?395
21488
Al |33?'4.JI e B T 1 ||||u|l . bl
m-l T T T a 1 T T
0 200 400 Qi a00 1000 1200 1400 1600 '13["] 2000
MTETD.G021.6021.0.pkl Massz [z ] MiH+: 2437 8582 mfz: 62272 z: 4
Detailed Results
# MH* MH* MH* Protein . .
Rank Score S‘EI BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce#sswn MIS;jD'Q;St Protein Name
) lons (Da) (Da)  (ppm) (Da) naex
1 6.34 761 9 3M1 Y421y 5432s (R)W/H\S ¥ T sS\y/T M A I/C G/M P\L\D/s F R (A) 2328.01 159.8488 -33.7 T73700.1/6.65 Homo sapiens 31543630 35617 solute carrier family 20 {phosphate transporter), member 1

Fragment-ion (m/z) |228.75 [245.96 [473.54 |894.64 |951.16 [1146.84 [1179.41 [1252.94 |1419.68 [1563.23 [1742.91

Frac. Inten.(% of TIC) 7.50 | 13.00 | 11.24 7.59 744 8.21 6.78 7.12 9.86 14.39 6.88
Rel. Inten.(% of BP) | 5213 | 5040 | 7810 | 52.78 | 51.71 57.06 4714 4949 6854 | 10000 4782

Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 -0.49 -0.69 1.00 -0.48
lon-type e+ Co | Yy | CFhyg | T g Ty | vy L
Delta Da -0.02 -016 034 -0.20 -023 042 -0.03 0.60

ZI3
0.37




Peak 467

What s | e | L ] K] |5 | ¥ o I v 1 F 1 &= |
3 ATe+dn lons that verify assignment
42.1% \
i 6 “16
480 3 . , 20354
c .
C4H 3??31 M e 14
' 1401 1675517461
2440 I l 1
i r AN Ll |.I| ] 1 - ! r gl r J 1 ‘-:I.Lh‘.ll M
200 400 EO0 a00 1000 1200 1400 1800 1800 2000
DELTAETD. 3192 31963 phkl Mass [mfz] hiH+: 2162 9654 mde: F2166 2: 3
# MH* MH* MH* Protein . .
Rank Score S‘,:I BCS Unmatched Variable sites Sequence Calculated  Error  Error MwW/pl Species ACCB;’S"]" MIS;leg;st Protein Name
(%) T (Da) (Da) (ppm)  (Da) pdex
1 10.74 692 9 m Q418q Y430y (K) a/S/C\L|IK F|K|A N/D|H G ¥y D\N F R (S) 2099.97 62.9939  25.0 49644.2/9.15 Homo sapiens 4557547 35814  endothelin receptor type B isoform 1

Fragment.ion (m/z) |376.15 |489.34 |636.61 |764.55 |872.55 [893.54 [971.72 [1007.75 [1088.08 |1157.77 [1193.15 [1271.89 [1401.79 |1444.92 [1529.13 [1529.97 [1675.82 [ 1849.92 | 1876.92 |1948.34 |2035.93

Frac. Inten.(% of TIC) 251 445 | 10.78 293 1.85 9.35 3.86 797 1.90 6.81 37 17.52 208 221 3.69 526 172 1.96 289 217 492
Rel. Inten.(% of BP) 1431 | 2539 | 61564 | 16.72 | 1056 | 5336 | 22.01 45 51 10.82 38.90 18.11 | 100.00 11.88 12.60 21.09 30.02 9.82 11.19 16.51 12.40 28.06
Score 1.00 1.00 1.00 1.00 1.00 0.25 1.00 -0.46 1.00 -0.39 1.00 1.00 0.25 -0.13 -0.21 -0.30 1.00 011 -017 1.00 1.00
lon-type & €. [T+ Cg | EFHa ¢z z; g Cio Ty LA Zis L L

Delta Da 0.02 0.13 -0.12 017 | -0.31 0.06 -0.63 0.70 057 -0.57 0.23 01 -0.49




Peak 469

M3Tag1 w | v | W | L | E | ¥ | F | 7 | R | H | K
Pmsz] Pimdz-1)
3. 7de+0m s assighment 15719
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3183 B57 .4 2014 | i’@' | | L
o . NI [ . ] L . L1 ] . ! byl W 1 W (NI . Lol | I|.||.I|| L1y
Z00 400 £00 i} 1000 1200 1400
WTETD G772 5208 .2 phil Mazs [rniz) WiH+: 16712337 miz: 78612 2:2
# MH* MH* MH* Protein . .
Rank Score Sl BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species ccesSIis Diges Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 6.72 591 8 11721 Y60y (R) B/a|V/v/L E\y F\T\R\H\K (R) 1490.85 80.3849 266.4 25424.9/10.08 Homo sapiens 5729986 30232  POP4 (processing of precursor , S. cerevisiae) homolog
Fragment-ion (m/z) |215.64 |252.06 [656.63 |789.57 |827.25 [906.91 [1040.74 [1047.13 [1144.90 [1147.23 [1173.05 [1181.90 |1258.08 [1267.84 [1301.57 |1305.45 |1355.04 [1358.37 [1442.12 [1442.52 [ 1490.19
Frac.Inten.(% of TIC) | 293 | 298| 2758 544 321 310 346[ 304 313[ 381 326 a70| 388 439 285 3ss| 2300 48| 307 893[ 308
Rel. Inten.(% of BP) | 1273 | 12.95 | 1194 | 2363 | 13.95 | 1346 | 1505 | 1711 | 1359 | 1655 | 1414 | 2044 | 1555 | 19.08 | 1239 | 16.85 | 100.00 | 1991 | 1334 | 3881 | 1326
Score 100 | -013| 100 -024 | -014| -013 | -0.15 100 | -0.14 100 | 025| -020| 025| -019| -012 1.00 100 | -0.20 1.00 100 | -013
lon-type €2 Ce Cg Cq ¥s ' Cio Z'y Ciq i
Delta Da -0.52 -0.80 -0.40 034 | -050 0.48 077 | -0.62 038 | 078
y11 y11
-0.60 | -0.20




Peak 471

et | | = 1 v I = | ¥ | o | w | v | s | R |
1.¥3e+in assignment
100 % N
’ 988 5
. 7.4 Pmiz-2)
Z
. ' Pirffz-1 1j5a4.8
c z Z 533 1 { ) zm o
: : P ! 1235? 1360 5 0
VR o NY LT L
W . Ll.].l il | b b | | | | I 1l ﬂ I Lol | || | I| pl ol
200 400 aoa '1l:I|:l|:I 12["] 1400
WT_EGFETD. 1522 1522.0.phi Mazs [miz) hiH+: 15930254 mifz: 63168 203
# MH* MH* MH* Protein . -
Rank Score = BCS Unmatched Variable sites Sequence Calculated  Error Error MW/pl Species HEEEEIL LEl Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)
1 743 602 7 10723 Y541y 5537s (R)E P|s P VIR|¥|D|NIL S\R (T} 1432.72 160.3075 2353  81443.1/9.33  Homo sapiens 32698692 8915 zine finger, DHHC domain containing &
1 743 602 7 10023 Y533y 5529s (RIE BPl= P VIR|¥|D|NIL S\R (H) 1432.72 160.3075 2353 77545.1/9.17 Homo sapiens 41152072 21325  zinc finger, DHHC domain containing &

Fragment-ion (m/z) |245.31 |264.64 |359.30 |473.23 |563.16 585.70 |588.14 |607.22 [721.85 [743.90 |763.31 |831.48

|855.53 [988.54 [1002.24 [1007.28 [1060.56 [1121.14 [1235.73 [1343.56 | 1350.46 | 1435.55 |1493.91

Frac. Inten.(% of TIC) 2.85 2.48
Rel. Inten.(% of BP) | 23.73 | 20.66
Score 025 | 0.1

lon-type e

Delta Da 017

y++

07

236 | 316 | 326 | 239| 546 | 628 | 324 | 450 | 399 | 273| 665 | 12.00 5.63 21 4.94

19.67 | 26.35 | 2720 | 19.95 | 4553 | 5233 | 27.02 | 3755 | 3323 | 2323 | 5544 |100.00 | 46.91 17.58 | 4122

1.00 100 | 027 | -0.20 1.00 100 | 027 | -038 1.00 100 | -055 | 025 047 0.25 041
e z93 3 B B e s c
008 | -0.03 015 | -0.03 004 | 016 012 011

523 3.63 3.00 3.24 715 3.66

43.59 3024 2501 27.04 £9.63 3053

1.00 1.00 -0.25 1.00 1.00 0.3
Cs Ca Zio €11
-0.27 0.28 -0.08 -0.02




Peak 473

e y | o | F L e 1w R I
PimJz-17
g
10T e+ .
Fim assignment
56 2% 409 5 Fimy'z-1]
& TRE.S
v .
] c 4 " , Z '
2 3 g 8 o Pijmfz- 2]
275.1 390.2 B33 2 7 * 1201.4 1o
| 1 J 8446 1026 6 L 12185 5.1
b e . , — 1 N I I ' - | Y
I L] I I L] 1 L]
200 400 i E00 a00 4000 1200 1400
DELTAKIETD.Z010.2047.0.pkl Maz=s [z ] hiH+: 1475.0354 miz: 49235 203
# MH* MH*  MH* Protein - o
Rank Score S.,:' BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species ACCE;S'B" MIS;leg;st Protein Name
(%) e {Da) (Da)  (ppm) (Da) pdex
1 8.716 886 6 214 Y241y (R)E/K|D|¥|D|F P P P M\R (Q) 1354.64 80.3845 290.3 92861.3/6.23 Homo sapiens 5453680 8768 neural precursor cell expressed, developmentally down-regulated 9 isoform 1

Fragment.ion (m/z) |245.69 |275.08 [390.17 [632.27 [665.38 744.52 |748.19 [843.41 [1086.59 [1201.36 [1203.17 [1317.53 [1318.54 [1330.88

Frac. Inten.(% of TIC) 511 7.54 717 | 1147 6.55 4.48 9.95 7.30 5.04 9.54 6.27 512 8.97 5.49
Rel. Inten.(% of BP) | 44.51 | 65.75 | 62.54 (100.00 | 57.07 | 39.06 | 86.74 | 63.67 43.89 83.14 54.62 44 61 7817 47.83
Score -0.45 1.00 1.00 1.00 1.00 0.25 1.00 1.00 1.00 1.00 -0.55 1.00 0.25 0.25
lon-type €2 €3 Co [T+ Ye Ce z; Zy Z'y Cio 1o AP

Delta Da -0.09 | -0.03 0.04 0.10 013 | -0.06 0.02 017 -0.09 0.01 0.01 0.33




Peak 474

MiTaat p | 1T | ¥ |l o | |« |s | & | o] o | o || v s |s | o | F | &
Pimiz-I7
3.29a-im assignment 12037
100.% /
ooy . £y Pimiz-11 -1 .
' 4.2 " ' " . z ' :
Z, I o, 487 2, B0Z4 2, 24 2, ®1q 1811599 240 21q
28T e 5 ' 25 | | 13588 | ’ 20617
o r Lol - L. ||| A ll T|’||.| | " II.|8$ i |.1 ﬁ 1 r I|I|'|f|:|3.3 r 13.84 lIIII“ J — || r L ||.|2]E:2'E
200 400 E a00 1000 1200 1400 1600 1800 2000
DELTAKIETDLZ300.2300.0.pkl Mass [mfz] hAH+: 2405.2182 mse: 60206 z: 4
# MH* MH*  MH* Protein . .
Rank Score s‘,:I BCS Unmatched Variable sites Sequence Calculated Error  Error MVWipl Species Acce;smn MIS;‘DIQI;SI Protein Name
E, lons (Da) (Da)  (ppm) (Da) ndex
1 6.80 656 9 8122 Y518y (K)g P T\y|D P V/S\E|ID\@ D P L S§|S D F|E\R (L) 232410 81.1141 477.2 114569.2/6.85 Homo sapiens 56549666 24052  tyrosine kinase, non-receptor, 2 isoform 1

Fragment-ion (m/z) |286.99 |344.24 |587.37 |636.54 |646.20 |762.64 |862.52 |885.92 [910.11 |985.38 [1060.04 [1114.72 [1124.60 [1181.50 [1212.74 [1229.71 [1293.71 [1300.83 [1422.28 [1451.70 [1819.90 | 1858.44

Frac. Inten.(% of TIC) | 2.71 4.81 5.19 3.10 5.09 4.78 2.99 2.80 6.14 6.33 39 4.57 5.42 4.99 347 3.09 3.68 4.68 5.60 2.76 4.63 6.54
Rel. Inten.(% of BP) | 33.03 | 58.75 |[100.00 | 37.81 | 62.14 | 58.38 | 36.54 | 3423 | 7493 | 77.29 47.72 55.84 66.20 60.85 38.75 37.69 44.93 57.13 68.40 33.73 56.46 79.86

Score 1.00 1.00 1.00 1.00 1.00 025 | -0.37 0.25 1.00 1.00 1.00 1.00 0.25 -0.61 -0.39 1.00 045 -0.57 -0.68 -0.34 0.25 -0.80
lon-type z; G €, T |Zoryy |y, CHtyg | T4y G | © Mg € | Cbyg 10 %

Delta Da -0.21 0.01 0.1 022 | -0.11 0.29 0.03 019 | -0.06 0.09 0.24 0.10 0.20 0.07




Peak 475

Wt ok [ e | E I ¥ e 1 v v e ] K I
Primisz-11
1.7 7 et
100 84 assignment
Rimdz) 25" Pk 1) , . Pimiz-2)
e : G 7 , PiTe-2)
o 3 z o "
. 4 . 7 2 N
ﬁ s 4
o r L 1l . || r || ] r Ll r | | r Ll || L i r A L | r L L ] | “I-
200 00 400 i A00 EO0 Yoo a00 a00 4000 1100 q200 1300
WT_EGFETD. 1493, 1483.0.phi Maz=s [riz] MH+: 13148354 mdz: 43895 23
# MH* MH* MH* . "
Rank Score 25 BCS Unmatched Variable sites Sequence Calculated Error Error Species Gemeion [ Protein Name
(%) o {Da) Da) | L dexd
ppm)
1 6.28 54.2 7 14i125 Y715y (K)V KIGIE|¥\DIV\T V/P K (L) 1234.67  80.1677  153.1 629104.8/5.80 Homo sapiens 61743954 1221 AHNAK nucleoprotein isoform 1

Fragment.ion (m/z) |220.34 [229.85 [243.90 |245.05 [248.71 [302.23 [351.15 [354.25 [431.11 [527.44 [588.86 |590.84 |674.20 [789.52 |801.26 |861.71 866.85 |877.84 |880.49 [885.47 [888.53 [917.71 [1015.04 [1071.44 [1189.64

Frac. Inten.(% of TIC) | 317 | 6.38 1.76 376 376 | 429 | 247 1.95 151 | 1423 | 460 | 247 | 712 834 | 246 159 1.63 781 182 539 | 293 1.86 2711 219 381
Rel. Inten.(% of BP) | 22.25 | 44.84 | 1239 | 2641 | 26.39 | 30.15 | 17.34 | 13.69 | 10.63 [100.00 | 32.31 | 17.34 | 50.01 | 58.61 | 17.29 | 11.20 | 11.45 | 54.86 | 12.77 | 37.87 | 20.62 | 13.08 19.04 15.37 | 26.80
Score 022 | -0.45 0.25 1.00 | -0.26 1.00 | -0.17 | -0.14 1.00 1.00 | -0.32 | -0.17 1.00 1.00 | 017 | 011 | -0.11 | -0.55 | -0.13 1.00 1.00 | -0.13 0.25 1.00 -0.27
lon-type Yo c, c, c, z'y g g 7, c; z% Zy
Delta Da -0.27 | -0.15 0.01 -0.15 0.1 -0.09 0.20 0.08 0.14 -0.40 0.01




Peak 476

MiTag1 5 | s | T | H | y | T | L | L | P | E
b14H bEI
.04+
23.70% b
¥y g
¥y by Y15 "
*‘* v 1] Ve
b + b Wil b 16
& v Il ™1 b
+ H+ +H 1 3 d 15
g ¥ l b) bl by, 1- | i " b | i
b il .| iyl TP T L
L] I L] I
200 A00 400 a00 EQ0 Taa 200 i 1000 1100 1200 1300
WTCIO. 359936345 3. phl Mas=z iz ] MiH+: 2678 2454 mfz: 89342 z: 3
METag 1 g 5 T H T L L P E
I | | ; A | [ |
14 |
1 NdatEm THA.3 o613 a5 11446
3.2 '
23.7% ¥y 325 Lo by
¥, — _3 sk g L
4303 Fi5E LT el | 2
b 3 pos 1]
I3 a3 11261
¥z 393 .4 El24 gad G9F0 112 12474
a7g 1.2 ) A60 4
| 43
o il N Y P i sl |
L] I L] I
200 200 400 a00 EO0 aa 200 1l 1000 1100 1200 1300
WTCIO. 359936345 3. phl Mass= [z ] MiH+: 2678 2454 miz: 89342 20 3
MH* MH* MH* Protein . .
Rank Score ?;’I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species Acce;swn hﬁ;ﬁ;g;‘“ Protein Name
lons (Da) (Da) (ppm) (Da)
1 1417 726 10 9/25 Y394y (K)v/s/s T/H/¥\Y L|L|P E R/P P\Y L D/E/Y E\K (F) 2598.32  79.9216 -16.7  50560.3/8.38 Homo sapiens 10047086 949 mitegen-inducible gene 6 protein
Fragmention (m/z) [439.27 [567.35 [656.29 694.96 [755.51 | 759.28 76835 [773.17 | 81550 [825.01 [831.63 |844.93 | 85138 [855.43 [ 861.26 |875.81 [968.52 [970.28 [1008.06 [1031.51 [1057.52 [1084.41 [1126.57 [1144.57 [1152.80
Frac.Inten.( of TIC) | 205 | 331 [ 201 233| 252 664 | 2053 | 545 279 | 451 248 284 209 268 036 264 334 461 229 316| 203 198 241 1182| 314
Rel. Inten.(% of BP) | 999 | 1613 | 979 1135 | 1226 3233 10000 | 2655 1361 2196 | 1208 | 1382 1020 | 1305 | 175 1288 | 1625 | 2243 | 1147 | 1537 | 990 | 962 | 1174 | 5757 | 153
Score 100 | 100 | -010 | -011| 100 050 | 100 | -027 050 | 100| 100| 100 050 | 013 | 150 -013| 016 | 022| -041| 100| -010| 100| 0A0| 100 100
lon-type ¥z ¥s by |y++H,0 | yrryg Y0 | yerg |yaee g by, (b HO by, b, y++ig | bgH,0 by ¥s
Delta Da 005| 004 023 039 | 045 006 057| 023| 020 052 0.35 0.09 038 | 007| 006| 021
Y, Yoo
085 0.24
1,50
sty
0.48




Peak 477

MiTagt g & | T | H | ¥ | y | L | L | P | E | r
PimizzH,, 0
3 59ein T :
4
100.%
W H W E
+ 1 B + +
Yz Big ¥4 by
. + i bg
] +
b AR i " ! AN ¥ig
¥y By : 5 | i | 1y
bod I|i.|||.|ll.”||. - el N
200 300 400 00 EO0 oo ao0 a00 1000 1100 1200 1300 1400
MTCIDL3ETT 3677 .0.phi Ma==s [mfz) hiH+: 2253 9354 mdz: 7365 203
MiTaat 5] 5 | T | H | i | ¥ | L | L | P | E |
L P(miz}2H, 0
3 S9e+in g e
558
100 % 662.5 ¥
+ + DASHE 10571 11147
¥z f14.646 by iy X
agag ot ek Q3 & 2
8 ] 853 6 10315
- 5094 9 aoile | Ay h BI0.6  k7ns ' 1219.4
2438 : il ihdp L ' 13344
b N i N [ R
I I L] L] L]
200 00 400 A00 EO0 yoo 200 A00 4000 1100 q200 A300 4400
WTCIOL3ETT.3677.0.pkl Maz=s [riz] MiH+: 2255 9354 mdz: 75365 23
1 12.84 653 10 925 Y394y (K)v/s/s8/T/H v ¥/L|L|P E/R/P P Y\L D\K (Y) 2178.12 80.8125 374.6 50560.3/8.38 Homo sapiens 10047086 949 mitogen-inducible gene 6 protein
Fragment.ion (m/z) |444.81 |558.01 [610.04 [614.82 | 628.72 [646.00 [656.32 [650.94 | 662.53 [670.56 [680.23 [ 691.91 [714.61 | 720.55 |732.68 [735.17 [735.93 '853.60 |870.52 |942.82 [968.63 [1031.52 [1057.12 [1114.70 [1144.58
Frac. Inten(% of TIC) | 241 [ 948 | 256 [ 289 [ 312[ 303 470[ 274 833 421 366 248[ 281 o027 433 266 551 249 295[ 260 737 238[ 509 813 378
Rel. Inten.(% of BP) | 2539 |100.00 | 27.00 | 30.46 | 32.92 | 32.00 | 49.56 | 28.93 87.87 | 44.45 | 3858 | 2621 | 2966 | 281 4573 | 2811 | 58.17 | 2632 | 3116 | 27.48 | 77.70 | 25.08 | 5370 | 8579 | 39.93
Score 100 | 1.00| 027 100 | 100 | -032| -0.50 | -0.29 100 | 100| 039 | 100 050 150 100| -0.28| 058 -026| 050 100| 078 | 100| 100| 1.00| 1.00
lon-type Yt | ¥y VansTl L bandt yryH0 |y Yt | Vel [yeees Ye yrH0 | ber g by | b++; Ys by
Delta Da 006 | 021 048 | 009 0.65 | 0.32 055 | 076 020 029 0.04 | 038 010 | 062| 011| 007
Yty yree 1.50 Yo+,
0.08 0.21 sty 0.36
0.16




Peak 478

Wat s | s | e | ¥ I« 1 = 1 r | Y | & |~ ] =@ F
Y
H TGRS H
4.3 e+d= assignment assignment
W
.8 7 10283 5
PimézrNH,, 8924 '
b, 1z 8358
¥3 Yy 12 ' b P13
+
y, 343 s035 by By ¥a 12 1423 5
165 4 126655 13653
o L] ' Cid i
?? N L et L 1 ' Wi il | |- A i ] i
[
L] I I J I L] L] L] L] L] L]
=00 400 A00 EO0 Fon a00 A00 4000 1100 1200 1300 1400 A:a00
DELTACID_R. 1963 1967 .2 pkl Mass [z ] hiH+: 1667 6727 mfe: 83454 202
# MH* MH* MH* Protein . .
Rank Score ) BCS Unmatched Variable sites Sequence Calculated Error Error MW/pl Species fezziion (LTS Protein Name
(%) 1 # Index #
ons (Da) (Da)  (ppm) (Da)
1 15.08 86.6 10 724 Y268y (K)e E/s/a/G/yIM|E|P Y/E|A Q\R () 1587.67  79.9983  19.2 55042.5/9.10 Homo sapiens 106879210 23534  Src homology 2 domain containing adaptor protein B
Fragment-ion (m/z) [374.32 [423.97 [503.12 | 627.23 |645.35 |683.16 [697.87 [702.70 |741.38 | 758.57 |763.47 [776.35 [808.00 [870.32 | 887.27 [892.39 [905.27 [935.72 [1023.53 1266.88 [1294.51 [1324.21 [1326.29 [1493.49
Frac. Inten(% of TIC) | 2.05 [ 182 215[ 158 170 161[ 159 182 479 187[ 3149 273[ 188 189 | 512[ e11| 749 270 1047 160 159 =228 163 203
Rel Inten.(% of BP) | 650 | 579 | 684 | 503| 541 | 513 | 504 | 577 1523 | 594 10000 866 | 598 | 599 | 1625 | 1940 | 2379 | 858 | 3323 | 508 | 504| 724| 518 644
Score 100 | -006| 100| 050| 100| -005| 100| -006| 100| 050| 100 100 | -006| -006| O60| 100| 100 -008| 100 100 100| 100| -D05| 100
lon-type ag Y. |bgH0 b ¥+, Y+t | b0 Ye b, by-H,0 Y7 by ¥s aqq b, Yo b,g
Delta Da 0.15 014 | 005 | 016 0.09 009 | 035 010 012 0.01 | -0.03 | -0.00 0.07| 044 | 008| 070 -0.04
Ya Ys

0

0.39




Peak 479

M5Tag 1 [ | = | D | D | ¥ | s | o | F | F | D | &
'!-‘5 .
8.4 e+im assignment
100.%
Y1z b i y
Yy g 11
Y g ¥
+ B Pz 2 H., O 4
by \ b, i B b ru 1 b, |. lb b
h:l_ L | 2 1 | L ‘IJJ4 [ ol 1 | T .ui.“ ll | il £l L 10 | MR- 1|.1 I. L
lJ lJ lJ L] L] - L] i L] L] i i L] L] L] L]
200 400 a00 EO0 Tan 200 q00 1000 1100 1200 1300 1400
DELTACID_R.2346 22560 phi Mazs [mfz ) MiH+: 16373127 miz: 81916 z2: 2
M5Tag 1 [ | = | o | o | ¥ | s | o | P | F | o | =
g
841 e-hdm o
101,84
+
¥z . by LRl ¥
F1a.m T 1252 6
" X 57R .4 770 5 10605 '5"9 13236
by 4 by 1376
251 D962 a6 431.7 4742 av .5515_3 653.8 \ aray |. 1420 .4
o L N 1 | PN I TR P ...i.“ ll [ Ll el L al il | |
J L] L] L] L] - L] i I L] i L] L] L] L]
a00 400 A00 EO0 Fan a0 00 1000 1400 1200 1300 1400
DELTACID_F.2846 2856.0 phi Mass= [z ] MH+: 16373127 mfz: 81916 z: 2
# - MH* MH* MH* Protein - MS-
Rank Score S‘,:I BCS Unmatched Var_llable Sequence Calculated Error  Error MWipl Species gccessIon Digest Protein Name
) lons it (Da) (Da) {ppm)  (Da) Index #
1 11.34 86.0 8 6/18 Y246y (K)v T/1/A/D/D/¥/S/DIP F D A K (N) 1556.71 80.6012 387.8 55042.5/9.10 ::;1;”5 106879210 23534  Src homology 2 domain containing adaptor protein B

Fragment.ion (m/z) |577.30 [653.77 [692.46 [718.85 [759.71 [770.42 [775.71 [779.51 [804.52 [891.33 [1022.68 [1042.45 |1060.49 [1137.57 [1252.64 [1323.62 [1420.38 [1437.13

Frac. Inten.(% of TIC) | 21.28 | 216 363 978 | 275
Rel. Inten.(% of BP) [100.00 | 1015 | 17.06 | 4594 | 12.93
Score 1.00 -0.10 1.00 1.00 -0.13
lon-type Vs Yo | Y**2
Delta Da 0.00 0.14 0.07

0.05 284 530 202 1.89 4.89 287 6.69
025 | 13.37 | 249 9.49 §.88 22.96 13.46 3145
150 | 013 100 | 009 | -0.09 1.00 050 1.00
sty ¥ ¥s | bgH0 by
057 0.15 029 0.07 010

6.39 12.49 10.35 235 227
30.00 58.70 48.62 11.02 10.66
1.00 1.00 1.00 01 1.00
¥s Yig Yaq Yiz
0.16 020 0.14 0.62




Peak 480

assignment

M3Tag1 | I G

|« 1 F s 1 = | v | ¥ I K I
Y10
3 9Tehin 10e6.8
100 54 ¥y P(miz}2H, 0 g
390.1 . - 7944 o
10 +
v, amr Y1 Y s ¥y
b b
2 by b, 429.1 a0,z p 1009 6 »
2131 | 17041 l | 3#9.4 L
m_ 1l M [ | ;?5.E'EI Al || Il |.||u. |||II 1y | L I T i il. ||.IJ IIJ i I L l . | L. 11784
L] L] L] L] i i i L] L] L] L] L] L] L]
200 200 400 a00 EO0 Ton 200 a00 1000 1100 1200 1300
WTCIO.2550. 25500 phl Mass iz ] MiH+: 12788527 mf2: 63993 z:2
1 1240 815 8 5120 Y733y (K)v/L/G/5/G AJF/G/T/V/y K (G) 1198.65 80.2061 187.5 145199.3/6.00 ?;;?;ns 110825958 898  v-erb-a erythroblastic leukemia viral oncogene homolog 4 isoform JM-a/CVT-2
1 1240 815 8 5120 Y127y (K)v/L/G/5/G A/F/G/T/V/y E (G) 1198.65 80.2061 187.5 134278.3/6.26 :';FTEU”S 29725609 2364 epidermal growth factor receptor isoform a
1 1240 815 8 5120 Y733y (K)yv/L/B/S/G A/F/G/T/V/y E (G) 1198.65 80.2061 187.5 146809.0/5.98 :‘;;?EUHS 4885215 2949  wv-erb-a erythroblastic leukemia viral oncogene homolog 4 isoform JM-a/CVT-1
1 1240 815 8 520 Y735y (K)V/L/G/S/G A/F/G/T/V/y K (G) 1198.65 80.2061 187.5 137911.4/5.58 :‘;;?;ns 54792096 21951 erbB-2 isoform a
1 1240 815 8 520 Y705y (K)V/L/G/S/G A/F/G/T/V/y K (G) 1198.65 80.2061 187.5 134856.7/5.61 ;';FTEUHS 54792098 22801 erbB-2 isofarm b
Fragmention (m/z) |390.14 [489.08 [516.48 = 524.74 [532.74 | 58128 [590.24 [596.33 [613.35 [619.21 | 620.27 [647.30 [680.92 | 772.33 |794.45 |847.22 |922.49 [1009.56 | 1048.52 | 1066.58
Frac. Inten.(% of TIC) | 7.04 [ 223 [ 268 892 a1s 337 [ 012 324 604 | 321 234 7es| 338 | 319 sos| 218 s41| 249 786 | 1682
Rel. Inten.(% of BP) | 4184 | 13.26 | 15.93 53.02 | 18.73 2005 | 070 1928 | 35.92 | 19.08 | 13.89 | 4666 19.92 | 18.95 | 5339 | 1299 | 3217 | 1482 | 4494  100.00
Score 100 | 100 | -0.16 050 | 1.00 060 | 150| 019 | 036 | -019| 050 | 100 020 | 060| 100| 080 | 100 100| 050  1.00
lon-type ¥z ¥a Vi H0 |y [y, HO ¥ y:H,0 ¥s b.-H0 Ye [¥7H0 ¥s Yo Y1020 Yig
Delta Da 000 | 013 0.01 | 001 0.01 | -0.02 000 | 002 007 | 010| -015| o008 | 012| 007 012
Y*“"”
0.04
150
sty

-0.58




Peak 481

M5Tag 1 [ | « | | | = | W | = | ¥ | oD | L | = | | ¥
- 1y
b .
1. Fiehim ESﬁsﬁ Bys assignment 13617
56 2% ' 1.4 ¥y
W 14757
b, W 4
a2 3 ¥ ¥ ¥ya
4 + Prihi= v Ho O 11406 0
0.3 4I33 4043 LR (e z ¥y 1264 4 164582
J vﬁ‘h‘ fig1.5 \ ¥y by AT - 1 i
: L] 1] lLib |
) I T || | A T PO T | 110 e 1T 7O O I 11| Y T B Y WY
200 400 E00 f00 1Eklil 1200 1400 1600
DELTARICID. 45954595 2 phl Maz=s [riz] MiH+: 1997 0727 miz: 999.04 z:2
# MH* MH* MH* Protein . .
Rank Score lsn’f:ll BCS Unmatched Variable sites Sequence Calculated  Error  Error MW/pl Species decession h}ﬁ;}:s?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1052 870 7 314 Y635y (Kyv P I V/I/N|P|N/A v D N L\A/I ¥ E (S) 1917.05 80.0247  29.2 193107.5/6.46 Homo sapiens 148368962 24198 MKF3 kinase family member

Fragment-ion (m/z) |423.34 [636.59 |733.39 [752.36 950.69 |966.84 [1078.64 [1150.64 [ 1264.40 [1344.81 [1361.70 |1475.72 | 1588.80 | 1688.88

Frac. Inten.{% of TIC) 5.06 .82 412 6.61 0.1
Rel. Inten.(% of BP) | 1852 | 3229 | 1508 | 2420 0.42

Score 1.00 1.00 1.00 1.00 1.50
lon-type ¥a bg b, | b+ sty
Delta Da 0.08 018 | -0.07 | -0.01 0.67

515 N 5.97 470 4.83 27.32 12.29 77 3.93
18.87 14.30 21.84 17.22 17.67 | 100.00 4497 | 26.25 14.40
0.19 -0.14 1.00 1.00 0.50 1.00 1.00 1.00 0.14

¥s Yig |¥11NH; Y14 3 Y13
012 -0.16 022 0.09 -0.01 0.06
y12

0.06




Peak 482

WeTeal v | s | s | s | | ow | » | = | o [|s]| o | ¢ | s [o@
+
4.02e+ilm
5 B30
—+ +
W w
12 s ¥.. b b ¥
i 1'I‘J.Illl.l |IH |]E| 1. L ‘ﬁ e .15 r
1000 1200 1400 1800 1800
WM A3 18 5345 0 pkl Mazs [riz] hlH+: 3386 1382 miz: 84729 z: 4
M5Tag 1
at v | s | s | |+3P|'-.-'-.-' |H PIQIHDIGIFIDIPISID
Y5 Y5 By - ¥y
402eHn SE5.0 en g 7997 s?s; WTIE Vg 1207 .9
— - 1037.3Y
2R
+ +
Yoz Y ¥ie
12y 134667 163240
1464 16718
[ TR L IH Ll Ly l| 1Tf:4'8 r
400 1] 200 1000 1200 1400 1E00 1800
WOT 5318 5345 .0 pkl Mazs [z MiH+: 33861382 miz: 84720 = 4
1 17.711 896 M 6125 Y1087y (RlIk s v s s /P W\L|P/Q/D/G/FID|IP/SD Yy AE/PMDAVVEPR (N 3305.58 80.5599 1753 170515.0/6.19 :':;?;ns 150417981 7378 glucocorticoid receptor DNA binding factor 1

Fragment-ion (m/z) |341.17 | 506.93 | 585.86 [660.38 [751.10 [793.70 [799.66 | 805.85 [816.50 [829.39 [859.65 868.05 [878.22 | 926.62

[935.49 [ 937.55 [972.64 [1009.54 [1012.73 [1037.48 [1037.77 [1095.38 | 1150.04 [1159.34 [1207.90

Frac. Inten.(% of TIC) 0.60 0.76 377 | 214 0.67 110 405 | 3569 195 1.38 143 1.88 8.83 0.90 3.07 2467 | 1635 1.06 0.65 0.69 273 229 0.60 0.87 4.96
Rel. Inten.(% of BP) 1.69 214 | 1056 5E00) 1.88 310 | 11.35 | 100.00 547 386 4.01 526 | 2475 254 8.61 721 | 43.02 2.96 182 192 765 6.41 169 243 13.90
Score -0.02 1.00 100| 006 | -002| -003 | -0.11 1.00 1.00 1.00 100 | -0.08 1.00 0.50 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.50 1.00 1.00
lon-type s, |yres g yreny, | bee |y, b, yre g Y0 |y |y, by |y, Yo | ¥¥tip | ¥*rs | Yrrie |VrragHO |y | oy
Delta Da 0.68 0.26 0.50 01 0.02 0.22 033 0.22 0.08 013 013 0.60 017 0.03 032 04 0.05 0.34 0.38

Yo

9
015




Peak 483

MiTag1 3 ' L F ! O G F o P 5 o
| | | | r o | o ol | | |
Y15 Y0 Va3
7 dderhim bR 11593 13571
23.7% - .
w
¥ 2 1755
14 i 1228 b -
'5,I'3 v - a0 7 '!-"9 10747 b12 " " Yzﬁ
b 3 b m2{7F H
405 s sals 13 ¥s g 124 B b, ] 14440
445 5 4|7 740 a1 1264
i n SN
400 £0D 500 1000 1200 1400 1600
DELTAKI_CID 5529 55340 phi Mazz [miz) hAH+: 3258 1354 mdz: 1087.08 23

1 1654 E7D 12 5123 T10ETy (K) S/w/s 5 S/B/W/LIP/Q DJG F D/P/S\D y A E/P MDJAVV K P & (N} 7748 80.9311 2964 170515.006.19 Homo sapiens 150417981 7378  glucocorticoid receptor DNA binding factor 1
Fragment-ion (m/z) |507.28 [eg0.32 [668.58 [791.66 [808.58 [e26.56 [e28.74 [s4d.64 [872.48 [s37.71 [1012.86 [1025.08 102808 (105771 195826 | 1188.01 [1z08.00 [1264.48 [1257.22 [1297.48 [1406.18 [1750.84 [1735.87
Frac. Inten(h of iC) [ 174 [ 342 [ 238 [ 138 [ zea[ 174 111 157 [ 4e8[ 21| 404 78| 471 183[ 447 169 [ 2842 z85[ 545 iz w7z| 137 444
Rel Inten(% of BP) | 6.1z | 1205 | 10.50 | 4.85 | 938 | 6.1 381 | 551 | 1645 | 743 | 1423 | 635| 1658 | 045 1573 536 | 10000 [ 1001 | 1812 | 383 | 5078 | 483 | 15e2

Score 100| 012 | 100 | 005| 009| 050 | 100 100 100 100| 00| o0 00| 100 100 050 | 100 100| 100| 004 00| 100| 016

D yitg ¥g bHD |y, by | yhhys iy, Yo | ¥ | yHhyg | yHrg |y, |y cHO | pbey, | pE |y yibg, Yis

Rlekaltls 0.60 0.15 015 037 | 022 | 060 029 | 030| 064 064| 023| 028 049 | 048 043| 0a2 056 | 016




Peak 484

MsTeal oy I D | s I E | & | H I L | ¥
1.8 etilm
21.6%
hi
Y3
W
4
ol | v
yod I " TRl il T (R L
1 1 1 1 l 1 L]

200 200 400 A00 A00 1000
WTCID.2491.2491.0.pkl Maz=s [miz] fiH+: 18094754 mdz: 602,83 23
M3Tag 1 W | o | 5 | E | G | H

Ees
iz
F.21e+dm- TI‘3|4
56 2% b-H, 0O :
440 Rimizy2H.,0
I:-2 (mizy z g
243 1 ¥ S16 g A
? Y10 by b -HL O
Jeishape ¥y 178 1 G p
h Y I
m_ T L l y L T Ll |I | | L T L ] L1l |III | || L | | I| I.|_| | || T |I| | || ¥ | 1 || L || I| ||h||| |
a0 a00 a0 400 450 A00 5a0 BIZIE*' B0 yoo
WMTCID. 24912497 .0.pkl Mazs [riz] MaH+: 1809 4754 mdz: 60383 23
# MH* MH* MH* Protein . .
Rank Score 2al BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Becess it inest
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 6.55 93.0 3 110 Y6y Yidy (Kly ViD/SEGH L y|TV P IRIE 1648.83 160.6425 392.3 20471.7/5.64 Homo sapiens 15451856 7145

Fragmention (m/z) |343.10 | 440.04 [585.39 |613.13 | 667.31 |676.97 |699.33 |702.58 | 724.85 |[733.96

Frac. Inten.(% of TIC) 514 8.1
Rel. Inten.(% of BP) | 14.35 | 2261
Score 1.00 0.50
lon-type b, |by,-H,0

Delta Da -0.01 -0.08

933 502 9.34 4.96 7.02 508 1013 | 35.86
26.01 | 14.01 26.04 | 13.82 | 1958 | 14.18 28.26 | 100.00
1.00 1.00 0.50 1.00 -0.20 0.25 0.50 1.00
Ys | by |y+e HO | yse ag |y++,H,0 | ys+
0.02 043 -0.01 0.65 -0.65 0.02 012

Protein Name

cavealin 1



Peak 485

e L T e O - UL U - L (N R L N (R
2 Afebdm 3 13 16 3
a6 .20
+
biﬁ 'b13
b b15
Y4 Yy [ 4
Yz | T By
- L1 ||||||I||l:}5 [ L) llll 1 e \ 1 |||| Ll L1 L |
T T T T T T
200 400 EO0 &00 000 1200 1400 1800 JE] 2000
WTCID.GE4G GE4G.0.phl Mass [miz] hAH+: 2654 5754 miz: 88553 =20 3
MiTag1 ¢ g i [ i ! L L G E W i, Q G M E M
| = | » | | = 1 J D |y 1 |5 | I I | v
Y3 Y1z Y1g 73
2 ARe+dm 3 It TO7 .2 8508 y1;ﬂ53.5 1169 .4
aE.2% W
G ++
5683 1-‘%‘-11:!.9 b
B0 2 CLE PP 15
¥q 70k & Hiuz 1438 8
4303 1310.6
) 588 619, 15935
i I | l ] ||  teeos 17RO 1930 5
o TN [T [l L wa ) 1 R N L1 Ll
T L] L] L] L] L]
200 400 EQ aan 1000 1200 1400 1800 1800 2000
WMITC IO G646 6646 .0 phi Mazs [mfz) hiH+: 26545754 miz: 88553 203
# MH* MH* MH* Protein " .
Rank Score I BCS Unmatched Variable sites Sequence Calculated Error  Error MWi/pl Species pccessionpM_stige st Protein Name
(%) ) # Index #
ons (Da) (Da)  (ppm) (Da)
1 20.37 93.0 14 325 Y1116y (K)A v 5 5 A I/A/Q/LILIG E/VIAIQ|G N E N\y/A G\I|A A\R (D) 2573.33  81.2436 481.2 269669.4/5.75 Homo sapiens 16753233 1400 talin 1

Fragmentiion {m/z) |317.26 |558.33 [608.32 |672.41 |707.83 |757.41 |768.77 | 841.66

|850.81 | 898.48

[907.11 [926.45 | 954.87

[964.11 |988.64 [1002.34 | 1018.85 |1027.48 [1063.47 [1112.46 1169.45 [1239.66 |1240.87 [1310.60 |1438.82

Frac. Inten.(% of TIC) 5.88 2.84 314 21 520 297 220 527
Rel. Inten.(% of BP) 5315 | 2569 | 28.38 | 19.04 | 47.00 | 26.84 | 19.91 47.64
Score 1.00 1.00 1.00 1.00 1.00 1.00 | -0.20 1.00
lon-type a, Yo [ V' "0 | Y55z [ Y ha | ¥4 hqg by

Delta Da 0.08 -001 0.06 012 0.02 0.07 0.18

¥z Y+ t0

0.07 0.29

11.07 3.09 472
100.00 27.92 | 4267
1.00 0.50 1.00
yrrig (Y0 |y
043 057 019
¥, NH,
0.10

293 532 271 2.59 223 217 4.59 546 213
26.50 4810 | 2446 | 2338 2015 19.63 41.46 49.32 19.22
1.00 1.00 1.00 | -0.23 -0.20 0.50 1.00 1.00 1.00
49 big | yr+ig Y0 | e | vy ]
-0.12 0.31 0.65 0.37 -0.01 0.46 -017
b“’w y++1a'Hzo VB'NHa b“’zz
-0.52 042 0.06 -0.06

5.08 2.04 5.30 232 3.63
73.04 15.45 47.86 2092 32.82
1.00 1.00 1.00 1.00 1.00
bepy by | brryg by b
0.39 -0.03 07 -0.13 0.03
bes
-0.44




Peak 486

M5Tag1 g | g | A, | I | i | Q | L | L | G | E | W | ) | i
¥
3 NSetdn s L+ v
100 % 0
b
B Vg L
e 0
w3 3 3 o 1B b, -
v B b ¥z Y b 1 b h
f ;19 4. 12 I | oo 1 bis #® 13
wodo L s L ]l Ll T T e (VH Y L1 1 01
T L] L] L] T L] L L L]

200 200 a0 00 &0 700 00 00 1000 1100 1200 1300
WITCI0LGE6 1 6661.0.phl Masz [miz) hH+: 26542182 miz: 66431 2 4
MiTag1 5 | s | = | [ | = | Q | L | L | & | E | W | = |»

Y5
2 05e+im w74
100 % b
6 L
5297 20
Vs Vi 1042 .9
371 9R3 4 1123
o g 2661 358.1 442.2 hzg‘ | B4 g g | 1 1195 5 1306.9
podobe s L g L ]l il ol J.||..||,|1 TV I R N
L L] L L L L] L] L] L]
200 200 400 00 I 1000 1100 1200 1300
WITC |0 GGG 1 GG 1.0 phl Mazz [miz] hiH+: 36543182 miz: 6E431 2 4
# MH* MH* MH* Protein . .
Rank Score S‘,:I BCS Unmatched Variable sites Sequence Calculated  Error  Error MwW/pl Species ACCB;’SIBH MIS;leg;st Protein Name
(%) lere (Da) (Da) (ppm)  (Da) pdex
1 1097 8.6 9 215 Y1116y (K)A vV S s A T\A\Q L L/G E/V/A Q/G N E N\y|A/G I A AR (D)  2573.33 80.8864 346.6 269669.4/5.75 Homosapiens 16753233 1400  talin 1

Fragment.on (m/z) |487.43 [529.18 |558.49 |600.64 |608.50 [ 619.09 | 699.36

|707.99 |757.36 [ 784.72 | 822.90 |828.46 |842.45 [850.54 | 1048.86

Frac. Inten.(% of TIC) | 10.19 465 59 4.07 592 473 10.23 7.40 9.46 4.01 6.53 6.56
Rel. Inten.(% of BP) 9245 | 4221 | 6368 | 36.98 | 53.74 42 96 9283 | 67.21 | 8591 36.40 5931 | 5958
Score 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 0.50 0.50 -0.60
lon-type ¥s be Ye b | y++yy [besg by |y |y, Yo NH, [beHO
Delta Da 013 -0.12 0.15 0.30 0.24 077 0.03 0.18 0.02 0.38 -0.57
y++13-HEO

0.56

481
43.62
-0.44

11.02
100.00
1.00
y-i—-l—]e

0.16

4.50
40.83
1.00
b++2[l

0.37




Peak 487 assignment

MiTag 1y | Q | D | F | [ | ] | | | F | s | o | ¥

2 e +lm
100 24 Y

by
g

W
b ] ‘ |Iﬁll Al L |I d || i“ ]FTIJ e | ﬁ“ - .Iyngl I |b1|1. ———

J L] L]
200 300 400 a00 E00 Ton 200 1EIEIEI 11EIEI '12IZIEI 1200 1400
DELTACID_R.G727 G7E7.0.pkl Mazz [miz) hiH+: 2001 G2Ad mfz: 66785 203

METag 1 o | Q | 1] | F | I | 1] | I | F | 5 | ] | ¥

=+ Ba0.7 8033 by

2.00e+i- ’
‘I? yﬁ
bEI
19 1077 .5
1196 1
1261.7
||.Jl| Il:lll.'|“ ....I|| I ..135:5'.6
1 1 1 1

100.% 4627

3998437 4
201 2631 31I:| 1 | |
b |I T ‘ ||l|. ) .|".|| L
200 EDD dﬂl:l 1|:I|:I|:l 1100 1200 1300 1400
DELTACID_R G727 6727.0.pkl Maz=s [miz] PiH+: 20016254 mde: G67.88 23
# MH* MH* MH* Protein . .
Rank Score = BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species pccessicpI Digest Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 947 742 6 4115 Y638y (K)v/v /D F I|D I|F/S|D/y AN F K () 1920.94 80.6876 360.4 T74595.8/7.28 Homo sapiens 18860859 8660 pratein tyrosine phosphatase, receptor type, E isoform 2
1 947 742 6 4115 Y696y (K)v/v /D F I|D I|F/S|D/y AN F K () 1920.94 80.6876 360.4 B80642.2/6.57 Homo sapiens 5729993 26391 pratein tyrosine phosphatase, receptor type, E isoform 1 precursor
Fragment.ion (m/z) |462.67 [536.45 [583.57 [585.24 | 624.65 [650.69 |702.48 [722.30 [726.71 [741.35 [823.09 [837.30 | 893.33 [924.47 [930.58
Frac. Inten.(% of TIC) 6.21 7.66 6.00 6.04 0.18 9.94 570 441 442 7.98 7.39 5.67 §.24 9.96 | 10.21
Rel. Inten.(% of BP) 60.87 | 75.02 | 58.82 | 59.14 173 | 97.34 | 55.79 | 43.19 | 4334 | 78.22 | 7236 | 55.69 80.72 | 97.54 |100.00
Score 1.00 1.00 1.00 | -0.59 1.50 1.00 1.00 100 -043  -078 | -072 1.00 0.50 1.00 1.00
lon-type Yrbr |y | by, L AR IS Aast by Ys Yo |¥++;.H0 Yz by
Delta Da -0.01 0.24 0.77 0.03 042 0.10 0.01 -0.02 045 0.12 0.09
y,NH, 1.50 ¥Y*a
0.44 =y -0.56
033




Peak 488

MTag?' 9 | o | ¢ | o+ ] o | v | F | s | o |
¥y ¥g
2 GTarkdm assignment  gz4.5 1071 5
74.9%
I:-3 ¥, ¥y ﬁhgﬁ 1erﬂ
- o |‘1*23r3. ﬂ?ligl.. Wl

400
DELTACID_R.&743.6743.2.phkl

0 1200
Massz [miz]

1 6.48 748 4 32 Y696y (K) v v QoD F ID/IIFISDYANFEI() 1920.94 81.0349 533.8 B80642.2/6.57 Homo sapiens

Fragmention (m/z) [702.43 |912.42 [924.48 [930.64 [979.30 [989.85 [1026.08 [1071.61 [1077.57 [1184.32 [1282.52 |1299.67

Frac. Inten.(% of TIC) 511 501 | 1654 421 | 10.51 599 8.69 16.00 7.56 4.62 481 10.95
Rel. Inten.{% of BP) 30.88 30.29 (100.00 | 2546 | 63.58 | 36.24 5257 96.75 4573 27.96 2910 66.21
Score 1.00 0.50 1.00 1.00 -0.64 -0.36 -0.53 1.00 1.00 1.00 0.50 1.00
lon-type b, | by-H,0 ¥7 b, ¥Ys by Yo | ¥ighH; Yio

Delta Da 005 -0 06 013 015 019 0.01 -018 0.02 014

¥ [~ » 1 ¢ ] x
assignment
h'|2 b

LT 1622 B 14

14179 l ] 1707 6
L I "l'. 11 L .
1400 1800 1800

hiH+: 2001.9727 maz: 100149 z: 2

5729993 26391 protein tyrosine phosphatase, receptor type, E isoform 1 precursor



Peak 489

MiTagt | | | ) | N | P | L | L | v | o
b +
]
. , 3333 LA 562 .9
z 446 3
749 232.1 Ve
B 5153 S69.4
+ + B 2.4 b b
4 's s a3 S1p.T E:ED 005 ;
o 0.1 M58 3704 4 sla 505 & : : 9127
| I |] 447 1035 3
[ L L AN | O T | — Lo b i Ll el L |- L
L L i L h L L L L]
200 200 ann 500 E00 700 200 ann 1000
WT_EGFCID.7461.7409.0.phl Mazs [miz) MH+: 13622854 mfz: 45677 213
# MH* MH* MH* Protein . .
Rank Score gl BCS Unmatched Variable sites Sequence Calculated  Error  Error MwW/pl Species fesesiom TSI Protein Name
(%) 1 # Index #
ons (Da) (Da) (ppm) (Da)

1 10.75 56.3 5 10125 Y291y (Rl¥ T @ N/P|LIL|V D|G R [K) 1287.71 80.5899 455.7 45461.9/8.83 Homo sapiens 23397544 10136  tubulin tyrosine ligase-like family, member 10

Fragment-ion (m/z) [215.04 [232.06 [280.14 [333.28 [336.88 |348.82 [379.42 [385.21 [391.16 [405.32 [411.95 [436.24 [438.24 [446.31 [518.34 | 559.44 |[568.56 |568.87 |577.50 |577.79 |595.50 |696.56 |708.44 |809.52 [922.73

Frac. Inten.(% of TIC) | 343 | 582 | 130 1033 130 | 145| 156 121| 136 | 346 135 171 171 | 819 718 677 | 303 1036| 245 1164 | 183 | 208| 412 322 314

Rel. Inten.(% of BP) | 2946 | 5001 | 1116 | 88.79 | 1121 | 1242 | 1344 | 1038 | 1170 | 2975 | 1162 | 1473 | 1471 | 7037 | 6175 5818 | 26.03 | 89.01 | 21.05 [100.00 | 1575 | 17.89 | 3538 | 27.66 | 27.01

Score 050 | 100| 100| -089| 100 100| 100| 100 | -012| 100| -012| 015 | -015| 100 | -062 100 | 100| 100 | 021 | -100| 016 | 100 | -035| 100| 100

lon-type yz-NHa Yo y+g y+g b++5 |]+++B yHo b++€_ ' b++B-HEO |]++B |]++B bE- b&- b?

Delta Da 007 | -008 | -0.02 047 | 018 | -010 | -0.02 0.14 0.07 033 | 021 010 028 016 | 029

Y5
012




Peak 490

MSTag1 | | D | R | E | o s ] = | v | a s | 7 | |5 ] | i | H
+3
¥ b o b bt
2220 +dn ’ ’ vie B Pa
++
55.2% '3 oy ¥yg
b ” b12
b 1
. ¥a L 9 . b LT
Z +3 + | e ! (1] s by H b, Tt b
SR T IR f 7
i1 r N TE N i Ly
200 401 EO0 a0 1000 1200 1400 1800
DELTACID_FR.2601.2601.0.pk Maszs [mfz) hiH+: 35198982 maz: 88073 z: 4
METag1 ] R L ! G P G M Q H
I I | | & | I | & | I I
b +3
i b3[l
2 22erkim ¥ 908 ypeng by 1i71.4
b B )
SE 204 342 11728
292 9 1?1-3
y 323, ¥y 784 jpa7 1473
z 23 1426.8 15076
244 1 1 : . 16736
' 1726
o r A T NI LI: L | |
200 400 EO0 a00 1000 1200 1400 1800
DELTACID_FR.2601.2601.0 phi Mass= [z ] hiH+: 35198932 mf: 880.73 z: 4
- # N MH* MH*  MH*  Protein ot D'_‘“'t
Rank Score o, BCS Unmatched ar_lta e Sequence Calculated  Error  Error MVWipl Species cce;smn Ilgdes Protein Name
() lons Sic= (Da) (Da) (ppm)  (Da) ndex
1 1299 832 10 5120 Y861y (RIS IDRED\ S LQIG\P I GN\Q/H I/y QP VIG K/P DIP A AP P K (K} 343874 81.1581 338.6 119233.7/6.19 :';;;;ns 24476013 12819 PTK2 protein tyrosine kinase 2 isoform a
1 1299 832 10 5120 Y883y (RIGS IDRED\ S LQIG\P I GN\Q/H I/y QP VIG K/P DIP A AP P K (K} 343874 81.1581 338.6 121721.6/6.14 ;'E”;;;ns 27886593 24984 PTK2 protein tyrosine kinase 2 isoform b

Fragment-ion (m/z) |341.22 [580.51 |773.47 [782.34 | 788.27

[792.49 [799.50 | 811.74 [820.96 |862.07 [898.35 [913.17 [956.51 [978.34 [ 980.62 |1060.59 [1158.65 [1173.76 [1215.85 [1272.35

Frac. Inten.{% of TIC} | 341 | 11.11 6.24 382 5.60
Rel. Inten.{% of BP) 30.70 [100.00 | 56.13 | 34.42 50.40
Score 1.00 1.00 1.00 | -0.34 1.00
lon-type Yy | by b, Y,
Delta Da 0.00 0.74 013 0.54

Yo | Y*4,

0.16 0.59

5.96
53.63
1.00
¥z
0.06

416
3747
1.00
b++|€-

0.62

5.10
45.93
0.50
byH,0
061

in
28.87
-0.29

3.30
29.66
-0.30

5.15
46.34
1.00

Y+

0.40

340
30.64
-0.31

3.09 332
2784 | 2984
-0.28 1.00
Yao

0.80

9.02
81.16
1.00

bess,,

0.16

5.03
4530
1.00

|3+++BD

042

3.02
27.20
1.00
bII
0.11

6.71 3.68
60.43 33.13

1.00 1.00
b, b,

0.23 0.29

Yiz

0.10

5.66
50.94
1.00
|;;++23
0.76




Peak 491
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1 17.85 964 9 25 Y3aTy (RITHAWSWVESETDDwAEIL I D\EEDZTITITIMIP S TR (D) M75.39 BOBISY 2855 119233.7/6.19 Homo sapiens 24476043 12819  FTK2 protein tyresine kinzse 2 isoform a
Fragment-ion (m/z) |460.26 |591.36 [692.38 (84022 [842.10 85544 [963.67 [1150.44 118324 | 119191 [1200.71 126492 | 127331 | 127225 [1282.62 [1283.02 [1287.10 [1311.44 [ 132443 [133376 | 137194 [1380.97 [138579 | 138994 [1398.97
Frac. Inten.(% of TIC) | 1162 [ 230 [ 308 [ 110 108 14| 120 e[ os2 100 106 142 150 343 o8+ zm| o8| 120 613 [ 231 110 620 o080 2013 [ 2467
Rel. Inten.(% of BF) | 4714 | 933 | 1241 | 445 | 433 | 482 | 485 | @e0| 373 406 | 423 | &T7 7.70 1391 | 242 | w9 | 254| 428 2485 | 3238 445 | 2515 | 32885 81.88 | 100.00
Score 100 | 1.00| 100 | 0.04| 004 | 100| 100 100 050 050 | 1.00| D08 0.50 0% | 100| 100 100| 050 050 | 100 050 | 100 100 0% | 100
TR ¥y ¥s ¥ 7 | B by |y NH | b HO b+, bt HO bk -HO b bt ¥ | ¥y HD | b -H O o ¥ HO Yo by | b HO b,
Delta D2 003 | 007 | 0.04 004 | 023 | £02| 035 007 | 072 £0.20 074| 010 050 D41| D11 01| 072 035 | 041 0.26 039 | 041




Peak 492
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DELTARICID.ZFA0.2794.0.pkl Mass [mfz] hiH+: 2557 2554 mee: 85309 203
# MH* MH* MH* Protein . .
Rank Score Sl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species gccessnits igest Protein Name
(%) Index #
lons (Da) (Da)  (ppm) (Da)
1 1208 747 8 6/19 Y243y 5240s (R)A T/T/B/B/N Q/G\R|P D s/P V/y AN L Q E\L E (l) 2396.22 161.0350 431.1 96254.9/7.29 Homo sapiens 26986534 7889 Rho GTPase activating protein 12

Fragment.ion (m/z) |627.91 [729.09 |756.70 | 761.95 | 767.10 |784.14 [789.64 | 795.82 |814.44 [818.05 [820.38 83237 [836.57 [923.41 [1044.46 [1058.59 [1094.05 [1142.21 [1254.73

Frac. Inten.(% of TIC) 3.66 4.48 277 | 311 1.59 3.93 | 10.55 8.60 0.06 240 0.14 1.72 1.80 3.35 2.68 1.70 2.0 9.22 1.62
Rel. Inten.(% of BP) 9.71 | 11.87 7.35 | 100.00 423 | 1043 | 27.98 | 22.80 0.15 6.38 037 | 456 478 8.88 710 451 5.32 24.45 431

Score 1.00 -0.12 -0.07 1.00 1.00 -0.10 -0.28 1.00 025 1.00 1.50 -0.05 -0.05 1.00 1.00 1.00 1.00 1.00 1.00

lon-type Y+t Yttig b, Yty st | y++,g sty by | y++y; Yo | ¥ihag | ¥ty Yio

Delta Da 0.10 027 -0.27 0.46 0.38 0.70 032 -0.06 -0.50 0.10 0.56 0.20 012
b+++"D y++

15

0.77 -0.50




Peak 493

What]l o R ] e 1| | =1 = | o | s | | o [ o 1 7 1 & | v [
W o W o W
9. 16e+ilm- o 1 i
23.7%
hEI ¥
g b b
H b b b 14 0
+H W [ b g, Ay 11 12 iz b by
b, v o+ 6 [ 19 L I b G
8 P :  Yab 8 ¥an b ¥yg
[N HMi
400 EQ0 a0a 1000 it} 1400 1600 1800 2000
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MITCIOE146 6161.0 ph Mazs [mfz) MiH+: 35597054 msz: 118724 20 3
# MH* MH* MH* Protein . MS-
Rank Score Sn:l BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species glecessio Digest Protein Name
(%) lons (Da) (Da) (ppm)  (Da) Index #
1 1432 785 10 9125 T1074t Y1092y (Rl'* s SDP t GAL|ITE\D/S IIDDT FIL/P V/P Efy I N Q\S V\P K (R) 3398.62 161.0892 324.9 134278.3/6.26 :':;?eons 29725609 2364  epidermal growth factor receptor isoform a

Fragment.ion (miz) |470.24 [628.01 [726.15 |782.71 [972.61 [993.53 [1021.31 [1028.70 [1122.13 [1135.21 [1144.73 [1153.44 [1202.85 |1254.76 [1294.65 [1451.15 [1451.79 [1517.58 [1565.65 | 1649.66 |1658.89 1996.47 |2092.27 [2109.72 [2111.10

Frac. Inten.(% of TIC) 1.80 | 18.27 §.54 | 10.79 222
Rel. Inten.(% of BP) 9.81 | 99.38 | 4648 | 58.71 | 1210
Score -0.10 1.00 1.00 1.00 1.00
lon-type Yirgg | Y4z | ¥ihag by

Delta Da 0.22 0.30 0.32 0.24

245 1.60

13.32 871 1

013 1.00
Y+
017

251
3.68
1.00

¥z
0.22

0.04 1.92 1.89 1.80 1.43 18.38 2.92
0.21 10.43 10.29 9.77 797 | 100.00 1591
1.00 -0.10 -0.10 -0.10 1.00 1.00 1.00

¥+rig b Yio | Y22
0.59 0.39 0.18 0.55
1.00

st
0.59

163
5.89
1.00

Yiz
0.45

4.08
22.04
-022

148
8.02
1.00

b14

0.02

229 245 168 2.01 1.60 220 4.04
12.46 1331 9.13 10.94 8.73 11.96 .97
1.00 0.50 1.00 1.00 -0.09 -0.12 -0.22
baeo [ baaygH0 | beryg bg
0.50 0.47 0.69 0.70
b,H,PO,
-0.02




Peak 495
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400 EO0 200 1000 1200 1400 1600
DELTACID_R. 2452 2452 .0.pkl Maz= [mifz] hiH+: 18168527 miz: 90893 =22
# MH* MH* MH* Protein . MS-
Rank Score fnil:}l BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce;smn Digest Protein Name
lons (Da) (Da)  (ppm) (Da) Index #
1 11.38 86.3 10 215 Y62y (K) I @/N/T/C DIy/¥/D/L/¥/C G\E K (F) 1735.78 81.0718 608.4 68011.2/6.87 :anpr?enns 33356177 4991 protein tyrosine phosphatase, non-receptor type 11
Fragment-ion (m/z) [390.13 [553.31 [629.43 [666.45 [770.54 | 779.20 |[781.43 [787.78 |882.24 |944.67 [1187.55 [1359.72 [1460.66 |1574.66 |1575.68
Frac. Inten.(% of TIC) 7.02 8.45 5.74 3.61 5.76 12.31 5.74 5.15 5.92 8.29 4.64 8.90 7.28 3.38 7.82
Rel. Inten.{% of BP) 56.97 | 68.63 | 46.60 | 29.35 | 46.74 100.00 | 46.59 | 41.78 | 48.07 | 67.35 37.66 72.29 59.12 2741 63.47
Score 1.00 1.00 1.00 1.00 1.00 0.50 1.00 1.00 | -0.48 1.00 1.00 1.00 1.00 1.00 -0.63
lon-type Y. Y= b, Yo | by [¥+5H0 Y7 | Y45 ¥s ¥s Y14 Yiz Yi3
Delta Da -0.07 0.05 0.14 010 | -0.26 0.40 0.06 | -0.03 0.23 0.08 0.1 0.10 0.06




Peak 496

METag 1 p G F a N P
I I v I I I
Y b7
P 3609 857 .4
1 6% + .
¥s 8 b
418 9585 4
1072.4
+H
b, by b l L
cri i
yod '.21'2' B L B Vi P . .
200 200 a0 a00 1000
WTCID 406240953, phi Mass [z ) MH+ 1792.0454 miz: 59802 23
# MH* MH* MH* Protein . .
Rank Score Pl BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species e = Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 1830 956 8 3124 Y783y (RIN /G F y\V\E|A|N|B/M/P T F K (C)  1711.81 80.2306 147.5 148532.9/5.73 Homo sapiens 33598946 14027  phospholipase C gamma 1 isoform b
1 18.30 956 8 324 Y783y (R)w /G F y\V\E|A|N|BE/M/E T F K (C) 1711.81  80.2306 147.5 148661.0/5.73 Homo sapiens 33598948 31704 phospholipase C gamma 1 isoform a
Fragment-ion (m/z) [360.87 |417.99 [453.29 | 470.62 |[474.23 [479.75 [492.29 [514.23 | 528.30 [536.73 |577.81 |588.77 [623.33 |659.28 [720.46 [758.32 [790.87 |834.57 | 869.14 | 887.35 |940.59 |958.46 [1055.47 [1072.45
Frac. Inten.(% of TIC) | 1373 [ 543 [ 115 193 096 | 380 583 [ 145 197 [ 274 | 147 [ 178 172 181 [ 2251 410 112 233 o098 | 1018 212 325[ 445] 379
Rel. Inten.(% of BP) | 60.98 | 2411 | 512 857 | 428 | 1690 | 2591 | 644 875| 1215 | 519 | 790 | 763 | 672 (10000 | 1822 | 496 | 1037 | 436| 4522 | 941 | 1443 | 1975 | 1683
Score 100 | 100 | 100 050 | 050 | 100| 100 | -0.06 100 | 100 | -005| -008| 100| 100| 100| 400| 100| 100| 050 | 400| 050 100| 050 | 100
lon-type Yirg |y |y b HO 1y HO | by ¥s b++H,0 | by ¥s by Yo by | y++iy ¥7 | bH0 b | bgtH, by | bgMH, by
Delta Da 018 | 028 006 006 | 004 | 006| 001 059 | 002 001| 006| 009| 003| 002| 015| -018| 002| -075| 009 | 008| 004
y+++13 b++1=‘
0.73 0.04
¥:H,0
-0.09




Peak 497
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DELTACID_R.5338.5342.0 phi Maszs [miz) hiH+: 2933 6532 moz: 73042 a4
M5Tag 2
= a | ¢ | F | H | = " | 7 | E | L | E | o | ] | » |
14 b
4 Efebdm 6716 899.3
10.0%
+
b Yi7
T Q494
2577 MGG 4627 5203 GBI G206
2601 11145
1236 6 13561 14142
- r T .Il|.| |a||I||l| I..Ii'llllillnnl.uu . ol Il|
200 400 EO0 a0 1000 1200 1400
DELTACID_FR.5338.5343.0 phi Massz [z ] MiH+: 2938 6532 mf: 73542 oz 4
# MH* MH*  MH* Protein . .
Rank Score SJ:I BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species ACCB;S'“" '"'IS;’D'Q;S‘ Protein Name
%) lons (Da) (Da) (ppm)  (Da) ndex
1 1451 783 M 9/24 Y545y (RIL @/P F H S T\E|L|E/D/D|A I/y S VAH\V/P\A G L Y R (I} 2857.42 81.2426 434.3 84341.4/6.33 Homo sapiens 41393573 20413 G protein-coupled receptor kinase interactor 1 isoform 2

Fragment-ion (m/z) |470.65 | 629.64 | 667.35 |671.64 | 676.55 [694.47 [707.06 | 721.84 [763.52 [768.01 | 787.47 | 811.96 [821.07 |844.21 [845.88 [878.52 [878.93 [893.71 [894.13 | 899.80 [917.53 [933.96 |967.31 [1053.12

Frac. Inten.(% of TIC) | 137 [ 133 132 688 | 309 171 157 144[ 336[ 210 264 120 [ 413 181 125[ 148 310 200 451 [ 4431 [ 460 237 13| 140
Rel.Inten.(% of BP) | 308 | 300| 298| 148 698 | 385 | 354 326 | 753 473| 59 271| 933 | 408 28| 333| 700| 451 1018 | 10000 | 1038 | 535 303| 316
Score 100 | 100| 100| 100| 100 -004| 100 100 | 100| -005| 100 100 | 100 | -004| -003| 100| 100 | -005| -010| 100| -010| -005 -003| 100
Iun-type b++8 Y [y |y b+++17 [}-1-1-12 b+++13 Y+, [}1—+-|-2:l h? Yo, Ve | ¥ yre,, bB
Delta Da 008 | 068 070| 032 058 024 019 | 014 0.44 055 | 017 011 | 052 0.38 -0.42

A yo+, H,0

017 0.07




Peak 498
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! ! 8 Y4 gmns 904 12 11124
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h:l i T L] L] L]
4|:||:| ﬁl:ll:l E00 oo i Sl:ll:l Q00 1000 1100
DELTACID_R.2685 2585 .0 phkl Ma==s [mfz] hiH+: 2261 4254 mfz: Ted.48 203
# MH* MH* MH* Protein n n
Rank Score S',:I BCS Unmatched Variable sites Sequence Calculated Error  Error MW/ pl Species Acce;swn MIS;leg;st Protein Name
%) lons (Da) (Da) (ppm)  (Da) ndex
1 1146 705 8 521 Y287y ()G P N G/R D\P L/L\E V|¥|D V|B/P 5 V E K (G) 2181.12 80.3068 150.6 93372.3/5.41 Homo sapiens 44662836 2165 breast cancer anti-estrogen resistance 1

Fragmention (m/z) |363.13 [430.66 |510.46 |528.39 |541.44 [559.44 [575.44 [597.41 [638.43 | 646.32 [656.41 [696.38 [728.51 [732.70 [737.35 [779.72 | 794.49 [803.47 [870.46 [920.42 [1113.42

Frac. Inten.(% of TIC) 2.00 1.86 766 | 16.46 4.66 3.69 148 1.86 16.36 491 | 1436 276 1.36 149 2.05 1.87 1.36 7.73 1.51 1.49 3.06
Rel. Inten.(% of BP) 1216 | 11.31 | 46.52 [100.00 | 2828 | 2242 9.01 | 11.30 99.40 2982 | 8722 | 16.75 5.28 9.07 1247 | 11.34 8.29 | 46.98 9.18 9.03 18.57
Score -0.12 -0 -0.47 | -1.00 0.50 1.00 1.00 1.00 0.50 1.00 1.00 1.00 1.00 -0.09 0.50 0.25 0.50 1.00 1.00 1.00 1.00
lon-type ysH0 Y5 | brryy by |y H0 |yrryg Yo | bz [ ¥z yH0 ag |brv H0 | by, ¥s by ¥s

Delta Da 0.14 0.13 0.63 0.14 0.08 033 0.08 0.06 0.67 -0.07 0.30 0.13 0.10 0.00 | 007 0.07




Peak 499
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WTCIDLFP4E. 7Pa .0 phl Mazz [miz] hiH+: 2103.7454 mfz: FO1.92 =203

METg2 | a | E | q | I | I | o | E | [ | ¥ | 5 | el I
P(miz}2H, 0
++ +
e big £20.7 . 7054, $12 0209
56 204 58540 y 8208
o2 1058 6
¥ a14,
e ®3 4?; 4 5768 7 8 gszd |41 b
. 4
2‘4&.9 T 3632 ‘ 514.4 J 4 140.5 s0s 13
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WTCID. 7748 7742 0. phil Mazs [rdz] RiH+: 2103 7454 miz: 70192 =3
1 10.28 89.2 8 214 Y275y (K)N M/A E/Q I|I/Q\E\I|¥y S Q0 I\Q S K (K) 2023.02 80.7290 362.5 67878.0/7.58 Homo sapiens 4507521 17722 transketolase

Fragment-ion (m/z) |572.95 [585.94 | 643.37

|652.47 [687.41 [709.21 [795.37 [829.83 [871.98 | 920.45 [928.53 [929.94 [933.47 [1057.51

Frac. Inten.{% of TIC) 4.74 5.06 6.98 6.40 516 4.25 6.08 514 7.29 6.67 507 | 1437 | 1513 7.63
Rel. Inten.{% of BP) 31.34 | 3348 4617 | 4232 | 3412 | 2812 | 4022 | 33.96 | 48.22 4410 | 33.53 | 95.03 | 100.00 50.45
Score 0.3 1.00 0.50 1.00 1.00 1.00 -0.40 1.00 1.00 0.50 1.00 1.00 1.00 1.00
lon-type bty |y+rgH0 |y be |y, Yargg | b,y oH0 by | y++ig Y7 by

Delta Da 0.15 0.08 017 0.10 0.37 0.42 0.58 0.00 0.07 0.49 0.06 0.01

YE.'NHE\
0.38




Peak 500
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WTCIO. 7050, FO5E.0.phi Mass [miz] mAH+: 31843782 mdz: TAGES 20 4
M5Tag 1
g F | N | L | - | - ¥ | v L | E e | « |*
g e Yy
— 4744 B 5 047 1
A7.7% b +
2z
b | HG 10632 1280 8
+ 47h .5 1
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i Vg ¥g by azps 1070 b
N2y 425 0 5276 AT, 17241 6 1346 & 13‘:;9
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400 =] 1000 1200 1400 1600
WTEI0. 7050 FOSE.0.pk Maz= [miz) hAH+: 31843782 moz: 79685 z: 4
1 1495 850 7 824 Y98Ty (KN SFNNPAYyYyVLEGVPHQLLIPIPEPFPPSPARIA 3103.56 80.8146 266.4 138585.5/6.11 e 4755142 14485  inositol polyphosphate phosphatase-like 1

sapiens

Fragment-ion (m/z) |474.41 [589.49 [624.47 [701.90 [708.76 |746.89 [768.90 [775.87 [779.31 | 81588 |825.51 [846.54 [850.55 [887.68 [927.14 [947.56 [1059.45 [1063.25 [1070.05 [1105.63 [1110.97 [1119.54 [1280.84 |1648.87

Frac. Inten.{% of TIC) | 24.23 1.31 4.35 1.06 1.32 4.32 1.11 127 1.97 0.87 1.61 1.66 256 2.30 0.89 6.23 1.01 249 140 1.75 524 26.98 312 0.94

Rel. Inten.(% of BP) 89.79 4.85 | 16.13 394 4.90 16.03 410 4.70 730 3.24 5.96 6.16 9.50 8.53 329 | 2310 3.78 9.22 518 6.49 19.41 | 100.00 11.56 348

Score 1.00 -0.05 1.00 -0.04 1.00 1.00 1.00 1.00 1.00 0.50 1.00 1.00 1.00 -0.09 -0.03 1.00 -0.04 1.00 -0.05 -0.06 -0.19 1.00 1.00 1.00

lon-type Yty Ye bt | brey | yrr, | by [bereyy [bee HO b, | yin,g ¥ Yy betg betg | briy, b

Delta Da 016 012 0.10 0.08 048 0.55 061 0.03 0.65 0.07 0.11 0.07 077 052 024 017
b+++

19
0.54




Peak 503

M5Tag 1 E | & | D | H | 5 | T | P | P | § | - | ¥
By Yy
A ek 9406 9846
42 1% +H O
4.1
Yig Y13
b 131006
¥y 4 1086.7 iy I:|12 l L
SR LT A RO T NV WY MR Y
L] lJ L] L] L] L]
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# MH* MH* MH* Protein . .
Rank Score =il BCS Unmatched Variable sites Sequence Calculated  Error Error MWipl Species PSRRI b Protein Hame
(%) ) # Index #
ons (Da) (Da) (ppm) (Da)
1 1227 708 10 7123 Y24y (K)L S/L E G D/H\S/T|P/P/S/A ¥ G\S\V E (A) 1844.90 80.1302 851 38604.2/7.58 Homo sapiens 4757756 3802 annexin A2 isoform 2
1 1227 708 10 1123 Yd2y (K)L S/L E G D/H\S/T|B/B/S/A ¥ G\S\V K (A) 1844.90 80.1302 851 40411.4/8.53 Homo sapiens 50845388 12086  annexin A2 isoform 1
1 1227 708 10 723 Y24y (K)L s/L E G D/H\S/T|P/P/S/A ¥y G\S\V K [A) 1844.90 80.1302 85.1 38604.2/7.58 Homo sapiens 50845386 17586 annexin A2 isoform 2

Fragment-ion (m/z) |704.39 |724.46 |752.53 |775.56 |791.45 [797.54 |822.45 |840.56 |863.31 |878.50 |887.64 |896.72 [904.76 [912.32 |914.65 | 922.59 |936.55 |940.56 | 985.58 |1086.66 | 1120.52 [1274.77 [1310.62

Frac. Inten.(% of TIC) 1.55 1.69 5480 234 355 1.58 223 1.71 1.59 1.63 500 242 7.56 1.81 013 923 | 1049 | 1242 | 16.93 217 254 311 284
Rel. Inten.(% of BP) 913 997 | 3251 | 1382 | 2096 932 | 1315 | 1008 9.38 963 | 2952 | 1428 | 4469 | 1069 0.74 5452 | 6195 | 73.35 (100.00 12.84 15.02 18.39 16.76
Score 1.00 0.25 1.00 -0.14 1.00 1.00 -0.13 1.00 1.00 -0.10 1.00 -0.14 -0.45 0.25 1.50 0.50 -0.62 1.00 1.00 1.00 -0.15 0.50 1.00
lon-type Ye o b, V7 | b bty | Yi+g ¥s a5 sty |bg-H0 by Yy Yio b;5-H0 Yiz

Delta Da 0.09 0.10 017 012 0.70 021 0.43 -0.75 -0.12 0.70 0.16 0.12 0.14 017 017 0.04




Peak 504
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200 700 800 200 000 1100 1200 1300
DELTACID_R. 7060 7087 2 phi Mass (miz) MH+: 1944.0337 mfe: 72252 22
MSTag 1 g | E | P ¥ ¥ | L | L | L | F | =
¥s by ¥y
— ¥y f11.4 533 4 10177 11475
b 1196 5
21684 045 5
10186
47 6.5
383 ¥
10
b 5 apzE | 9735 qpfog 10353 14 13148
3124 2042321 3 1,;‘91 41 1220 '
- L ALl n wy il |.|| L nl i 1 ll " L
1 1 L] 1 1 1
200 200 1000 1100 1200 1300
DELTACID_R 7060 7057 2 phl Mass [miz] MH+: 14440337 mie: 72252 202
1 797 706 4 1722 Y36y (RIE/A E PIY/¥ILIL L B R (V) 1363.73  80.3071 236.0 32447.4/5.48 Homo sapiens 4757798 788  APGS5 autophagy 5-like
Fragment.ion (m/z) |246.99 |328.18 [399.31 |427.34 |473.32 [498.29 |512.32 |588.15 |604.43 [611.43 | 649.48 |657.08 [701.23 |709.71 [780.32 | 815.16 |833.41 [946.48 [973.46 |1017.66 |1197.77 |1313.85
Frac. Inten(% of TIC) | 205 | 164 | 195 | 249 145| 510 | 272| 171| 204 | 1654 223| 178 | 335| 145| 146| 149| 2304| 655 206| 797 951
Rel.Inten.(% of BP) | 889 | 711 | 848 | 1080 | 631 2212 | 1179 | 744 | 8386 | 7180 970 | 772 | 1454 | 631 | 632| 646 10000 | 2843 | 895 | 3459 | 4129
Score 009 | 007| 025| 100| 006 100 | -012| -007 | -009 | 100 050 | 100| 015 | -006| -006| 050 100 100| -009| 100 | -041
lon-type a, b, Ye ¥z [V HR0 |y, b0 by b, s
Delta Da 012 | 0.16 0.05 0.01 0.66 | -0.75 010 | 013] 012 0.14
y+te




Peak 505
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yod | || ..|I.|i|ll| AL Lo (] A (1| I ||||.i.I s il ]| I S . A
400 B0 200 100 1200 1400 1600
WTCID.4524.4524.0.pkl Masz [miz] hH+: 303272564 miz: 10116 203
MiT=al g| ¢ T @ F | M P E T P G v
I | T B O I T B BT
Yig 27 Yig ¥
+
P 213.4 L, 075 168 0995 1095 5 Yo 12259 13790.3
42 1% 14 ¥ L, 1152.1
' | s mma BT v
v A0 fi
12 a7l S0 jpe 6 1oy - 13393
R76.7 ™ 1340 4
g16|7 1266.9 1664.9
a0 1 497 .2 47 & apr. iz 12184
e L P TLEg ol lliles L osme ke TR
yod ! AN G e 1 I AT T R Y T Ll L
L] L] i h L] h h L] L] L]
ann &0 200 10 1200 1400 1600
WITC 04524 4524.0.phl Masz [miz] hiH+: 20327854 mf 10116 203
# MH* MH* MH* Protein . .
Rank Score :Sn:}l BCS Unmatched Variable sites Sequence Calculated Error  Error MW/pl Species Acce;slun ﬂﬁ;}:g?‘ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 8.06 847 8 3 YiTy K)o o/ T Q/F/I/N/P E T/P/G ¥y VG F A\N L PN Q\WV HR [K) 2952.48 80.3103 113.4 41487.7/6.15 Homo sapiens 56549640 5642 septin 2
1 8.06 847 8 313 Y17y (K)o 0/ T Q/F/I/N/P E T/P/G ¥y VG F AN L P N Q\VER (K 295248 80.3103 113.4 41487.7/6.15 Homo sapiens 56549636 12383  septin 2
1 8.06 847 8 313 Y17y (K)o 0/ T Q/F/I/N/P E T/P/G ¥y VG F AN L P N Q\VER (K 295248 80.3103 113.4 41487.7/6.15 Homo sapiens 4758158 18909  septin 2
1 8.06 847 8 3n3 Y17y (K)o o/P T Q/F/I/N/P E T/P/G ¥ VG F A\N L P N Q\VHR (K 295248 80.3103 113.4 41487.7/6.15 Homo sapiens 56549638 27264  septin 2
Fragmention (m/z) |713.36 |826.25 | 875.00 |926.64 |940.35 | 1028.92 [1039.01 [1046.64 1095.55 |1152.07 |1225.86 [1379.78 |1389.85
Frac. Inten.(% of TIC) | 580 | 498 | 1178 | 756 | 485 477 1627 519 1259 744 869 | 514 494
Rel. Inten.(% of BP) | 35.67 | 30.64 | 7239 | 4650 | 2984 2934 | 100.00 | 3188 | 77.37 | 4575 | 5341 | 3161 | 3034
Score 050 | 400| 00| 1.00| 050 1.00 100 | -0.32 1.00 1.00 100 | 032 | -0.30
lon-type be-MH, | bo-NH, bty fy+ss,, | bo-NH, betio | yreg, Yitg | ¥ | Yy
Delta Da 003| 016| 026| 053] -0.10 046 | 052 0.04 | 002| o027
Y*re | Ve y“’w'Hzo
014 | 008 -0.56




Peak 506
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MTCID. 537 462370 phl Mass [z ] hAH+: 3033.7782 mdz: 7592 2 4
# MH* MH* MH* Protein . .
Rank Score I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Hesecion . LSS Protein Name
() lons (Da) Da) | D # Index #
ppm) (Da)
1 6.62 920 6 1/8 Y1iy KoeoPepToFR\I/N/EE//PAGY VGFAWNLEPNQVHR (K 2952.48  81.3031 440.6 41487.7/6.15 Homo sapiens 56549640 5642 septin 2
1 6.62 920 6 1/8 Y1iy (KooPpTOQPFRI/NPE/M/PAGY VGFANLEPNOQWVEHRI(K) 2952.48 81.3031 440.6 41487.7/6.15 Homo sapiens 56549636 12383 septin 2
1 6.62 920 6 1/8 Y1y (Klg o P T Q F\I/N/P E/T/E\G ¥y VG F A\N L P N Q\V H R (K) 2952.48  81.3031 440.6 41487.7/6.15 Homo sapiens 4758158 18909 septin 2
1 6.62 920 6 118 Y1iy (Koo P T Q F\I/N/P E/T/E\G ¥ VG F A\N L P N Q\V H R (K) 2952.48 81.3031 440.6 41487.7/6.15 Homo sapiens 56549638 27264 septin 2
Fragment.ion (m/z) | 686.77 [690.70 | 692.99 |731.01 [812.01 |875.15 [925.71 [1038.95
Frac. Inten.(% of TIC) 12.64 6.87 | 2139 | 2092 8.03 10.83 9.13 10.19
Rel. Inten.(% of BP) 59.09 | 3213 | 100.00 97.80 | 37.51 50.60 | 42.65 47.61
Score 1.00 1.00 1.00 1.00 -0.38 1.00 1.00 1.00
lon-type b+++1a |;;++12 Y b‘:- b+++_ 2 | ¥4 Y
Delta Da 0.79 -0.64 033 0.66 041 0.27 0.46
y+++19 y++1=‘
0.33 0.23




Peak 507
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OELTACIO_R. 3341 33460 phl Mass [miz] hiH+: 2291 3654 mz: 7446 z: 3
# MH* MH* MH* Protein q q
Rank Score Bl BCS Unmatched Variable sites Sequence Calculated Error Error MWipl Species DecessioniuItS D ias st Protein Name
(%) Index #
lons (Da) (Da) (ppm) (Da)
1 12.87 69.0 10 10/25 Y859y (Kyv/s/s/T/B/y ¥/L/L/P E/R P S ¥ L\E R (Y) 221012 81.2414  556.5 114569.2/6.85 Homo sapiens 56549666 24052 tyrosine kinase, non-receptor, 2 isoform 1
1 12.87 69.0 10 10/25 Y937y (Kyv/s/s/T/B/y ¥/L/L/P E/R P S ¥ L\E R (Y) 221012 81.2414  556.5 119349.6/7.60 Homo sapiens 58331191 30304 tyrosine kinase, non-receptor, 2 isoform 2

Fragment-ion (m/z) |460.95 |573.97 [630.57 | 639.55 |658.30 | 663.43 | 673.43 |687.58 |690.36 |691.94 [695.99 | 702.31 [702.96 [719.72 [725.20 [ 731.19 [734.60 [ 737.50 |746.40 |890.01 [909.53 [958.98 [972.60 994.45 [1004.00

Frac. Inten.(% of TIC) 256 | 1649 5.36 949 220 262 295 214 N 252 230 2271 480 345 392 0.18 269 318 745 6.1 296 340 219 222 262
Rel. Inten.(% of BP) 15.54 1100.00 | 3249 | 5753 | 13.33 15.88 17.91 | 1297 | 23.69 | 1530 | 13.97 | 13.79 | 2913 | 2093 | 2376 1.10 | 16.34 19.30 | 4515 | 37.03 | 17.94 | 2063 | 13.30 | 13.44 15.91

Score 1.00 1.00 1.00 1.00 | -0.13 1.00 1.00 100 | -024 | -015 | -0.14 100 | -029 | -0.21 -0.24 150 | -0.16 0.50 0.50 100 | -0.18 1.00 [ -013 1.00 0.25
lon-type yre |y |y [y, bree,, [yrre . | yee,, Y, Y, beH,0 |y,H,0 a, y e, b+, a,
Delta Da 0.20 017 023 0.24 0.45 0.50 0.70 0.31 0.18 0.23 002 -0.33 0.52 0.48 0.57
1.50 e
sty 0.08

-0.19




Peak 509
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WTCID. 2193 .2209.0 phi Maszs [mfz) MiH+: 16761354 maz: 526.05 z: 3
# MH* MH* MH* Protein . .
Rank Score =1 BCS Unmatched Variable sites Sequence Calculated  Error  Error MWipl Species bezedar LS Protein Name
(%) # Index #
lons (Da) (Da)  (ppm) (Da)
1 148 907 9 7125 Y38y (R) T/¥|SIL/G/S/A/L R/P S\T S R (S) 149579 80.3491 2429 53651.9/5.06 Homo sapiens 62414289 16499  vimentin
Fragment.ion (m/z) |215.95 |273.05 [317.15 [ 327.12 [345.20 | 414.13 43212 [444.40 [487.78 |494.25 [498.24 [500.34 | 507.29 [512.26 [516.59 |547.33 [573.03 [590.59 [595.57 | 607.38 | 607.84 [616.41 [616.71 |685.31 |737.90
Frac.Inten.(% of TIC) | 1058 | 149 | 434| o093| 480 237 | 252| 194| 299| 133| 150 | 196 285 | 094 1563 | 315 | 681 127 118 1.08 242 | 897 | 2351 114| 379
Rel. Inten.(% of BP) | 461 | 636 | 1846 | 396 | 2043 | 1007 | 1073 | 824 | 1274 | 566 | 637 | 836 1211 | 401 | 6651 | 1339 | 2898 | 539 | 501 461 1028 | 3814 10000 | 485 | 1612
Score 005| 100 025 00| 100| 050| 100| 100| 100| -006| -006| -008 050 | -004| 100| 100| 100| 005 -005 1.00 100 | 100 | 100| 080| 100
lon-type yrees ay |byH,0 b, | byH,0 by | yr+g | ¥+ Y+ 0 a, Ys | ¥4 b++ bery | ¥rrn | ¥rrp (YO | yoegs
Delta Da 022| 006| 005 012| 002| 000 014 001 0.01 062 005 020 0.10 056 | 007 | 037 -006| 004
yoH,0 yH0 Y90 Y H0 |y, 1,0
0.01 -0.10 0.31 0.04 050




Peak 510
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WITCID 5258 5262 .4.phl Mass [miz] hiH+: 45547382 miz: 122194 2 4
Lo (o] e pepy vy

1 1560 845 6
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T368LT371tT400tY384y (RIN I IDVV S t PWEtAELG\GDQLRTMTy TNIVLNSPLTGECT\MALEEI(Q)

4565.33 319.4116

-92.9 76019.5/6.81 Homo sapiens 63055051

28147

Fragment.ion (m/z) |573.66 [678.71 [719.70 [1130.02 [1138.71 [1146.01 [1146.89 [1177.89 [1242.83 [1261.09 [1356.20 [1357.06 [1395.17 [1397.64 [1430.00 [1457.88 [1491.85 [1501.72 [1510.35 | 1706.14 [1714.75 [1715.33 [ 1756.73 [1765.78 |1870.51

Frac. Inten.{% of TIC) 3.76 2.03 1.58 1.56 229 461 1019 185 189 410 5.86 1731 216 1.66 198 5.97 1.66 527 2.04 228 189 4380 4.04 2.89 6.32
Rel. Inten.(% of BP) | 2173 | 1175 9.15 9.01 13.23 26.66 58.89 10.69 10.89 2369 33.88 | 100.00 12.48 9.61 1143 3451 9.56 3045 11.81 13.17 1091 27.74 2332 16.70 36.49
Score 1.00 100 | -009 0.50 -0.13 1.00 1.00 1.00 0.50 -0.24 1.00 1.00 012 010 1.00 1.00 -0.10 1.00 012 0.50 1.00 1.00 1.00 1.00 1.00
lon-type ¥ | Y2 Vg Yio Yio gy | ¥yNHy Yiz Yiz 2z by by Va0 | yergg | Yy big | bargy | beegy
Delta Da 009 | -0 0.56 -0.48 0.40 0.32 0.29 -0.42 0.44 0.38 0.27 -0.42 0.35 -0.05 0.53 -0.03 0.49 0.15
bty b b+, H,0
0.69 0.34 0.44

GRAM domain containing 1C



Peak 511
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# MH* MH* MH* Protein . .
Rank Score Bl BCS Unmatched Variable sites Sequence Calculated Error Error Wipl Species Bccessionping Nicest Protein Name
(%) # Index #
lons (Da) (Da) (ppm) (Da)

1 13.29 T75.8 1 824 Y187y (R) v/A/D/B/D/H D/H\T/G F/L T E/y V\A T R (W) 2144.00 81.2084 558.2 41389.9/6.50 Homo sapiens 66932916 20787 mitogen-activated protein kinase 1
1 13.29 T75.8 1 8r24 Y187y (R) v/A/D/B/D/H D/H\T/G F/L T E/y WA T R (W) 2144.00 81.2084 558.2 41389.9/6.50 Homo sapiens 20986531 21374 mitogen-activated protein kinase 1
Fragment.ion (m/z) |689.58 |777.98 |806.29 |815.36 [836.89 |839.50 | 854.91 |863.97 [887.25 [903.04 | 91230 [921.64 | 930.27 |939.37 [952.36 | 961.43 |970.17 [1027.50 |1032.80 [1054.94 |1063.71 [1236.65 |1474.71 | 1476.71
Frac. Inten.(% of TIC) | 189 | 180 | 229 | 213| 167 | 194 408 | 393 | 170 | 476 668 | 1127 321 | 242| 528 14.15 | 12.61 319 1.36 7.38 0.52 233 1.72 1.68
Rel. Inten.(% of BP) 13.39 | 12.70 | 16.19 | 15.07 | 11.81 | 13.73 28.84 | 2780 | 12.02 | 3364 4723 | 79.64 2267 | 1710 | 37.35 100.00 89.12 2259 9.64 5214 3.70 16.47 12.18 11.91
Score 1.00 013 -0.16 015 | 012 -0.14 0.50 1.00 1.00 0.50 0.50 1.00 0.50 1.00 -0.37 0.50 1.00 1.00 1.00 -0.52 1.50 1.00 1.00 012

lon-type ¥s yrH0 |y, by |y NHy [y H0 | yrrig (b H0 | by y++eH0 | bgHO by HO ¥s ) AReT Y10 Yz

Delta Da 0.28 003 | 009| -011| 067 009 | 024 012 | -0.02 051 | -0.23 0.03 0.32 0.76 0.08 0.04

y++15 y-a—-a—17 1.50
0.25 0.06 i)

021




Peak 512
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# MH* MH* MH* Protein . .
Rank Score Sn:I BCS Unmatched Variable sites Sequence Calculated Error  Error MWipl Species Acce#ssmn MIS;!D'g;H Protein Name
(%) lons (Da) (Da) (ppm)  (Da) neex
1 1105 721 9 6/23 Y248y 5239s 5253s (RIAH s VS/Q/ATGI/L\Yy Q/LN\PA s PQAF/QSPG\TLGATA () 3069.56 240.0542 46.9 29433.7/4.85 Homo sapiens 72534746 37651 tetraspanin 18 isoform 1

Fragment-ion (m/z) |573.32 [731.05 | 760.37 | 764.77

|786.16 [803.26 | 806.09

[809.13 [814.95 | 84a.72 |859.28 | 874.20 | 885.69 [891.42 [894.74 [898.05 | 901.87

[917.34 [927.27 | 93439 [1099.65 [1102.56 [1124.78

Frac. Inten.(% of TIC) | 434 3.52 272 12.69
Rel. Inten.(% of BP) | 3418 | 27.71 | 2144 100.00
Score 1.00 1.00 1.00 0.25
lon-type b+ | |bts o |y+er, (b HPO,

Delta Da 0.05 0.4 0.36 0.40

52 0.24 947
41.02 1.90 74.59
041 1.50 0.50

sty |b++ H.O
-0.37 -0.26

12.40 318 .45 275 299 427
97.72 | 25.05 | 66.60 | 21.65 | 2357 33.65
-0.98 1.00 050 022 1.00 0.50
b+, | bg-NH, Y+, [ Yy5-NHy

-0.41 -0.60 0.13 0.28

3.2 2.58 2.32 285 237 249 3.65 240 3.27 2.55
2574 | 2036 | 18.31 | 2248 15.68 19.62 28.78 18.94 2576 2010
025 | -0.20 1.00 1.00 1.00 1.00 0.25 -0.19 0.50 -0.20
2y Y++ig | bgliHy |y+es, | beety, (b -H PO, ¥io1,0
0.05 0.62 -0.47 0.58 0.87 -0.08 0.01
Yio

-0.59




Peak 514
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