Fig. S1. Mechanism of Edman degradation and in silico analysis of N-CLAP peptides derived

from the N termini of human proteins.

(A) Schematic of the chemoselective reactions in Edman degradation. Amine groups in proteins
are modified by PITC, resulting in the incorporation of PITC at the N terminus and g-amines of
lysines. The residues in the peptide from the second amino acid are denoted as X2 x 3---Xn. TFA
treatment of the PITC-modified peptide results in an intramolecular cyclization in which the
thiourea of the PITC adduct reacts with the carbonyl component of the first peptide bond. This
cyclization releases PITC conjugated to the first amino acid, forming a new N-terminal amine

while maintaining e-amines blocked.

(B) Theoretical distribution of the length of predicted human N-CLAP peptides after in silico
trypsin digestion. Trypsin cleaves only after arginine in PITC-modified proteins, since this
treatment modifies the charge and size of the lysine side chain. Thus, digestion of proteins
processed through the N-CLAP protocol provides a digestion pattern that is identical to Arg-C.
To assess the size distribution of potential N-CLAP peptides, the human protein database and its
annotation of N-terminal signal peptides were downloaded from Swiss-Prot database (v55.6, July
1, 2008). Redundant sequences were removed by an in-house computer code. The signal peptides
were also removed according to the annotation in Swiss-Prot database before performing in
silico analysis of the N-CLAP peptides. The starting N-terminal amino acid of the proteins was
further removed, because the N-terminal amino acid is cleaved during the N-CLAP procedure.
Shown is the frequency of peptides generated after a virtual N-CLAP protocol of the indicated
length. As can be seen, a significant fraction of virtual N-CLAP peptides are five amino acids or

longer.

(C) Cumulative fraction of N-CLAP peptides for the human proteome. The results in A are
presented to show the cumulative fraction of peptides of the indicated length or smaller. Peptides
that are between five and 40 aa in length are shown in the shaded area. A significant portion
(65%) of N-CLAP peptides could be a suitable size for MS/MS analysis.



(D) The fraction of unique N-CLAP peptides as a function of peptide length in the human
proteome. For peptides of each indicated length, we determined how many of them can be
assigned to a single protein. This is indicated as the fraction of unique N-CLAP peptides. As
shown, for peptides that are four amino acids, 36% can be assigned to a unique protein. For
peptides that are five amino acids or longer, 68.2% are unique (denoted by the dashed line). Most
of the peptides that match to more than one protein are matched to highly similar members of a
protein family. The high uniqueness of the N-terminal peptides in different organisms was also
discussed by Wilkin and coworkers when a small database was used [Wilkins MR, et al. (1998) J
Mol Biol 278:599-608]. These results support the hypothesis that the N-CLAP peptides could be
used for protein identification in a high-throughput fashion. However, due to the nonuniqueness
of some N-CLAP peptides, biochemical validation would be needed in some cases to confirm

that a specific protein corresponds to a given N-CLAP peptide.

(E) The theoretical percentage of N-terminal peptides with less than five amino acids when
different enzymes are used for theoretical digestion of proteins in the human proteome. When
peptides are smaller than five amino acids, they typically have too many potential matches to be
useful for parent protein identification. When a virtual trypsin digestion is performed on a lysate,
which is not modified on lysines, 26.6% are shorter than five amino acids. However, the fraction
decreases when either Arg-C, or Glu-C, which cleaves after Glu, is used. However, if the
datasets of a Arg-C experiment and a Glu-C experiment are combined (Arg-CNGlu-C), then only
a small fraction of proteins (3.3%) provide N-CLAP peptides that are shorter than five amino
acids under both conditions. These data suggest that combining datasets could be used to
improve the coverage of N-terminally derived peptides.

(F) The percentage of N-CLAP peptides with unique mass as a function of the mass accuracy for
three organisms, Homo sapiens, Saccharomyces cerevisiae, and Mycoplasma genitalium.
Theoretical N-CLAP peptides were obtained according to the method described in A using
trypsin as a protease to conduct in silico protein digestion. Indicated in parentheses are the
numbers of full length protein sequences downloaded from Swiss-Prot database for each
proteome. As the mass accuracy increases, the percentage of N-CLAP peptides that are found to
match mass that uniquely identifies the parent protein increases. For example, in the human



proteome, when the mass accuracy is 1 ppm, >31% N-CLAP peptides have unique masses.
However, when the mass accuracy decreases to 20 ppm, only 10% N-CLAP peptides have
unique masses. The size of the proteome is another major factor which affects the percentage of
N-CLAP peptides with unique mass. Using a mass accuracy of 10 ppm, which can be readily
achieved by Q-TOF as an example, the human proteome, which contains more than 50,000
unique proteins, has about 17% N-CLAP peptides with unique masses. When the size of the
proteome is reduced to 7,000 (the yeast proteome), the percentage of N-CLAP peptides with
unique masses increases to 62%. The percentage of N-CLAP peptides with unique mass for the
M. genitalium proteome, a bacterial proteome that comprises about 500 proteins, is >90%. The
same trend holds true for the uniqueness of the N-CLAP peptide sequences. For the human
proteome, only 68% N-CLAP peptide sequences are unique while for the yeast and bacterium
proteomes, the percentages of unique N-CLAP peptide sequences are increased to 86% and
100%, respectively, when the N-CLAP peptides with a length of no less than five amino acids
are analyzed. These results indicate that the N-CLAP peptides can almost completely
unambiguously identify proteins for small proteomes solely based on the accurate masses of the
N-CLAP peptides.
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Fig. S2. Chemical modifications of peptides at different stages of the N-CLAP procedure. (A-F)
N-CLAP was performed using a peptide derived from [-catenin after caspase cleavage at Asp-
115 residue, which was discovered by Mahrus S, et al. (1). (G-K) Experiments using the c-Myc
peptide, which has one internal lysine residue.

(A) MALDI-TOF-MS of the p-catenin peptide AAHPTNVQR (amino acids 116-124) results in a
major peptide ion at 993.74 Da. B-catenin is known to be cleaved by caspases (1), and produces

this internal tryptic peptide.

(B) PITC-treated -catenin peptide results in a major ion reflecting the expected thiocarbamoyl

PITC modification.

(C) TFA treatment of PITC-modified 3-catenin results in a single prominent peptide ion with a

mass corresponding to the -catenin peptide missing the first N-terminal residue (Ala).

(D) The deblocked B-catenin peptide was reacted with EZ-Link Sulfo NHS-SS-biotin.
MALDITOF-MS revealed a single major peak corresponding to the modified peptide.

(E) TCEP-reduced sample results in a 1,010.77 Da peptide ion, corresponding to the B-catenin

peptide without the N-terminal Ala and with a remnant from the cleavable biotin tag.

(F) MS/MS spectrum of the 3-catenin peptide (116-124) after N-CLAP. The peptide was

detected using ESI-Q-TOF analysis with a score of 16.89 and an SPI of 88.8% by Spectrum Mill
database searching. The MS/MS spectrum (i) demonstrates that the peptide contains the remnant
of the cleaved N-terminal EZ-Link Sulfo NHS-SS-biotin adduct and (ii) confirms the loss of the

N-terminal Ala.

(G) MS/MS spectra of the unmodified c-Myc peptide.



(H) PITC-treated c-Myc peptide. The MS/MS spectrum is consistent with two PITC
modifications, with one PITC adduct on the N-terminal amine, while the other adduct is on the &-

amine of the lysine in the c-Myc peptide.

() PITC- and TFA-treated c-Myc peptide. The MS/MS spectrum indicates a loss of the N-
terminal residue, which is consistent with the TFA-mediated intramolecular cyclization that

releases the first residue. The PITC adduct on the lysine remains on the peptide.

(J) PITC-, TFA- and EZ-Link-Sulfo-NHS-SS-biotin-treated c-Myc peptide. The MS/MS
spectrum exhibits a shift in the b-ion series consistent with the N-terminal modification by the
biotinylation reagent and the PITC-modified lysine. (K) PITC-, TFA-, EZ-Link-Sulfo-NHS-SS-
biotin-, and TCEP-treated c-Myc peptide. The MS/MS spectrum indicates the expected cleavage
of the disulfide in the biotinylation reagent. The PITC adduct on the e-amine of the lysine
residue results in an uncharged amino acid adduct. Because PITC-modified lysine is not charged,
complex MS/MS spectra due to the presence of internal unmodified basic residues in peptides
are avoided. Additionally, the PITC modification did not impair peptide fragmentation,
indicating that MS/MS spectra obtained from PITC-modified peptides can be used for peptide
identification. N-terminal modifications are shown in red text and the PITC modification on
lysine is indicated by an asterisk. The symbols \, /, and | represent b -ions, y-ions, and both b-ions
and y-ions, respectively. The peptide sequence and modification is shown in the spectra and the
b-ions and y-ions are labeled.

1. Mahrus S, et al. (2008) Global sequencing of proteolytic cleavage sites in apoptosis by
specific labeling of protein N termini. Cell 134:866-876.
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Fig. S3. MS/MS spectrum of neutravidin-purified and TCEP-eluted N-terminal peptide from
RNase A obtained using N-CLAP.

The fragmentation pattern established the identity of the peptide and confirmed the N-terminal
and lysine modification. The N-terminal modification is shown in red text and the PITC
modification on lysine is indicated by an asterisk. The symbols\, /, and | represent b-ions, y-ions,
and both b-ions and y-ions, respectively. The peptide sequence and modification is shown in the

spectra and the b-ions and y-ions are labeled.
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Fig. S4. MS/MS spectra of N-CLAP peptides identified in Jurkat T-cells.

The peptide rank, score, the percentage of assigned spectrum intensity of total spectrum intensity
(SPI), sequence map, mass of precursor ion (MH™), precursor ion mass error (MH" error), protein
molecular weight (MW), Swiss-Prot accession number, and protein name are listed above the

table. The symbols )\, /, and | represent b-ions, y-ions, and both b-ions and y-ions, respectively.

The table shows the experimental MS/MS fragments and the matched theoretical MS/MS
fragments as well as the peak intensity, score of each fragment, matched ions, and delta mass of
the fragment deviating from its theoretical mass.

In the spectra, matched ions are shown in red vertical segments and labeled as b or y-ions, while
the unmatched ions are shown in black vertical segments. Some of the red vertical segments are
not labeled automatically by Spectrum Mill because of the lack of space in the spectra. The

detailed information about these peaks can be obtained from the table of mass fragments.

In total, 278 N-CLAP peptides have been identified. Among them, 80 peptides are derived from
the predicted protein N-termini (denoted by “N” at the beginning of the number of the spectra).
These peptides comprise N-terminal peptides from proteins that exhibited either no or moderate

trimming of the N terminus (e.g., up to three amino acids).

Thirty-eight (38) N-CLAP peptides are obtained from N-termini of proteins with removed signal
peptides or transit peptides (denoted by “S” at the beginning of the number of the spectra).

Twenty-three (23) N-CLAP peptides are derived from caspase cleavages in Jurkat T-cells after

cisplatin treatment (denoted by “C” at the beginning of the number of the spectra).

Another 137 N-CLAP peptides are identified from protein internal cleavages (denoted by “I”” at
the beginning of the number of the spectra). The number at the left upper corner of each

spectrum corresponds to the number in Tables S1, S2, S3, and S4, respectively.



N1

EFl

Rank Soore e}

1 1848 =00

-] TidE

F
BCE  Unmakchad
Ions

NG ghmom T e AR & DVE R D)

M=
Caloulaéed
(12

Leguanos

mH*
Error
(Dal
1808640 D044

Detailed Results

" Pratsin

[Errar wal

inpmi ]
8E e BeE s

Bocesslon  ME-Digest

Lpooles 2 b xd

Froteln Hams

GHEVET e

1 2-dnydnony-3-eeio-S-methyfniopeniene Cloppenase - SO Saplens (Suman)

Fragmesi-lon imiz) Em [lm.m|i?zm P:lr.uae |:as&155 fz?u?s |:na.1?5 lzaa.'mz Izaa.'ma |.ua.1as |IT-L13:! |541.2?4| EBEL2ID |H=m |m7:ua |mﬂa*i |aa1.?;r.5" |?zmas |mm |mzﬂ: |B-u.s-as |m.4-e.-1 |am4u«| |11:m.4.ar |1<uzsu

a0, Inbani% of TIC) | 1.0 [ 3 108 57= 152 | 1948 z53a 2E3 102 333 B4a | 10 1M ZEl 552 1= 137 175 1.20 148 136 110 545 SE1 115
Rel. bnfen.i% of BF) 53X [ E4S | 2553 S8 | f00L0D | 1537 | &8 526| fr.A2| 4334 | =6:2 S.E1 | 1340 3343 E.54 T a2 S.EE TEl| 1736 E£3| 848 3354 SER
Aoore 4E 20 4= C.ed o= 1.50 115 k=) -0os a=d o=n 150 oTFs 153 asd g il 1.80 150 050 =008 1=1 ~00€ 1.5 150 180
lon-dypa w -5 a8 ¥ b az ] ¥ | YMOD& ® be it ¥7 bs ¥ ¥ wa 1
Caka ppm 14 -5 0= 32 oz =30 03 1E 113 0.8 1.£ 34 -5 -2.1 ok ] =33 0.4 o

Ragat

Back

L
[
3 - Orow
4 % iy el
3 ¥, Vg Shrink
I L *7 l Eo LT —
L 1 _al i L
L L] L] T L]
Ao w0 ma 1Em 1700
— Labals
Detailed Results
] MH* et Mt Frofsin
Rank Soors :’: ECE  Unmatonsd Eequancs Calpulabsd  Error  Error MWD 2peces m‘“":"““' ":;'::" Frobein bame
ol o) ipami 2
1 1843 818 12 TIE Pl T E IATATAR IR ISLIF T VTR 2{EBETH 00ITE LB SEEHLEEAE LA [ra (o] ASE0ET 25 prolssome non-ATFaze reguiatory suburk B - Homo saskers (Human)

Fragmentdon (e [B2.087 [176.121 [288.200 (96122 Ba6.170 [e2a 107 [po0231 [630.253 [65a.286 [m14.57E [ero.zve [eev.s0e oeast [E3eamy [677.430 [ee1 432 [d4s.590 [ora.tsz [mecad [1ooza0s [1os1 eoe fi1c.ars [11aaeez [1zem e 1maem

|Frao. Inbeni% of TIC) o= 474 1.30 175 454 205 SEH 13 (- 400 238 E40 4.05 33 1.20 7E9 233 HeEz 133 BO3 1142 [ i0e 1.07 1.2
Ral. iné=n.% of BP) o2z B (A3 12| 2147 254 | 2043 &0F | 3037 1854 gy ZmEZ | 180 | 1567 553 | 35132 #080| 10000 BED I 47 44T 1444 488 3
Aoors o2z 1.50 1.50 <0.os oFs Rkl 120 asn os=n 150 0= ors o.sn 415 1.50 =035 asn 1s0 -1ie asd Rk k=" el 150 =005 180
lon-typs LI bl ¥ bz ¥E L by ¥4 | ba-MHy =] = ¥ by ¥ bz =] ¥ ¥
Detta ppm 55| w23 -4 143 26| -zzm| as| -8E| -1E a7 | 133 €3 120 4s 33 127 LT 26
EEEG b++a FENPD
- .1 ] 1831 |
Regat
Tr
Black
. nata By G
X =
Ty S | 55 Shrink:
nm r’“ ] |1 I ¥ V|| e
'l | Ll I | | I | 1 I "
. v r v
A [ 514 aon 100 RFor i
W (rx] Labals



N3

SPI #
Rank Score BCS  Unmatched Sequence
%) lons
1 1223 74 B arzs (P} "™T V E D WH/WO/EEVER (M)

Detailed Results

+ + + i
MH MH MH Pratein . .
- Acce: MS-Digest .
Calculated Error  Error MWipl Species ;slon Indelf; Protein Name
(Da) (Da)  (ppm) (Da)
1841.8673 0.0069 38 160806031 HUMaN P33013 559683

405 ribosomal protein 518 - Homao sapiens (Human)

Fragment-ion (miz) [70.085 [T2.081 [84.081 [86.096 [94.065 [110.071 [120.081 [129.102 [173.125 [175.115 [201.121 [241.074 [245.093 [274.183 [328.130 [385.154 [421.252 [427.207 [550.292 [569.848 | 678.351 [789.373 [B06.418 [303.286 [920.444

Frac. Inten (% of TIC) | 000| 080| 402| 702| 422 280 0.0 0.07 5200 6.27 377 241 464 304 783 242 559 822 843 272 10000 221 314 309 423
Rel. Inten (% of BP) 004 | BO7| 4015 70.21 | 4215 | 2887 080 074 | 5202| 6285| 37638| 24.10| 464D | 3037 | 7820 | 2423 ( 5504 6220 B432B| 2716| 10000 | 2207 3141 | 3083 | 4227
Score 0.20( 050| -040| 070 D42 | -D2F 1.00 0.20 0.50 1.50 075 D24 0.50 1.50 0.25 -0.24 1.50 0.25 150 D27 1.50 0.50 1.50 0.3 1.50
len-type PR v F| RK& | Tw22 ™ bz ¥2 [b3-Ha0 ¥3 [ba-H2 O w ¥e | ye-MH3 ¥E ¥7
Delta ppm 75 T3 -23 -26 257 -214| -182 -140 | 187 -123 87 123 -11.0 80| -19.4 a -157
TVKDW
a1
Resat
¥,
LESELy o v, Back
100.% Tt —_—
¥, b‘—Hzﬁ
L]
b
2 y Grow
¥ 3882 B Y
1] Ll =
T L) LI L) T T L LI
200 300 400 300 a00 oo 800 800
Ty Lakels
Detailed Results
2 M e WiH: Protein
Fank Ecore LRl EC2 Unmabotiad Sequence Calcaulated Ermror Error MWIipl 2pagles Aoseislon M3-Tigest Protain Hames
e lonc {Day LA L : Index £
1 w0 TRE T 26 (1 H § LTS EER () 14388837 00088 82 EETEEADAE  HUMAN pE2Era EBAJET 492 rbosamal protein 525 - Homo saplens (<uman)
Fragment.icn imiz) || 70086 |[ 84.043 |[ee.007 | 110.071 | 127,001 |[ 128082 || 130.08e |[ 132077 | [ 120,072 | 168,080 | [176.021 | [ 120007 | 228.084 | 285186 |[ 272174 |[2ra173 ][ 369,183 |[a70.208 | [ 20e.224 | ee5.194 | se.267 | 96200 || eme.s0er | ssz.3a2 ][ a46.00
Frac.inten (s or i) || con|[ z7sl|| pae] iz 5.65 zesl[ oaz|l zao|| eas][ o sez|l 1oez|l asqr .21 750 zzs|| Azl ass|l zz|] zaa| s ss: zre]| o]l =3
ReLinten % of@F) | 003 e7ss|| z3o||  2ps| sza3s|| qsmn)|  amm|| asm|[ zm 125|| 3a7oz|| evez|| tonon| moes || avs|| aas| avaz|| zeza|| rasz| asze|| s2se| maw 1772 2zeo|| =004
Boore ozof| cos|| mez|| toof -pez|[ -oae cas|| oa|| zoa|| esof|  oso 0.50 0.50 1s0|[ -aasf| wzm| oes 150|| -onaf| 1s0)  oso oeo||  tsof|  1so
lon-trpe PR L H w ¥ w it a by || wyriHy ¥: aaL 3 ¥ b || wrHza? ¥ ¥
DeHa ppm 1.1 sz EX -1 25| ol -ss -5 -4 5.0 -3 53 -10E 15 77 0.2 1.2
Resat
B,
1 Thared Back
100%
. LA}
¥ : ' Grow
SaL ——
gk | | y A s | Shrink
g I LT |
20 b A0 520 7o 20
el Lahnlsl




N5

Rank Soore

aF
]

1 1881 BRE

BLE

#
Unmatohed Laguenos
kone
BIZE -l e/mpeyssL Am (8

wH*
Caulated

L=L ]

ETa1E2

MH
Ermor
ioaj

00078

w=t
Error
PP

23

Detailed Results

Prob=in

frimess Zpeokes  ARERN
(1:21]
BEATRMZIE  HUMAN PazEE

W3-Digest
Ingax d

Frodsln Hame

ES4RFT 05 ribcsomial protedn 530 - HOmo sapiens (-uman]

Fragmantdon (miz)  [62.046 [70.084 [72.078 [e.0a7 [penee [110.088 [111.070 [112.003 [116.088 [162.082 [120.070 [175.918 [106.006 [226.450 [240.434 [141.679*F [20.879°T [326 130 [ne2.007 50,241 [a70.200°2 [M0.271 406 295 [s0s 262 [aensec

Frac. Inbon % ofTic) | 03z ooa| oos[ +ms[ om| +m[ 1z ao2[ i8] 21| exm[ sz=[ z=3[ 18 RE 274 =3[ amz[ orz|[ oe o[ 3ze[ 123 s a1
BelinkenctBF) | 2.59| 000 o23| zs2| o2s| za7| s38| ops| 33| @3 ise| 1| Toes| 433 RE 773| oopo| 113s| zoa| zao 243 | 8so| 45| voos| s
Bcre €03 o2 osd| -oos| ozz| +m0| -oos| a2a| o3| osa| oso| 1s3| oFs| os a3 0.53 120 osa| osm| 1so 50| 1sc| a@sa| s om0
lon-ype FR| W ul  H R yehbz [ mn | w | HE |y oo | 2| B2fwre| w2l w|mHo| wm| o=
Dl ppen 8.3 | -7 28z | -7 318 65| -285| -=1| -ma| -0 aa Zg| -128| -mz| 21 R I 1| B 43
Recet

i %
Back
0%
Yy
CIW
—
5, Stwink
2 ¥, 7,
¥ vt 4 ¥ | —
o J I 1 ?l | I T 1 |.-'| ]
D ma 20 n ana
Masn miz)
Detailed Results
2 W= MH*  mH* Frokein
Rank ESoors :’:‘I BCE  Unmafohed Saquanme Caloulated Error  Error LURS Lpspas Mm::bn M:!-I:-In:u Frobsin Marme
Iong o [Dal oo o} fnex
1 1aE |1 T 12036 H B TR TS £ R (8] 14358841 DOMT 33 ITIEREINEE  HUMAN GEUNE BITE 05 rbosomal protein L35-1k2 1 - Homa saghens (Human)
1 13680 =B1 T 1238 [ =irmieirAirSs o R (B} 148581 DODMY 38 AT2EAEIDEE  HUMNAM EEL2E4 EOTE48 S8 rfbosomal protein L36 - Homo saplens (Humarn|]
Fragmrk-lon imizi [Po.070 [s4.0es [120078 [120.078 [2e2 447 pe2 118 (362,410 (377185 (370137 [408.423 [191 2157 [agm 2m0®® [rmid [e20ien [er0ama [E77.o0e [e12.20 (12100 [aso 2a®? [nenzes® [P2a.5%8 [E20421 205473 [10zzema [1nanane
Inerm eIl | 277 [ z22[ oza[ 72| tav [ ove| a3ea| =z =zas[ ams[ o2 am [ es=| 4| zz[ z=[ 12 z2uz 157 azs[ 238 w270 sex| 34 180
RelnieniofBF) | 2181 | 1881|132 1431) 1e7%| Se7E| 23| 7| 853| M| TEE|  MLET| S| &) 178 ) eI GEET) | S| GREE| 00| ss) TI) 48
Soars ts| 03| <4 -as| ove| os| 1=3| e o 153 151| 1=| €| €as| izm| oz - -1z o3| 13| 1=| 1=m| A4z 153
lon-Exms F FH by ¥5 — i~ ] ¥5 b ¥ ¥ ¥ "
Delta pom S 31| -15E| -0 ez T 732 16 2| &s| == £7
Regal
. *r
Bl =3 Batk
M L ——
"n A
LY e ]
| | | | Tl i t
: L) L 1]
190
B Labals




N7

Detailed Resulis
E] MH" M= MHT Fridsin :
Fank Soors il 228 Usrmalohad Sequanos Caloula®sd Error  Emror M pl Epaciec sehon  M2-Digect Froisln Hame
(k] Jong A Incex A
Dap Iz dppml D)
1 2081 @74 T =26 [ minEEesmsEcR § 1i6B.EAB3 0.0034 3 MEI2Ead HAMAN [l Y SEGR] Acin-reafed proein 273 complee subunk 3 - Homo saplens (Human)

Fragmenton imizi [72.080 jpa.ces [7.101 [174.08% [175.118 [1ee.180 [20z.082 [216.140 [227.078 [249.130 [ran 104 200188 [316.174 fisn.214 [arz 70272 180 183 [sn0.200 128267 [aze 26172 602 274 [B57.513 [pr2.208 [m31.314 [ras.a00 [as7 006

Frae imenwofTic [ ooz [ osz| 180 473 122 o7 | oms| zor| 7| sE2| oez| tezs| e 170 o[ saz[ a3 283 =7 234 zes| e[ mzz[ zed
A=l intsn%of 27 | 014 | S40| 1106| 2904| 130 2804| €37| 53| 1=8s| 03| a7e| =03| erTz| 1033 146 | 470 at4z| 1a3s 1777 | ==8s | t£3s| 1503 | 10000 | cSEam| aoos
Soore oso| o23| 4| osa| 10| oso| oso| oso| os| 07| 1s0| -ms| 0s0| ogs 120| osa| tEm| os=0 150| 1.82| o=o| aso| 80| 1ED| 18D
Jan-Svpa L'l LI ai i | LL-28B by | LE-ZE L LE 2 bz LLE Eﬂ ya-tiHz ¥3 bz ﬁ".’ﬂ L] by |ys-Hz T W= ¥E ¥T
Dielta ppm REL A T 28| 0| 55 g3 -15| o4 £c 73 21| -148 as| 20| na| =o 121 10| 28| -1eF|  -az| -7 14
Resed
15
D by Back
1805
¥y :‘
!2 Diroid
1 Ty
. 2 | % B, fyHs " | Shrink
b/ a4
L 1l o) ! | ==
o1 1l |
a L] L L] Ll L)
b= 400 =] em oo 800
—— Labalz

N8

Detallad Reaufts
MH" MH" et Pretain
Rank  Scoe f‘:} BCE Unmaiched Sesnine Calewited  Eror  Eprar WVWO0E  Bpecies m"“ “I;D".E"'" Fragein Miste
i (D) (D) (e ibal
L] 1B Feon S (Pia T 0 & 8 L SOEYE D UL 500 B BIALLYF LR (5] ITTRAEEE 0008 -3 DOESIEETT  HUKWM Rt HES Astneralabed polen 20 ook subun] 3 - Hoso sasess [Husen)
Eragfmal-on | |B-|.|:ﬂ EM& REOTE 1T 18 |!H2!i |na=a;' 11418 |.asa'|u.1" |;la-_°| Tt |m;lu" |:rm_5m" THEFi4 |;l§q_;m." |u1m" hu et ﬁ Eﬁl IHHH hm_ﬂm'! saa1 T |ingaess®® |poad st T hmmhzmm
Fraec. intan.f of TS} | .57 (1] 18k T 258 i aTe 1048 2E5 300 188 355 280 287 21| i07E 4T &1 178 270 il LE

Foel. Imen [ of B9 | 1213 1.m 0a7 | 1rey | o0 | aedd | e a7 | ew 1857 mod| 121p|  oex|  tER 1rE | 14| mer| e T 13 1811 1241 | 3T
Boses oz ax| teo| tse| ds| 1| 1m0 oso| s iy L7 03| os 02 o5 017 | osa| 1s| asn 040 ot 050 [
s iype Li v " ¥a W ™ - v a0t | etz e by ™ [ Bt big*s e
Deitn ppm a1 w1 ar| az| sl a7 as| 22 azx| 20 180 wr| =3| a7 A8 &0 04

Runmt
L
L Eack
BN
T8
B Cirna
3
L el
1 L (98] Cheink
| Lol bl b
| T r
b ] fn {1
—— Labels




N9

EFI

Rank Facre
%)
1 1018 Ba.1

£
BCE Unmatehad
lzns
& 11126

deguance

(FIARLLGEDI SIS SYTT T T TALF P S/R (W)

Detailed Results

MH* M= M= Pr
Caloulatsd Ermar Errar M
iDal Dy ippmi i
2884 TEM opaaT 4E 41E2:

olsin

Wil Epnulas AnascElon M2-Digeat Frotein Hams
k] Indax &

D:ail

TEEOT  HUMAN OOOTET TOB3

Acy-CoA desaturase - Homo saplens {Human)

Fragment-lon (miz) || 7o.084 |[mee7 |[120.076 | [1e0.001 | [176.198 |[410.178 [ 447.281 | 42261 | 27.207 | [ 64127002 | [sse.27a | [e2s.042 | [ 7an.378 | [ 7e0.82¢ | [ oz.a7aer |[gr3e20

528.378 | [ 82,8837 | 7881701 [ BE1.230 | 220400

[B42.527 | [ mas.aze2 || 1000008 | [ 1008 207

Frac.inten % of Tic} || oooff oz7 (R 160 .06 2.82 2.6 24141 =22 3.28 442 155 3TE 175 37T 188 115 442
Rl intsn_{% of EF) aoz|| 14z o7s | 17E| 1zEE 12.13 1082 || 1oomoa|| zis3 1402 1832 0.57 15,80 1141 1237 152 17.08
aoore ozn|| o= 1.00 075 1.50 0.50 -0.41 150 150 2.80 152 -0t a2 o1 012 123 247
lon-tyos FR 1] i AP W1 by ¥i ¥i by*? ¥e byHEg*T ¥
Dslta ppm SE|f 113 43| -d23 60 -1B.E -1z =1 307 15 253 27 71
Rasal
Ty
1 05+ Back
100.% —
+2 Groere
b, HH
[ 19 3 K
I b, & *a 7404 | by Shrink
Il L1 1] | [ I| |
W00 A L]
Mass | mizy LahHsI
Detailed Results
# mnt MY mut Protein . . .
Rank Score ;.i}:]l BCS Unmatched Sequence Calculated Error  Error MWIpl Species :smn Mli;zg;st Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1580 862 & 4124 {P) T/ VR |E/LAE/R (M) 997.4653 0.0004 0.4 5THE1.45.84 HUMAN L8875 23249 Apaptosis inhibitor § - Home sapiens (Human)

Fragment-ion (miz) [70.065 [72.082 [74.061 [4.045 [86.096 [39.029 [102.055 [110.071 [136.078 [172.043 [175.118 [201.121 [229.120 [271.109 [321.153 [322.090 [338.182 [s04.715%2 [418.167 [451.267 [580.304 [591.244 |705.345 [a08.413

Frac. Inten.{(% of TIC) | 000 | 1.14| 382| 010| 028 | 334 o.0e 387 047 2232 T.e1 3.52 3.87 T.88 2a8 286 6.37 3.55 222 G608 | 132585 3.16 | 13.82 5,58
Rel. Inten.(% of BF) 0oz | 7.22| 2478 | 061 1.75 | 21.08 053 | 231 104 | 1402 | 48095 2224 | 2318 | 4881| 18.88| 13.05| 4026 2241 1405| 2351 | 8563 19084 | 100.00 | 358«
Score 020 | 050| -D.25 100 022 021 023 1.00 025 1.50 0LED 0.75 0.25 0.50 -0.18 1.60 1.50 0.50 1.50 1.60 0.50 1.50 1.560
lon-type FR v E LI E ¥ [bq-Hal ¥ | VE-28 VE |ba-Hz O | wa-NHg ¥ 5’6+2 by ¥ ya |ys-Ha O ¥s WE
Delta ppm 48 10.0 238 -1.5 182 -6.2 28 -18.7 23 =121 -6.8 -1.7 143 a7 17 -8.2 4.5 -5.4 <81

Reset

¥
2 et Y, Back
100.% —
¥, b-H, D
1 22
Yz ) ¥y % Grow
+
VE ¥,
~HH b/
% o Ly Shrink
B O | T I
Ll L] L) L] L) L] T
0 300 A amn B0 oo fii]
Macs (mz} Labels




N11

Detailed Results
# e MHT mHT Fradein
Rank toars :: BCE U g Caoulated Emor  Error  MWRL Speokes ':"'“b" ":'1'::'" Profemn Hame
fons [ ioa)  (pom) o)
1 1736 30 B Bz MLMEL TSR (E] 11635668 00065 48 SIRMLRER0 UwAN  D49TTE B2EMS  aspargnyFEMA syrHhsse, cyopRsmic - Homo sasies (Sumant
Fragmeni-cn imiz) [7zoez [pecer [114002 [t32.081 [130.0m1 [i7.08 [176.126 [201 087 [202.000 [2oa.0es zraiaza [rrenan [200.0e4 [p1a76 [asna7z 57707 2987 (100 q0g°2 [670.247 [v6265 [e670en [esearn [Trzsss [meae fenasr
Frao.inben e ofTic) [ 007 [ s 1es| 27| ooa| ssa[ 334 zas[ vEi[ 123 vos | 11| 1es[ iw[ 14| sze[ am 185 [ amos| 4s4[ 1ee[ 1257 7ao| zaz| oS
Relinten.s of BF) | 055 | 1.5t 4504 2088 | 033 | 333| 2861| 4733 s=77| 1135 | ssse | 1282| 1381 80| eurs| ss3| 1348 | B433 | 3330| 1308 | 100.00| =731 | 3040 | 24
P osa| maz| -ois| -gzz| 100 ase| 1sa| efs| osa| 04| aso| -ae3| qs0| ees| os| tso| oo a43| 1=o| as| 4| esa| s 1sm| 1s0
lan-dyps W u ¥ i byl AE By bz ¥ BEL |yl ¥2 bz ¥ bs ¥5 ¥ ¥ ve
Dalts ppen 12| =8 4| =8| ma| -ea| -8 EE €1 75| wz| 3| == ag| e | =s| -e1| ==
YD
3.0
Recet
¥a
A Hack
10w ky
¥
[ o % s %
¥
. £ ikl B, Grow
: " —
i ¥ 2 LBl | | Shrink
—
. 11 | |
! T T T T T
20 400 500 a0 e B W
et "'“"I
Detailed Results
# Mt uet  wmet Protein . ) "
Rank Score f‘::: BCS  Unmatched Sequence Calculated Error  Error MWipl Species :smn “ﬁﬂf;ﬂ Protein Name
lons [Da) {Da)  (ppm) (D)
1 1242 82% 7 823 MEEWwIQIVISIPL I ELGRIY) 1626.8859  0.0009 0.5 7332934 HumaN PGS 43793 ATF synthase subunit &, mitochondrial - Homa sapiens (Human)

Fragment-ion (miz) [70.067 [72.078 [85.097 [158.061 [159.070 [186.060 [232.136 [283.111 [341.145 [354.185 [382.17% [399.205 [510.229 [609.304 [696.341 [883.576 [925.520 [331.547 [1018.597 [1024.572 [1110.700 [1117.645 [1245.704 [1248.752 [1441.837

Frac. Inten.{% of TIC) oom ops| 014 7. 174 11.14 222 1143 205 h3s 8.62 153 550 482 181 an 352 4.00 B41 121 168 6.08 243 167 1.83
Rel Inten{%of BF) | 005 | 05| 128| eesa| 1525 | ¢743| 1021 | 10000| 1787 | 4623 sa14| 1224 | 468e | 4215 | 1e74| 22| 2087 | am02| 7ae2| eee| 1474 | sapa| ze7e| daTn| 1eE
Scare oz0| os0| 02z| ns0| -01s| o3| 1s0| os0| -0is| nos0| oso| 03| os0| os0| 00| -027| aa| is| is0| 07| -ods|  iEd| Csn| 44| 1m0
lon-type PR v| u| ai bi| w| B2 aa| b3 bs| bs| bs ¥ ¥a va| o yi2
Delta ppm 268 | 71| 7E| 187 15| 73| a8 s 4z s | 88| 12 43| 105 g4l 78 13
Reset
1548+ 3 E
by Batk
1005 Y Lo
b
b L
3 4 b, , Beow
T
|4 by I 10848119 H Y || Shink
o (111l L L
L) L L) L) L] LS L)
0 £00 &na BEOC 10o0 1200 1400
Mans (miz]




N13

Detailed Results

# MHY MH* MY Protein ) )
Rank  Score {5.:: BCS Unmatched Sequence Caleulated Error Error MWipl Species Ame:smn Mlsn;’De'gE;t Protein Name
lans (Da) 03} (ppm) (Da)
1 1281 84T T 10025 () 21L/S/A/R /LR (E) 1068.5030  0.0025 23 101166607  HUMEN QIHIKE 56707 BolA-iks protein 2 - Home sapiens (Human)
Fragment-ion [mfz) [70.066 [72.079 [85.097 [102.054 [129.107 [136.076 [172.041 [172.124 [175.117 [190.089 [201.114 [218.041 [223.104 [288.114 [288.198 [328.124 [400.125 [451.268 [482.196 [490.257 [580.304 [651.339 [721.362 [738.383 [851.473
Frac.Inten.(% of TIC) | 0.01| 523 126 o013 oo0e| o17| 320 a3se( 457 280 2a7| 272 220 22 343 208 3e2| s70( 320| a0 42| ee7| 228 10| 745
Rel Inten{% of BP) | 0.04| 2066 | 7.30| Q77| 0851| 100| 1874| 2087 2672 | 1640| 1857 | 21.79| 1872 1879 | 2008 | 1745 | 2208 | 33.80 | 1936 | 2225 ze23| 5840 19.08 | 100.00 | 41.80
Score 020 | -031| 022 100 o20| +100| D@ -D21| 150 -0de| -04%| 050| -048| o78| 10| -017| -023| 150| -nie| -023 180 150 os0| 150 180
lon-type FR LI E| RKa Y yi b1 SAE ¥2 ¥3 ¥4 y5 | ye-hHa ¥8 ¥7
Delta ppm 1.1 02| -133| 378 a7 -04 285 218| -18.7 32 78| -z 142 72| 123
Ressat
s
4J0s Back
100,56
5
Y7 Growr
Y Y3 ¥y
l‘ 2y ‘“'l” “"I“ Yl Sheink
S T T T T T T
700 ano ana SD0 BIO T00 BOO
s (el Labels
Deetailed Results
& MH wH*  mw"  Probin
Rank  Zoare ::I' ECE  Unmafohed Bequence Cooulsisd  Error Erer MR Spagies “O%REOn "‘I"':"":" Frokein Mams
e (D (DAl (ppmi iDal
1 ;T ow0e 13 0I5 HY @ CERIUAINTIEIEIL VS TR (9) ITULETE D000 0 1RTRE0MET HUMAN  G8EHET BISE1  COMMIAR MHsrmirailee proten - Homa saolens (Sumas)

Fragmsnt-ion {miz) |BBJHB 176118 | 244.080 I‘SI]L‘IH- FAEI2E [231.208 | 418233 H31.9:4 lEnﬂ&'IBB |m?mq|mm hmm HEL T [T1E30T [TERL8 |B14.382 hSB.A?B (B2 A4TR [BET.E4 | TOERETE (1072444 11200847 1136631 1200848 1284 ADE

[Frao. infen% of TIC) | Q.07 i=a v 13 182 oz B53 .= .50 473 933 122 7.5 55E 158 42 £23 k- SET 550 157 405 ZEl 225 172
Rl Inien.[% of EF) Q75| 4242 345 | 1482 | 17.81| VEA1) TOVT| 3EFI| T4FE| S135) 10000 ( 1328 ) TT4s | TEEL| 71| =831 ) 5730 1045| EIED ExS2 30 £382 2225 .3z 1280

Hoors a2 121 i s oFs 150 120 [1E=u) el 150 0=o 1.50 el acsa 150 k=" ul 1.50 acsa 150 150 acsd 150 osl 1.80 e
on-type u ¥ | GGE I3 | BGEA ¥3 ¥ By b ¥ bg ¥E L1y bg ¥T b = Lok] ¥ ¥ biq ¥ii bz Wz b3
DBy =43 <. 7o 17 5.7 02 =5E ~i6.0 =15 <L =28 o= -0E =30 21 -i1E =25 -1.0 -5E =2 =-17.0 -3.3 -13.3 2.1 18
[ =]
Rusit
# i Back
1R L8 % E, b |
¥
l‘.i 1m
B ¥
¥y , ikl Grow
GGE b"|‘! b
¥ % b 1 i Shirink
J1 1 i ol I e
xo Am [ te] | v} 100 1700
—— Labals




N15

3
Rank Zoore ©) BCI Unmabohed Toquenos
(5} lons:
1 zmaE T 1 125

Via o E AARIA|TIE|EILIVFIS/E W8 (&)

Detailed Resulis

MH™ MH™
Caloulabed  Error
|Da} |Da}

1802 77EE  0.00ME

MH™ Probein
Error Wil 2psoies
tnpmi Dl

08 IFIBENMET  HUMAN

mnn M EDigect Froksin Hame
Index £

GEAHGEE

[1:1=5]

COKMZAF MN-termiral k= proi=n - Homao sapkens (Human)

Fragreradon (miz) | 70.028 [F2022 [aese7 [132.077 [175.178 [iavo7e [351.210 [e2a.120 [a152ez [e74.189 [597 200 [s26.202 [p18:242 avaae [F15311 [Ten.aa1 [se235s [ees.ava prasrr perses [10ee.ee4 [roseces [1izeeze [1126.657 [1200m2

Frao. Infani% of TIC) | Q00 | 2412( 0328 .12 4z 143 9T B.SE. &2 | 258 | 1015 TAZ 178 4.6 1£8 1.88 EAE 273 4.55 SEE 178 383 1E€& 152
Rl Ink=n.{% of 2P} ey 14%| 3BB| Z9.87 | 4755 | 1470 =82 | EBSS| 5143 S654 | 2934 | 10000 | TOZE| 1T3E| 4E14 | 9BSE| 1814 | EIES | I5SS | 4885 E5T2 1753 3236 83T 1532
Soors QI0 | Qsp| o232 4.3z 1=0 avs 150 o=o 151 .50 120 osa 0= 120 0.5 120 o050 150 a=o 152 150 0us0 150 0=o 150
lon-fvpe PR L Ll W GE 3 ba ¥ =3 ¥5 [-H b7 ¥ -3 L b3 ¥E =3[ ¥a Ll 211 i bz ¥z
Dalta ppm 168 | 114 102 as aT 3 a0 32 T o2 s Z4 | -145 iz 58 7.1 45| g0 a1 4.2 158 E.1 83 e
Reset
[
, ]
& B ] b, Back
180 b b:r —_—
4 L
¥an
¥ "
! 8 Crow
g
] T 11 1:| Shrinik
| | | I B
> T T T T
220 00 B0 ]
il Labais
Detailed Results
# Mu¥ MHY  mut Protein . .
Rank Seore {5‘,:}' BCS  Unmatched Sequence Caleulated Error  Error MWipl Species Aone;smn Mli":EE;t Protein Name
lons (Da) (03] (ppm)  (Da)
1 1023 582 8 11125 (M) L/S/A/E/T B/S/B L/YIR (A) 1393.6416  -0.0033 -24 23973.8/9.93 HUMAN 014563 99943 Cytochrome b561 domain-containing protein 2 - Homa sapisns (Human)
Fragment-ion (miz) |86.084 (136.077 [174.088 [175.115 |183.108 |271.109 [290.126 (338176 [342.143 |388.662 |460.242 |ua.m S19.761 (553 28912 |388.306 (386.761 [596.792 (597.279 607250 |610.273 [BT5.365 |B04.358 |905.441 (1034485 [1192.551
Frac. Inten (% of TIC) 3 .08 3.08 781 i 440 338 72 515 302 345 420 34 4.08 7.22 333 3I5 707 2.88 233 593 484 411 837 479
Rel. Inten{% of BP) 1.82 122 | 4020 ( 100.00 | 44.82 | &7.87 | 4437 3574| 6€7.72| 3075 | 45838 5523 | 4250 53.25 | ©4.87 | 4381 4260 | 0204 3528 3I749| TES3 | 6487 | E406 aamn 55.04
Score 022 1.00 -0.40 150 -D45 025 -0.44 1.50 025 -D40 045| 055 043 1.50 1.50 D44 1.50 08| -0.35 0.50 1.50 085 1.50 150 1.50
lon-type LI Y ¥ b2-H20 2 [b3-H2O yot? ¥ yE+H10 bi+1g ¥3 ¥7 ¥E ¥id
Delta ppm Rate] 6.7 -20.9 -4 -18.2| 137 ana | -3R1 143 6.4 3.2 12 50 -1
¥H5 ’
-18.2
SHI
-224
Reset
1 ¥,
19784 4 Y Back
1005 'I': ]
“ HL0 B4 4
L3
dghs , ¥ Y1a
10 Grow
| | Shrink
T T T
Exa 1000 1200
™ g Labels |




N17

Detailed Results.

] M= MHY  MHY Froksin
Rank  Zoons ?,:! ECE  Unmatoned Laguenics Cuculssd  Error  Emor MWDl Speoksc M“':’"“"' "Ii]:'ﬁ'“ Froésin Mams
e (] iDal  {ppmy (Cal
1 1033 B3 B 126 -} e mILE KE & (M) 125E1s8 D004 03 ATELENLIE  maam PEdEs 10EER Cyinchrome ¢ ceidas s poypendoe Vic DrscUmmor - Homo saplens (-umian)
Fragmentdon (mz)  |TOOES ﬁ.{ﬂﬂ 128,107 |22‘T.1IH Irrim FD\EHH 26173 hﬂﬂ.‘lﬁ& &11.258 |08 13E (4B TE6 |57 212 qmm"ﬂ HaE 203 ma;mﬁ"ﬁ &E7.318 m?ﬁ"ﬂ B0 274 |EIZ2IAT |BE2.383 |TI9.423 (FILOED (TEE414 [TBL 40T (244 4BC
[Frao. Inb=n.{% of TIC) | 0,09 ans 116 B3g 1 11z &n 4.3 112 1.3 235 118 T4 S0z BOS 5.00 1231 ZEZ| 13 121 204 245 [Aat hc| 20
Rasl. Infsn.[% of BF} 004 | 332| 2817 | E20E 1453 873 &3.54 | 33 258 S.53| 1300 508 EEET | 33 4E38 | 3BIS 4.0 | 21.57 | 10000 335| 15ED 1907 | 2847 | 100 | ZEEs
Joors 020 | 232 o=1 i 150 gl oS 0.5 0.50 k] a7s 0=0 05e o.so -048 -0.38 150 022 150 =003 EiIR[ -015 1.50 o0 1.50
on-type PR Ll| PE28 v PEV bz | EMLP-25 EVLP ™ by v w ¥ ™
Cata ppm B2 | 5| -1ot -85 =7 -1l 04 -85 -21 -1.8 -3 15 -3 AT by
Resat
£ ¥
1 s
. Back
PEW
#5873
5 L] ¥y Groew
L =R ) T
vl T ]
iy LT=K] Tadd Shrink
| 3 mr | ]
L L} L} L)
o ana o0 e [ hal
o dies) L.lhl:l
Detailed Results
4 MH™ MHY st Frotsin
2P Aposcclon  ME-Digsst
Rank Eoors 153 BCE Unmabohed deguenos Caloula®sd  Error  Error RIWRI Lpaches a Inue:: Protein Hames
lans Da) o2l ippem) o)
1 1296 7Ta12 E 16 I PEVILIF K7 R (M) 1MEa.6TeE  0.0031 LT EBTELEMDLIS HUMAN PO Aoiaes

Cytschrome ©oxdase polypeptids Wic pracurser - Homio s apiens. {Human]

| Fragmentson (miz) [roges [ro.oeq [eeost [e4.086 [16e.054 122,068 [167.081 ro.4z [2ream

ka7 o7 [s1ea00 paesro [sez1ee feeaTs [o14.0ee (467304 [B27.2%e [eee2ee [e0.804 [euza0g [e2sez [Fos 49 (746420 [Bad477 [a7s6a7

Frao. imlan%cd TIGF | 000 | 002| ood4 | #46| 3551| ioss| 1z6| oBl| 138| 12z| 1743 | orz| oe3| srz| 1281| 7&3| a71| =276 zed| 1==7| 185 1m03| 551 47E| o=
Fel inten%ofB®y | 001 | 023| oz4| erz| zzve| easr| 7an| are| =se| mae| oo . 365 | 2151 vaem| ss3e| sm2| zrwe| sman| mso| maw| ssr| azme| oz sam
Eaors o2a 052 az2 | <007 a=o 0.50 =07 -0.05 150 052 oed 1.50 -0.02 050 0.sd =044 0.5 178 -0.15 150 =011 -0.08 1.500 1.0 1.50
tan-dyme FR b L Ll B ¥2 az bz [ weed az bz bz ¥ ¥E ¥7
D lka pom =108 BT 3.2 =1 -3 -1.5 a.3 i | 1% -4z -E5 -87 1B 47 -10.8 =22
ReEat
=
5
119 )
. Back
100.% (Y
b,
1573
Grerar
563 s
] oy b e Shirink
I ¥ 331 N Tea s ¥y Y [—
i1 1 | 1 ] i
T L L) T - T L] L L]
308 30 ABd 550 AN Tk f.- ] 0t
W prer) Labals




N19

2
Fark Soome IE;T BCE: Unmalohed Lequenos
lone
1 AT 1m0e 1M W26 [Fi FVLIE|LIDST AL RYAER V)
1 AT 1m0e 1M W26 [Fi FVLIE|LIDST AL RYAER V)

Detailed Results
et wH" MHY Profein
Cuoulabsd Erree Emor MWDl Specisc m:'b
iCal iCa)  ippm) (D)

14807308 0.00E3
14807308 0.00E3

a8

LB IITILEETI LR P44

n WEDigact

Indexa Froisin Hams

T4iRE LGRS SN EENHGY 131977 C-copactrome decarboiase-kE prolsin - Homao sanlsns (=umen;)

1438R3  CHOODACTTOME GECADOEIe - HOmo Sapkens (Human]

Fragment-lon (miz) |BS.0S7 |1 TeA1e |Bﬂ."|35 I.EHB.‘IB}'&IBJB’] |'&B}.1SE |Hl12'31 |-I-ISF_'EE2 }1?1.!9] |4-."'H.E1:IJ |ﬂam"‘2 |m333 |E1_'EB]- |a-'|a_;;|.2-a"2 |B£ﬂ_.341"‘2 |M? |FSE.42$ |TB$.33]-|3€I?BI&H |m |N'].4-l53= |‘NH.E1B|"II]1'&.HH |1IE-I».4N |114!.6?8=

Intar.%& of TIZ) [ 0Z2E 176 475 [FE:= TAL P 184 M7 45| 1023 0= 443 4.1 [ 0=s 106 245 an [FEr) 545 = AN
Rel. Inkan (4% of E9) 107 7323| 1asd 34T| D40 1:6 4E3 | 40000 473 #M= 356 | fRad | fEES aTT iz | 257|141 ek oy mw 2237 sl v 585
Soore 033 1E0 ars 1.50 oEn 121 =0 1.500 0.7s 0.0 0= 10 oS 0.ED 1ED 120 150 153 el ) 1=0 0= 1583
lon-boe LI ¥ EL ¥ =] e | ¥arhHE ¥ | LELD bz W‘l'b‘ﬂﬂ 3 By e 1'H.‘2C"2 5,.1"‘2 ¥ ¥T ¥ | WoriHz ¥ =] o
Dslta pom =7 03 43 %= 13| 122 125 oA T8 -x0 43 4.5 -84 24 77 grd -} -43 s 4z oF -5 s
¥
(|
! Dack
L
. by % Orow
b
"l v a
H I ) l ; ta ' . ¥, a+ | Yig ﬂ
1 e e Jdd I .1 L L Ak
o L) L) L) LI L)
0 o L) 1000
J— Labals
Detailed Results
# MH+ MH* MiH* Frotsin
Fank Ecore EPI EC2 Unmatohad Eaquenae Caloutated Error Error MWipl dpacisc '“N:"'Iu“ -Fﬂ":‘t Froisin Hams
Gl tong izl iDa  ipem ima) nest
1 14.08 BB.4 a 26 I-}F ¥|L|¥|EAWDT VR M AFBE.TOI 00093 (5] 2781800447 HUMAR ESYEEE H3974] CiA-clreched REA poiymerase Il subunit RFCE - Homo saplens (Human]

Fragment-lon imiz) | [ 7o0ee || 72022 |[ee.0ez | 120,077 |[147.008 [ 157088 [ [ 176114 |[ 249167 | [ 326142 | [376.228 |[3e3.470 || 4226 | ee0.262 | evez1e [[ 624287 |[ 647304 |60 338 | [720.322 |[ean.as4 | [er1.488 | e1e.6a1 | s31.009 [[4z.610 [ o77.a21 |[ 1001678
Frac.intenis ot Toc) || oo0f| oss|| ooz 0.11 335 3.23 341 7 || s ERE) 257 £E0 348 352 234 333 312 £.45 538 381 2.00 3.02 527 377 4.82
Rl intsn (% of EF) aoz|| 41z|| ors o6 || 2036|| 131 || za7a|| qssa|| tocoa|| esss|| 2e7r| zrse|| 2tea| 22 1780 o2 g9 3sza|| soss| z237s| e 1.2 saa|| zae 2333
Toors az0|| osa|| oaz 1.00 -0.20 -2.20 150 013 053 150 -3z .50 1.50 -0.22 318 250 153 157 120 -nz24|  -DaE 0.50 150 223 150
lan-type FR ¥ LI F ¥1 [=H] ¥ by ¥4 T ¥ ¥a ¥r ¥aHy ¥e ¥i
Dsta ppm s2|| 214 183 -3a 277 4.1 153 55 BE 14.3 ] 1wa|| 224 38.0 35.0 5.3
Roesat
b,
4 2hasd & Back
100%
¥ "
T n
¥ Girowe
b ¥ -
o 3 =paz LA ] T 9 i
R ¥ | | | Shrink
DT T 1
200 A =] 0 100
i Labels I
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5P

Rank Score
(%)

1 1204 572 9

#
BCS Unmatched
lons

11125

MH* MH*
Sequence Calculated  Error
Dal  (Da)

(G) EID/ /Y Q/T/L/G/L/AR (G)

15507130  0.0305

De

MH*

Error

(ppm)
197

tailed Results
Protein Ac . MS-Digest
MWipl Species cessian -LIBESt b otein Name
Index &
(Da)
38044.3/8.74  HUMAN P23685 141963 Dna) homolog subfamily B member 1 - Home sapiens (Human)

[ Fragment-ion (miz) [70.067 [72.080 [84.081 [85.086 [34.065 [126.075 [175.118 [246.158 [251.103 [259.062 [352.120 [359.239 [374.090 [416.265 [525.346 [337.161 [F30.395 [659.304 [T00.206 [740.443 [759.456 [911.313 [921.518 [1084.582 [1199.638

Frac. Inten.{% of TIC) | 000 | 273 | 286 (| 020| 324 068 35 3N 318 587 132 247 5.25 a7 461 584 0.87 240 257 2.35 4.58 243 1103 235 407
Rel. Inten.{% of BP) 0D.02 | 3285 | 2583 ( 1.84 | 2040 617 3174 | 30.03| 2884 | 5140| 3008 | 2146| 4757 | 7965 | 4182 | 5280 | BGE1| 21.78| 2334 | 2134 4157 | 31.10| 100.00 21.30 36.85
Score 0.20 | -D.34 | -D26( 022 -0.20 1.00 1.50 150 D28 041 0.50 150 -048 1.50 150 -DE&3 1680 | -0.22| D22 0.50) D42 O3 1.50 1.50 1.50
lon-type PR LI Y ¥ ¥2 b1 ¥3 ¥4 ¥5 ¥E y7-H20 ¥a ¥e ¥10
Delta ppm 26.8 -0 -8.0 4.2 BT i0.8 -24 7.5 16 30 2.5 2a 23 28.7
Resat
s
kS % Back
100.5%
=91 TR B37T T
' ¥ 759.5 Yo Crow
'|"1 22411 ya [k |
I Shrink
X [ ]! —
L L3 L) L]
Z00 EODO BOD 1000 1200
Wi (rirz) Labels
Detailed Results
# et mHt mH? Protein - e
Rank Score {5.:" BCS Unmatched Sequence Calculated  Error  Error MWipl Species M:SIOH Mlid[llﬁst Protein Mame
lons (Da) Da)  (ppm) (Da)
1 1126 613 7 825 VI D NWYIEMNIL &/V//R (H) 13286144 0.0096 7.2 3B0ET.28AT  HUMaN o731%0 141901 Dna.J homalog subfamily B member & - Homio sapiens (Human)

Fragment-ion {miz) [60.052 [70.066 |72.nan |as.nnr |129.m |136.(]?5 |13?_nsn |1?5.m1 |212.1uu |2|5.13d |2as_1ss |251.m |265.113 |293.11? |2aa.142 |3n3.174 |3G?.l]9-l |.mz.2u |-|31.1as |,155_2(;,3+2 |530.1aa |5?2_353 |s?1.-1.z1 |TSB.283 |an-n.-|5.i

Frac. Inten.% of TIC) [ 254 [ oo caz[ oss[ oov[ o072 24| &6 zae[ 272 240 sa3s| 272 437 ami [ s24| 450 zse| zs3 se[ ear|[ aoo| 1041 [ zoz[ 240
Rel. Inten.(% of BP) | 1738 | D03 | 0o1| 263| o051 490 2153( 3805| 1707 1285| 1700 | 2315| 1871| 2808 | 2881 2212| 3143 | 1248 | 1038 | 10000 4385 | 8005| 7126| 2071| 57.52
Score 047 | 020| oso| ozz| 20| t1eof -o22| 1s0| -097| -0d@| -047| -D22| o0s0| o75| 027 | 150| 0s0| 150 -DaE -100| o0s0| 150| 150 Ds0| 150
lon-type FR v| LU| RKQ Y i YE-22 YE 2 b2 ¥3 ba ¥5 & bs ¥7
Delta ppm 53| 88| az| -o7a| s 8.0 228 1] 10| -89 31 55 21 12| 43| -7
Reset
45 3
Al
Back
100.% —
Ye
¥y »
¥, b, Cow
' w1 C ®2 S|
. b
Ekl [I | Y | 5 Shrink
S | I
T ¥ Y —r T T i
i) kil 4y S0 i1 Toa ity ]
Mamis (mis ) Lanls
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Detailed Results

+ + + <
MH MH MH Protein . .
Rank Score 'Sc:}l BCS  Unmatched Sequence Calculated Error Error MWipl Species MM:S'OH MI:-:IE:E:!“ Pratein Name
lons (Da) [Da}  (ppm) (D)
1 1002 612 T 11423 (-)WHIETAD/D IVR (A) 1179.5827  0.0001 0.0 93328.T6.41  HUMAEN P13639 154511

Elengation factor 2 - Homo sapiens (Human)

Fragment-ion {miz) lau_m |mum ln.um lum |35.m |.ar.t155 l111]-.l3?1 |1zu_nm ||su.1m lﬁs.ﬁ.t |1aa.u?a lzs.um |3n2.113 !:1-15.15(:‘ |357.203 l:sas.zis lus.m |.u;3_2.13+2 |523.239 |531_zna lasn.a&n |353.aus l?:u.-lus |?sﬁ_3nr lam.m

Frac. Inten.(% of TIC) | 362 | 001 025| 2868 | 048 | 019 276 020 1144 582| 550 308| 425 278 208| 41| 25 276 | 260| 561 605 284 1420 270| 444
Rel Inten (% of BP) | 2547 | 008| 177 |8115| 342 | 138| 1943| 141| 8052 | 4170| 2036 2145 | 2002 | 1087| 217%| 2301| 1804 1048 | 1820 | 3950 4258 | 1880 10000 | 1880 3120
Score 025 | o020| os0| 061| 022| 033 -o1e| 1o00| o050 150 o050 -021| o050| -D20| 022 -028| 150 o12| 018| 180 150 -0t@| 150 018|150
lon-type FR v | HR F at ¥l b1 2 ¥ ¥4 ] ¥8 ¥7
Delta ppm 18| 21 03| 45 31| 154 | 283 6.0 -18.2 55 53| -108 1.7 -10.0
Reset
Ya
G148+ R Back
100.3% | "1
¥ ¥ Ys y Grrow
[ 300.2 I
] T
) T Y S I '
200 300 400 500 800 700 300
M {mde) Lﬂll-l!|3
Detailed Results
# WH* MH*  wH*  Froben
Rank Zoors o BCZ Unsmatohsd asquance Calodaled Emor Error Mol Speaisc m;‘b" "I"'u'n"t Fressin N
lane i) Dal  ppend (oaj
1 1842 B2 B 13 VI BITITIT B TR (8 1020.6143 00067 6.2 SEIIETEAT HUMAN  Fi3EIS SB411 longeson fach 2 - Homo samars (Human)
Fragmentlon (miz} [T2.081 112060 [120.081 [121.023 462027 [I760E [17e08 posnes fro1aze 231094 [se22 pesom [ o (330923 (36017 [108.143 [#18.259 [4m0rae™? (239184 [1me 7ae? (861,125 [praoes [mnaeT 730204 [aTeams
Frac.wmtenseof Tic) | ooa [ 322 om| 249 zss[ =sme|[ 157 az=[ =23 132 t1=a[ w47 zas| 1oz & [ =z Bas ze [ &7 285 [ 1z [ 0| 1232 es=2[ a0
Relinteri®od BF) | 028 | 2007 | 383| #0s2| 1334| 2835 ez | zzoaz| 4z e8| =3 7es| 4zsr| B3| 1so0| tm3s| azaw 1243 | 320 75| 836 z25|4papo| smam| 2m
e ps0| -0 00| -6 -Ba4| 180| -00E| oED | oED oed| ovs| ts0| 03| oso| os0| -aes|  tsD o= | 0= 120| os=o| osa| 1s0| 1sm| 1m0
oo v F ¥ b | FT-28 | FT-HzO: FT ¥ ag b3 V2 | yr-ppot? [baHpO e b | w-hHz ¥5 ¥ ¥
DeFapam 73 2.3 -3 £3| -2 3| 27| -1z Qe[| -2 -1.4 P - oel| 22| €2| -08| -o| 14
Recet
Ty
bl %y Buck
180% —
¥
] o
L3 1,0 %
L ma # L Shirink
| Je s |l
lll I|| || §
0 200 um 3@ am aa Ao
L] l.ﬂ:lﬂlil
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Rank Score %)

1 1484 832 T

#

lons
1025

5Pl BCS Unmatched

Sequence

) BIB/T/L/L/0/C B E/R (§)

MH* MHY  MH*

Calculated Errer  Error

(Da) (Da)  (ppm)
1413.7130

-0.0044  -31 3630200538 HUMAN

Detailed Results

Protein
MWipl
(Daj

Species

Q13347

Accession  MS-Digest
Index #

160525

Protein Name

Eukaryotic trans/stion initiaton factor 3 subunit | - Homo sapiens (Human)

Fragment-ion (mfz) [70.065 [72.083 [54.042 [86.097 [34.065 [175.118 [183.149 [211.144 [219.098 [231.064 [259.057 [324 224 [352.413 [336.109 [426.724 [427.225 (498 233 |531 8052 [626.296 [539.851*2 [ge0pan*2 [739.391 [p52.472 [365.545 [1062.600

Frac.Inten(% of TIC) | 001 [ 223[ 325 025| 2o 148 asy| 206 1ee| 1se| 287 27| see| zaz| s z2mo| 225 HECNEE: 4.11 go9 | <sa| sz 138 1215
Rel Inten.(% of BP) | 0023|1143 | 1588 | 147 | 073 | 625| 1870 o©84| 778| 25| i342| 4292| 2728 j087 | 71| 834| 1053| 10000| 1672 16,23 4208 | 2188 | 2451| 651| 5620
Score p20| -011| 09| 0zz| -040| 10| os0| o7s| -nos| -ooe| -042| o07s| os0| -nit| 1m0 -ome| 1: 150 150 -0.1% 042 1s0| 18| 140 150
lon-type PR L yi| Pl22 FI PIL bi yHET W ya+2 ¥ ¥ ¥7 ya ¥o
Delta ppm 6.3 20 68| 8BS T 82| 82 87 B2 os| TO 5.2 aa| 77 40
. Reset
T =
208+, Back
100.5% L
T
Lot Grow
b
1 ¥, ¥.
PR ase1 PR o Lx) s { Shink
iy o N | I I
I L ] | |
L) L3 L3 L]
00 400 80D BO0 100D
—— Labals
Detailed Results
# MH* MH® mut Protein ) o
Rank  Score g;:}l BCS Unmatched Sequence Caleulated Error Error MWipl Species M:EIOH Mli:elg?t Protein Mame
lons (Da) (Da)  (ppm) (Da)
1 1145 620 8 11125 (P)2 TITAVL/ADE & AR (@) 13886483 0.0426 94 123368571 HUMAN 014380 F05535  Exportn-f - Homa sapiens (Human)
Fragment-ion (miz) |[70.064 [72.080 [84.045 [a6.097 [104.052 [120.080 [136.073 [175.116 [273.128 [323.156 [328.164 [04.164 [454 250 [487.202 [a35 201*2 [558 774%2 [569 272 [640.317 [578.370 [r21.414 [753.402 [778.416 [384.446 [385.478 [1116.517
Frac.Inten.(% of TIC) | 000 [ 455 | 542 | 02| 543| 400[ =281[ 382| a=4| 278| zee| ai7| 6s8| =220 250 377 | 226 947 285| =285| 60| aee| 5&5| 84| 272
Rel Inten.(% of BF) | 0.03 | 4800|3670 | 0.85| 5736 | 42.27| 3075 | 4036 | o0.e| 2012 2813 | 2244 epa7| 2423 | 2630|2085 | 3447 | 10000 | 2043 | 3000 | 6402 | 4207| 5882 €168 | 2670
Scare 020 | 048 | 037 | D22| -057| -04z| 31| 1s0| o0s0| -022| -028| os0| 1s0| 02 028 150| 150| 1s50| -030| Dan| 150 -042| 10| 150 1.50
lon-type PR LI ¥i b2 b3 ¥4 |b4-H20 yi0™? ¥ ¥6i 7 ¥E ¥ ¥i0
Delta ppm 132 28 87 10 o7| 48| 78 12| -122| o7 17 g3| 07| 108
Reset
5 =
Ll by Back
100.% y —
-
s Yo Yy
¥, vyl 4 Girow
1 1
232 By 2 G784 Yi0 p—
| | || | =
210 400 50 80D 1000
Wass (miz) Lﬂhﬁlﬁ|
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#

MH

MH*

mMH*

Detailed Results

Protein

Rank Score ES,}:; BCS  Unmatched Sequence Calculated Error  Error MWRI Species & i MI::;?;“ Praotein Name
lons. (Da) Da)  {ppm) (Da)
1 MM e’ 4 25 (VI EI2/I/8 7R (S) 59494746 0.0025 26 13161571548 HUMAN RGO0610 87338  REVERSE Clathin heavy chain 1 - Home sapiens (Human)
1 134 &8s 4 825 [V KIR/I/H W/R (S) 949.4746  0.0025 26 1BTOILOSST  HUMAN RP53675 87344  REVERSE Clathrin heavy chain 2 - Home sapiens (Human)
1 M s 4 825 (PYEIB/TA VR (V) 9494746  0.0025 26 B9413.2/584  HUMAN P15311 172147 Ezrin - Homo sapiens (Human)
1 MM e’ 4 25 PYEIB/T/W W/R (V) 59494746 0.0025 26 6356420603  HUMAN Pa5zad 466757  Radixin - Homo sapiens {Human)
Fragment-ion {m'z) [70.065 [72.080 [84.081 [86.096 [94.066 [116.054 [129.099 [160.025 [175.116 [183.149 [196.122 [211.144 [214.116 [219.095 [231.060 [269.057 [299.688 [325.184 [352.116 [271.201 [288.230 [501.312 [581.227 [599.367 [856.410
Frac.Inten.(%of TIC) | 0.01 | 004| 256 005( 1273 301| 004| 116| 247| 4e8| 15| 202 165 178 379 148 1430 2305| 240( 148 &501| 452 70| 1830| 454
Rel.Inten (% of BP) | 0.05| 0.21[4703| 026 6084 [ 1653 | 022| 637| 1358 | 2480 &55| 1192| 907 | ©84| 2085| 812| 7858 | 1678 13158| &04| 2750| 2481( 9.36| 10000 | 2485
Score 020| 050| -047| 022|070 -047| ©020( -00D8| 150| 00| 050| O0F5| 075 -0M0| -021| -008| 150| 07| 050| 050 50| 150 050| 150| -025
lon-type PR v L RKGQ yi | PL28 | Nv-22 Pl NV ytt5| PN bi | ya-hH2 ¥ ¥ | yShH ¥
Delta ppm 29 | -121 3.8 -25.1 -180| 54| w181 52| -158 10| -124 03| 77| -15| 43| 83| .02
Resst
, —
£ 9dat3n Back
100% "y e
Girow
Pl-28 ¥y y
2314
¥ Uit N Shrink
i I 259.1 yy-NH, YghHy
Jll W 1 | ]
T T T
00 300 400 500 B0
MR Lakels
Detailed Results
# MH~ MH* MH" Protein . .
Rank Score ?;.l BCS Unmatched Sequence Calculated  Error Error Ml Species Pﬂue:slon “ﬁi‘g:ﬁt Protein Name
lons (Da) Dal  {ppm) (Da)
1 1070 801 8 W25 Mve MIMELPFENILLELFRT &WF AR (Q) ZITE3IS4 D014 0.6 2974891552 HUMEN GAH4AMI Arsaar F-boee only protein 44 - Homo sapiens [Human)
Fragment-ion (miz) |72.080 86.086 (160079 (138.073 [244.095 [341.145 [343.204 [353.137 |442.280 (454217 |457 geg*? (472217 [495.234 |698.291 [T14.307 |TS6.727 (777.937 (874882 |gy5.496*2 |aa1 530%2 (48,879 |1003.071 [1043.238 1053 0go~2 |1110.133
Frac. Imten.(% of TIC) [ 0,92 | 0327 5 £.52 257 252 252 513 243 270 2.85 555 220 2.65 a0e 279 4.03 289 15.85 .05 237 228 a7 14,04 353
Rel. Inten.(% of BP) 14| 233 2246 .81 1818 1580 1581| 2237 1534 | 1702 1708/ 3504 | 1380| 1674| 1242 | 1780 2542| 1322 100.00 3ee| 1485 1442 2085 aB.58 2230
Score 050 | 022 050 0.50 075 0.75 1.50 0.50 1.50 0.75 -018 00| D14 0.25| -019| -D18| -D25 150 -1.00 1.50 0.50 -0.14 -0 1.30 022
lon-type v LI ai bt EN| PEN ¥ bz wi | PEMI ba bg-MHz yEH15 :“6+2 b#+ig 3,13-2
Delta ppm S35 -8 66| 88 41 60| -125( 68 68| -200 -13.2 127 7.8 pal| 149 128
Reset
LT 2 I—
Al Y Back
1005 ————
b b b B Grow
o ¥ 457, ; TE R I 1
| g g ¥
: | B ¥y [ | 15 Trm Shrink
| .1 L] L]
n w Ll T -
200 800 B30 1000
" Labels
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Detailed Results

2 MH™ MET M Frobsin
Rank Zoore m ECE  Unmalshed Eoouanos Calkulaled  Error Error L= Spcing m:'h" ":ﬂ::ﬂ Froteln Hame
lore iDa) o ippm (Da)
1 1964 BE4 B HIE @)% Q M T T/51F @ /G B (T) 13468418 U0BE B2 1ISS0ATEE  HUMAN PRIBLT 1B34T7  FMSOS-Dncing prol=in 14 - Homo sapiens (Human]
Fragment-lon fmiz] |104.072 (180080 (128,076 [Z06 135 (232144 (118136 |330.188 (357978 (416200 HE0.21Z [507.243 |544.246 |per. 7o | eroures™ |67n7e0™ (B28.274 (6T 284 |S46.26 701.368 |7T40.57V (B02.408 (E4E4DE (15430 [331.450 4030621
[Frac. Inbar.iws of TIC) 010 ped ] 433 0.Be 257 148 07s 133 205 07e | q0.20 136 OEE 438 0=£| 438D =08 pdary 4,15 a37 530 1.95 0se E.52 2E2
Rel. Ink=n.% o 27} 0er| #432| 29239 S.Bs| 1748 | 10000 517 245 | o484 E14| ES4e| 228 EED 4623 CES| 5285 | MED| 1442 =3 | /07| 4251 T.E3 EE1 | 2452 Tes
Soone o=1 asa .50 o= 1.5 o=n a7s avs 0.ed 1= 150 0=n il oe=d 1=0 1.50 o.as o.en 150 nz= 150 asa [l u) 150 150
lon-type =138 al 3] av ¥ b2 WET GvE [ ¥ bs !n"|1"l‘2'3‘+2 !‘."“2 ¥ |-H D |- ¥7 |bE-HIO ¥ b7 |2 D o] wil
Dwlta ppm 125 oz 4.3 =20 i4E 27 4.1 1 a7 22 B a7 A5 i2 2.3 0= oy 532 o3 0.5 €5 1z 4.6
[Rasat
By
1R Y5 Dack
FOd
T
h'1'I v |
D s 8 (aroa
B, h4 | I H,-I-H?IZI
b, ¥
i T v . 5 N o 0 Bhrink
1 L] |
o | il | 1 | 1 1
L) 1 L] L) L]
0 Ll L] B0 100
il Labelz
Detailed Results
# mHt MHY  mHt Protein . -
Rank Score f.:; BCS  Unmatched Sequence Caleulated Error Error MWipl Species P::ne:slnn Mlif;fisl Protein Name
lans (Da) D3} ippm) (Da)
1 1734 832 8 W23 MQIVIE/TITISP & DGR (T) 12455732 0.0009 07 113308783 HUMAN P&2343 1B3477 FK.506-binding pretein 1A - Homo sapiens (Human)

Fragment-ion (mz) [70.063 [72.082 [34.044 [p6.099 [102.087 [172.038 [175.122 [201.138 [217.066 [229.115 [232.137 | 312152 [316.138 [330.167 [454.229 [501.237 [528.202 [546.214 [582.266 [T01.344 [747.265 [a02.403 [313.435 [931 442 [1030.502

Frac.Inten.(% of TIC) | 000 015 | DOB| 012 207 | 470| 218| 238| 17.82| 2350| 405 34| an 318| 347 | 547| 558| 240 1248 472 203| 57| 281 581 281
Rel.Inten (% of BP) | 001 | 0284 | D43 | 086| 1171 | 2858 | 12.35| 1248 | 100.00| 2031| 2281 1931 | 1760 | 17.97 | 1980 | 2001 | 3155| 1255 | 7057 2868 1203 | 2274 | 1478 3286 15.91
Score 020 0s50( 10D 022 -0z | D27 150 013 0.50 078 1.50 0.50 050 0.75 -0.20 1.50 028 0.50 1.50 1580 | -0.12 1.50 0.50 150 1.50
lon-type PR v E u ¥1 bt VE y2 | VET-H2O b2 | b#+3 ¥ |b4-H20 ba ¥e ¥7 ¥E | y-H20 ¥e yid
Delta ppm =318 100 -1 2 15.7 54| -174] -143 -14.4 14.4 281 -2 2007 123 | -128| -204 =34 -2.2 3.3 -12.8
VET
0.5
Reset
b —
1 1
Back
100.% —_—
Vg
G
. b,H0 ¥ ¥y ¥g
3 VETHO m.2| 0, I o YoHy Yig Shiink
JIL [ {1 | l I
T L L L)
400 [ (] 1000
et Labels
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Rank Score

1 1554 792

SPI
(%)

#
BCS  Unmatched
lons
12 Ti2s

Detailed Results

MH® MHt MH* Protein

. Accession
Sequence Calculated  Error  Error MWipl Species
(Da) (Dal  ippm) (Da)
(G) I WSINANE LI IIA/DAV/APR S A LR (E) 1939.0354  0.0095 48 423032880 HUMAN P39748

Flap endonuclease 1- Homo sapiens (Human)

Fragment-ion (miz) [72.081 [86.098 [101.088 [175.119 [320.152 387171 [500.252 [543.324 [571.289 [514.361 [B43.251 [713.423 [741.346 [328.452 [834.404 [354.417 [899.491 [947.485 [967.507 [1012.574 [1038.539 [1060.558 [1125.659 [1295.699 [1366.734

Frac. Inten (% of TIC) | 0.03 | 0.04 0.04 1.72 1.35 7.23 489 | 17.50 784 .10 1.34 287 6.76 483 2.82 AN 7.72 3.10 2.85 1.11 1.25
Rel. Inten.{% of BF) 017 | 025 0.2z .80 TEE | 4184 2778 | 10000 4346 | 34.66 TE2| 1631 3645 | 2834 | 1487 | 2042| 4368 (| 1784 16.20 a.ze T.87
Score 050 | 022 0.50 1.50 0.50 0.50 0.50 1.50 0.50 150 -0.08 150 -D38 1.50 050 -0.29 1.50 0.50 1.50 -0.06 -0.08
lon-type v u L ¥l b2 b3 b4 ¥5 bE ¥i ¥7 ¥B bg ¥ b7 ¥il
Delta ppm -38 | 148| -320 20 08 07 -6.5 -10 4.8 -1.8 -11.0 -a.4 34 38 -0.4 -2.8
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# MH*  MH® MH®  Protein . .
Rank Score ?;]I BCS  Unmatched Sequence Calculated Error  Error Mwipl Species AWE;E'D“ MI:_EEI?:!St
lons (Da) Da}  (ppm) (Da)
1 1218 838 arzs Plvwg'* PALT PEQEEELESI/AHE(]) 27452622 00180 S8 342020830 HUKAEN PO4OTS 15958 Fructose-bisphosphate aldolase A - Homo sapens (Human)

Fragment-ion {miz) [70.065 [84.044 [86.097 [34.065 [101.071 [136.075 [141.103 [189.097 [224.075 [252.069 [282.182 [380.124 [383.221 [457 242°2 [495.297 [511.33572 [e59.001°% [672.893°% [690.015°2 [698.345 [775.924°2 [7a6 095°2 [11.432 [317.991°2 [540.488
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Frac. Inten.(% of TIC) 3.00 o2y 0.28 350 TET| 1342 T.a2 286 2.80 5.60 4.2 333 308 3 410 323 413 300
Rel. Inten.|% of BF) 172 2224 1.88 208| 2598 5808 ) 10000 | 5B74| 2122| T340 4220 3NAT| 2448 2282 2458 30,38 23482 3D9d| 2224
Seore 022 022 D50 1.00 0.50 075 050 0.50 075 050 150 0.31 150 023 025 R 1.50 0 1.50
lon-type 1] QK Y| PAIE PA aq by PaL b= Y3 ¥ 5-H20+‘3 ¥7 ¥3
Delta 10.2 18 =21 04 82 -1.7 -8 -15 -123 17.0 43 -125 g
pem ATP s
22
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sPl #

Rank Score 13} BCS Unmatched
lons
1 1070 683 13 825

(P} EAEAY B ANLAS A EVDAE K/E/L/3/D/I/A LR (1)

Sequence

Detailed Results

MH®  MH®  MH®  Protein Pocession  MS-Digest
Calculated Error  Error MWipl Species & IndeE# Frotein Name
(Da) (Da)  (ppm) (Da)
2614.2251 0177 6.8 38436.1/6.41 HUMAN P9972 15997 Fructose-bisphosphate aldolase C - Home sapiens (Human)

Fragment-ion (m'z) [70.08 [72.081 [86.096 [143.081 [175.119 [226.070 [313.105 [359.243 [a49 200*2 [£58.144 [472.321 [587 345 [844.255 [g71.781+2 [674.375 [757.330 [787.449 [rap.057-7 [803.349 [sop 065~ [892.392 [916.509 [376.477 [1044.417 [1172.548

Frac. Inten.(% of TIC) | 0.00 | 430| 035| 417| 472 4.8 335 2@ 286 &38| 413 383 4483 6.70 TH| 485 372 328 3.40 3.03 3.03 8.20 333 e 282
Rel Inten.(% of BF] 005 | 5128 | 413| 40.76| 5631 5550 | 3982 4883 3404 | 10000 | 4827 | 4208 5518 TBBT | B7TE6| 58.97| 4437 3011 4080 36.08 (| 3615 | 7380 | 2874 78 3383
Score 020 | 4051 D22 -0.50 150 050 05D 1.50 025 025 1.60 1.60 0.50 -0.80 1.50 0.50 1.50 -0.38 -0.41 -0.36 -0.38 1.50 -0.40 050 0.50
lon-type PR U ¥1 b1 bz ¥3 3 Hp+2 [ba-HzO ¥4 ¥E bs ¥ be ¥ ¥8 ba big
Delta ppm 1.1 48 -2.8 200 233 9.1 oe| -148 81 -104 G4 -120 -58 -225 -0.7 -288 6.7
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Detailed Results
& Mu* uu® mHY Protein : ]
Rank Score ?;}l BCS Unmatched Sequence Calculated Error  Error MWipl Species MW:EID" Mﬁﬂf;ﬂ Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1814 813 10 825 (Cl& LIF|AIY LAY /EVEER (T) 15377620 -0.0023 -1.5 TEB0E.8/666 HUMAN G0E210 20623 Glucosamne-—-frustose-B-phosphate aminctransferase [somerizing] 1 - Home sapiens (Hurnan]

Fragment-ion (miz) [70.065 [72.081 [85.097 [94.085 [101.071 [102.057 [120.081 [136.077 [175.118 [259.011 [272.172 [374.236 [406.180 [477 212 [508.292 [s66.805°2 [640.337*2 [571.349 [es.341*2 [702.856 [T18.320 [785.409 [898.485 [1061.526 [1132.580

Frac. Inten.(% of TIC) [ 0.01 [ 026[ 053] 353 [ 234 z&7[ 020 o018 28| 434 o2 206 [ 573 was[ 22 208 75| 3m7 31e[ 325 2ee| 85| 628 6.07 5.57
Rel. Inten{% of BPF) | 005 | 251 | 512|33a31| 2433 | 2557 | 227 | 1.54| 25147 4150| 5614 | 2885 5436 | 10000| 2792 2052 7247 | 3135 W42 | 3633| 2757 | es4e| 6007 | eET1| 53
Score 020 os0( 022 024| Q24| 02| 100| 00| 150| 050 1650 150 0&0| 05D 150 1.50 150 150 020 -0a7| w02 150 150 1.50 1.50
lon-type FR v Ll F ¥ yi b2 ¥2 ¥2 bz b ¥ vl yiot V5 ¥7 ¥ ¥l
Delta ppm 75| 58| @0 -2 22| 88| -50 14| -108| D5[ 11| -4e 0.0 so| 205 &7 48| -156 -8.3
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Detailed Results

= e M M Protain
Rank  Zoore T\ BGE  Unmalshed Zequenas Cakculated  Error  Emor T speoles  AOPRIEON MEBRRED it wame
al tons iDa oal tpem) imal nant
1 1184 EBT B ae PP TR VR (8) 14IETIE 0.00TE 61 TIIEAOEAD  HUMAK Engz11 IITEZE  Glutatiore S-ransferase - Homo sagiens (Human)
Fragment-lon imiz) || 70088 || 72020 | e.0e7 | 7100 |[ 102067 [[110.070 | 120,080 | [ 130,076 | 168.08¢ | [150.072 | 180.082 | 288,112 ] a71.286 | [ 442181 | 618.207 | 620 228 | | soe.zeve | m22.276 | [ 41228 | [me1.957 | 748,402 | 7e0.445 || Bre.a78 ]| 1240.004
Fracimten ot et [ oot|[ czo|[ wros| sze|[  zas|[  sas|[ cao][ was|] e sl 7 283 27 314 ags|[  zsn|[ zma][ aas]] ae]l vas]l maae 232
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2oore ozo|| o) -imo|| -oas <ze|| 1mo|| oall o= nsof| oso| vso = | S z3|| ozs|| was|| e=m|| -pas|| ssn|| vs 150
lon-type FR W F L) Ay by bz ¥ ¥a || BamH D be-Hz 0 ¥ ¥ ¥7 ¥io
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Resat
I:I'I
5 o
1 b Back
RN 2 "
¥ ¥
5 ¥in
Tany ¥ Girowe
| Shrink
0 e 100 120
Mzse {mizh Lahelsl
Detailed Rasults
2 MH®  MET W4T Profsn
ZFI Bocaccion  ME-Digest
Rank Zoors %) BEC2 Unmalohad Sequanoe Caloula*sd Errar  Error MW dpsolsc s In:lel:l Frodsin Hams
lone {Da) i) ipom) (Da)
1 1746 T 8 &126 PIRTITOINIRE WE (0] 1586708 00040 30 TI36L0G43 HUMAM  FUAM1  ZTENE  Ghimihone S-ransirase P - Homo sagiens (Fuman}
Fragment-lon [méz) | [70.08% 68086 [26.077 [16e0ez [176-178 [ipecen [1e7.0e1 p2t12e [2ae.021 71240 [40a123 [aos1ag [s2z7e fa2vee [esn1e7 [Ene.o0e [60.228 [4e.257 [p49.00¢ [a1.308 [Teo.2s8 [p17.367 [Bre.608 [6B0.56E [1143.012
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5Pl #
Rank Score u, BCS  Unmatched
(%) lons

1 2054 967 10 25

Sequence

mu*

Calculated

(Da)

13756861

MH

+

Error
(Da)

0.0234

Detailed Results

MH® Protein
Error Mpl Species
{ppm) (Da)

AT.0 124764773 HUMAN

Accession

&

P14174

M5-Digest
Index #

235335

Protein Name

Macrophage migration inhibitery facior - Home sapiens (Human)

Fragment-ion (miz) [70.066 [86.095 [34.066 [120.082 [158.065 [175.119 |186.060 [261.164 [272.173 [289.107 [317.101 [371.239 [436.179 [464.174 [485.291 [577.257 [506.338 [67e 340%2 [T00.383 [782.424 [199.456 [912.535 |917.446 [1052.608 [1130.620

Frac. Inten.(% of TIC} | 0.00| 007 | 112 0.04 207 1.22| 1230 1.0 6.59 404 1132 145 2.28 0.58 2.5 430 218 1.04 7.5 217 1405 8.68 1.02 Exy| 1.58
Rel. Inten.(% of BF) 002 | 048] B850 022) 1474 £66| &7.52 Ti@| 4689 2271| 8055 | 1020 1622 &709( 1841 | 3121 152 743 | 5344 1548 | 10000 | 4740 7.27 26.37 11.10
Score 020| o022 -008| 100 050| 160| 050 o07s| 10| o0s0| 0650| 160( 050 O0&0| 150 050| 16D 007 | 1s0| 050 180 180 007 1.50 1.50
lon-type FR F at yi b Fl ¥2 a2 b2 ¥3 a3 b3 ¥4 b4 ¥ il | y7-M=3 ¥ ¥8 ¥o yid
Delta ppm 182 43 .0 8.2 0e 1.5 10.1 8.5 8.2 44 -2.2 123 128 16.4 a7 i2e 133 104 18.2 aF 123 -121
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1 =M 88T B 26 Plawe T vis/ T e B (8 AITRESED OO0ED LB 1MTAATTE MM PRTE

ABEIE Bdacmphage migration Intibiory facior - Fomo sapiets. (Human]

Fragrmest-lon (mEz)

[ee.0a7 [120.002 [124.006 [144.048 [z20.100 [221.000 [s7z a7z [2raave [s27.016 (374280 [so0.2267F [eb2.200 [esa rag™® [t60.158 (485080 [ro.ma™ [recem [senass [smm ass [fonavs [reza1s [foe.sez (2624 froo7.ee [10ssces

0. Inbams of TIC) o2 2ed 1E&1 13£ 253 207 A7E 133 1857 1.47 o=a 12 0. B.TE 192 1.3 40 2.9z 214 | 1252 2E| 17T ESL 1L [nk: =)
Ral. int=n.% of BF} 0E5 324 BES 718 f508 1198 E2ES 750 | 100.00 T.50 455 6=2 g7 47.14 10,33 T4 1234 1E03 1153 ST.7E 1102 193 17.20 BIE =3
Soors o2 100 =003 =007 asd aTs 1.20 Raling =1 1.50 120 =1 .50 .20 .50 1.20 oo 1.50 [xk-"u 1.50 050 1.50 1.50 oe=d 1.50
lon-fypo Ll F FI-28 I ¥z by e W't 23 w'? b3 w ' By ¥e |yl e [yrhiz V7 ¥ b o
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&F1 ¥

Rank 3Jpors o BCE Unmatohsd
bong
1 vm arFr 7 BZE

Sagusnas

Mz wmoTon TR )

=

Detailed Results.
MH™ MHY  MHT Frofem
Aoosssion  ME-Digect
aloulated  Error  Error MANEd Zpaclec 2 indegg T rocein Hame
iDajl (Dl [[Zada 1] (Dl
1147.6622  DLDOTE BE 124TE4T.TD HURAN Fi4i74 23638 Macrophage migrtion Inbisiory factor - Homo saplens (Humani

Fragment-lon [miz) |i"l].I]BI- |i"£l]ﬂ1 |BB.IH'G |‘|'II:IJ}GE |"I!I:I.{l'|"|' |‘|'|‘E.1"IB |‘|BE.1E-‘| I!l‘l]ﬂ.{ﬁ"ﬂ I!Z"IE.{G? I!H-ED&Z I.E-S-Ej-l-l} I.Z?TI.I]?E IZ?!JH |-!-"I-5.1B"I |-M-E-.1B} |ﬂ‘&.1k&- |IB"I.1EB |IB=5.!B1 |4B&TBB*2 ||58'L3=J4 kﬂi.&&ﬂ |'|"l]4].3'|"4 |m.411 |m.u‘r |'F'I!.52"I

Frao Intsn. % of T 0od| oaa 1.4% 2= d1e 251 4z 349 245 152 ie= 124 T1E .20 BA40 210 1.82 2.83 120 470 542 1843 453 | 143 1.30
Ael. it of BR) 01| 08| TES| 1232 age | 1384 | 2474 | 1845 | 4354 B33 | 2005 | 04| 3634 875 | 4580| 14FW 5.85| 1372 275 | 2545 | 3424 | 40000 | 2457 VROV | 02
Fpare 0.20| oO50| o22| -442 1.0 120 | 0z= J50 i 0=0 gso| 04 1.50 ors 050 0.rs| -0id .50 Rk [ 10 b 1=0 o.s0 1.50 1.50
oo PR W LI F Wi & TH b | yz-HHz ¥z THY bz | HNTHY Wl ve |¥e-HzD ¥ | Fr-MHz T ¥
ks ppm -85 T3 -5 -25.5 1.7 -BE =52 285 | 18 24| -203 15| -287 5.3 ST 142 a kel -5 S0 -84

Recat

%
1 Back
1045 r
h?
M 7 o
e ¥, ——
N 5 ¥y
2 1 1 TRV | Y Shrink
a I 1 l ]
T T T T T T T
0 03 o 0 O L+ e
Ml [rule)s Lakak
Detailed Results
# MH* wut  met Protein . i
Rank Score ESQI:]I BCS Unmatched Sequence Caleulated Error  Error MWipl Species MEE:EIDI'I M;;:E:‘St Protein Name
lons ©a)  (pa) (ppm)  (Da)
1 1372 836 7 Ti25 - VINIL N TR (D) 1042.8078  0.0042 1.4 B981.289.03 HUMAN 075438 368007  MADH dehydrogenase [ubiguinone] 1 beta subcomplex subunit 1 - Home sapiens (Human)

Fragment-on (miz) [72.081 [84.083 [36.057 [87.054 [158.088 [160.078 [175.119 [185.167 [188.072 [200.140 [214.153 [42.145 [274.188 [302.118 [370.171 |3g7.207*Z [387.274 [415.196 [498.305 [528.288 [528.416 [741.508 [751.465 [838.477 [B55.537

Frac.Inten(%of TIC) [ 023 [ 122 o3| oae| 1es| 503 a7z 187 aeo4| eaz| 2i2[ =2 A 151 230 472 2z 120 e[ 1327 23| am| 147 a7
Rel Inten (% of BP) | 151 | ©1a| 20| 120| 1208 |10000| 3132 | 1113| 5951 | 4208 | 1412| 2400 1051| s468| 1008 1531 | 3145| 2150 1282| o955 s800| 2220| 1137 075| 47.08
Score 0&0 | 0oe| o2z| o022 oso| os0| 180 01| o0f0| 042| 00| o7s| 10| o0s0| -0.t0 015| 1s0| os0| o0s50| o0s0| 150 180 Ot1| -D0| 150
lon-type v LI| NR|yi-NH3 at yi b1 G228 al ¥2 b2 ¥2 b3 [yw-NH2 b4 ¥ ¥ ¥7
Delta ppm 21 22| -48| 288| -129 08 137 49| 257 27 17 64| -120 7| ze 35| 130 5.2
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Detailed Results

# mu* mMu® mut  Protein . o
Rank Score ?‘:}l BCS Unmatched Sequence Caleulated Error Error MWipl Species Au:-:e;smn Mlls_l:;E;ﬂ Protein Name
lans (Da) (Da)  (ppm} (Da)
1 140 715 6 1125 (V) HILI LI/ TR (D) 943.5393 0.0126 133 69E1.29.03 HUMAN @ 075438 368007

MADH dehydrogenase [ubiquinene] 1 beta subcomplex subunit 1 - Homo sapiens (Human)

Fragment-ion (mfz) [72.080 [86.097 (87100 [115.047 [142.095 [175.116 [197.140 [198.178 [203.050 [224.139 [249.157 [257.162 [271.118 [274.191 [288.137 [316.120 [370.245 [384.134 [287.267 [429 226 [497 334 [514.578 [515.330 [628.420 [741.504

Frac.Inten (% of TIC) [ 005[ 080 262 202 1o 547 172 s72[ 704 192 zeo| 2s56| as7| 432[ 27| es2| 204 qe3[ zee| 120 ze4| 1@z 2185 e83a| 405
Rel Inten% of BF) | 023| 271|1200| 1305| 783 | 2526 7.08| 1748| 2228 | &20| 1202| 11.98| 17.80| 19.05 | 1558 | 2150 | 1258 | a5 1891 | 87| 1682 | e20( w000 2E@| 1271
Score os0| 022 -012| -014| -0oe| 80| -0oe| -047| 05| -0oe| -0a2| o0s0| 01| 150 os0| os0| os0| -008| 150 o050 07| -D02| 150|150 150
lon-type v Ll ¥1 b1 y2-hH3 v2 az by | y3-NH3 ¥3 b ¥ ¥3 ¥
Delta ppm 163 &7 157 2] 3.3 126 71| -100 10 -108 | 182 0.8 2.9 a2
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Datallad Results

# MH* MH® Myt Frobein
Rank  3oore I“!: BGH  Unmafohed Zequence Cakulsied  Emer Evor MWD Bpemes WSFESN MEDWEE e same
fen ox % om0 fre
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Detailed Results
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Detailed Results
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1 1618 TTe 8 WIE [Flme s ge7o R T DIk R (N Bl BI1 QuDDaz I0 187740 HUMAN P74 1EIT  Cymchrome © ouldase subunit 54, miochoncrial Drecursor - Homo Samens {Heman]
Fragment-ion (miz) [TREOET [Z28.082 |ZIT.084 |m16& 2B1.0E0 (184835 |£38.180 |SE9.091 (482188 ksﬂ&.’!ﬂ& |EEE.?“IF |Bi12.i"ﬂ|] |BZ?.E1B har.m (781,304 |Teg 522 |B[l?.?83 el hamaa BEZA4E 1111494 |1228.506 |1383 488 1383 580 [1412889
[Frao. Inten.{% of TIC] 243 1EH 154 1257 E 1.82 278 a453 357 18 v 158 443 1.80 1.73 553 .88 182 3ED 343 3T 37T 4.53 e 188
Ral. Inisn.% of BP) 1E.53 | 900000 | 1183 | 98967 | 2355 | 1453 | 21E56| 3BOS| Z7E5 | 1688 1574 | 158 3433 1254 | 1340 4323| 550 14.05 | 2240 | IFO7 2870 2313 FEES 5275 14.34
Foore [18="x) osd =182 150 [1=x s <132 -138 [18=x] 1.50 416 012 0.sn 150 Qi3 121 4 [x8=x] 1.50 120 120 120 osd 150 i
hanype L by ¥ bz =] o] - - L] b7 7 ¥ ¥ ¥ biq ¥z
D Ea poem -164 -84 a7 ME -16.7 g8 2B -30 -1ad -33E -3z 331 -3 T8 4.5 =185
Rusel
&
* Back
100% —
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saul L] b B
. 5, y e w ¥ i
ESE) ko b, 132 | Shrink
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> &on [ 1 a] oD 100 1300 1400
——— Ln:nla|
Detailed Results
# MH MH®  MH* Protein . -
Rank Scaore {5;'" BCS Unmatched Sequence Calculated Error  Error MWl Species .Pme:smn Ml‘:'dl::)?;st Protein Name
lans (Da) (Da)  (ppm) (Da)
1 04 952 12 23 {8l & @ @wa\WIR/T DVE/E/Q/AST/O L/ER (E) 1790.7881  0.0044 25 13890.09.07 HUMEN P10&06 10649 Cytochrome ¢ oridase subunit 5B, mitochondnal precursor - Homo sapiens (Human)

| Fragmention jmiz) [70.084 [123.058 [175.113 [215.042 [290.077 [304.158 (329,080 [347.101 [413.184 (446 183 [474.262 | 572224 [575.306 [B46.343 | gga.311°2 673315 700272 (774393 [203.462 [1014.471 [1002.486 [1248.574 [1327 634 [1245.604 [1248.6214

Frac. Inten.% of TIC) | 0.00 1.15 1.168 1.22 308 143 123 | 2102 201 512 1.78 148 1.18 177 185 | 2341 1.18 1.28 144 071 1.57 0.86 13 2045 262
Rel. Inten.(% of BP} | 0.00| 481 447 525 | 1309 a.oe 525 | ERA0 857 | 2187 783 631 508 7.58 7.05 | 100,00 507 5.38 fi.18 3 662 3.88 518 a7.2a 11.18
Score 0.20| -0os 150 025 050 1.50 025 | 050 050 | 0S50 1.50 075 1.50 1.50 0.50 180 0.75 1.50 1.50 050 1.50 1.50 050 150 011
lon-type PR yi [b2-Hz0O b3 vz [by-Hz by as bs i | PTDEE ¥ % ]!‘12-H20_2 w12 | PTDEEG ¥7 ¥o | ye-HzO ¥ wii |y1z-H0 Wz
Delta ppm -232 -3 -3 -138| 120 -5 4.5 188 | -185 -Ba 50| -152| -128 16 02 -112| 228 k! -132 232 a3 158 1.1
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Detailed Results
# MH* MHY MHT Protein ! -
Rank Score ?:'l BCS Unmatched Sequence Calculated Error Error MWpl Species Mn:e:slon MI:'E'DE')?;SI Protein Hame
lons (Da} (Da]  (ppm) (Da)
1 1538 738 7 Ti2s (S)D INE L HIP P S\Y/B/W/S BH/R [G) 1821.8377 00268 147 35390.1/9.13 HUMAN POBSTA 114427  Cytochrome o1, heme protein, mitochondrial precursor - Homao sapiens {Human)

I Fragment-ion (miz) I?D.ﬂﬁi I?z.um lad.m laam la?.m Is.um I11u.o:'o |12c|.uan Iia&nﬂ; lm.oze I1?5.1|9 1251.147 lzs?.m Iaﬁ.m lw_mﬂ Iaau.m lass.zm Im.zis Iﬁm.ﬁs"? Iiﬂi.m Issz.:m lsss.w I?1s.37-1 lsn.m I1125.55-u-
Frac.Inten (% of TIC) | 002 | 364 0.4 072| 284 | 447| 022| 727| G040| 280 72| 284| 25| 288 1078 324| 62z 28| 1128| 618 o00| 420 zeo| ze2| 3m

Rel Inten (% of BP) | D18 | 3203 | 127 | 6328|2687 | 3027 | 341 e4s0| as4| 2202 e2s7| 23z| 2260 2284 0470 | 2847 | 4875 | 2512| 1o000| sS4t o3| aver| 2282| 2670| M
Score 020|032 | 100| 022| -028| -038| 00| -085| 00| -0z| 1s50| 0O75| -023| 08D 150 o7s| 1s0| 075 150| 1s0| 1s50| oso| -nz23| 050 150
lon-type PR E| wu H % ¥i LH b2 yst2| ELH ya| PSYP yo'2 ¥4 ¥e b5 be ¥o
Delta ppm -1.a A1a| 02 18 08 20| -157 52 22| 02| oo| ez 2ol Tl 4m| sk 19.4 6.1
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Rank Scors 1% B S Urmmsichsd LEmHIEs Caculeind Drror Broror L L Smeclas
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Detailed Results

wH* MHY  mMH" Frobein

2
Rank Soors IHEEI EC? Unmaloched Zaquenos Caloulaled Ermror  Emor MWl Spaciac MN:IInn Ha-l:lln:l'i Probsin Mams
) lons (D) Dal  {ppm 1z
1 441 TEE 12 T2k |0} ARFADAT D & TV E/RD L6 K5R (E) HIBEETID 020D B2 BlEESEdTE HLRAM Eidass JEsaT Endopkzsmin precursor - Homo s2piens (Human}
Fragmentdon ivz) ||72051 [58.286 [126.058 [176.118 [204.030 [262.144 [233.072 foeves fizza7 [aezn [e47160 [B22273 [mea a6 [p10.335 [019.524 pss.212 [a76.402 000,325 [102a.40 [vo71.22¢ [1o7e e2 [1ee7.6er [1230.628 1547867 [1420.814
2o Inteni%of T2} | 0AzZ[ @[ 28| z248| <33 =ms| eaz| zz=| 7eo0| zos| 1oss| ze2| Faa[ 2z 3m| am| =& 772 25§ 238 148 1 213 408 e
RelifeniofBF) | 948 | @58| 24e3| 32| 4030 Zess| &900| 2435 | TZ2M | 1942 | 90000 | 3533| vosT| z488| 354e | 84| SETS| TRI0| 47| 2zes| zawo| 48| 2037 3mss| zEas
v oso| oz2| -03s| 50| oso| +®sm| oso| oso| oso| ois| osa| 10| os3| 1sm| pso|  asD| o 0is 150 -az| -0 1| -az| a3 180
lon-iype ¥ Ll ¥ b ¥2 Bz a2 o2 L] e b ¥ =3 ¥ ba-H30 ¥E ] i
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lone it iDal jpom (D)
1 2282 BET B 208 BRI e T AR D) 1TIAETD 000SE 32 HMOMNE4S HUMAN  OREMET 167848 SROY-ke peotein aicha precursor - Homa saskens (-uman)

Fragmand-don vz} | [F1.085 [E4.043 [107.072 [172.041 [175.118 [190.062 [218.050 [218.060 {37 100 [Z35.074 [S03.178 (528 165 (148 105 ITA DT bioz a00* |sge poz"® [616.220 |45.248 [ag 2oe™ [4pg.200™ [564.500 76348 (P72 591 (669,045 [BE0.c38
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5P1
Rank Score

(%)
1 1234 334 &

lons

1025

#
BCS Unmatched

R} BunLIVIE B/ P L Y/R (V)

Sequence

M+
Caleulated
(Da)

1359.6977 -0.0086

Detailed Results

MY mut Protein : i
Error  Error MWipl Species M“:E"’" Ml‘?‘ﬂféﬂ Protein Hame
(Da)  (ppm) {Da)

-6.3 B3034.6/823 HUMAN

GBESP0 268031

Immurnogobulin superfarmily member & precursor - Homao sapiens (Hurnan)

Fragment-ion {miz) [70.065 [72.082 [54.047 [56.096 [34.066 [101.074 [110.071 [136.076 [157.130 [175.421 [183.421 [185.084 [218.047 [251.066 [269.117 [308.220 [347.116 [a15.229*2 [£30.198 [529.267 [558.252 [505.335 [744.354 [331.433 [930.496

Frac. Inten.(% of TIC) | 0.01| 023 DDE8| 0.2 1.64 1.28 34 o 1.30 288 1.18 1.80 318 1.51 1.28 163 1342 472 1251 282 1.24 4.10 1.55 2838 278
Rel. Inten.[% of BP) 002 | 082 D2 .00 STe 450/ 1202 030 458 1009 4.14 235 1118 523 6.56 574 | o4Em 16.82 | 47.58 288 471 14.43 5.45 | 100.00 a.7e
Score D20 O350 100 o022 -008| -DOS| -DA2 1.00( -0.05 150 -004| -0.08 050| -DOS 050 -DDo& 0.5 1.30 0.50 050 | -DO5 150 -0.05 1.50 1.50
loen-type PR L) E Ll A yi b1 E b2 F."+2 b3 b4 ¥ ¥7 ¥&
Delta ppm 82 184 311 £1 23 12.8 25 -18.8 4.8 16.3 .2 58 -B0 -1 -8.2
Reset
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Detailed Results
# MH* MHY  MHT Protein N .
Rank Score SPI BCS Unmatched Sequence Calculated Errer  Error MWipl Species Aggession M3 -Digest Protein Name
(%) I Index &
ons Da) iDa) (ppm) (Da)
1 19.64 958 & 2123 (K) VIEIE|v/ENR (P) 973.4324 0.0033 34 306345710 HUMAN P13594 262037  Intercelhiar adhesion molecule 2 precurser - Homeo sapiens (Hurnan)

Fragment-ion {miz) [70.064 [72.082 (8507 [110.071 [120.081 [121.083 [160.078 [175.115 [188.074 209135 [237.134 249125 [274.186 [277.116 [341.17¢*2 [335.141 | 248472 [365.178 [392.718 394215 [411.243 [464.185 [510.300 [529.355 [7es 422

50

Frac. Inten.{% of TIC) | 0.00| 042| 200 0.24 0.ED 22 12.60 £.50 1.23 1.74 314 412 2.5 5.00 3.58 247 1.60 140 403 2.0 T.14 1.38 12.70 B.54 B42
Rel.Inten% cf BP) | 001 305 | 1460 172| 587| 1814 | 10000 4014 | 10.08| 1274 | 2288 3047 1831 | 3719 2617 | 1804 1170 | 1080| 2588 | 52| s5218| 1w07| o2vs| eovo| e14m
Score o0z| oso| -015| 1o0| 1o00| £16| o060 150| o0s0| os0| o7s| o0s0| 1s0| o075 050 | 050 080 | o075 1580| o060 150 o060 180 150 150
lon-type FR W H F al ¥1 b1 | HV-23 HV | FE-22 ¥2 FE y5-H20+2 bz | EVH-H20 EVH yE+E | ya-MH3 ¥3 b3 ¥ ¥5 ya
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Detailed Results

# MHT MY mMHT Protein 5 . .
Rank Score ?,;: BCS Unmatched Sequence Calculated Error Error MWiipl Species :EIOI'I Mliﬂfegﬂ Protein Name
lons (Da) (Dal (ppm) (D)

1 1886 305 11 523 (5] T Q A&ITIQVIVILAAE EMVR (V) 17148732 00017 1.0 54366.506.38 HumaN  DT75439 341571 Mitochondriakprocessing peptidase subunt beta, mitochondrial precursar - Homa sapiens {Human)

[ Fragment-ion {miz) [72.081 [169.132 [172.039 [175.119 [272.117 [272.171 [276.164 [389.144 [450.183 [502.262 [543.229 [561.243 [601.332 [T08.311 [715.369 [T25.307 788,360 [828.454 [BET.414 [327.523 [1026.587 [1154.666 [1196.569 [1212.618 [1255.713

Frac. Inten.{% of TIC) | D0.07 161 4.08 3.5 1.75 129 271 5.68 6.22 [ 22.06 3.18 1.32 .62 1.84 8.17 1.86 413 2.59 2.31 .17 am 1.50 1.83 5.73 367
Rel. Inten{% of BP) 0.2 700| 17E3| 1538 761 813 | 1177 | 2445 | 20,00 | 100.00| 13.80 783 15T 842 2242 205 1781 11.24| 1002 | 2878 12.07 6.58 8.18 2483 15.20
-0

I

Score D50 | -00F| 025| 150 o2 | -0o8| 150 o080| o050| 50| o025 o0s0| 150| -008| 150 L08| 050 150| 050 150 1.50 1.50 0.25 0.50 1.50
lon-type v b1-H2O ¥1 ¥2 ba b ¥4 |bs-H20 bs ¥5 8 b7 ¥7 bs 8 ¥o ¥10 | b11-NH3 b11 y11
Delta ppm -10 27.2 31 -110| w2 81 04 a2 | 142 28 EX 18| 38| 177 | -30 T4 1o| -3 65 10.0
Reset
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Detailed Results
# mut w4t mMu?  Protein . ]
Rank Score 51 BCS Unmatched Sequence Calculated Error Errar MWipl  Species Accession MS-Digest Protein Mame
(%) £ Index #
lans (Da) (Da) (ppm) (Da)

1 1257 143 7T W25 (A evs SWEYL/ESER (Y) 10034884 00027 27 120383347 HUMAN 093178 383021 NADH dehydrogenase [ubiquinons] 1 bets subcomplex subunit 2, mitochondrial precurser - Homa sagiens (Human)

Fragment-ion (miz) [70.065 [72.079 [33.044 [35.064 [110.070 [111.072 [112.089 [115.085 [140.079 [145.027 [158.023 [156.094 [175.117 [251.149 [260.073 [272.171 [273.479 [324.479 [ng 183*2 [362.183 [379.241 [401.205 [46a 208 [514.253 [s51.350
Frac. Inten.[% of TIC) | 0.07| 008| 178| 18| 085 300| 008| z30| 205 Z78| 3a7| 180| &41| 23| 527| Zi18| 243 | 1ae| 1551| 531 238| 438 185 85| 74

Rel Inten(% of BF) | 002 | 043 | 543 | BED| 261 1414| 027 | 1087 oee| 1305 18327 7s54| 2084 o057 ( 24ee| 10000 1145| 7om 7224 1581 1500 2071 020 | 32238 3807
Score 020| D50 O08| -002| 100| -D14| 033| O] -00| o060 -DaE| 0S50 150 075| 050 150 -011| -ooe 150 -018| 018 150 | 050 1.50 1.50
lon-type PR v H R b1 ¥1-MH3 ¥1 HI b3 ¥2 ﬁ+2 ¥2 a5 ¥4 ¥s
Delta ppm -32| -288 -11.8 178 -10.4 120( -140( -102 8.3 -1.5 57 2227 ae 25| 115
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#
Rank Score SFl BCS Unmatched Sequence
] lons.
i 2332 1000 & 025 (G) 21GI6|A|LIF/VEE (D)

10155142 0.0021

Detailed Results

MH* MHT MHT Protein - B
. A MS-D t
Caleulated Error Errer MWipl Species. CE;SIDH |n:|glgl;:
(Da) (Da}  (ppm) (Da)

21 27391.TB21 HusieN  P19404  36B451

Protein Name

MNADH dehydrogenase [ubigunene] flavoprotein 2, mitochondrial precurser - Homo sapiens (Hurman)

Fragment-ion {miz) [70.088 [72.080 [86.09 [110.069 [120.083 [132.048 [160.043 [175.117 [217.065 [246.093 [274.086 [295.153 [112.176 [335.200*2 [345.120 [a00 225% [#11.245 [128.745 [458.196 [558.310 [654.370 [§71.297 [742.441 [759.455 [856.260

Frac.inten.(®% of TIC) [ o0 oos| o2z oo oor| ees| soz| see| <[ 175 =0 wo2| =oe 08| B0 1285 wmez| 2o 172 1s1e[ 122 eoof zex[ e[ 27e
Rel Inten.(% of BF) | 002 | 059 | 170| o073| os2| so37| 2815| ee07| 3420 1229| esen| 1461 2340 2329 | 6222 1405 | f032| 2240 1304 | 10000 | 1328 | 7s21| tem2| 1364 | 2004
Score 020 | oso| oz2| 100 100| os0| os0| 1s0| ops0| o050| os0| o850 150 150 0.50 150| 1s0| 150| ©0s0| 1s0| o050 150 150 150| 150
lon-type PR v LI H F b1 ¥ b2 a3 b3 | y2-NH3 ¥2 5‘\5+2 b4 )’T+2 yE+HE b5 ¥4 | y5-hH2 ¥5 Vil ¥a
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5Pl

Rank Score (%)

1 1219 7735

g

#

BCS Unmatched

lons

Ti23

Detailed Results

+ + + i
MH MH HH Protein . Accession
Sequence Calculated  Error  Error MWipl Species 2
(Da) (Da}  (ppm) (Da)
W) EIT/E/ERER (T) 1004.4456 00018 1.7 30540097586 HUMEN Q13162

M5-Digest
Index #

421839

Protein Name

Fermoredoxin-4 - Homo sapens (Human)

Fragment-ion (miz) [70.066 [74.063 [84.044 [86.085 [106.032 [112.086 [140.073 [172.037 [175.120 [190.051 [203.108 [214.643 [218.044 [231.084 [255 141 [272.166 [279.162 [301.079 [343.686 [368.233 [284.214 [421.228 [540.281 [669.323 [770.363

Frac. Inten.{% of TIC) | 001 | 309 | 010| 230 2.63 0.02 278 4.81 6.74 4.02 314 a0 743 480 4.85 g.02 417 8.23 3 247 | 1247 | 4489 T 217
Rel. Inten.[% of BP) 007 | 3274 | 0.84 | 2785 21.82 077| 2281| 4032 5542 3303 | 2583 | 2401 | 6104 | 3048 2084 | 4003 2428 5147| 2641 | 2022 | 100.00 | 1002 | 3886 | 230,09 28.07
Score 020| 033 100 -028( -022 033| 023| -D40 1.50 0.50 0.50 1.60 0.50 078 0.50 1.50 1.50 0.25 150 | -0.20 160 | -DB 050 0.50 .50
lon-type FR E R ¥ al | TE-2E| y+e3 b1 TE | y2-NH3 ¥2 | w4 |b2-H20 [ yies yHE y4-NH3 | y5-NH3 | yE-NH3
Delta ppm 9.8 -7.o -11.8 68 -18.1 20.0 123 -227| -223| -178| -128 27| -231 10.1 18.1 -153| -126( -215
Reset
Ll
.57 Back
100.% —_—
N
1
1 . €]
¥, "JHS M
4
TE- 212 Byt yyrtiHy
| | | | Shirimk
L) L) L}
EDD 00 00 00
eI Labels
Detailed Results
# MH* mut et Protein ) o
Rank Score ?;'I BCS  Unmatched Sequence Calculated  Errer  Error MWipl Species Aocession Miif:‘st Protein Mame
lons (Da) (Da)  [ppm] (Da}
1 1203 713 @8 825 (L) B\P G D C E\V/CIL/5/Y L/G/E [F) 1653.7338 0.0153 92 202367869  HUMaN P535145 30621 Protein ARMET precursor - Homo sapiens (Human)

Fragment-ion (miz) |70.066 [72.082 |s.1.uqs |Sd.|lBi |Bs.c|96 |9-LEIE§ |1uz.n55 |nu.071 |12n.u?9 |1as.0?5 |153.092 |1rs.1|e |m.1ua |2az.uu |245.1ua |:=.Bs.25c| |m.2s.i |595.319 |$1'||'_m+2 |szg,311+2 |?M..mz |?1s.2ss |m.259 |sﬁ.-uz|m.328
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Detailed Resulis
a MH™ MHY M Protain
BC?  Unmabshed Baquanse Calouisled Emor  Emror MR Tpeales m‘“:‘b" ":m“ Frodsin Name
lors: D) iDal  (opm iDal
7 1206 MW E S EDESAL A KLYEATR (T 2GART GO0 0 ISRERADE] SUMAN  Panens £23991 505 rbosomal protein L7a- Homo sapkens (Homan

Fragmentdon (miz) 72,082 Fa.me 88058 [pa.08e [117.0867 [120.078 [220.085 [172.002 [176.123 [217.08¢ [215.088 [rmez03 (301147 [sem.241 [as6162 [e6m 278 [pan.12a°T [527.361 [sme.are [roness [moreoe™? [pazieen T [Een.asd [sroaes [persoe

Frao. Infani% of TIC) | 211 Q3| z2s4| =12 3 I 4.08 4.33 288 | 1804 14 2E2 7T FLy ZES B35 2.9z f30% 1ES 470 S .29 254 ZBB 4.3
A=l Ink=n.{% of 28} aly 153 | 16539 | 17.29 | 1555 | f2s58| 2261 | 2400 | 1553 | 10000 | 7.9 | 1484 4535 | 9353 | 14E3| 3IBIZ 16.20 | 7257 1474 | DS 1752 12.70| 155 | 1585 244&
Soors Q=0 | 0Zz| Q96| -A17 8| 013 orFs | -024 1=0 0EJ| -di8 120 0TS 120 [y - 1.50 015 120 Q.t5 150 -01E 413 | -01e 016 0.4
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Rank Score ?.’:.I BCS Unmatched Sequence Calculated Error  Error MWipl Species M#SS'D" Mlﬁgﬁst Protein Mame
fans (Da) (0a) (ppm)  (Da)
1 1257 788 8 825 (N} v t\s/o avtIT/H/Y/P @ I/4 D R (M) 16257662 00285 476 420052524 HUMAN P&2IT3E 9969 Agtin, aortic smooth muscle - Homo sapiens (Human)
1 1257 788 8 823 (T)w thara avTiT/M//e @ T/a D R (M) 16257662 00285 176 41737.005.29 HUMEN P&OTO9 10023 Aztin, cytoplasmic 1 - Homo sapiens (Human)
1 1257 788 8 825 [N} tha/o ave|T/H/E/P @ T/A D & (M) 16257662 00285 176 4201529523 HUMAEN PEB032 10091 Aztin, alpha cardiac muscle 1- Homo sapiens (Hurman)
1 1257 788 8 825 (Thw zhade avriz/z/e g 1/a o R (M) 16257662 00285 176 417930531 HUMEN PE3261 123 Agtin, eyteplasmic 2 - Homo sapiens (Human)
1 1257 788 8 825 [N) ¥ t\a/a ovT|T/H/T/P @ I/A D R (M) 16257662 00285 176 4187715531 HUMAEN PEI26T 1061 Aztin, gamma-entenc smoot muscis - Home sapens (Human)

Fragment-ion (nvz) [70.061 [85.097 [160.077 | 285126 [301.160 [303.132 [361.181 [398 20072 [427 217 502240 [503.275 [628.345 [g32.312°2 [54.313°7 [668.309 [585.334 (750,983 [783.373 [791.415 [B17.368 [831.411 [p98.151 [322 474 [1023.523 1238 601

Frac. Inten(% of TIC) [ 217 o24| 270 175 as| zzm| s 103 226| 01| 4p2| 1248 20 201 ee7| 43| z21[ 17e| 10| 270 174 174 a0 2090 2861
Rel. Inten(% of BP) | 11.75| 1.32| 15.13 @51 19.43| 1235 3218 1044 | 1224 | 1634 | 2130 100.00 18.14 1080 13| 2674 | 1187 | 053 | TI.04| 465| 944| f41| 2309 1873 1412
Score 012 02| o0s0 oz0| os0| oFs| 1m0 01| 025| 05| 050 150 018 os0| 38| 025| 02| 10| 1E0| o026| -008| -0p2| 150 1.50 1.50
lon-type LI a1 | 8GGT-HzD bz | S5GGT N E] by-Hz O bs be ¥ ‘+h0+2 b7-H2 & y7 [be-H20 e ¥o iz
Delta ppm 20| -84 02 15 43| =5 /| 16| 43 75 T 225 128 108 304 368 43
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Detailed Results

# MH* MH"  MH* Protein . )
Rank Score [5.:]' BCS  Unmatched Sequence Calculated Error  Error L Species .Pm:smn Mii'?;ﬂ Protein Mame
lons (Da) (Da)  (ppm} (Da)
1 1083 €75 & ar25 Mewrw/r I ¥*E0 ¥/AL'PEALILEIL 20380578 00479 88 4ITIT.L529  HUMEN PE0TOS 10025 Actin, cytoplasmic 1 - Home sapiens (Human)
1 10863 673 6 ar2s Merw/rPIYESYALPHALILERI(L 20380578 00479 88 4TI3UEM HUMaN PE3261 10123 Actin, cytoplasmiz 2 - Homo sapiens (Human)
Fragment-ion (miz) [T0.085 |?2.un1 |ﬂﬁ.EIBI |1|o.u-?2 |12?.u:33 |135.|m' |1a3.1-19 |193.um |m.us.1 |235.11r |3M.1u3 |327.113 |353.m*’ |3su:ar2 |:Hau.1m |4M.1?5 |m.23r2 |.m.25a*= |551ac|g‘2 |n10.323" |53| B04+2 |m.m |an(;_955‘2 |a19.3:m |asu.553
Frac. Inten.(% of TIC) | 0.01 | 008 02 0.08 244 030 3@ 362 5.00 315 .50 823 3.50 285 33 5.00 287 528 215 6.32 324 | 1272 10U55 337 285
Rel. Inten.[% of BP) 006 083 217 0ad| 191 235 2404 | 2B33| 3008 | 2463 | T432| 4B54 28.08 Z2IT| 2668 | 4613 2089 41.20 2408 40.44 2632 | 100.00 E2EQ | 2833| 2311
Score 020 0%50( D22 00| 018 100| -02E8 2] 0.50 078 0.25 0.50 1.50 22| 028 0.25 0 -0.41 025 -0.40 028 1.50 1.50 1.50 1.50
lon-type FR v LI H ¥ al bi PH |ba-HaO bz )Ei-E bz-Hz 0 ¥ ,,1;2 V7 ¥E
Delta ppm 3p| 52| &5( 38 03 g Fs| -z s a1 178 Y a0 op| o8| &7
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Rank Score fq:]l_ BCS  Unmatched Sequence Calculated  Error Error MWipl Species Ann:e#ssmn “Isnﬂg:‘ﬂ Protein Name
lons (Da) {Da)  (ppm) (Da)
1 1468 798 10 825 (Y)a w T'\WIL|E|@/3 T/T M/Y/F O I/A D/ (M) 1911.893% 0.0354 185 #1TITONE29  Human PEOTOS 10025 Actn, cyteplasmic 1 - Homo sapens (Hurnan)
1 1468 793 10 23 (Y)a ® T\VILIE |G/ T/T W/Y/F O I/A D/ (M) 1911.893% 0.0354 185 41733.4/531  HUMAN P63261 1H23 Actin, cyteplasmic 2 - Homao sapiens (Human)
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Rel Inten.(%of BP) | 1473 | 074 | 1563| 50.12| 1486 | £1.31| 1770 2588 1808 | 64082| 7181| 31.23| 100.00| 2085| 4728 2454/ 1557 | 1735 | 2830 2008 17e7| 2475| 3510| 1987 | 1720
Score -015| o022| -016| 150 -0.45| o025 50| oS0 @8| o025 o0s50| o050| 150 050 150 025 -048| -0a7 150 150 D18 150 1.50 150 @47
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Detailed Resulis
Ed mu MHY wHT Frotain
Rank  Soome BF1 BCE  Unmaiohed Saquanos Caloulatad  Error  Emor L= Ipaclas Aesession  M3-Digest Probein Name
(L] E] Index #
fang 1Da) mal  ipam Ll
1 1740 B48 B alzd WY G/ viml v ETRA0TD  0.DID T4 ATIERZTOT HUAMAN POarEs 1s448 Aipha-enciase - Homo sapiens (Human)
1 1740 B48 B alzd WY G i v ETRA0TD  0.DID 34 ABRETUT.BE  HUMAM Pi3EEE 1s4208 Betarenoiase - Homo saplens {Human}
1740 B48 B alzd WY G/ viml v ETRA0TD  0.DID T4 ATREREIAET  munsn Pog Gamma-snolase - Homo saplens {Human)
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Rank Score [5.:;

i 1547 752 3
1 1547 752 9

lons

625
625

#
BCS Unmatched

(S} ENT DNI ENVW/E/D/ESS B4R (R)
({S)E\T INI EVVW/E/D/E/S SO (R)

Fragment.ion (miz) [70.065 [T2.081 [84.00 [36.099 [94 066 [110.073 [115.049 [120.085 |14

Sequence

MH*
Calculated

(Da)

18297386
1829.78386

MH*
Error

MH*
Error
(Da)  (ppm)
0.0124
00124

Detailed Results

Protein
MWipl
(Da)

Specie

6.8 3081550904 HUMAN
6.8 29668.1/8.55 HUMaN

5 Accession MI?‘-‘I’J;E:’H Protein Name
POC7P4 678538
P4TIRS ET8563

Cytochrome b-o1 complex subunit Rizske-like protein 1- Homo sapiens (Human)

Cytechrome b-c1 complex subunit Rieske, miochendrial precurser - Homo sapiens (Human)

3.084 [175.115 [198.070 [226.057 [332.180 [40s 67472 [422.115 [442.127 [448 18072 457 212%2 [527 233 [537.252 [554.247 [F01.331 [725 271 [p16.357 [p13.20

Frac. Inten.{% of TIC) poe | 574 0.08 1.85 0.ov 24 273 240 233 3.55 273 3.58 .60 250 N 387 1.84 5.82 940 1032 3140 | 1448
Rel. Inten.{% of BF) 14.41 [ DED | 4040 040 | 120 0.51| 200 1925 ( 1754 | I344 | 2409 1959 | 2524 6124 17.58 1.36| 2580 | 13688 | 41.00| 68.@2| 775 | 2183 | 100.00
Score -0.14 [ 022 | -040 100 -0.13 100| -021 1.60 0.50 0.50 1.50 D50 0.25 0.50 0.50 1.50 075 | -014 1.50 160 -073 150 1.50
lon-type LI H F ¥i ai b1 ¥2 h5.+2 b3-H2O b3 Y?-'-EO"2 W+2 a4 ¥4 ¥& i ¥7
Delta ppm 334 19.3 6.2 -1 -33 L2} -1.9 os| -280 -3 234 11.0 6.8 -T2 74 ta -24
FSEY
43
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Detailed Results
# MH* MH™  MH™ Protein " i
Rank Score ?5:; BCS  Unmatched Sequence Calculated  Error  Error MWipl Species Mﬁ;slon Mﬁ"iﬁﬂ Protein Hame
lons oa) o3 fppm) (03
1 1202 568 5 25 BlooWVLPEAHEIVEHTWIEVAEIDAR(M 26753472 0.M40 5.2 B2TEARD36 HUMAN GENGZS 126217  Deleted in azoospermiz proten 1- Homo sapiens (Human)
1 1202 568 5 a5 BleewWVLPEARIVEHRTVIFEVIGE ID AR (M 26753473 0M40 52 BITEAWDIE HUMAN QNG 126217 Deleted in azoosparmia proten 1 - Home sapiens (Human)
1 1202 %8 5 ai2s BlooWVLPEAHEIVEHTVIEVASIDAR (M 26753473 0.M40 5.2 BITB48/836 HUMAN GINGES 126217  Deleted in azoospemmiz proten 1 - Homo sapiens (Human)
1 1202 368 3 a5 (S)e0WVWLPEGEIVEHET VIRV IDAR(M) 26753473 00140 5.2 6313200884 HUMEN Q37 126219  Deleted in azoospamia protein 2 - Home sapiens (Human)
1 1202 368 3 a5 (S)e0WVWLPEGEIVEHET VIRV IDAR(M) 26753473 00140 5.2 5498390890 HUMAN QONRS0 12624 Deleted in azoospermia proten 3 - Homo sapens (Human )
1 1202 %8 5 25 (S)leeWWLPEOXKIVENTVIEVGSIDARM 26753473 00140 52 B47853/923 HUMAN  @B8BSG3 126293  Deleted in azoospenmis proten 4 - Homo sapiens (Human)
1 1202 %8 3 a2s SleogwwvLPEARIV T VIFAVIZ/E I D AR (M) 26752472 0.M40 5.2 B4TES.D.23  HUMAN BESG3 126223 Deleted in azoosparmis proten £ - Homeo sapiens (Human)

[ Fragmention {mz) |?2 081 lnsosshuznss 120079 [175.118 [200.138 [226.121 [228.133 [oa3.135 ﬁ 161 [330.133 |m 28 |5a1m 588.310 [651.797°2 [687.352 | 715375 [735.377 [p15.384 [34.045 [921.475 |1n-ufm [1088.544 |1139 580 |1zz1 6202
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[Frac. Inten (% of TIC] THed[ 205 231 7 [ £ e 706 700
Rel. Inten.{% of BF) | = 5 ) 73 Y i i 7 1875| 1a0r| mos| ries| 13 wnon| 16| 2| wes| wa| @%| B 1138
Score om | 22| 00| +1oo| 1s| os| 020| 07s| 0a2| o7s| -ia| 02| 1s| 1s0| 12| 1m0 4o0| -042| 1E| o0s0| osm| -040| 015 050
lon-ype vl o E F| Ty |Gekz GGl G I y7 | PNTVRVG ¥ | btz | brer P
Delta ppm 45| 73| 72| 48| 48| a2 a5 176 07| 47 ko 43 42| 83| i T
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sP1
Rank Score %)

1 1331 824 4

#
BCS Unmatched
lons

a5

MH* MH®  MH™

Sequence Calculated Error  Error

(Da) (D3} (ppm)

S)w 11e/F/T1 TVWE L3 R(T) 13447344  0.0001 0.1

Detailed Results

Protein . "
MWipl Species MGE;S"’" Mﬁgﬁﬁ Protein Mame
(Da)

ETI0280666 HUMAN  P54336

398375 Delta-1-pyrrofne-S-carboxylate synthetase - Homo sapiens (Hurman)

| Fragment-ion (miz) [70.085 [T2.080 [54.079 [86.096 [120.083 [172.429 [167.068 [201.119 [217.133 [218.142 [245.126 [245.133 [346.127 [358.209 [455.257 [459.263 [472291 [s96.778° [515.306"2 [544.277°2 [571.365°2 [619.425 [785.491 oz 542 [1029.610

Frac. Inten.(% of TIC) | 001 | 010 | 185| 084 0.05 1.88 174 234 7.20 1.83 a.7e 206 236 242 183 188 750 1.67 15.80 1.70 431 24 8.83 3.80 1287
Rel Inten.[% of BP) | 004 | 068 | 1237 B2 033 | 1183 | 1101| 1424| 4580( 1035| @147 | 1303 | 1508 | 2164 1215 1183 | 5033 1184 100.00 10,76 27325 | 1478 5§6482 | M72 B2 43
Score 020 050 -012) D22 1.00 050 -0.11 0.75 0.50( -0.10 073 -013 0.50 0.75 0.50 0.75 1.50 -0z 1.50 <011 -027 | -015 1.40 1.50 1.50
lon-type PR v LI F | Ls-22 LS | PF-23 yz2-NHz b2 |ya-NHz [ye-NHs [ PRIT Y4 wt ¥ ¥a V]
Delta ppm 1.1 -88 -1E 144 -8 -25.2 -85 12.3 100 08| -105 33 T4 a5 41| -15858 0:s
PF FFI ’
-T.6 -137
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Detailed Results
# MH* MH*  MH Protein ] :
Rank Score ?q?]l BCS Unmatched Sequence Caleulated Error Emor MWl Species Aene;.slon Mﬁgﬁﬂ Protein Mame
lons (Da) (Da)  (ppm) {Da)
1 1317 TBE 9 Br23 (Rj® & 8 0 = @ F\8\L 8/ A'0/TID/D/Y 1IF & (R) 2570666 00121 S BZ2ALI5A3F HUMAAN Q16553 148377 Dihydropyrimidnase-related proten 2 - Homo sapiens (Human)

[ Fragment-ion (miz) |?n.nas [p4.043 [e.036 !ﬁhﬂ?ﬂ |11n.uss !1zo.m !2?2.1?0 !m.15a }m_m !559.753 |a14.3x !335_312'2 |sa1.312 |5_355’3 |ma.:asr2 !m.:ua !m.asr? }m.m |a?z.359 |a¢n,15? |&5B.m !B?M&S !mm*z !1m-ﬁu |1c|93.533

Frac. Inten(% of TIC) [ 000 | 220 | 055 009 012 014] 1371 231 388 | 334 438 388 | 380 291 282 | 1426 287 | 1100 23| am 383 525 278 284 100
Rel.Inten(% of BF) | 003 | 2799 | 387 0B85| O0B4| 099( 9810( 2324| 2583 | 2345| 3074 72| 2883 20.39 2541 | 100.00 200 | 7712| 2248 | 2500 | 2542| 3482 1243 1883 | 2187
Score 020 ( 028 | 022 050 1.00 1.00 1.50 0.75 1.50 -0.23% 150 025( -027 -0.20 025 1.50 0.50 1.50 05D | -026 D50 150 0.50 0.25 150
lon-type PR L QK H F ¥z DD ¥4 ¥5 |by2-Ha o *2 Ve big*2 ¥ b7 ba ] pgt2 | ba-H2O wio
Delta ppm 53 28| 03| -188( -158| 48| 248| 128 0.9 7 67 apa| 48| 49 48| 20 28 £A| 194
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Detailed Results

MH™ MH™ MM Protein

# - .
Rank Score ?;; BCS  Unmatched Sequence Calculated Error  Ermor MWIpl Species Ame:smn Maﬂﬁﬂ Pratein Mame
lans (Da) (Da)  (ppm) {Da)
1 1580 631 10 025 (RlE T s/s/o/v/in/L/A/8 B/T/L T & L/R (E) 187183531 00048 26 365221488 HUMAN 000273 134213 DMAFagmentation factor subunit alpha - Homo sapiens (Human]

| Fragment-ion (miz) [70.064 [72.082 [84.081 la_s.uar [102.054 [110.071 [120.080 [140.072 [148.043 [175.121 [195.100 [187.111 [212.085 [300.113 [a55.780°2 [491.282°2 | 530.311°2 [547.839°2 [573.375 [583.360*2 [sa2.809°7 [686.451 [5a0.409°2 [r22.916°2 [321.420°2

Frac. Inten (% of TIC) | 001 | Q20| 232 | 0.3 010 0.28 400 444] 48 310 283 18 240 an 487 645 204 B8 G.84 13.31 7.54 a.Te 2493 4.33 i
Rel Inten(% of BF) | 005 235( 2481 | 25 076 211| 3008 | 3338 62| 2333| 2180| 2880| 2175| 2333 AN 4547 208 6158 5141 100.00 5687 | 2836 2204 3255 4220
Seore 0.20| 050) -025( 022 1.00 1.00| -D30| -0 035 150| 4022 020| 422 023 1.50 1.50 0.5 1.80 150 1.50 1.40 1.50 1.0 1.50 042
len-type FR v LI E H ¥ ‘ﬂ+2 El-z wu-NHz*: 111[.*'2 ¥ FI1+2 Y‘IZ_Z ¥ YI3_2 ,,1_,1-}2
Delta ppm -11.8( 134 10.2 24 02 100 a8 ER 350 a3 249 LE: 143 -T8 a0 51
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Detailed Results
# MH* met  met Frotein . I
Rank Score if::; BCS Unmatched Sequence Calculated Error  Error Mwipl Species RHe;smn “Isn_gelfe;l Protein Mame
lans Da) (D3} (ppm)  (Da)
1 13 507 6 10025 (RITAQPEDEV S WI/E LIFL/E I LR (T) 21211525 00407  -5.0 8130840608 HUMAN P33933 324885  DMA replication licensing factor MCAT - Homo sapisns (Human)
Fragment-ion (miz) [70.065 [T2.081 (84,045 |86.097 (94.065 [101.071 |110.071 [120.080 [136.075 [157.133 [175.118 [185.127 [233.162 [249.673 [313.182 |496.335 | 506.234 |611.41T (758.480 |gpg opz*2 (928.590 |ogn.00q+2 [1004.529%2 [1029.632 [1303.724
Frac. Inten.(% of TIC) | 000 | Q11| 3.02| 067 | 183 0.20 0.12 0ie 1.84 447 342 3.18 1487 1.85 31| 123D 225 431 1127 2274 4.52 .98 3.24 232 258
Rel. Inten.i% of BP) 002 | 0580|1323 | 284 B48 1.3 0.51 0.24 B&51| 1984 | 1508 | 1347 .85 BEB| 1414 | B4 Q87| 1885 4954 10000 | 18.88 3071 14.24 10.20 15.78
Score 020 | 060| -013| 022 -0.08 050 1.00 1.00| -0oe| -D20 160 | -0.14| -008 160 -0.14 180 078 140 1.50 -1.00 1.50 0.50 -0.14 1.50 -0.16
lon-type PR W LI aK H F v Wy W | PGDHY ¥ ¥ Ve alﬂﬂ ¥9
Delta ppm &2 T3 102 36 0.2 -3.1 5.4 -1.0 -105 48| -106| -160 8.1 T8 -13.2
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Datallad Resulis

2 MHY  w® MH®  Frobsn
Rark Soars I’:.! BC2 Unmathed Lequence Calowalsd Erroe Emor MW Ipsung ACUTIERT MIDWSt
g lone iDai (D& (pom) (o

1 ZaE OBLE 10 LI FIDVEVIE EG A LAQAEE VLR [N 1BITTEE 00048 2B SOOBOUBTT HUMAN  PIEESR 12721 DWA-binding peotein A- Home saplens (<uman)

Fragentlon invz) [r2oe2 [r7e1ts |71 [osioes zresan [oeaazs 32477 314097 ez eo7 (3651 [reneoa | emant [E08a0 (g pae™ [B26.012 [aap gag™® [eene2 [B0.37 [ray 0™ 717.000"0 [F22 284 [roacey [massts [roznerr [12smem

Frac.ifenqeotmicy [ 0z 185[ o[ 2] o[ 1m[ s 1m[ zm| 13 2= 154 na o3[ zm 2| w2 13 0.8 2| an[ az=[ =] 1m[ =
RelintneofBF) | 02| 335| 88| &37| +130| zos| zm| ze1| sas| z2w| e aE| e a13| &2 147 | smmm| 270 200 exs| sm| 78| 2&=| 2m| wm3s
Soore pe| 13| ow| asn| -wm| ovs| dEm| aes| eso| avs| oo ars| 10 1za| 1m0 as3y| 4| 13 iz0| -ape| dE| -ace| imn| im0 1E3
e— v ¥ FE bz FEQ v | PEOA ba | FEGAG wl gt ¥ oot | Wiz W o WA " o Mz
Deka ppm sap| 22| 62| <0 oo| -4 21| =i -4z oz| a2 wel -2E =x| to| -3 B ar £1 25 a3
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ETren
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Detailed Results
z MH* MHY  MEe Prefam
Ramk  Scare ::]' BCE  Unmatshes Sequenos Caloulsied  Emor  Eror Miiipl Ipeoins ’"""’:"““ “I:':::“‘“ Fratein Hame
lzne o) oal ippm} D)
1 13.78 A -] EIE M) E B0 T QI /L/E /PN (M) 1440.8828 a1es 1.6 EZEIB.MEIE HUMAN

QREEYY 141863  DnaJ homoicg subsamily A member 3, Fitcchoronal precurser - Home sapiens (Humar)

Fragment-lon (miz) || 7o.088 || 72.081 | 8a.0a1|[se.067 [ s4.08a |[ 120081 |[130.07¢ | [ 160086 | [176.992 | zr2a70 (355074 ][ 271238
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[ 422 268 | [ 492142 |[4me 133 | [ 641342 |[Bas.020 |[ sE.a22 | 26p.a44 | ege1me [ 22137007 | e7a.pene2 |[ep1 962 |[ 7e2.208 | sas.6en
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8Pl #
Rank Score BCS Unmatehed
%] ong
1 1125 70.5 T 1WEs

Saquance

(RITGFEFTTOEFIAVHEGD TE OWAVIF @ B LA Vo/ee (R) 33608603 -0.0061

Detailed Results

MH* MH* MH*  Protein
Calculated Error Error  MW/R
(Da) (Ca)  (ppm) (Da)

-1.8 80827 26.35 HU

Species

MW:BIBI‘I M5-Digeet Protain Name

Indax &
MAN  GSHAMS

180101  EH domain-containing protein 1 - Homa sapiens [Human)

Fragment-lon (miz) [70.064 [72.080 [36.055 [19€.077 [145.13 [175.115 [205.105 227908 [272.171 75173 [355.724 [197 205 [585.395 [ps6.417 [Toea35 | 737389  [rec.azi [pes.13 [320.673 [se3.ae7°3 [s5e 01873 (1097574 [10e3.49e°2 11203272 [1162 55572

Frac. Inten.(3% of TIC} [ 0.00 | 0.25| 0.33 .51 203 297 247 219 I.: 380 212 2,30 3.2E R 483 238 3.04 287 219 385 E24 288 35 559 11.18
Rel Inten.(% of BP) 0.0z 1.2 1.53 1.77 -k | 13.56 11.50 14.8& | 100.00 17.82 835 10.73 1541 18.53| 2265 o7z 14.26 1347 1027 15.08 2828 1825 1647 25.25 243
Score 0.20 | 00| o022 <042 -0Li0 1.50 0.75 L35 1.20 -11E -0.10 -1.11 1.50 1.50| -0.23 07| -0.14 -013 -0.10 -0.18 050 150 0.50 0.3 0=
lan-typa PR L L il T EP ¥2 ¥s ¥ PTEGWVPG yoo-NEgT bali] pag™2 b2 poot2
Dlts ppm -4 | -8 125 219 53 a1 X EEl e 206 130 0.2 128 135 37
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Detailed Results
£ MHT MHT  MHT Protein ) )
Rank Score ?,,:}I BCS  Unmatched Sequence Calculated  Error  Error MWipl Species ME;SIM M:_I-d[llﬁﬂ Protein Name
lons (Da) Dz} {ppm) (Da)
1 11.70  68.7 [ 1023 (C)v E SIF/5/D/Y/F P LG R (F) 14348620 0.0073 31 30141.1/840  HUMEN PER104 133943 Elongation factor 1-alpha 1 - Homo sapiens (Human)
1 11.70 687 [} 1023 (C)v E 2|F/5/D//PF P LGER (F) 1434.8620 0.0073 31 301853913  HUMAN QSVTED 134033 Elongation factor 1-alpha-like % - Home sapiens (Human)

Fragment-ion (m'z)

[70.084 [72.079 [102.052 [120.080 [160.074 [135.085 [159.069 [232.143 [279.131 [308.223 [386.140 [404.147 [419.209 [450.213 [533.200 [529.329 [615.093 [e6.934 [702.401 [725.258 [755.327 [768.278 [817.404 [504.454 [1051.506

Frac. Inten % of TIC) | 0.00 0.11 0.10 ooe 424 216 283 a.10 218 8.38 B.06 3.2 289 253 405 17.82 n 258 578 235 210 4833 255 10.30 233
Rel. Inten_(% of BF) 0o 0.E8 0.53 048 2388 12.03 14.70 344 1221 3560 | 4500 18.37 16.01 14.08 2767 | 100.00 17.33 1440 | 3217 13.12 11.73 2753 14.21 57.50 16.07
Score 0.20 0.50 1.00 1.00 D.50 -0.12 <015 1.50 <012 -0.36 0.25 o.A0 -0.15 014 025 1.50 017 =014 1.50 0.25 -0z -0.28 1.50 1.50 1.50
lon-type FR v E F al ¥2 ba-H20 b3 ba4-H2 0 ¥5 ¥i [be-HzO ¥7 ¥ ¥
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Detailed Results.
2 MH™ M= WMHT Frofein
&FI Boosesl ME-Digest
Rank  Zoors e BCE Unrrarbohad Saquenca Caloulaisd Errar  Error MWl Spsalsc 2 o .1“?: Protsin Hams
lone |oa} o) |pom) ol
1 1488 822 B e B} DL (F) BOEA1EE 00048 E3  EM4LIEID  HUNAN PEEI04 163888  Elongation facior 1-8pNa 1 - HOMO sapiens (Human)
1 1488 822 B 0z (B} DR LR (F) BOE4IEE 00048 E3  EDEEREIE  HUNAN QEVTED 164095  Elongation facior 1-apha-lis 3 - Homo saplsrs (Human)
Fragment.ion (miz}  [T0.086 |B6.0BE [BE.084 100548 196,050 (126,065 [138.074 [16B.082 (176112 (153148 [219.941 |71 847 |23 132 [BE1.070 [770.988 |zza.0pq™2 |2190.232 1146 739 333 730 {496 263 (449578 U78.784 [B21315 |638.309 T02 388
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Relinfeni%ofEP | 00| 047 846 | s28| s21| &2 son| to0s=2| t14s| 2333 | 9044 | mED| BES| 04| sETE 533| 5234 | &38| 1441 | 84 |i0000| 84| 5Em| sass| Em
Boors pz0| o2z -ope| -oos| -ooe| oe| 00| oso| 1s=0| oso| ovs| ts0| 1m0 | asm aoe| -aos| 1=o| -044| os=o| 1s0| 4me| 40| 1s0| 10
lom-bpe PR u ¥ |- ¥ | PL2E PL| w+q ¥z PS5 Vi F-NHI ¥ I ¥
DeRappm 33| -134 46| -38| 45| -141| -208| 15| -203 20 s 50 17 21| =2
Reset
Lf
4 b
B G Back
100.%
¥,
el
L3 —_—
b
5 1 ., BB S s @1 . iRk
L] . s
o 1 11l 1 11l I 1 1
- ¥ 1 L] LJ 1 4
] am A0 500 o 0
s (] T
Datallad Results
2 MHT [ TT L ¥ Ty Frotsin
ak doors T;' S8 Unmatchad Saquancs Cakulsfed Erce Emor MWDl Spases RSN MEBWRE pryin piame
b L] ital  |ppm) iDaj
1 4B TEE B N2 (FIZ AV 5 5/%/FF A D LA LR (W ITEREZET QDNED 17T DETEREMED HUMMM P 16411 Eongaton fackr 1-bem - Homo sapiens (Human]

Fragmani-ion {miz) |[T0.086 [T2081 (34043 Fa.-m B.055 126,064 155078 143,060 [173.005 [175.120 [185.074 [1690.108 [201.058 (227077 | 264042 | 282047 (300181 jae7.207™" [smmzee™? [senmer™ |eeant™ |erasns™ [r7emsn™ [sed.mns (105251

weengmerTic) | ooo| o3| oo [ cze| ssv[ zes[ es| ssm[ ams|[ am [ zeda[ e[ sos[ zaz[ 1 2| 182 £33 411 1705 253 281 157 435 353
Relimsnf%of2P) | 002 | 121| a25| css| es7| sa5| &s1| sse| sss| eoe| 1354| ses| 17En| eS| e 7| =7 2= 451 04| 10000 1245 cs0| es33| EET
2acrs 02| osa| 1o0| o=| -oov| os| -0ov| -ooe| -aov| tsa| 4| -aps| -oee| oov|  osn ors| 153 EE 1.53 150 150 L cor| s 153
+2
mm-hw ;3 aE 1EE' -BI: ‘:; HFZ-:: k:f T{E ' » o I 6."3 1!‘[?:
ppm 7| -Es g =5 A7 43 0z 254 -
ADL-+HD ADL
21| 143
o Regst
'f|1
L7 Hack
LY —
-2
'II:I
Cirnar
] RS
¥ “a o
i
RFR I a Fiaty [ % Yin Shrink
B l ] i | |
T T T 1
Al B0 B0 1000
T Labeis

89



137

5P

Rank Score
(%)

1 1458 891 T

#

BCS Unmatched
lons

824 (R)V L 8 A/B/B/E F/E/E/G Q T N/R (T)

Detailed Results

+ + + -
MH MH MH Protein .
. Pocessi
Sequence Calculated  Error  Error MWl Species & on
(Da) Da)  (ppm) (Da)
17958657 0.0093 52 S0119.116.25 HuUnMaN P26641

M5-Digest .
Index & Protein Name
154441 Elongation factor 1-gamma - Homao sapiens [Human)

Fragment-ion (miz)  [70.068 [72.081 [86.087 [34.087 [110.071 [113.071 [120.081 [166.058 [175.118 [182.110 [185.164 [201.073 [219.080 [235.118 [257.142 [285.134 [404.180 [130.209 [572.976"2 [575.253 [520.794*2 [s69.322*2 [122.356 [p5a 402

Frac. Inten.{% of TIC) | 002| 1.10| 0.85| 484 0.35 288 025 337 4.81 226 8.38 5.32 383 754 <54 521 235 238 5.66 2.53 8.40 13147 545 5.56
Rel. Inten.{% of BP) 019 | B35| 7255|3523 274 2260 195| 2566 3840 1713| 4332 | 4040 2768 | 5727| 3523 | 3952 1787 | 18.00 4206 | 2681 83.78 10000 | 4160 4224
Score 020 050 D22( -0.35 100 | -0:23 100| -025 18| -017| -0«8| -040| -D28 0.75 0.50 075 -D1ia 1.50 150 1.50 150 1.50 150 150
lon-type PR v u H F ¥ PH| HF-25 HF T a2 ¥ g2 v+ v ¥
Delta ppm 25| 52| 08 52 35 48 B3| 81| 48 7T el 57 Tias as| 47| -7e
2 Resst
¥4 p—
10de Back
100.5%
]
P Yio
185.2 2
¥y ¥a bl Growr
: | T Shiink
L II | L) L] - L] L
200 400 500 &00 Tou 500
Mem U Latels
Detallad Results
[ d o * Prosis
Rank Besr I’:_: BCE  Unmached Sequence c-::-l-d :.".,. ::,, Wy Spacies  Soctmien MEDGER i bams
: lofm =0 Gl {pam 0w
1 1z FRE T -] TSR PG EVFOH R QILP AP PN A A RFE QY VART &K ABLO2E G0803 144 SIBATEAD MU Pz PRSI Engatos factor 2- Home saphe (fumang
Feagemmion miz) (6.0 [i0a raz o0z | sseime FI-EBB Fll 22 [r1nmma™ [Figi0 [Fad 247 [677.004 [006.438 fromaaeT forzan s i 06 (e ana™ [oer ma™ 102 nar™ [rasecon®® [woadsn inizens®™ [nrama™ [1ionsse™ [120n000™ [roresne® [1me ome™
e imtan(m ol TC)[ o[ 148 1% EOE S s wam [ es[ 2 am [ i EE 48 ] L& a4l L7 AT 153 1584 14 473 437
Relimenik olp) | o34 svs| sax awr | ses| se ean| aps| ses| ssa| tam 748 axx ses Bos r.eT am =oe| a2 10 03 54 5580 w13 Y 1728
Sears oz | el o o | oo | cee 1en| om| coe| cos| wso o7 s e = e 0 wee| oo 15 Ak 150 L 15 a7
o u T oT by ¥ E 2 v 3 3 -:|
D:Hl pT::| L = Sy T-I'E'.:h = - H-% & m:-n 'ﬁ-a % n:1 4 n"ll:u
CLarr
14
= Resel
o —
- Bath
ftY Fmatantl
e
T an
5 = Grow
g e
A, B (e L TR ohes ® | Ehomk
il i AT 5F I
o 1 1000 e
] Labels

90



139

Detalisd Razuite

a MH" MH®  MH" Probein
Rark  Zoore ﬁ BCE  Unmmbched Zaquance CHodafsd  Emor  Ermor MW Spegies m’m "I"”"“‘*’ Probsin Hame
foe D2 D2 o (DAl e
1 143 T8 W (FIF G adn|Fp T IS ELTIGEVER M ME0E1E OO B2 SMMERATE  HUMEN F14836 186471 Erdopiasmin reoarsor - Home Sasens (-umar
Fragmeni-lon imz) |m| }m.m |1um [120.07a [138.074 [17E.197 [251.19% [304 68 [ans 208 [pe 20077 (648288 [pve7ae’® ee109'® famozee™ [W77.a00 [edaar e vee® | roamee® [reamoe'? |7evas® [pmoamt [aoy ppst® [eevane
[Frao intsns of 1151 | @10 ez | oms| zaa[ o[ oag| 3= o[ 4| s=r s00| =ag 350 EE1 Ze0| 3mE[ aos B3 314 B Pl T 417[ co
Fal. Inban.f% cfBF} | 105 -us 47| oBe| 2445| 1| 11| :es| soaz| &143| =4 g7 | 1000|3330 =za| a4 3047| zmEa| AT 3212 S35 zsm| zmps| & sn
Zoors 10| ozz| -0zs| omo| @¢3¢| 1oo| 1o0| fs0| s| dmm| tsn om| 1o G 035 as0| m=n| 1=D 470 o= i) o0z | 1w oEm| s
fon-fyme E u irid F v ] ¥ ¥y By *2 ) I by "2 |t W T i g™
Deka ppn iz s 813 <zz| -mz| e an| -5t | Fa S Ll =8| = T e T ] T M
Feget
T4 +2 EE—
1 ity B0 Oack
0 A —
|
b1 K3
i . a "
L]
Y i By By L
by -
UL =
5 300 w0 0 iy T B
] Lubmls
Detalled Ragultz
] M4 MH" (L Pratain
Ramii. Booaw ?5:: BIE  Unmuiched Sequesce Cakulated  Eivoi  Erigi Mg Species k“:"“" IH":E"“ Bitsin Masu
[pr {Cai iDal  (ppmy 00
1 148 768 @ 1128 Ho S GDDLLFAGTEC T LRI RN R 00110 4B 13EANM HRAM P4S5ET AE0IET  Eckorpolc s lafon iton Tester 1 - Homo sasans (Human)
|Hwnt-lnn|n’:| ﬁmm ﬁhuu [e7s.ooss |3z s e res [aezner [425.268 54141 [ar.a20"? [eoea20®? [ear.zee? [panmss*? [mson® [ranass*? [raeuee'® 753327 [Peces? loaaso*? (264458 ez sey? [oelel [mrrsae®® [oeeraee™® [12716R2
Frac.mlen (%ol TIC) | 14% | 012 18| 440 65| 447 | 187 182 &G0 177 ThaE 170 50 167 104 iG5| 1GE| 1% E | I 1387 | 16 an =l R
Rel Intes|%ofBP) | 521 074 &71| m00| €75| 1237| 73| &&1| mMEd | ionoo B0 AT 5 43 704 azs| e4s| 747 1244 | @iz ssan| A3 42T 1248| 3875
Siere a0s| o2z| 00| os| aor| o) ome| 1| am on 150 AW 1.80 A8 005 15| aos| ooF 10| 150 18| 05 013 a2 1m0
londyge i L ea-Hp0 By 1 bt 1-Ho 0t wite it yate wia e | FHE watd by bl
Duhis ppm s &1 12| aro| T2 as s 10 85 a7y | =0 az| 58 45
L Res8t
T i Back
{l=c —_—
-
P
¥, Sroer
" +3 11 L - 1
L1LN | [ 5]
":J"f’ o b | THS ru"’ b, W Shrink
,, » L
o | Ll i | L |I_|_- | L |
H.II L] L L] 1 IJI’
— Labals

91



141

Detailed Results
5Pl # MH®  MH™ MW"~ Protein Bocession MS-Digest
Rank Score %) BCS Unmaiched Sequence Calculated Error  Ermror Mpl Species. & In&?:! Protein Name
lons (Da) (Da)  (ppm) (Da)
1 1963 923 13 425 (RIL 5 2 8 T D&WTEMNLTFINYEFRTARR(G) 2560307 00249 9.7 2734055 HUWEN P4saxy AT7585  Fatty avid synthase - Home sapiens (Human)
Fragment-ion (miz) [70.085 [T2.081 |24.044 (B5.097 [120.079 [175.117 [212.105 283,141 |304.164 (440,265 | 456 7442 [505.9782 [587.325 [810.813°2 | 637.799°2 |545.208*2 | 694, 347°F [T02.253 (T08.409 |776.404*2 |835.447*2 (912,486 |1009.536 [1156.601 [1551.755
Frac. Inten{% of TIC) [ 000 [ 0o8[ ooe| oz| oov| 173 88| 23| 11 170 198 2E | 180 2.02 271 10.82 185 178 282 252 180 423 2080 3T 2.00
Relinten%of BF) | 002| 022| 032| 070| 02| 605| 645 813 &61| @628 688 | 10000( 665 704 047 3310 B45| B4 015 E20 Fo0| 4E0| FZIM| 1347 1048
Scare 030( 05| 100( 02| 100| 181| O7F5| 07| -0D8| 18D 150 150 150 0.50 035 05D 025| 006| 000 150 008|180 1.50 150 0.50
lan-type PR v E L F ¥ PN PNA W +2 +2 ¥ b1 *2 |l 2 M2 bio2 b =2 [ ¥E ¥ ¥io b4
Delta ppm 41| 28| a5 73| -ma| <00 21| 17 ee| %o %a| sn| P, (RN EE R e 23| 04| 22| 64
i
243
2 Reset
[FT0 s
’ Back
100.% —
]
-2
= Grow
1 2 2 ¥, Shrink
PHA !'; byz Bpa 8 Y10 Byy =
a1 1l il g nd Jd | |
e T T T
ma 1603 1500
W (i) Labals
Detailed Results
# mH* et mH* Frotein . ) -
Rank Score :f,:]! BCS Unmatched Seguence Calculated Error  Error MWipl Species :slon Ml!;dD;E;sl Protein Name
lons (Da) (Da)  (ppm) (Da)
1 427 552 7 8125 (RIVSGQGLEZGHTF E\? AEF /DR (D) 25281874 00435 172 28074040571 HUMAN P21333 186203 Fiamin-A - Homo sapisns (Human)

Fragment-ion {miz) [70.065 [r2.081 [r2.027 [84.045 [p5.057 [57.044 [e2.081 [102.055 [110.071 [120.080 [133.083 [168.097 [175.116 [251.072 [276.167 [a31.152 [504.279 [505.270%2 [593.080 [617.363 [r3a 337*2 [764.426 [B18.674 [eez.aa0*2 [ss6.a1772

Frac Inten (% of TIC) [ 001 [ 035[ 258 [ o08[ o75[ 435[ 847 [ o009 ozt o040 @68 saz[ 458 2234 1204[ =282 737 27| 280 &75 ap4 [ a7e[ 22 4.41 273
Rel.Inten.(% of BP) | 003 | 183 | 14.10| 043 4142307 (10000 051 114 | 210 s330| 1719 2822 | 1200| e8z7| 1938| 4050 1533 | 1423 | 3183 3312 | z070| 12585 74.25 15.02
Score 020 | 050 -D.14 o0z2| 024 00| 00| 00| 1o0| 4@s53| ors| 150 -0a3| 180 1s0| 150 015 04| 150 50| 180 043 0.50 0.50
lon-type PR v E LI E H F PA ¥ v ¥ ™ ¥ | gyl ¥ byg* b17%2
Delta ppm 11| 17 32 14 07| o0 T4 -1eD 21 A7 27 2. q0a| -ED e 41
Reset
2 -
e Back
BB.2% —
¥,
/] *2
¥s 13 +2
¥y y m Grow
P ¥ 3 8 =
Sa1 b
I mil I “"i‘“ “l' Shiink
20 300 400 50 80 T00 800 900
Mass (Tt Lﬂhﬂh|

92



143

Rank foors [ BC2 Unmetshed Bequance Caloulsfsd Eror Eror MWD Spesiss “URER "m"
fore D8 [T ma)
1 M= 782 & 2L MusEFGaEYYI FIEIF 1EB2.TA0T QO30E PET ZROBRDTESE HUMMAN EidEE RS

#F1 # MH"

Detallad Results

[Probaim Name

Famie-C - Homo sapiens (-uman)

Fragmention imzy (70,056 Wlﬁﬁﬂﬂ fzz7101 [2mm.204. faga 17 (387 228 [ana 7es*? [e003sE [rza7ea*? [se1.002® [eme.cte [0 fiseene'? emcer? [rosses* [voaass? [ren e [eoesin [reame fesszs ez en 1121814 [rom.car [rams es

Frao Infsni® of TIC) [ D00 | 004 175 115 187 143 1= 235 i 1.5 4.35 145 188 oes 252 S553 1.3 7.7 111 155 oEs 118 1.21 13 138
Fnl. Inbyr % ol BF) Loo| o &0 3185 - - 258 ITe 413 ans 27 7T 23 182 15 532 100.00 Z& | 120 18 .78 1680 P Z1e 4 238
Soore 0LE | oZ 1z ors 180 | Q0| @ 00| <003 Ry is| o3| -003 1.9 0=l 153 Sl0E| 043 402 -0oa| -aoe g e 1.50 asd 0sa
jon-tups PR L i EF ] W win*? |y iHa0* wit? ] B B
Daita ppm az| ez s3] =s 23 Zer eal e s san| | -ma
3 Regset
TI,
“ Back
0% —
[EL.
g 12 yFeaT ‘Bhnnk
, ¥, o
ot ﬂ-:.l 004 ul 3 Fg FELE |ERE By By
T 7 t - T T T T
=0 am i i) nen 17m am
e Labels
Detailed Results
- MH* MH®  mMH* Protein . e
Rank Score ?;.l BCS Unmatched Sequence Calculated Error  Error MWipl Species MGE:SID" “ﬁi‘ﬁﬂ Protein Name
lans (Da) (Da)  (ppm) (Da)
1 1184 622 4 Bz LFS/LSAAGVTIQELAI SRR QR (R)

21781448 00153

8.8 S0TOE.TIET0 HUNMAN

014764 201483

‘Gamma-aminchutyric acid receptor subunit delta precursor - Home sapiens (Human]

Fragment-ion (miz} [70.066 [72.081 [34.043 [86.097 [101.069 [102.055 [129.063 [175.418 | 240.097 [243.33 [258.105 [4pa 2452 |46 77272 [525.340°2 [560.343 [gop a44-2 [702.375 [aqp 52a-2 (845,465 [851.422 [522.471 [328 550 (353,504 [1057.580 [1121.572

Frac. Inten.(% of TIC) | 0.00| 00B| DID| 052 0.09 n.o8 210 522 4.20 336 1.87 261 4.34 .88 EG5 6.10 G40 216 | 1285 .84 an B1E 524 374 213
Rel. Inten.i% of BP) DOo2) 063| D7S| 485 0.73 0a0| 1632 4052 3268 2817 1532 20.30 3378 anAT| 6728 4747 | 80A3 16.84 | 10000 | S187| 8388 | Ti41| 4077 2812 18,58
Score 0.2 0E0| 10D 022 0.50 O.7s 150 0.50 (LN 0.5 1.50 1.50 -0.:30)  -DEv 150 -D0o1 017 150 052 0.0 1.50| D -0.28 EiAF)
lon-type PR v E LI QK E| QKR ¥i | GE-H2O EL QE ¥\6+2 3,"ﬁ+z wu—z w bz | yHta7
Delta ppm 53 03| 154 T8 -22.2 Pl -8.8 -BE 15| -18.3 ETY 1.0 203 -3E4 368 251
AG-22 AG h )
-33.0 =314
Resat
s —
1228+ Back
100.% ——
503 L]
2T 8514
¥ 2 "0 Grow
] GE'Hac‘ ¥ 93
KR ¥ mige Shrink
| I | e
o |
L T L) L
2K 400 800 B ]
——— Labels

93



145

IFI

Fank Socms
%}

1 1448 TRE &

Wi

£l
BCE  Unmatohsd
Bonie

Sequenca

Detailed Results
MH® mM=" mHt Fradein
Calouiated  Emor  Error Ml Ipeoles
ioal o (pem (o2
0ETE074 00081 20 GDE0R.TEEE  HUMAN

I LIAILIE B A AL (2]

Arorpeion MEI.Digeet
B Insdex

QEPEE

20BE4

2 Frotein Hams

Samma-gluamydransterase © pracurzer - Homio saplans (Heman)

Fragmantden (m'z| |muar |w_1un |Ba.ua4 |1m.1u |1?¢m |"ITE.‘IiE |1B-E.|E1 |mm lm.m fz?s.m |2u.1!n |!rua¢ lmm |=15?.1?u |ana.t-n |mg4§'ﬂ |4u1_ta1 |qu_754"‘ﬂ |sunmal |u1u?ﬁ |mau |mm |e:7uu5 |?u.m |m514

Frac. Inbsn. % of TIC) 0.&7 | 184 1.00 4.85 a1 2E5 145 T4 o=t 882 1.85 0.8 1.38 148 iy | ak-r! 182 1.08 5 B1 -t 118 | JB3IE 270 A 451
Rl Ink=n. (% of EF) .87 | EEBD 354 12z | #4732 an2 £15| ZBO= e MTE [T .83 458 538 =Eq 338 £38 3Ee| 205B 13207 4.17 | 10000 SER| Z=AT 1554
Baora 0.22 | -0.0s | -0u04 18- u] 0o 1E0 e 1 u) o= o=l 007 Siiicy 1.50 =005 o.En 120 008 120 =02 =013 18- u] 150 =040 180 1.80
lon-dype L AL-28 & i3l AL =31 Eaa b2 V2 b3 ]'?-1 ]'3-: veHz20 VE ¥7 Ve
Cinlta ppen 210 T2 -14.4 =203 B4 -TE -154 =151 9y =119 =5 4.2 ke =54 -B3 -B7
Recet
?ﬂ
g Eack
160%
. Cirew
By ¢ 0oL L
= | ﬂl h' Bl 4 [ ¥y Sheink
JLL A L |
LA ] Labkals
Detailed Results
# MH* MH* MH* Protein . .
Rank Scors fg}' BCS  Unmatched Sequence Caleulated  Ermror  Error Mwipl Species  AecEssion  MSDNOESL protain Name
lens (Da) Dal  (ppm) (0a)
1 1M 95 10 s LILhE & b TI0/T/BAITEET DR (V) 17647381 00082 52 S42SE433  HUVEN P14214 216087

Gucosidase 2 suounit beta precursor - Hormo sapiens (Human)

Fragment-ion (miz) |1mm |1?a12n|mzu@2 |mm |zn.ms |3xzs.m| w3113 |3BI.136|451211|43&.|B1 |5au14

500273 |r.m|m-|_m+2| 705.258 |75513.1-= |rs.|.m*2 |m.312 |?a1.?se*2 |m.3nz |ass.m |su.uu |sr?.39? |1|rrsm |1m51&

Frac. Inten.Saof TIC) [ 238 [ 284 286 =572 zo06[ 218 212[ 175 5ED 22 502 &16[ 7az 2.4 168 M 333 [ 247 sea[ &l 443 aos| e[ w073 240
Rel.Inten.[%of BP) | 4067 | 3576| 2885 | 5220| 1944 | 2072 1960 | 34| s4pe| o062| 4880 4807 | TAIT 206 1588 1873| a088| 2am 33| s50a| 4125 s642| 1769| o000 3250
Scare 05| 150 00| 075| 025) -0a0 0s1| 075 1m0 075 050 150| 180 0.50 075 oie | 02| 025 pE0| 80| 1E0| 50| 050 1.50 150
lan-type a| ¥| by| SGD|bz0 SGOT-HO | SGOT| yg| bitg|  be| 3| ¥l ye+? | SGOTGID b0 | Lozl | w| w| b vl W
Delta ppm 10| 60| 88| -12| -m3 gn| 12| 43| 4B 81| 74| -3 e 153 -33 apa| -182| 48| -13| 73 44 69
SGOTQ :
5
Reset
b ] ]
Back
)‘!
b G
Y10
Shrink
Ll ¥
1020 1200
Labels

94



147

Detailed Results

s MH= MH+ MH: Protain
Rank Boors a!:' BCE Unmatohsd Sagquanos Calowlated Error Errar MWE Ipaolen Asoesglion "Iafh“;l Protsin Nams
1=l ton iDa 0a) iDal e
1 10 e23 8 128 IS LAIRE LAL/S &Y ¥ E R L) 16087770 00011 7 ZIIEEOEAT  HUMAN P08211 2I78ZE  Ghiaihions S-ansferass F - Somo saplens (Suman)

Fragment-lon imiz) | [ 70085 |[ 85078 |[8e.00a | 102084 |[ 138072 [ 174088 | 122148 | [ 200087 |[291.48 | [ 2m8.182 |[317.914 | 360182 | [ 200158 | 232,160 |[ 432200 | [ sez 327 | 67238 | | esa.292 | e62.942 | e6a.a402 | [e77.214 | [ 701722 | [ 7e6.a02 | e76.660 | 1122.042
Frac.inten i of Toc) || oon|[ zz:|[ sz 2= wpe|[  zee|[  z22][ asm][  zas][ aas][ Tme][ 2aa sao|[ 1zs|[  am 2os||  zas][ zed][ as: 1z||  ze][ zer|[ 3|l i 137
Relinten (% of2F) || 002 sz4s|| 209 15 036 || 137 || qzd|| zzas|| szss|| e7es|| sezze|| szec| zees| voa3|| 1mos|| aEed|| exTa|| edss|| 2emd 1271 || sase| sEaz| 1283 ioomo|  1mse
2oore ozn|| ozl caef o roo||  oso|| osn|| csn|| ors|| was|| osof| o I ) =R E | IR Y | IR | B gaz|| was|| oo 0| tEm 150
lan-type PR A ar|| PL-28 by PL bz ax b yitg ¥ ¥1 ¥o ¥io
Delta ppm -2 50| -3EE 58| -z 12 12 63 -2 5.1 0z -1 €0 10.0

Resal

%
aazes2 Back
1005
By
"3 Groer
by " : g
a | 28493 :517 "“3 (R oLy ¥ Y Shrink
Juk 1 I T | |
0 0 ooe 8w 1090
Mass | mi'z) Labels I
Detailed Results
# mut Mt mpt Protein " . )
Rank Score ﬁ:: BCS Unmatched Sequence Calculated Error  Error MWipl Species :5'0" “aﬁ'f;ﬂ Protein Mame
lons (Da) [Da)  (ppm) (Da}
1 1145 734 7 arzd (R)w P T &MY SIVAD/AST C/R (L) 15617713 0.0170 108 38053.408.57 HUMaMN P04408 195407  Glyceraldehyde-3-phosphate dehydrogenase - Home sapiens (Human)

| Fragment-ion {miz) [70.065 [72.081 [86.095 [34.067 [110.070 [120.082 [136.075 [175.120 [181.095 [187.111 [215.100 [252.134 216441 [ 370.974 [379.184 [482.259 [543.277 [571.236 [607.292 [T06.362 [721.337 [739.341 [805.434 [B30.415

Frac.Inten(% of TIC) | 001 | 080 | peo| 217 527 zes| 273 ese| 282 257 248 228 238 343 844 ee0| 245 437| 1548 a13| 300 282 ape| 2ss
Rel Inten (% of BP) | 0.04| 575 | 3.20| 2051 | 34.06 | 1540 1786 | 55238 1827 | 16.80| 15.82| 2107 | 1657 22.19| 5462 4270 1588 | 2325( 10000 | 5256 | 2522 | 2472 19.81| 1670
Score 020 050| 0.22| 021 -0.24| -Dia| -oi8| 150| o48| 075| 075| -021| D7 025| 150 150 wos0| oso| 50| 150| -025| 025| 150 o025
lon-type PR v Ll ¥1i 5V VD b+7-H2O | b7 ¥4 as bs ¥5 yB 7H20 ¥7 [be-MH2
Delta ppm 18| 40| 11e 43 108 -183 Al 25| 8| 204 18 87 o3 A1 135]| 210
VD-28 ¥3
108 129
Reset
Ys
1188+ Back
100.%
¥, breg Vg
% Grow
b, )
2521 b++ 4.0 5 150
.1y I 3181 ?I 2 a, I | 7 Shrink
Ll | L] I L L] I L] 1 II I
00 300 Al 500 [ al] oo BDA
Mezica { i) Labals

95



149

SPI #
Rank Score BCS Unmatched Sequence

(5 lons
1 1041 359 7 1325 (G) EIL/T/G/H/A/E/R (V)
1 1041 559 7 13725 (G) BI L/ T/ TR (V)

mut

Caleulated

(Da}

11485237
1146 5237

Detailed Results

MH®  mu* Protein . ;

Error  Error MWpl Species Azcession Mli_gg;st Protein Hame

Da)  ippm) (Da)

00048 4.2 44501.418.39 HUMAN 014556 195271  Glyceraldehyde-2-phosphate dehydrogenas e, testis-specific - Homo sapiens {Human)
0.0048 42 3605341857 HUMAN PO4406 185407 Glyeerakishyde-2-phosphats dehydrogenase - Home sapiens (Human)

Fragment-ion {miz) [70.065 [72.073 [a4.081 [35.036 [87.101 [p4.065 [104.052 [116.053 [120.082 [158.090 [175.115 |1a?_1-|3 [253.045 [322.133 [a52.118 [372.435 [3p4 20172 [333.215 [512.185 [518.232 [524.247 581286 [682.331 [795.414 [1053 465

Frac.Inten % of TIC) | 000 | 253 | 457 | 038 | 355| 751 222 | arz| o007] 230 222| z14| 210] 174 342| 306 173 | 4%8| =z08| zoz| =87 1222| 17.84| eas| sar
Rel Inten (% of BP) | 002 | 2011|2804 | 2712|2022 |4280| 1282 | 2124 | o0<2| 1314| 1233 1210| 1195 o84| 1348 | 1757 oe4 | 2607 | 1977| 1153| 2z8z| emev | womo| ass0| 2248
Score 020| 020| 026 o22| 0z20| -042| -ni3| 21| 100 oso| 1s0| -0az| o4z 1s0| oso| -DoE ow0| 1s| oe2| wiz| 1s0| 1s| 1s0| 1s0| 033
lon-type PR L F | y1-HH3 ¥l ¥2 b1 ¥2 ¥4 ¥3 ¥ ¥7
Delta ppm 0 A5 127 | -185| a7 1wo| 77 24.4 aag| 04| 47| =8
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¥y
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Y5
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3 ¥
o] 2.0 | 12, Sheink
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200 400 500 i 1i 4] T00 BoD
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Detailed Results
# MHT MH®  mMHT Protein . )
Rank Score G| BCS 1 Seq Calculated Error Emor MWl Species ‘oossion MSTDigest oy oy
lons (0a)  [Da) (ppm)  (Da)
1 10.33 530 & 1025 (E) B0V || K/A/L/R (D) 10355114 0.0033 32 TO3T5.4/5.76 HUMAM P34931 252853 Heat shock 70 kDa protein 1L - Homa sapisns (Human)
1 10.33 530 & 10725 (E) BV || K/A/L/R (D) 10355114 0.0033 32 TO0526/5.48 HUMAM POB107 255973 Heat shock 70 kDa protein 1 - Homo sapiens (Human)
1 10.33 530 & 10725 (E) BV |E | B 1035.5114 0.0033 32 TOO21.35.56 HLMAM P54652 256011 Heat shock-related 70 kDa protein 2 - Homo sapens (Human)
1 10.33 530 & 10725 (E) BV |E | B 1035.5114 0.0033 32 TI028.5%581 HUMAM P1TOGE 256079 Heat shock 70 kDa protein 6 - Homo sapiens (Human)
1 10.33 530 & 10725 / 1035.5114 0.0033 3.2 402446772 HUMAM P4BT4 256087  Putafive heat shock 70 kDa prodein 7 - Home sapiens (Human)
1 1033 580 6 1vz2s {D) B\VIEIE/A/L/R (D) 1035.5114 0.0033 32 T0833.4/5.38 HLMaM P11142 256121 Heat shock cognate 71 kD'a protein - Homo sapiens (Human)

Fragment-ion (m'z) [70.066 [72.080 [84.044 [86.096 [34.067 [158.062 [175.120 [1 059 [257 125 [285.127 [288 53.130 [359.239 [414.160 [48 529.292 [616.372 [622.247 [640.341 [658.336 [751.392 [767.393 [942.442
Frac.Inten % of TIC) [ 001 [ 0.05[ 004 [ 0.3 655 | 1050 | &8c| irez| 248] 123| 3e2| 181 148] 1az 188[ 183 soe| 201 124 212 I 1@ [ e[ @
Rel inter(%of BP) | 0.06 | 0.25| 018 | 0.84| 3346 | 10000 | 2081| onge| 1288| &38| 1851| o77| 754| &7s 1315 8.05| e31| 22| 1028 e33| 1081 sse3| e72| 2raz| 0.4
Score 020 | os0| 100| 0.22| 032 o0s50| 150 o0%0| -0.43| os0| oso| 1s0| 0s50| -007| 180 050 -ooe| -02o| 00| 150 01| 0S| 150 03| -Dig
lon-type PR v E Ll al ¥l by az b2 ¥2 | ya-NH2 ¥3 bz W ¥
Delta ppm 125 | -183| 25| -0a 33| 88| &7 208 | 28| 11| -341 43| -249 -0 03
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#

MH~™

Detailed Results

MH™

MH™

Protein

Rank Score f“:F&]I BCS  Unmatched Sequence Calculated Error  Error MWl Species MDE:Sia" M;ﬂg;ﬂ Protein Name
lons (Daj [Da)  (ppm) (Da)
1 1308 622 10 14025 [S) v w/o afriodn/adosn/wic LR (L) 15392.75593 00304 191 9430057518 HUMEN P34a32 256043 Heat shock 70 kDia protein 4 - Homo sagiens [Human)
Fragment-ion (miz) 153411 [175.120 [187.101 [343.186 |372.222 (381 205 |443 1952 |477.214 (486209 505.255 |593.094*2 [542.186 |G02.641 (618322 |675.357 |715.308 [T15.708 |T2025 |724.07g~2 [742.308 |746.394 859495 |987 544 1086553 1274623
Frac. Inten.(% of TIC) 837 324 438 108 183 1.78 1.97 1.80 3.35 3.88 244 187 2E7 454 1250 279 1.78 2 21 238 14.08 8.38 487 6,60 237
Rel. Inten.{% of BP) 4538 | 2305| 3118 1385| 1305| 1278 1257 | 1285 | 2383 | 2748 1741 1402 | 2045) 3234 | 8882 | 1084 1252 143 16.05| 16808 | 10000 | 4545 3470 4702 18.16
Score -045 180 -0 075 -0.13 1.50 <013 -0.13 -0.24 1.50 EV IR B R 2 ) 150 120 -020 -0.13 012 -0is) -07 1.50 1.50 1.50 1.50 1.50
lon-type ¥1 TaQl ¥3 ¥ ¥s ¥s ¥ ¥ ¥ ¥in iz
Delta ppm 43 -3z -18.7 08 -28.0 6.7 45 152 40 41 -3z
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’ long [=] iDE)  ippm) o
1 1848 =12 & 428 FinmEns e LYETLE(E FETLE4ED  000L 1.2 EREAEMET  BURAN POEISE 252011 He=abshock probein HSF S0Hbeta - Somo saplens (Homan)
Fragrent-lan {miz} (P20 (BROBE (190070 [120.081 [163.143 |#52.070 215,052 200085 [227.088 [M42.137 (358148 |434 96e*? |858.138 |aga rra*? [az yop™ [51.279 |EBESZ1 |E8R.920 [B7.351 [a4s 4s*? [7ozaec®® | 7eraer®? |reapor? [szasse™ (827482
Frac. Imien.i%of TIG] | 007 | G007 | C8 | =288 157| E3=| 7| 1101 323 X L [ iE8| 235 =&3| 183 e 150 38D EEE] ] 123 EE
Rel intenid of BFY | 051| 428 | 4.35| 37| 9477| s286| 1623 | B4 | 3499| 9534| IEED 1332 | 4430 1788 a340| 47eEs| 2| 14ms| 2132 =23 23385 ETE 2321 |  foooo| SoM4E
oars os0| oz| 403| -oes| -p4s| oosn| oFs| oso| -azs| ovs| oo 150| osd 1.501 ns0| oso| 480 @is| 1s=n 150 150 00 153 150|  aED
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Detailed Results

s MH* MY Mt Frobain
Fank  Soors m EGE  Unmatched Saguenoe Caloulsted  Ertor  Eror MWl Speoies "”*“'"" ":ﬂn‘t Frobein Mame
fome (oal D8l ippmy (Caj
1 a4t 7T 10 e RIT R T 8 & 5 & CARGE T S/T/8/RT 0/ = (M) 2r04pelq QOIS0 57 SEMAIAST HUMAN  Poszs 62911 Hamt shack proteln HEP S0-bats - Homa sackens (Huma)
Fragment-lon iz} [T4.080 @ROBT (102064 [108.062 [128.078 |252.160 (301130 [361.228 E24.283 a7 er*? a1z 7oa*? [pas zar*? [RB2am Ianm" pes TE0™C | geT.TEE"Y |TAO.BET TS5 (362857 PAD.ATY [AEL353 (1041 E20 9085282 1224451
[Frac inkamgw of Ticy | 152 | o4s | 005 | &23| oo5| 38| =273| 268| &7 pI= 152 1= em 266 a8 243 18es| ato[ e | eo=[ 10| 5=z sed| zx
RelbfenisofBP) | 775 | mea| 029 =2a2| o2s| zops| +3se| 42sa| zmsc 123 772 em| ze3v| imet| 2o 2| toooo| zoes| e | 20a0| 7sa| zmpe| mopa| iea:
Secre oce | oz2| 4D03| 32| +1pa| 1en| o4e| 1Z3| 1Eo 050 ac0 -oE| 50 oEa| am oz | 40| -oz| +so| esm| oso| Ttsm| Toed| oE
lon-type u E ¥ ¥ ¥ ¥ Dﬂ'i I:I1|:+2 m.“? h1:,.m"‘1 ¥ Lo ¥ = ¥ ba b
Data ppm s5| -123 23| -an 22| 1 ax . a4 o5 a| LD 47| -24] =3| @ T 0s
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Detailed Results
# mH* wt wHt Frokeln
Rank  Soars ::: BCE  Urmaoned 2equenos Caboddaled  Erres  Error Wl Lpsaisc "‘“"":‘"’" “I:‘;:?:“ Protein Hame
fane (D s (pee i}
1 qape a7 05 (M) LIE T/ BANE T TR T LR 1G] ATELEEMY  000BE A% BEDSAGMET  HLRAM Frassa 2EDEI1 Hmat oot peoten HSP S0-bat - Homo sapkens (-uman)

Fragmant.on nvz) [se.0es [176.118 [02.087 [az7.0ee |=1:a|11-u [s21.021 [azem1a [s40268 144200 gz 7eg*? (542295 [compra®? [pamee0®? [rozare™® [reneec*? [B27.421 [a7o.sos fro7a7e [r2a400 [Bedsed [1n2z.eea [1eseen [117eese [1isecom [12e0.mo

Frac. Imsri%sof TICH [ 0.1 256 2.7 3 242 199 4 461 205 257 212 [ BAD 253 512 19 3.4 250 235 273 4.0 8.1% 2.1E 3.3
Rel Inten%ofBF) | 115 | 2883| 28=s .35 | 10000| 420 2563 | assa z=iz| 333 5520 E3.58 6439 a5 | sso3| 4153 | 21| 2833 x| zems| azan| ssan| :mTe| mam
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Datallad Rasulis

¥ WH* [T Praein
Fask  Sson f'.:} BIE  Umimnzied Suguenes Calsululd  Evrer  Emes M e *“’“:""" “,ﬁf:g:" Protein Kamse
e [ 10a) ppm) by
1 Mes =4 8 s MTES SIPLY ERTAEGETHLEGE D F D HE (M) MSEITIE OONS  TA TOMNLEERSE HUMM PEaiey 2601 Haal stk 70eDa prolen 3 - Home s e (Human
i PBs B4 E] AEE MDED @IPIY ESTASDTHLEGRE D FLDHE (M) I ITIE Db T4 TOEE4RE  HUMWAH P il g Hal &bk cosgrmta 71 ol prolei= - Hofre aip e (o umani
Fringreasimi-bo {miz) | T0.088 (6005 | 102065 |174.004 | 02068 279,054 [S0004 3000050 @250 g goet T | mee g e | TEE364 Jai an™ T fae 61 |maasee™? |siname™® fasieee? |saroer? oy [indsesd*? [nomesd*? |iveees®? 1assir? |12ee o | 1261 anet?
Frac mtenis of 1G] | G0 | 0ix| O0S| a40| s8] aov| == | i@ | =04 778 FIl RS ¥ B E FES ETT) T FrT] B T Te5a T m Tas
Bel e ore® | 00 | 0E| oad| a5 ner| sme| teie| sim | maa|  dage|  dEen| is14|  1EE0|  evis|  rmer|  1EE Moz | 1EE .74 Fo x| tmm a0 1374 HaE
Besrs aso| ex| ion| oss| oase| wo| 4F| as| o 150 igd| 4o 150 183 4w T a7 T 150 e e A0 160 -4 017
[T PR u = al bt BED B -] wiz'E v 2 bé HaE e — s
DaHa ppem Gal| aim| 24| 04| s az| ozl oans| T P N i L
3104
RERE ] —
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Dietailed Results
] wHe Mt mut Froisin
Rark  Zoors IE':II BC2  Unmatohed Zsquanas Colowlslsd  Error  Errer Mwipl 2peolsc m"‘""“ ";f::"d Protsin Hams
lone ioa) o2l ippm io-al
1 1818 TET @ 8% VI3 & ¥ & S4ENT (|9 AEAT/ER (M) 1E12.8642  DO1EE 122 1G2ET.RETT  HUman PESS0E 23316 Hemaogicbin susunt alona - Homa tasiens (Human)

[ Fragmention imizi [70.088 [2.081 [22.027 [e4.088 [101.073 [102.064 [110.070 [120.080 [126.086 [131.082 [132.078 [175.920

[s0s.181 [320.108 411147 [417.251 [ee2.181 [se6 286 [psm 204 p11.229 [817.228 [6BE.361 [f45.221 [f74.284 [B31.300

Fraa. Inten.i% of TIC) 0.0a 384 02=| 2E2 244 |22 ooT 282 £.30 24 =13 422 450 433 452 E.532 5.3 10335 Zis| #1312 7.88 335 -] oo B4
Rel mben. % of EF) 0.0z | 2843 183 | 18.53 17.88 151 o4 | 2074 31.58 1845 22T | 3Bz 33.04 .52 344 | 4348 38.97 8035 1237 | fCC.00 E7.B7 | 2485 =S| 2204 58.77
Soore 0.20| -a28 ozz| g 0.50 1.02 1.00 ~0.21 075 218 100 1.50 1.50 o B 033 1.50 0.50 150 oo 11 1.50 152 150 OLED 0.50
lon-bype PR LI 3A-28 E H GER W ¥ ¥2 ¥3 13 Wi |FE-HzD be 5 WE il by by
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Defalled Resuliz
2Pl i mH" MH™ MH Probein Soosccion  ME-Digest
Rank  Soors e BCE Unmeviohed SsquBnoes Calpdaed Emor  ETor MRl Lpsolsc 2 ingaxg  Frodsin Mo
fane D2 {De  tppmi s
1 124 A @ 1035 P VEESLEF DB SRR IR (E ABETATIT 00000 00 2R4MATEl  HUMN ie0s ZEMZE  eterngemanus nusisar romUiespeTian OO - Horte saskens {Human)
Fragmentdon ima) [r2oen [a14.122 [2a5.081 pectes [a1a:222 [eeme [emzew [pea ora*® [proe0™® [pen08a [Bea 0s [7er 0en™ [rroaee*? f1eeer'? [aes e0e™® [ponpas™® [evnoce™® [men 451%2 (00433 [10se 64 1122600 [1roes [1ma6ae [rzeme7 [1300.50e
weeninef TGy | aDe| a=1| zed| a7a|  d4z| zaex| &0 270 278 [ ez =z 251 152 23 157 i 120 161 =zea[ 422 em| =8| z=[ =es| =
ReLimaniw%ofeF) | o03z| ss1z| +3ss| 1eoo|  es:) woaoo| zmas|  qmoz|  1ass| mrz| am|  1Em 77z  0m s12| 1= 234 78| wze2| 284 zas2| wmez| nss| e ma
Eocrs aso| ar=| asa| asa| eFE| as| asa|  -atE 2z1| oEm| = 150 amE|  -an ) 01z % am| 1= wzm| w=| -] waz| = s
joridvpe v| oTe b b | vooLs o bs wtd B | el | getd ¥ w yie
D pom -ag| -mz| 7| me| -wz| ez =2s Sa| TE| =4 a1 125 4 &1
Resat
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Detailed Results
# MH* MH™  MH™ Protein . -
Rank Score f‘;]l BCS  Unmatched Sequence Caleulated Error  Error Wil Species Anue;smn M;ﬁ:g;ﬂ Protein Mame
lons (Da) (Da) (ppm) (Da)
1 1255 e42 10 10025 (RIE E 5 0 A\S\INK TID/E(R/L/E/G S E D/R (I} 22919907 0.0431 188 S0976.5539 HUMAN  PE1978

230155  Heterogensous nuclear rbonuclecprotein K - Home sapiens (Human)

Fragment-ion (miz) [70.064 [85.096 [34.065 [116.054 143,082 [175.119 [229.116 [g51 719" 470,691+ [563.244 [570.202 (557 235 [582.289 585,617 [770.326 [771.323+2 [p05.379 [302.433 [340.383 [1012.524 [1031.473 1052466 [1146.507 [1168.485 [1267 527

Frac. Inten%of TIC) [ 0.00 [ 027 202[ 274 s28[ 22| 262 11.01 820 72 201 22 [ a1 122 &5e 222 253 1385 788 165 236 1ET 524 2.5 EXE]
Rel Inten.(% of BP) | 003 | 200| 1478 | 20.08| 3872| 1678 | 1272| BOES 4541 | 5327 | 1478 | 22.82| 2022| 1238 <0m 2074 | 1283 | 100.00( s5.20| 128 | 17.31| 1448 | 2223|1647 2200
Score 020 | 022| -045| -020| D38| 180| 075 150 045| 150| o0s0| o0s0| 50| o0s0| o040 02| 150| 150| -DE5| D4 150 014 150 -018| 023
lon-type PR u ¥ [1¥] 5-8+2 ¥ b= bs y5 | bt by ¥ ¥E yo ba
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Detailed Results

# mut mat wmat Protein . _
Rank Score ‘39:; BCS Unmatched Sequence Calculated Error Error Mwipl Species H:ee;slon M%E:E;St Protein Mame
lons (Da)  (Da) (ppm}  (Da)

1 1312 837 ® a2 (RIMYTHEGSDGEQS VWYE WE VEWL G 6 R (@) 26352504 0.0215 8.2 13802006 43 HUMaMN  P4STTI 241365  Histidine friad nucleofide-binding protin 1 - Homo sapiens [Human)

Fragment-ien (miz) [60.045 |?n.m;s |?2.ua| 84,045 [86.098 |102.054 |1u4.055 |11n.c|71 |13-B.EI'.|'T |1ss.037|203.120 |231.11s|23r.133 |241.sz4 |24-1.n9c| |251.154 |:m1.125 |:m.wa |402245 |5c|1.31n |5az.a|4‘2 |saa.3r3 |&u.ua*2 |BBE.51:1

Frac.Inten.(% of TIC) [ 571[ 000 oe1[ 027 o[ o030 781 o081 on| 713 ses| e2z[ 4z 288 401 251 e4s[ 40| 707 785 404 522 415 eos
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Score 084 | 020| 080 o2z| 100| oss| 100| 100| o080 -100| -0v0| o075| -041| o075| 150| 075 -048| 150| 150 150| 150 150 150
lon-type PR v E u E H ¥ | yi-hH3 HV NE | y++5 YH 54 ¥ o2 ¥l g2 va
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Detailed Results

# MH®  MH® MH®  Protein i ;
Rank Score [EII}I BCS Unmatched Sequence Caleulated Error  Error MWipl Species ADH‘:SIDH MI:;’DE'EE;t Protein Name
lons (Da) Da)  (ppm) (Da)

1 1208 634 T 1425 A WID GNEVARKAQQAIT/ PG OAMNEFTI/FSR( 28373345 00450 53 17161.8920 HomeN  QOBEXES 21377 Histidine friad nucleofide-binding protein 2 - Homo sapiens (Human)

Fragment-ion (miz) |72.081 [200.100 [283.132 [316.128 [373.139 [408.224 [417 189 [471 268 [502.252 [537 267-2 [567.823 [14.327 [720.402 [T74742 [788.342 [791.439 [829.784 [g32 234+2 (834375 [881.167 [912.332 [g45 gug=2 [1073.579 [1174.611 [1278.644
Frac. Infen.% of TIC) | 0.26 1.80 258 557 287 238 280 182 2ED 12.47 2.26 2.05 5,28 2.00 2.20 3.18 5.33 4.14 ATE 219 243 2.4 18.00 444 3.80
Rel. Inten.{% of BF) 143 | 1086 1424 | 3064 1484 1323 | 1811 1067 | 18,07 80.25 253 | 1138 2085 11.61 1223 17.84 | 2058 22E7 | HEE| 17T 1348 12.44 | 100.00 24 68 21.10
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Begunce

Riaasiams wak (I}
AR A E s v (V)
L ERER wrak (V)
L ERER wrak (V)
ARIAEL 28/ % Ta'R (V)
AR 287 waR (V)
AR 287 waR (V)
AR 27 AR (V)
AR 287 waR (V)
LB wak (V)
LB wak (V)
AR ALEL | AR (V)
[RjaaL g we wam (I}
ARG | 8% TR (V)
[RjaaL g we wam (I}

i

we*
Cabculded

]
1032 53
1032 53
1032 53
1032 53
101265265
101265265
101265265
101265265
101265265
101265265
101265265
1012 6395
1012 6395
1012 6395
1012 6395

ME" M
Erter  Erier
Dap  fmpm)
L a7
L a7
L a7
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LEoE a7
LEoE a7
LEoE a7
LEoE a7
LEoE a7
LEoE a7
LEoE a7
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amE L7
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Detalled Regul

Profein

L g s

D&
HIILEEE  HLMAN
HEEETIE HUMAN
HMEETIE6 HUMAN
HAT S0
HIEET106
11006 30088
1926 31088
HOF S0

HIHLET16
11588 TV90E8
S ERTE
IG5 E/O0ES
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Beeession
#

RERRE

2
=

:

ERE
§|§|§|§sss|s|§|s|s§§|zz 1]

GTLTLD
arius
Pl
FOCUEE

* Prosain Hass

Fstoni HIA byps
Fiston HIA yps

FHisong Hzh by £
FHisiong Hzh by £

Histone HA iype

o HIA typ 1
o Ha s 1-
st HA i £ -

o Ha b
Hatoni HIs s
Hatoni Ha b
Hatoni HIs s

e o sapies: (Humarn)
£ < M s (Human]
i« Homo sagions (Humas)
0« Homo sagions (Humas)
£ < Hom e (Human]
H - T s (i)
- Home sapkns (Haman)
R Sapdns (Hurman)

T Foie Sapns (Hurman)
3B - T s ()
30 - Home sagient (Humas)
3 - Feme sapsand (Humar)

Histoni HIM - Humo saghne {Human)
istong HIx - Homo £apens {Human)
eing HIAT - Homo sagons [Husas)

lml_lﬁmrwmmI_ITI_I_WI_IWW_I_IWF_FWN_IE_FTWW_

R E I THE[ 15| 3@ EEG &S] EE
Rel lsten %ol BP) | 00| 0| m32| sa1) 2103 | 1amz| oe 2191 | 13z8| q8a | 15Em| 13em| 2eme 4132 45 S| | eam
Beon 3| om|om| o AE| WE[ IE| TE| GB| BE| 9F| G| 5% UE o4 250 150 o 151:
Jom-type FR ] aK FlowasE| b aL | b w| b w
Dk s 25| 128 23 85| 0| a7e| 183 458 an| ma| a4z amt| a3 az| 10
Rasst
vy _—
Back
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]
]
@1 5 L] arow
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M0 Mo s an o
i) Labals
Detailed Results.
= .H‘ “H. "H. Frotein
Fank  Zoars I‘:]' BCE  Unmafohed sequence Caloulabsd  Error  Error Mwal tpaciee “TEEEN MEBEE otein Name
o ) D2 tpom) iDaj
1 tess smE W wzs [F1% % AVEITILIELIAGN A7Am (D] 1EZBTHEZ  M001 A8 T41SEAILOE  HUMAN Fuaa0e ZI0B8T  Hmtnz F2A P 145 - Homa 3apkens (FUman)
1 1eEs 825 W e V)L T AVE|T)L R LIAG A (D) HEZRTEEZ D001 BB T4I0EEALDE U @EBTT 230888
1 1eEs 825 W e V)L T AVE|T)L R LIAG A (D) HEZRTEEZ D001 B8 14I0TEA0ED  HUMAN e Gl 230888
1 1864 =22E 10 IS )L T ANEITIL B LA/ A (D) AE2B.TEE2 D00 B8 14IB3EEMN10E  HUMAN FI8001 230B8E Histone H2A type 1-E - Homo sapiens (Human)
1 1864 =22E 10 IS )L T ANEITIL B LA/ A (D) AE2B.TEE2 D00 B8 1380B3M0.BB RN QEEKKE 230703 Histone H2A type 1-H - Homo sapiens (Human)
1 1864 =22E 10 IS )L T ANEITIL B LA/ A (D) AE2B.TEE2 D00 B8 139383M0.88  BUMAN QPRETE 220707 Histone H2A type 1-J - Homo sapiens | Human)
1 1864 =22E 10 IS )L T ANEITIL B LA/ A (D) AE2B.TEE2 D00 B8 14081 510,80 BUMAN POCOLE 2307z Histone =24 type 1 - Homo saplens (Human}
1 1864 =22E 10 IS )L T ANEITIL B LA/ A (D) AE2B.TEE2 D00 B8 140BEEM0.80  BUMAN @EFNE 230783 Histone H2A type I-A - Homo sapiens (Human}
1 1864 =22E 10 IS )L T ANEITIL B LA/ A (D) AE2B.TEE2 D00 B8 138BE4M0.BE  RUMAN ES 230767 Histone H2A type I-5 - Homo sapiens (Human)
1 1864 =22E 10 IS )L T ANEITIL B LA/ A (D) AE2B.TEE2 D00 B8 138BE4M0.B0  BUMAN SUETTT 220773 Histone H2A type 2-C - Homo sapiens (Human]
1 1864 =22E 10 IS )L T ANEITIL B LA/ A (D) AE2B.TEE2 D00 B8 IMIMIEN0E BUMAN QLT 230EZ1 Histone =2A type 3 - Homo saplens (Human)
1 1864 =22E 10 IS )L T ANEITIL B LA/ A (D) AE2B.TEE2 D00 BB 1SS EN0TE  RUMAN F1a104 230867 Histone HZAx - Homo sapiens (Human]
1 1864 =22E 10 IS V1L T AETIL|E | LIASGN AE2B.TEE2 D00 B8 J981TIEE0  BUMAN OTEMT 230887 Core Ristone macro-HIA 1 - Homo saplens (Human)
Fragment-on (mfz) (82088 (178121 (288161 (302934 |336.188 374188 461101 471,244 HEB2ET (BO31T m}ga BES I8E FG 286 |8T2.374 (TO0.A7E | 720,384 [BO1 420 (BES 427 @A2ESD (B144898 BTI.EDE (1027 E32
[Frac. Inten_{% of TIC) 043 183 203 448 426 215 285 527 261 157 625 [ 565 189 4.80 242 250
Rel imisn.{% of BP) 1.35) 1851 2061 4561 £3.37 .88 Toe 5362 652 16.00 s5.48 5 .13 A:?S 15.70 B35S 5343 =743 1928 | 4288 24.60 354
2008 oz2| 1| 1= o7s| s ceo| 1=| 4| cE -0ie| 1so| cE| 1so| -om| osa| 1so| oen| -01s| 1sn| ced| 1sm
Jonype | w|  w| TaE - et w| b5 w bs| w| b7 w| B3| ve
Delta ppen ~0.3 105 -15.0 4.8 2.2 07 267 11 -11.0| €5 0= o -2 -5 -3.8 -T.T
Reset
Yo .
5. Btk
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+ 7004
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o L] 10m
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aFI ®
Rank Soore .. BCH vnn'::‘:nm 2equence
1 1384 TR1 10 BzE ILI B TATATAR RIT/LIRIL/N G/
1 1284 TE1 10 B2E 1LY E FATATAA ®AT/TIREL/A G
1 1284 TE1 10 B2E 1LY E FATATAA ®AT/TIREL/A G
1 1284 TE1 10 £33 ILI® BIATAA ®iT /T R/ G
1 1aes TE1 1@ (£33 IL)E TATATAA ®IT /LI REL G/
1 1aes TE1 1@ (£33 IL)E TATATAA ®IT /LI REL G/
1 1388 TE1 1@ 825 ILI B TVIATAA BIT /R IR/ G/
1 1388 TE1 10 BZE IL)E TATATAR RIT/EIRIL/RG/N
1 1388 TE1 10 BZE IL)E TATATAR RIT/EIRIL/RG/N
1 1284 TRE1 10 BZE IL)E TAIAPAR BIT/LIRIL/N G/
1 1284 TRE1 10 BZE IL)E TAIAPAR BIT/LIRIL/N G/
1 1284 TRE1 10 BZE IL)E TAIAPAR BIT/LIRIL/N G/
1 1384 TR1 10 ILI B TATATAR RIT/LIRIL/N G/

n.{% of TIZ)

A ® (D}
A ® (D}
A ® (D}
am (D)
am (o)
am (o)
A ® (D}
A ® (D)
A ® (D)
A ® (D}
A ® (D}
A ® (D}
A ® (D}

M
GCaloulated

o
1821.8081
1821.8081
1821.8081
1821.8081
1EZ1.80ET
1EZ1.80ET
18218061
1821.8061
1821.8061
1821.8081
1821.8081
1821.8081
1821.8081

Detailed Resulis

MH™
Errer
Da}
amE
a1z
a1z
a1z
am1E
am1E
20112
20118
20118
20112
20112
20112
amE

ME"
Errar
iopry

a4

Frotein
mwap
o2y
1413581106
1410861108
1410761060
1413881108
13808.3110.88
1389831088
14081 BN 08D
1408661060
1350641085
1588841060
14121 BN 106
1614481074
28447.28.80

Zpesies

HUMEN
HURAN
HURAN
HURAN
HURSN
HIMAN
HUMAN
HUMAN
HUMAN
HURSN
HURSN
HURSN
HUMEN

Faozssion

M 3-Digast

2 Inesxg  FroieIn Mame
Pusgs ZI0BET o H2Atoe 12 - Home saplens (Human)
SRANTT  ZM0EER  Hstore HIAfoe -0~ Homo sapens (Humar)
E2paTt ZMEBS  Hrtore MDAty 10 - Homao sapiens (Human)
28101 ZMEEE  Hsies HZAGe 142 - Home saplens (Human)
GRERKE E0T0R Histone H2A fype 1-H - Homo saplens (Human)
G8eeT: 230707 Hgtone H2A e 1) - Homao saplens (Human)
FOCOEE  ZHTEI  Hsioee H2A%oe - Homa saplens (Human)
QOFNS Z0TER  Hsione H2Afme 2-A- Homo sapiens (Human)
GEINEE  ZNTET  Hsione H2A e 245 - Homo saplens (Human)
[iliisg ZMITF  Hstone H2AGDe 3-C - Homo sapiens. (Human)
GILTL0  ZMEE  Hiee HZAtoe 3 - HOmO sapiens (Human)
F16104  ZMBET  Hsiore H2Ax- Homa saplens (Huma)
O7TEBET  ZMBET  Corerizloes masTHIAL - Homa saplens (Human

T

233

253

apmeat.an (miz) r [132.078 [347.077 51 118 Flu F:n 238 [a71.222 ﬁzﬁs ﬁ |ssa m|sn:n|sem 47230 [£72.57% [700.208 [rr2 4072 [rez 0e°2 [Te6.324 [pot.ats) |smms T quu? Fﬂi?.é?’s ﬁusum ﬁ1sn )
; 1 4
e : 2 :

1

Rel. Intan. (3 or 81 157 | 3847 | mas|  esr| 2198 | 4527 TmER Er
secre a4z ise| w2 -mas|  am| oam)| e L
lan-tyme w7 bs 5 b

Delts pam EE 25| -84 =2
T Tb
Back
ECTY
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¥, : ™I T Toua
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. Labels
Detailed Results
L " mu M Pretein
] 2acusnce Colulslod  Errar  Errar MW Sosies  AREEEEN MEDIEE ooy yame
: fJane. Dy (Day {opem) o)

1 1480 383 L] L (M)A BV R L ASG AR (D) 13166876 0.0087 28 14161108 HUMAN Fu4808 Z30837 Histone H2A type 1-B - KOMo sapens (Human}

1 1480 883 L] W2E (MIA BIILEILAGS AR (D) 13168ETE 0.008T 2F 4NEEMIDE  HUMAN @8307T 21068 Histone H2A type 1-C - Homo saplens (Suman)

1 1480 883 L] W2E (MIA BIILEILAGS AR (D) 13168ETE 0.008T 2E8 4NTENLBD HUMAN P208T1 230883 Histone H2A type 1-D - Homo saplens (HSuman)

1 1480 283 1] B2E (TIA BT ZIEILIAGS AR (D) 1316.8876  0.0087 2B 1AERTIDE HUMAN P10 210696 Histone H2A type 1-E - Home sapiens (Human)

1 1480 883 L] W2E (MIA BIILEILAGS AR (D) 13168ETE 0.008T 28 13906211088 HUMAN QESKKE 230703 Histone H2A type 1-H - Homo sapiens (Human)

1 1480 883 L] W2E (MIA BIILEILAGS AR (D) 13168ETE 0.008T 2E8 13930.3M0BE8  HUMAN QBBETE Z}T07 Histone H2A type 1-J - Homao saplens (Human)

1 1480 883 L] W2E (MIA BIILEILAGS AR (D) 13168ETE 0.008T 2F8  0LENDEBD  HUMAN Pocoag 20723 Histone H2A type 1 - Homo sapiens (Human]

1 1480 883 L] W2E (MIA BIILEILAGS AR (D) 13168ETE 0.008T 2E 14096.EMDEBD  HUMAN GEFHE ZaTas Histone H2A type 2-A - Homo saplens (Human)

1 1480 383 L] L (M)A BV R L ASG AR (D) 13166876 0.0087 28 13MEATILEE HUMAN GEUEE Z3aTAT Fistone H2A fype 2-B - Fome sapiens (Human}

1 1480 883 L] W2E (MIA BIILEILAGS AR (D) 13168ETE 0.008T 2E 1399241080 HUMAN Q18777 20773 Histone H2A type 2-C - Homo saplers (Suman)

1 1480 883 L] W2E (MIA BIILEILAGS AR (D) 13168ETE 0.008T 28 HINEMDE  HUMAN anno 210823 Histone H2A type 3 - Homo sapiens (Human]

1 1480 283 1] B2E A EATILIEIL I ASSE AR (D) 1316.8876  0.0087 2.8 4D0ERARTY HUMAN asPome 230837 (Core histone macro-H2A2 - Home sapiens (Huma:

1 1480 883 L] W2E (MIA BIILEILAGS AR (D) 13168ETE 0.008T 2E  1E144EM0TS  HUMAN Pigi04 ZM08ET Histone H2Ax - Homo saplens (Human)

1 1480 883 L] W2E (MIA BIILEILAGS AR (D) 13168ETE 0.008T 28  FREITAEED  HUMAN OTEMET Z08a7 (Core histone macro-H2A 1 - Homo sapiens (Human}

Fragmentlon (mz} 274182 [s0z 124 [11.228 i1 207 [a38.264 [15.280 [R22270 [659.287 [cay 300 2 [574 26072 |544.280 [e72.07% [r20.29a [re7.a78 [207.220 [a0ansa.

Frac. Inten.{% of TIC) aos z 2 215 E.97 147 128 128 228 71 208

Rel inten.{% of BP) . 191 16.66 16.66 S3.06 1120 Ly 273 mm s415| 1851
‘Loore 018 1.50 1.50 .50 011 -010 -oio 0.50 150 018
lon-type ¥ 2 ¥5 L

Detta pom 43| sz 37 At -2m
b,
11084 g "’
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"
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| [
700 203 o
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Detailed Results

Rank  Zoors ::J' Scz  unmatensa sequance Cumimba  Eeor  Emor Tmf tpeales AT MEDIERR potain Hams
fane 1Bl imal (pam) iDaj
1 qrar mes s 828 (8 preim/n /e ) 127180 0001 B3 MMEDNILH HUMAN Histore 23 type 1 - Hame sapiens (=uman)
1 qrE omes e &35 (2 P T ) 11276180 00071 RS 1ISIBAMEH HUMSN Histene S8 tyne 1-CIEIFIGH - Home sapisns (<uman)
1 raz mes s 626 (3 P T/EEE ) MZTETED 00071 B3 MEEINLH  HUMAN Histone 23 type 1-0 - Homa saglrs (Humar)
1 178z ssa 8 526 181 P 1T 1427.6980  0.0071 B3 122923101 HUMAN Histome SIS type 1-5 - Home saplens (<uman)
1 1782 =888 & BI26 2 v LR 11278980 0.0071 8.3 13804.32M0M HUMAN Histiome HIS type 1-J - Homo saplens (Human)
1 qrE omes e &35 (2 P T ) 11276180 00071 B3 1MS0ZMES HUMSN Hizteme S29 type 1 - Hame sapiens (=uman)
1 rEz mes s 626 (3) FreIRD TR ) IZTED 00071 B3 MSEREINH  HUMAN Histore =2 tye 1-L - HOMC sagiens (=uman)
1 raz mes s 626 (3 P T/EER ) 1IZTE180 0OOT1  BA  MISEREIGA  HUMAN Histore <23 type 1+ - Homa saglers (Humar)
1 1782 =888 & BI26 2 v LR 11278980 0.0071 8.3 18I IO HUMAN Hisfiome HIS type 1-M - Homo sapiens (Human)
1 qrar mes s 828 (8 preim/n /e ) 1127180 00071 A 1MMEINEM HUMAN Hissre 423 fype 13 - Hame 3apizns (Heman)
1 qrE omes e &35 (2 P T ) 11276180 00071 B3 1382020 HUMSN Hiztome 529 type 3 - Hame sapiens (-uman)
1 raz mes s 626 (3 P T/EEE ) 1IZTE180 00071 B3 MMSIDZNEA  HUMAN Histore 23 type 2+F - Horma sagkrs (Human)
1 178z ssa 8 526 181 P 1T 1427.6980  0.0071 B3 1230831081  HUMAN Histome SIS type 3-3 - Home sapiens (<uman)
1 1782 =888 & BI26 2 v LR 11278980 0.0071 8.3 1384431037 HUMAN Hisfiome HIS type F-8 - Homao saplens (Humam)

[ Fragment-on (miz)

[ro.08< [rz.ee1 [73.02% [se.08a [120.082 [176.120 [202.078 [z90.070 [z18.125 [eseorr 124152 [a28.940 [s36.041 [se6.zt0 [257.207 [430.285 [e3e.208

Frac. Infen.i% of TIC] 0.00 105 3sx o 0.22 4 633 172 2.86 36T 3z 172 157 zm TeT 210 10.28 550 IZ14 280 6.85
ReL inten.i% of BF) 0.0 475 151 050 0.38 1541 2533 7.8 12.50 16.57 1045 775 8.88. 9.05 m’mM 5.47 4545 24.53 | 100.00 12.65 3096
Basrs s20| &3 09| o3| 1ma| 1 -ooE| 07 .50 izo| -coe| osn| 10| iso| -oos| 1sd| am| 1:3| oen| 1En
lor-type PR W L F ¥ VN b2 W ¥3-NHz Fanad ¥: ¥E | WE-NHZ ¥ [yr-NH3 ¥7
Dol ppm -18.8 24 19.4 6.0 TA 15.8 -6.5 »=r 55 T3 TS 0.6 115 -14.4 174 0.6
Rt
¥
m Back
100.% —
¥
¥ 2 Grow
3y . ¥y % | —
y L 1 L iy e ],.,44-}s Ehrink
I T T I L
208 B a0 P ' ™0 : 8
e it Labals
Datallad Rasulis
Rask Seors m 805 Unmehed Sequence e - m; Spueigy  PECTIHOn MEDIGSL pin Hae
e 1D [T [:M]
1 15 31 9 LY ISR 082S WA LN HUMAN PLITa e Histone HIE tppe 1-B - Homo sapens (Humas)
1 15 31 9 LY ISR 082S WA IV HUMAN x0T BES Fistne HIE tpoe 1-CEFIGA - Home sapess (Haman)
1 dEM B B w HEEMH 0EEE 4 THMANSRH HWN  PHETE  ZNED  Hishuse MO i 10 Home sapiuns (Haman]
1 dEM B B w HEES DS B4 USNSLH HOMN  OKITS  ZNMES  Hishusa MO e 1-H- Homo sapens [Humas)
1 5 T 9 [ 113 HEIE3M 0AmS HA SN UNN HIMAN Pagd e Fatita HIE tpie 1) - FOnS Sageaid (Hum )
1 5 T 9 [ 113 HEIE3M 0AmS HA SN HIMAN OelEW R Fatita HIE tpoe 1-K - om0 s (Husas)
1 HM T 8 [ 1Y MEIERM  0A:S WA TIREREAAI HUMAN QIREN AT Hstse HIE tapa 1-L - Homo sapiens (Human)
1 HM T 8 [ 1Y MEIERM  0A:S WA NN HUMAN QFETS nime st HIE tpoo 1M - o sapdes (Homan)
1 15 31 9 LY ISR 082S WA I HUMAN QINETT ZNNE  Hstose HZE teoa 1N~ Homo sapens (Husas)
1 15 31 9 LY ISR 082S WA MM HUMAN BIEIT ZNNT  Hstose HZE tepa 140 - Homo sapsens (Husan)
1 dEM B B w HEEMA QSRS B4 NEHIEH MMM DT DI Haies HIiwe 36 - Homo sapens (Humas)
1 dEM B B w HEEMH NS WA UNHNH HMWN  CGONWE DR  Hstueo HIB i 2F - Home sagkuns (Human)
PR TY T TR s MENEMA 0BS54 TIMEDNEI HUMAN m 2135 Hisha HIE tapa 3B Homo sapsens {Humas)
PR TY T TR s IS 0BG A SR ZAI8 Hshes HIE e Fg - mrv.cnp.n.-;u— man]

58

%1

Fragrnl-ion (miz}

Froe. intan. /% of TIC) TE ([ om| E| 10 T EE e 35 I TEE TE[ 4
Rl loten% of BF} wsn Dit| Oin| shm| Toen| 4ea| zmos| sssa| mue| emse| anes| sizs| sean 36| | | oiik| aiir| ciee| oo | eesd|wmm| saon| aes
Score 0:2| o 1 o) ots| ofm| 18| 03| o 15| 2 om| ozs| im| ox | eza| “am| TaEn| im| im0 is| Cim
Tandype L R o L " by ¥ W ¥ "
DeRa g n| 5| s 83| -ms| | ome| 5| 28| &2 s 77| 108 0| 84| 4| 08| B8O
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Detailed Results
am = MH MHT MHT Fratain Zcoscoion  W3-Digest
Rak  goors |0 BCT  Unmafohad 2aquanoce Caloulated  Eror  Errer M 2peales Ingang  Protam Hame
ong Day iDaj  iopm Da)
1 M TR B w @) Tausismmm o LY B 0 AETITIBE 028 1EE  MBBEMAADI  cumaw PaTTR ZBIB1 Histore HIS type -8 - Homa sapiens (Human)
1 s TR B I @) TausismmE o LY R 0 AETLTIBE D028 AEE  MIEIRAADI HUMAN EazeT ZEMBE  Histore H2S type 1-CEIFG - Home sasisns (Human)
1 s TEA B W 13} /18 15/7/%/8 B TT BR® ) AETZTIES 0284 156 MIISIADM HUMAN EBEETE ZEI\  Histore H2S ype 1-0 - Homo saplens (Human]
1 s TR 8 iz 18} T/308 18/7%/8 B LT BR () 1ETLTIEE 00284 166 IBEIINODT  HUMAN as307e 231183 Histore HIS type 1-H- Homa sapiens (Human)
1 M TR B w @) Tausismmm o LY B 0 AETRTIBE D028 AEE  IBMAADI HUMAN EOBES ZHMET  Histore H3S bpe 1-J - Home saplens [Human}
1 s TR B W 13} T/uE I8/ Fwm b TE B 0 AETLTIEE 0284 166 MBEOADI UMMM De0B14 I Histore KIS type 1-K - Home sapiens (Hurman)
1 e TEA B wz 13} T/08 18/7/%/8 B LT B (D AETLTIES  DO284 155 MIBEZAADH  HUmaN fre L M7 Histore H2S ype 1-L - Homa sapiens (Human)
1 s TR 8 iz 18} T8 18778 B TF BR 0 1ETLTIEE 0284 166 IBERANDIT  HUMAN friih ) M08 Histore HI3S ype 1-M - Home saplens (Human)
1 s TR B I @) TausismmE o LY R 0 AETLTIBE 0284 AEE  IMERIIADI HUMAN fri kel ZME  Histore K23 type 1-N- Homes sapiens (Huran)
1 s TEA B W 13} /18 15/7/%/8 B TT BR® ) AEBTZTIES 0284 156 MIBDEIADH  mUnaw PI3EIT ZHNT  Histore KIS ype 140 - Homa sapiens (Homan)
1 s TR 8 iz 18} T/308 18/7%/8 B LT BR () 1ETITIEE 0284 166 MIBNINDI  HumaN QeTTE T Histore KIS tpe 26 - Homeo sapens (Heman)
1 s TR 8 iz 18} T/308 18/7%/8 B LT BR () 1ETLTIEE 0284 166 IBIOINDET HUMAN GEQNWE ZIIZE3  Histore HIS type 2F - Homo saplens (Suman)
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Detailed Results
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Detailed Results
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Detailed Results
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Detailed Results
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Detailed Results
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Detailed Results
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Detalled Rezults
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Detailed Results
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Detailed Results

# mut wy* me* Protein ) -
Rank  Score ?q:}l BCS Unmatehed Sequence Caleulated Error Error MWipl Species Pc:c:e;smn “Isndnelﬁsl Protein Name
lons (Da) (Da)  {ppm) (Da)
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Detailed Results
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Detailed Results
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Detailed Results
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lans iDa) Da)  (ppmi) (Da)
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Detailed Results
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Detailed Results
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Detailed Results
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Detailed Results
£ wet et mwt Froben
Rank 2zom ?:]' BCE Unmafoned Laquance caouimlsd  Eror  Emce  MWDI  Gpeniag SO0RSERN “I:;':;E:“ Frobain Hams
fon (i) s mpm imal
1 1ZED TR4 B 1126 (B TADAWEE 6 T DL LLOUR (8§ EEAB4I MM B3 BBESONEST HUMANW  @13981  B4TRET  Travmcriphon mismeedian fachor f-beta - Homo sapiens (Human
Fragmenddon [z [70.0et [se.00¢ [120.088 [iraen [rre.r17 fnz oes frae cos [n4s 000 [2ee.00n [ri7-1e [eaaran o1 200 een 208 [erm s [ran en™ [im1 4e°2 [ron.7os [roeose [roe sns [reg.es® [renase [penesn [ioseero frrsmem [rrecees
Froc. Intari® ol TICY | CoC | 01| 4o2| =23 22| &oz| a1 12| 40| 88| 3an| o= | 2ol @ P 175 ze2 | zes| zos 01| z=s| as1| 2| 2| 1w
FslinbenpofBF) | o1 | o=i| ivss| tkes| s2z3| avri| esao| ssv| vod| 2ogs| ssas| esms| mas| sommo|  anaz 70| 415z | 11ss| aos zbe| as wrE| e
Soors o | 0z2| -oz| o=a| so| os| Tars| -aov| es| Tomn| -oa| sE| -aos 1s| -oao| -aoe| -oz| 2| -apa|  woa| awo| ss0| is|  oE
on-type R| WU ay W m| Dm ¥ bz ¥ yii*2 ¥7 ¥O [yiHed
Deta ppm -4 | -zan 5| -13a| -sm| a1 73| o1 8.1 e 01| -mo| -es
- Resnt
|
TR+ Bk
i
[
Chrera
b, ;- e T Shiink
L dah 7 T
o ] i TN ]
280 4 850 -3
Mam [miz] Labals
Detailed Results
] =t [ DR T Frobsin
Fi Acosssion  ME.Digest
Rank Seces o B3 Unmaiohed B=quence Caloulabsd  Error  Error M Bpenles . Ind::: Protein Hame
fans o) o pem 00l
1 1aET TRT T BIzE F) & 5w (E] B4540&E 00070 T3 BRSZLAGAL HUMAM  PEEDTE  B41186  Transtaoral smcoplasmic reliculm ATFase - Homa saplens (Human)
Fragmentlon (mez) | 1E.064 [148.050 [147.055 [176197 [ 188.071 [217.084 |261.078 |274128 [;7E.07T [100.108 [316.082 [325.078 (394.114 [364.0%8 [360.086 [188.220 [402.172 836407 [e4a 250°7 [e6e 258 [+23.287 [san.a1s |e67 567 [s7e.a38 [rae.amn
Frae. nsen (% of TIC] | 026 | e8z| 18:| =30 Z3s | 973| 3s1| 183 | cmbs| 12| =48] =05 183 =220 =ve|| zos| 17| ziE 30| 187 | zoz| szs| zoz| dzee| =z
AoLmisn % of BFY | 139 | ags1| tooe| 1ees |  1iss| san| isss| = =87 | 831 124a| ezo| s31| 11a7| qzst| ssi0| sss| tosz|  1sri| oooo| dmar | azoo| toze| evet| azm
Lours 10| osa| 10| =0 oso| oFs| -o1e| 1so0| osn| -mos| -az| -oss| osa| ozs| -ose| wm| ars| o -ote| 1so| oo 1sa| oso| 4s0| oso
Ban-typs E b ¥ | BEHzO 1E ¥2 b2 a3 |ba-HzD ¥z | TE&N ¥ ¥5 | we-HzD ¥ |¥7-H20
Deita ppm 1.3 2 3.4 <7| a7 1| 228 73| 1o -263| =25z ZE s3| zev| -es 2
Reset
rl.
e Batk
1805
Y
b T
1 5 s
¥ K w81 e
1 I3 FT-R ] g M ¥ H O Shiink
] l |
LJ L} L)
0 o
L“ﬂﬂl

130



1119

Detailed Results

# MH" MH® MH"  Protein ) )
Rank Score {5":; BCS  Unmatched Sequence Calculated Error  Error Mwipl Species P‘H}E:SIOI‘I MI:f;EE;l Protein Name
lons. (Da) [Da)  (ppm) (Da)
1 1162 708 ] 10125 G)I VBRI VIS SAVVEEFOITVTELMVERIV 24842364 0122 3.0 BTETEINT.SE8 NN P23401 B335 Tranzketclase - Homo sapiens (Human)
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Rank Score {s.,:'l BCS  Unmatched Sequence Calculated Error Error Mwhpl Species .Pcce;slon MI?“P;E:‘“ Protein Name
lons (Da) Da)  (ppm) (Da)
1 1651 856 3 5125 (RIP L H IS T\NI|H/EIL/D/SE ER (L) 19329477 00452 7.5 261830502 HUMAN Q1563 669189  Translin - Hemo sapiens (Human)
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Detailed Results
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Detailed Results
# wHY Mt mut Protein . .
Rank Score ?,;: BCS Unmatched Seguence Calculated Error Error MWipl Species Awe;smn “ii‘ffl Protein Name
lons Da) (Da)  (ppm) (Da}
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sP1 #
Rank Score (%) BCS Unmatched
lens
1 1356 837 6 Tizd [Rja v F
1 1336 637 6 Tiz4 [RI2 WV FY
1 1386 637 6 Ti2d4 [R:A VE

Sequence

7D L E P TVIOEYR (T)
7D L E P T/VIVENVR (T)
7D LE P TVWIAEYR (T)

mH*
Calculated

(Da)

17859041
17693041
1789.9041

MH*
Error
(Da)
0.0405
00105

0.0105

MH*
Error
{ppmj

55 50135.804.94 HUMAN
59 50151.9/4.94 HUMAN
59 49895.64.96 HUMAN

Detailed Results

Frotein
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.ﬁceesslon MS-Digest

Protein Name

Index #
ariuas B3TETT  Tubulin slpha-1A chain - Homo sapiens (Human)
PG8363 B3TEES  Tubwiin aipha-18 chain - Homo sapiens (Human)
QSBGQEI  B3T70T  Tubulin aipha-1C cham - Homo sapiens (Human)
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Rank  2aors ::II BCcs unm;unud
NG
1 0.7 TBA B TzE IMw
1 0.7 TRA B TZE IMw
1 10TE TB4 ] "0es LR
1 10.TE TEAL B TOZE My w
1 10TE TB4 ] "0es LR
1 10.TE TEAL B TOZE (Hiw
1 10.TE  TEA B TozE Hiw
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Detailed Results

Saquanos Caloufabed
D
D INTAEIPVDYT B LIVIF X% i 18708268
D WNPEIMDT B LIVIE YR R 19709268
B OINTAE| QST WLV YR I 18789268
D WVPEIFQT B LIVIE LR il 18Te.8260
B OINTAE| QST WLV YR I 18789268
D INTAE|PARAT B LIVIF 4R Rl 18785268
D INVTAE|PADAT B LIVIE YR 0l 1878 8260

MHT MM
Error Error
iDal Ipem)
-2.001 -1.1
2001 -11
apez 14
200 -1
apez 14
200 -1
200 -14

Frotein
Mol
iDaj

036 804,54
EOME1. 804,84
40BBE 488
4806 54,87
40818 50487
4824 TI4.BE
0B 24.54

-
HUMAN ariule BATETT
SN FEgdes BaTEs9
AN QEEQER BETTOT
AN S1IT48 BITTER
HUMAN GEPEYZ BaTad
AN Féa3se BaTaar
SN RHYEE BaTEsd

Fragment-ion imz) [70.084 [pa.0e4 20,00 172170

Frofein dame

Tubulin aipha-1A chain - Homo saplens (Heman)
Tubuir aipha-1E chaln - Homa sapkens (Human)
Tubuir aipha-1C chan - Homo saniens. (Horman)
Tubulin aipha-2C0 chaim - Homo saplens: (Human]
Tubuir aipha-2E ot - Homa sapkens (Human)

Tubulir aipha-4A.chain - Home saplens (Human)
Tubulin aipha-# chalin - Homo saplers (Fuman)

fevu.130 [a1e.178 [190.223 [517.220 sz 282 [561.180 [con.20 [p31.965 [s4s.260 [pen277 (060268 [rpg 326*2 [reanes F?.an B2 480" [s8a.414 [eea.264 [nse.61a [1204.070 [1240.508 [rasna

2. Infen.i% of TICH 0.0 | ooe 1.38 4432 233 205 324 1.67 3351 47 55& &8.57 145 1 148 412 122 3 508 1.7%
Rel Infen % of EF) om0 | ois a1 134 87s 613 855 4.58 | 10000 7.38 652 | a3 £.28 a4 12.30 574 6525 ol k) 513
Joors 00| o2z -0.04 150 -3 osn 025 150 Q07 02s 1.50 -0.04 o.sn -0.04 -2 -a0e 1.50 0.50 aso
len-bype PR Ll ¥2 b3 u-HzD e bs-H2T ¥5 bs ¥o b1o 38
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foms L D3} fppm iDal
1 1m ees 1uE M VICALIEIE T ¥ I 0 B W (T) JR1ETEEE D028 T8 GOIBEEEEL  HUMAN ariuse EATETT  Tubuln alpha-1Achain - Homa saplns (Human)
1 1m ees 1uE M VICALIEIE T ¥ I 0 B W (T) JR1ETEEE D028 T8 GOIETEEL  LmaN Fezana SATRES  Tubuln alpha-1E chain - Home sasiens (Herman
1 1m ees 1uE M VICALIEIE T ¥ I 0 B W (T) JR1E7886 D028 7.8 4BBEE SR HUMAN @EERED EATTOT  Tubuln alpha-1C chaln - Homa saplens {Human)

Fragment.Jon imiz) [72.085 88100 [120.082 [176.120 |za.08s [2enraz [zan.068 [a35.160 [450.472 [e67 206 [4aa.708 [er1.06a [ca6.204 [6o0263 [aa1.200°2 [pen.28e [rraat [red7es [rrose7 [r7a.551 [res ave*? [aza.60d [10e7.652 1170608 1286 220

0. Inken.i% of TIC) BT L1S 0.0s 180 355 ZE0 2143 223 213 1.7& ZE5 k- 72 3Eed 2.50 185 2.0 53 138 1.8 2= THBZ 2.03 23k
Ral Inteni% of BF] A2 T 0.23 20E 743 1184 1015 1541 1016 H.500 1Z2E3 iBa0 | Z7.32 1874 11.92 =04 0.04 58 947 8.65 | 10000 3632 567 1138
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Rank Score

(%)
10.90
10.90
10.30
10.90

7.2
.2
.z
.2

- o -

#
5Pl Bes  Unmatched

lons

10025
10025
10025
10025

Sequence

(R) A T\L\WIDVLE/P & T M D/S VR ()
(R) A I\LWIDVLIE/R & T M /S V/R (§)
(R) & T\L\WIDVLIE/B & T M D/S V/R (S)
(R)A T\L\VIDVLIE/P G T M /S V/R (S)

Detailed Results

MH*

Caleulated

(Da)
17038343
17038343
17038343
17038343

MHt  mHt Pratein
Error  Error MWipl
(Da)  (ppm) (Da)
0077 104 49907.34.78
00177 104 490534478
00477 104 50433.004.83
00177 104 49ET1.1478

. Accession
Species Index #
HUMEN Q13885 638043
HUMAN QoIBvVA1 628059
HUMEN 21351]8 638147
HUMAN 07437 638207

MS-Digest Protein Nams

Tubulin beta-2A chain - Homo sapens (Human)

Tubulin beta-28 chain - Homo sapiens (Human)

Tubulin beta-3 chain - Homo sapiens (Human)
Tubulin beta chain - Homa sapiens (Hurman)

Fragment-ion (mz) [70.066 [T2.082 [86.098 [34.065 [190.071 [120.079 [136.076 [150.077 [175.122 [273.128 [128 180 [361.216 [386.212 [476.998 [485.277 [535.793%2 [577.314 |auo 315 [669.284 [590.356 [713.378 [862.405 [991 448 [1072.581 [1219.551

[Frac. Inten.{% of TIC) Inten(% of TIC) | 000 00| 042( 2.27 218 3155 381 216 292 0.13 4.05 24 234 592 4.14 202 212 2681 340 202 | 120 410 273 4.34
Rel Inten{% of BP) | 0.03 | 052| 280 | 11.82( 1150 | 1268| 10.01| 11.35| 1536 4803 | 2602 10.81 1232 .95 2177 | 1082 115 1273 ( 177 10.84 | 100.00| 2202 143:| 2286
Score 0.2 050 022 -042| -012| -012| -0.19 0785 1.50 0.50 075 1.50 012 050 022 011 050 -D4| -08 0.50 1.50 1.50 -0.14 1.50
lon-type PR v L GT vi bz | wOL v b4 b3 b B y2 ¥
Delta ppm 68| 42| 138 32 145 05| -231| -105 -6.0 124 -18.1 41 -37 -85
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Detailed Results
# Ty MHT st Frabein
Rank Soore f’:l BGE  Unmabohed Zeguenos Caloulabed  Error  Error Mol Ipacas m;’"m "IE;HD!E:“ Proksin Hame
. lons (] idal fppmy (Da}
1 2284 889 9 126 (M LIVIDILIEIFSG T IS ¥R (8) 1832872 0020 1.2 49MITAMTE  HUWAN 13286 238043 Tubuln beta-24 chain - HOmo $aplers (Human)
1 2284 884 L] 126 N LiviD|LEIR/s T 0V v (8) 1832.772 0.0020 4.2 488EER4MATE  HUMAN aseval 238063 Tubulin beta-28 ol - Homo sapiens (Human)
1 2284 889 9 126 (M LIVIDILIEIFSG T IS ¥R (8) 1832872 0020 1.2 EDEFROMAER HUMAN G108 E3B14T Tibuln beta-2 Chain - Homo sapiens {Human)
1 2284 884 L] 126 N LiviD|LEIR/s T 0V v (8) 1832.772 0.0020 4.2 488T1AM.TE HUMAN POT&ET E3RNT Tukuln beta chain - Home sapens (Human]

Fragmant-ton (miz} [r2.081 E.D&B [trs118 117 faza 167 [pea 208 [a5e122 [e1.208 414290 [19q 7os®? [441.268 [eem.20e [szezes [e0.00z [pom.zee [8a2248 [ 2gq 50e™? [f4me10 [rocses [r71.205 [se2.a0s [pen.aes [11040ea [rrenn f1ateem

a0, Inben. (% of TIC) oos 0zz 113 1448 T.24 oTs 142 [E-1] %17 109 Q.50 .M 278 1328 0.33 535 oas QET C.B3 203 27.50 ET3 2.03 oEd
Rel Inteni% of BF) ofe o.7s 4.32 E2E7 268,32 287 407 ix 241 386 32T B.oz 3E.E8 4£8 37 1247 2140 314E 7.27| %0000 | 2083 7.28 283
Saoore osa 02z 1.50 Q=0 075 osd aTs 1.50 [el=h ] 150 a.7s 0.75 0.50 Q7= 1.50 0ED osa a0 0.50 1.50 1.50 1.50 150
lon-type vl ol w bz | VOL [y3+20| DLE w| b yod | WOL | VBLE[  ba |LWDLE [ s | be |yl b5 vz2| w| wm ¥iz
Dedtanpm 48| .23 -en| ool -za| -z B3| 24| -7E | e -az| 2| -z2z| -as| 7 e RN R Tl I [ 73
Reset
¥
-
[REFTES
Back
1caw —
By
5, Grow
E
2 B % n Shrink
¥ DLE WE  Lvoue By LT ., —
1 12
" 2 5 A 'l
8 i‘ﬂ -] 1] o0 1200
W (e
— Lanalz

135



1129

Detailed Rasults
H MH* et MHT Prafsin
&P Acoacslon  MB-Digest
Fark  doore % BCE  Urmatchad Teguanos Calowatss  Erroe Error MWD Ipeoisc ;‘ Index & Frotain Hames
fore mal iDa) oo (D)
1 TOD B4R W W26 IMIAEGEYTEGAEL ZEAME  DOITE 118 dEBITAATE  HUMAN Q13385 EIBME  Tubuin bels-2A crain - Homa sapkens {Human)
1 1700 348 W 26 WAEGEY TE G AEIL Zg11ma  poame 118 48961.44.TE  HURAN GBSV ElB0GE Tubuln beta-28 chain - Homo sapiens (Human)
1 TOD B4R W W26 MIAKGEYTEGAEL ZEAME  DOOTE 118 dERBLAMTE  HUMAN < Eral EIBMT  Tubuin bela20 chain - Homo sapens (Human)
1 TOD B4R W W26 MIAKGEYTEGAEL VLD R (KD I AME  DOOTE 118 ED4ELOAED  HUMAN fraci:] BIEN4T  Tubuin befa-3 chain - Homo sapens {Human)
1 iTo0 a8 W W26 IWiaEGETTEGAELIWVESWLT wR K 281124 DI 118 488710478 Human FaTET EIBNIT  Tubwin mefs chain - Homa sapbens (Human)
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Frag. Inbem (% T 110 | [ 1| 438 155 X =01 [ s=0 1245 240 174 E 27| 3m[ 1 246 [ 15Ez 141 1.42 403 145
Ral. inten % of EF} B3| 27ET 190z 1404 .65 | £240 TREE 47 1104 zca | 47as| 47| 2082| Ems 1252 | 10000 28 aol| €z 23
Boore 151|182 a1 o.s0 032|150 0.0 -1 n=g o3| 1m0 osm| s3] -oos n3s|  1s0 120 150| -ao3 i 00
lan-type ¥ bg*? o I P T I e | barzot2| w|  we o b
Cwtanpm 55| 143 el 92 L. B pa| tim| s3] =3 bl -l B £ 4 53| 14
Reset
Ty S|
b b 2 Back
WK 0 —
b a2
Ty tarew
-] —
i 1
5'1 ] | " ’i A ot .m_ﬂi
J1 i 1 L &1 11 ]
T T T T T T
Ei] &0 B M 1000 1200
e inl Lahals
Detailed Results
# MHY MHY  mHY Protein - .
Rank Score ?“:]I BCS Unmatched Sequence Calculated  Error  Error MWipl Species ABW;S'D" MlsndD;:::t Frotein Name
lons {Da) (Da)  (ppm] (Da)
1 1431 699 10 25 (K)G E Y T E G AE\LIW/D/S/ VLDV WE (K) J046.9801 0.0021 1.0 499073473 HUMEN Q13885 B3804 Tubulin bets-24 chan - Homo sapiens (Human)
1 1431 €99 10 8125 (KNG E Y T E G AE\LIW/D/S/ VLDV WER (K) 20469801 0.0021 1.0 4995341473 HUMAN QIBVAY 638059  Tubulin beta-2E chain - Home sagiens (Human)
1 1431 €99 10 825 (K)GE Y T E G AE\LIV/D/E/ VLDV WER (K) 20469801 0.0021 1.0 498313479 HUMAN P&8371 638067  Tubulin beta-2C chain - Homo sapiens (Human)
1 1431 699 10 25 (KNG E Y T E G AE\LIV/D/S/ VLDV VR (K) 20469801 0.0021 1.0 50433.004.83 HUMAN @13509 638147 Tubulin beta-3 chain - Homo sapiens (Human)
1 1831 699 10 825 (K)G B Y T E G AVE\LIV/D/S/V/L/D/V VR (K) 2046.9801 0.0021 1.0 496T1U4TE  HUMEN POT437 638207 Tubuiin beta chain - Homo sapiens (Human)
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Detailed Results

& + + + Protein . .
Rank Score ?.:JI BCS  Unmatched Sequence Cal:‘:‘Lnaled En:lr-‘ul E"::‘or Mwipl Species Aosession M;‘i'ﬁ:ﬂ Protein Name
lons (Da) (Da}  (ppm) (Da)

1 1735 908 12 425 (G] EW\T E SWAAEAL|VID/S WLV WER (K) 1989.8586 0.0118 5.9 49907.3478 HUMAN Q13885 638045 Tubulin beta-24 chain - Homo sapiens (Human)
1 1736 908 12 4125 (G) E\Y\T E GAWANENLIVID/S WL/D/V VR (K) 19893586 0.0118 59 4995341478 HUMAN G9BVA1 638033 Tubulin beta-2E6 chain - Homo sapiens (Human)
i 17368 908 12 4125 (G) EVY\T E GAANENLIVID/S WLV VR (K) 19899586 0.0148 59 498313473 HUMAN PERITH 638067 Tubulin beta-2C chan - Homo sapiens {Human)
1 1738 908 12 4123 (G) BEVNT E @WANENLIVID/S WL/ VR (K] 19899586  0.0118 59 043300483 HUMAN Q13303 638147 Tubulin beta-3 chain - Home sapiens (Human)
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Detailed Results

+ - -
Rank Zoore ?:_: Bce Llnm:luheu Soguence Dm:,;l,uu :r::\r :r:‘ur F::\"?n-‘l‘ dpeokes Mnn:mn “:::::‘t Protein Hame
: lene il Day  opmi [Daj
1 1282 ®BB 8 11z HiT T 2 aa Ba\vw/o/s/ roo’r wa (K) 1852 2887  0.0081 45 480078478 HUAAN Eracciiy 238040 Tubulin bzta-2A chain - Homo sapiens {Human)
1 1282 8RB ] 11iEE HiT T E ax BIL\WD/E WD W (K) 18E7 2887  0.0081 4% 48863, ] assval 838068 Tubuln 521328 Chalk - Homio saplens (Human)
1 1288 BRB ] 1iss HiT T 2 0 & B'a\W/D/8 WDy wa (K) ASEZ 2887 0.0081 4% 48331, ] PHEIT D Tubulin beia-IC chaln - Homo saplens (Human)
1 1288 @BB 8 12 HiT T 2 a & B\a\w/o/s/ v o/r wa (K) 1882 2887  0.0081 4% E04¥3.004.83 oAy raciid aagi4r Tubuln B=ta-3 chaim - Home sapkers (Human)
1 BBB 8 11izE (Hi T T ¥ a & BT/, 7LD W (K) 1EEZ 2987  0.0081 48 498T1.1M4.TR  HUMAN PO743T a3ga07 Tubulin 218 CNsn - Homd S-SDENE (Surman}
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Detailed Results

# MHT MH* MH* Protein - .
Rank Score ?,;" BCS  Unmatched Sequence Calculated  Error  Error MWipl Species A"‘”;""" MI:'HTE;“ Protein Name
lons (Da) (Da)  (ppm) (Da)

1 2008 959 N 225 (T) EAGMAIEILIVID 5 WL/D/VAR (K) 1588.7887  -0.0014 0.9 4930730478 HUMAN Q13885 638049 Tubaln beta-2A chain - Home sapiens (Human)
1 2008 959 N 225 (T) EAGMAIEILIVID 5 WL/D/VAR (K) 1588.7887  -0.0014 0.9 4985340478 HUMAN QaBvAl 638059 Tubaufn beta-28 chain - Homo sapiens {Hurman)
1 2008 959 N 225 1588.7887  -0.0014 0.9 49E3134TI HUMAN P&83T1 B3B06T Tubufn beta-2C chain - Homo sapiens (Human)
1 2008 959 N 225 (T) EAGMAIEILIVID 5 WL/D/VAR (K) 1588.7887  -0.0014 0.9 S0433.004.83  HUMAN Q13509 638147 Tubauln beta-2 chain - Home sapiens (Human)
1 2008 959 N 225 (T) EAGMAIEILIVID 5 WL/D/VAR (K) 1588.7887  -0.0014 0.9 49ET1.1/478  HUMAN PO7437 B38207 Tubaufn beta chain - Home sapiens (Human)

Fragme ni-icn (miz) |70.UGG |?2.IN11 |B-4.U-l1 |BG.05? |1ZD.081 |136.DTS |IT5.118 |2CI1.IJBd |213.055 238.109 |274.184 ETS.UGB 328,092 ﬁ.ws 373233 ETSASQ 438 281 [588.235 [501.361 [667.305 [902.503 [970.427 [1001.368 [1114.641 [1242.685
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Rel Inten (% of BP) 003 | 071 0.5 1.85 10.28 1468 4134 18.35( 2002 | 2056 1427 | 4872 14083 | 8044 ( 2312 | 10000 | 5350 | 6B.13| 44D4 | 3555( 8505 14,82 61.48 3038 18.02
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1 1350 773 7 824 (RIAV TETS\FPEDW/S F/AR/MSAR (R) 18208120 00074 4.1 1325286583 HUMARM CeBTWI 638633  Tubuln-specific chaperone D - Homo sapiens (Human)
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Detailed Results

# MH¥ Mt MH* Protein _ .
Rank  Score ?q:'l BCS Unmatched Sequence Caleulated Error Error MWipl Species P‘:(:E;EIEIH MI‘T"'d[L'ﬁSt Protein Name
lans (Da) (Da) (ppm) (Da)
1 10.65 66.3 4 1023 (K)E 8 T L/B/L WL/E (L) 1135.6191 0.007TE 6.6  8364.9/6.36 HUMAN PE238E ETTS5T Ubiguitin - Homo sapiens (Human)
Fragment-ion (miz) |61.011 [70.088 |[72.082 [74.058 |84.047 (86.056 |B6.097 [110.070 [153.085 [160.113 [175.122 |[187.141 [193.143 [213.157 [223.150 [234.122 [251.145 [271.180 |288.205 |39 21g%2 [326.717 (350.214 |452.265 [500.344 (525 315%2
Frac. Inten.(% of TIC) | 683 | 001 010 285 ) D23 | 3.87| 0.5 0.23 203 .04 265 263 252 206 4.30 2.5 4 85 6.52 427 16.44 245 243 3.88 827 1218
Rel. Inten.{% of BP) | 40.80 | 003 | 050 | 1548 140 | 2413 | 311 137 18.10 1847 | 2210 1601 1534 1788 | 26.16 1537 | 2825 | 3p8s| 2588 100000 | 1433 | 2147 | 2349 3814 8016
Score -0.41 o20) 080) 048 1.00 | -D.24 | 0.22 1.00 013 018 1.50 -0.16 -0.15 075 050 -0.15 075 D.50 1.50 1.50 015 0.75 -0.23 1.50 050
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1 1236 670 3 10025 (M A S/PILIPEEP P VWER (P) 13766879  0.0093 B.7 33871854 HUMAN AEAMZFD 765589  Uncharacierized protein LOCT2EM0E - Homo sapiens (Human)
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Fig. S5. Time course of cisplatin-induced apoptosis in Jurkat T-cells.

(A) The fraction of cells with terminal deoxynucleotide transferase dUTP nick end labeling
(TUNEL) positive signal was measured. The total number of cells was established by staining
with 4[prime]-6-diamidino-2-phenylindole (DAPI). The time course was measured after

treatment with 200 uM cisplatin.

(B) Western blot analysis of apoptotic markers after cisplatin (200 uM) treatment. More than
50% of nuclear enzyme poly(ADPribose) polymerase-1 (PARP1) and procaspase-3 were cleaved
after 8 h cisplatin treatment. Both are completely abolished after 16 h of treatment. The band at
approximately 22 kDa is the PARP1 fragment generated after the caspase cleavage of Asp-214.
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