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>NR(2.00)[BP = 1558.0, 18865]
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Mascot Score Histogram

Protein score is - 10#Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 62 are signiticant (p<0.05).

Munber of Hits
2 & B

1

0 100 209 30
Brotein Score

Concise Protein Summary Report

Concise Protein Summary - Help

Significance threshold pe 0.05 Max. number of hits AUTO

| Re-SearchAll | | Search Unmatched |

1. CRRIGEDT Mass: 53689 Score: 290 Expect: %.2e-2% Matches: 5%
MMVMTM MID: - Mus musculus

2. VIME MCOUSE Mass: 53524 Score: 290 Expect: 9.2e-25 Matches: 59
Vimentin.- Mus musculus (HMouse).
Q5FWJ3 MOUSE Mass: S53RES Score: 289 Expect: 1.Ze-24 Matches: 59
Vimentin (MOCD-derived CDllc +ve dendritic cells cDNA, RIKENW full- length enriched library, clone:F630103EZ3 product:vimentin,
CLARIN1Y Ma=zs: 51533 Score: 282 Expect: 5.32-24 Matches: 52
MMVIMENT NID: - Mus musculus
g3TFDY MOUSE Mass: E53R56 Score: 276 Expect: Z.32-23 Matches: 57
17 days embrvoc heart cDNA, BIEEM full-length enriched library, clone:IS20087013 product:vimentin, full insert segquence.- Mus



Protein View

Match to:
MMVMTM HNID:

CAR3I9807 Score:

290 Expect:
- Mus musculus

9.

2e—25

Found 1in search of pmf_a2 12%9%0248300.txt

Wominal mass

(M) =

53689;

Calculated pI wvalus: 5.

0&

WCBI BLAST search of Caa3I%807 agalnst nr

Unformatted ssguence string for pasting into other applications

Taxocnomy: Mus musculus

variable modifications:
Clsavage by Trypsin:
Wumber of mass wvalues searched:

Carbamidomethyl
cuts C-term side of KR unless next residus is B

132

Wumber of mass values matched: 59

Sequence Coverage:

TT%

Matchaed peptides shown in Bold Red

(C), Deamidated

(HQ) ,oxidation

(1]

1 MSTRSVSSSS YRRMFECSGET SSEESENRSY VITSTRTYSL GSALRESTSE
51 SLYSSSPGEGA YWIRSSAVRL RSSVPCVELL QDSVDFSLAD AINTEFKNTE
101 THEEVELQEL MDEFANYIDE VEFLEQQOMNEI LLAELEQLEG QGESRLGDLY
151 EEEMRELEED VDOFTHDEAR VEVERDNLAE DIMRLREKLO EEMLOREEAE
201 STLOSFRQODV DNASLARLDL ERKVESLQEE IAFLKELHDE EIQELQAQIQ
251 EQHVQIDVDV SEPDLTAALR DWEROQOYESVA AEKMLOEAEEW YESKFADLSE
301 ARNENMDALE QAKQESHEYR ROVOSLTCEV DALEGTHESL ERJMEREMEEHN
351 FALERANYQD TIGRLODEIO NMEEEMARHI REYQDLLNVE MALDIEIATY
401 RKLLEGEESR ISLPLPTFSS LNLRETNLES LPLVDTHSKR TLLIKTVETE
451 DEOVIMETS) HHDDLE
[ Show predicted peptides also ]
[ SortPeptides By | @ Residue Number © Increasing Mass ) Decreasing Mass
Start - End Observed Mr {expt) Mr{calc) PRm Miss Sequence
2 - 12 1216. 7050 1215.6577 1215.5844 93 1 M.STRSVSSSSYR.R
5 - 13 1028, 5620 1027, 5547 1027 .5047 49 1 E.SVESSEYRR.M
79 = 97 2126.1985 2125.19%912 2125.057%9 63 0 R.LLODSVDFSLADAINTEFK.HN
101 - 113 1587. 9003 1586.8930 1586 .7900 a5 1 E.THEEVELQELHDE.F
105 - 113 1115. 6378 1114.63206 1114.5618 62 0 K.VELQELNDR.F
114 - 122 1125, 6663 1124, &5%0 1124 . 5978 54 1 E.FANYIDEVR.F
123 - 129 90&. 5092 805, 5019 S05. 4607 46 0 R.FLEQONE.I
123 - 129 o908, 4391 507.4318 507 . 4287 3 0 R.FLEQQNK.I 2 Deamidated (NQ)
130 - 139 1168, 7773 1168, 7700 11&8. 7T0E7 54 0 K.ILLAELEQLE.G
130 — 143 1540. 0043 1538.9970 1538. 9032 a6l 1 K.ILLAELEQLEGQGE. S
146 — 155 1254. 6475 1253, 6402 1253.5598 64 0 E.LEZDLYEEEME.E
146 - 155 1270. 6410 1269.6337 1269.5547 62 0 R.LEDLYEEEMR.E oxidation (M)
146 - 158 1668. 8684 1667.8511 1667.7824 65 1 ER.LGDLYEEEMRELR.R oOxidatiocn (M)
160 - 170 1323.7225 1322.7152 1322. 6102 T9 1 ER.QVDOQFTHDERR.V 2 Deamlidated (Hg)
171 - 184 1688, 9368 1687 . 9295 1687 .8199 a5 1l E.VEVERDHNLAEDIME.L
171 - 1B4 1704. 9308 1702.9236 1703.8148 64 1 E.VEVERDNLAEDIME.L oOxidation (M)



% Intensity

M1

4700 MS/MS Precursor 1093.59 Spec #1 MC[BP = 175.1, 1637]
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% Intensity

M1

4700 MS/MS Precursor 1295.75 Spec #1 MC[BP = 1296.6, 2988]
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Peptide Summary Report

Peptide Summary

Significance threshold p< 0.05 Max. number of hits AUTO

Standard scoring 0 MudPIT scoring @ Jons score or expect cut-off 0

Show pop-ups @ Suppress pop-ups O Sort unassigned Decreasing Score
| SelectAll | [ SelectNone | | Search Selected | [|Error tolerant
1. VIME MOUSE Mass: 53524 Secopa: 530 Matches: 2Z0(14) Sequences .
Vimentin.- Mus musculus (Moussz) .

Dcheck to include this hit in error tolerant search

1

Help

Show sub-sets 0

Require bold red []

1214y emPAI: 4.20

.FLEQONE . I
.QESHNEYR. R

. LOEEMIOQRE. E

. QESNEYRR. Q
.FADLESERANE . N
.VELQELNWDR . F

. ILLAELEQLE. &
. LGDLYEEEME.. E

e ry Obse rved Mr {expt) Mr{calec) ppm Miss Score Expect Rank Unigue Peptide
1 906. 5092 205. 5019 905, 4607 45. 4 0 ae a.o072
2 925. 4561 224, 4488 924.3937 59.7 0 3z 0.12
2 1046. 6010 1045.5%37 1045.5224 68.40 0 18 4.4
4 1081.56432 1080.5570 1080, 4948 57.4 1 16 &
5 1093.59%05 1092.5832 10%92.5200 57.49 0 58 0.00051
£ 1115.637% 1114.6306 1114.561%8 61.7 0 3e 0.043
7 1162.77732 1168.7700 1168.7087 54.2 0 63 1.3%e-05
£ 1254.6475 1253.6402 1253.55%8 64,2 0 52 a.002
% 1285.7474 1294.7401 1294.65%1 62. 6 0 29 0.26

o e R R R R

g ggaggaggag

mE R AR A AR D

MALDIEIATYR. K



Protein View

Match to:

VIME MOUSE =Score:

530

Vimentin. - Mus musculus [(Mcouse).
Found 1in ssarch of ppw_aZ_ 125%330854000.txt

Hominal mass

(M)

: 53524

Calculated pI walus: 5.

NCBI BLAST search of VIME MOUSE against nr

Unformatted ssquence string for pasting into other applications
TAXOTOMY &
variable

Cleavags
Sequence

MUS Mmils

by Tryps
Coverage

modifications:

culus

in:
r 45%

Carbamidomethyl
cuts C-term side of EE unless next residuse is P

Matched peptides shown in Bold Red

1
21
101
151
201
251
301
351
401
451

STRSVSS5SY
LYSS55PGGAY
NEEVELQELHN
EEMRE LERQV
TLQSFRQDVD
QHVQIDVDVS
ANRNNDALEQ
ALERRNYODT
KLLEGEESRI
COVINETSOH

EEMFGEEGETS
YIRSSAVELER
DEFANTIDEV
DOLTHDEARY
HASLARLDLE
KEFDLTAALED
AKQESNEYRR
IGRLODEIQN
SLPLETFSSL
HDDLE

SEPSEHNEREYV
SSVEGVRLLE
RFLEQONEIL
EVERDNLAED
REVESLQEET
VROOYESVAR
GVOSLTCEVD
MKEEMARHLE
NLRETNLESL

[ Show predicted peptides also

| Sort Peptides By

Start
T&
100
104
12z
129
145
1gg
222
282

(C), beamidated

TTETETYSLG
DSVDFSLADA
LAELEQLEZD
IMELEEELQE
AFLEELHDEE
ENLOEAEEWY
ALEGTHESLE
EYQDLLHVEM
PLVDTHSKRT

- End Observed Mr{expt) Mr {cale)
= 96 2126.1985 2125.1%12 2125.0579
- 112 1587. 9003 1586.89%930 1586.7300
- 112 1115. 6379 1114.6306 1114.561%8
- 128 906, 5092 05,5019 S05.4607
- 138 11692, 77732 11le8.7700 1168.7087
- 154 1254. 6475 1253.6402 1253.5598
- 185 104e. 6010 1045.5%37 1045.5226
- 234 1533, 9469 1532.93586 1532.8B450
= 291 1309, 6841 1308.6768 1308.5984

0a

SALRFSTSES
INTEFENTRT
GESRLEGDLYE
EMLOREEAES
IQELQAQIQE
EsEFADLSER
ROMREMEENF
ALDIEIATYR
LLIKIVETED

PFmM
63

65
L
46
54
LT
GE
62
el

0

oo oo ook

(Mo ,oxidation

mEEmROEDRAIR

(M)

] @ Residue Number O Increasing Mass ) Decreasing Mass

Miss Segquence
LLODSVDFSLADAINTEFE. N

(Ions score 109)

. THEEVELQELNDR.F (Iocns scores 53)
NELQELWDE.F (Ions score 38)
LFLEQOQHE. I (Icns score 3IG)

L ILLAELEQLE. & (Icons scorese 63)
.LGDLYEEEMR.E (Icns score 52)
LLOEEMLOR.E  (Ions score 1E8)
LEVESLQEEIAFLE.KE  (Icns scorse 74)
HLOEAEEWYK.S (Icns scores 4&)



Sample M2

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1060.6, 16121]
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B 400 150
Fratein Score

Concise Protein Summary Report

Concise Protein Summary - Help

Significance threshold p< 0.0 Max. number of hits AUTO

| Re-SearchAll | |  SearchUnmatched |

1. Mixture 1 Total score: 158 Expect: 1.22-11 Matches: ol
Components (only one family member shown for each component):
C8CTCT MOUSE Mass: 64941 Score: 132 Expect: 5.82-0% Matches: 3%

2 days neonate thymus thymic cells cCNA, RIKEN full-length enriched library, clone:C320028B14 product:albumin 1,
P6SSI1 MOUSE Mass: L3172 Score: B6 Expect: 0.0002Z1 Matches: 31

HMW kininogen-I wariant (High molecular weight kininogen I isoform DeltaD5).- Mus musculus (Mouse).




Protein View

Match to: QBCTCT_MOUOSE sScore: 132 Expesct: 5. 8a2—09
2 days mecnate thymus thymic caells cDHNA, BRIEKEN full—length enrciched library, clone
Found 1n search of pmf BZ_12599390242801.txt
Hominal mass (M) : &496l; Calculated pI walus: 5.49
HCBEBI BLAST search of QsCc77Cc? MOUSE agailnst nr
Tnformatted sesgquence string for pasting into other applications
Taxonomy: Mus musculus
Links to retrievwve other sntries contalning this sequence from WCBEI Entrez:
(no taxonomy informaticon for this entry)
varliable modifications: Carbamidomethyl (C), Deamlidated (HO),,O0xlidation (M)
Cleavage by Trypsin: cuts C—term side of ER unless next residuse i1s F
Humlbber of mass wvaluss searched: 119
Humlber <of mass values matched: 36
Sequence Cowvaerage: 5S59%
Matched peptilides shown 1in Bold Red
1 NEYHNDLGEQH FEELVLIAFS QYLOKCSYDE HAFELWVOQEWVWVTD FAETCWVADES
51 AAMCDESLHT LFGDELCAITF HLEENYCELR DCCTEOQEPER HECEFLOHEDD
101 HFSLPFFERF EAEMMCTSFE ENFTTFMEHY LHEVARRHFEFY FYAFELLYYA
151 EQYHEILTOC CAEADEESCL TPELDGSWVEEE ALWVSSVRORM ECOSSMOEFEFGE
201 RAFKAWAVAER LSEQTFPHADF AEITEKLATDL TEVHEECCHSEZ DLLECARDDER
251 ELAKYMCEND ATISSELQTC CDEPLLEEKaH CLEEVEHDTM FADLFAIAAD
301 FVEDQEVCHKHN YAEAKDVFLE TFLYEYSREEH PDYSVSLLLE LAKKYEATLE
351 HCCAEANFFPA CYSTVLAEFD FLVEEFPEHNLYV HKTHCDLYEEL GEYGCGFOHAIL
401 VEYTCOHEAPOV STPTLVEALE HNLGREVEGTHECC TLPFEDOQRLEPC VEDYLSATLH
451 REVCLLHEEKETF VSEHVTRECCE CELVERRFCEF SALTVDETYV PEEFERETET
501 FHSDICTLFE EEEQIKKQTA LAELVKHEKFEK ATAEQLETVM DDFAQFLDTOC
551 CEAADEDTCF STEGFPHNLVTE CHEDALZ
[ Show predicted peptides also ]
| Sort Peptides By | @ Residue Number ) Increasing Mass 0 Decreasing Mass
Start — End Ohse rved Mr (expt) Mr (calc) =)= 178 Miss Seguence
13 — 25 1475 . 285332 1472, 288260 1478 . 8497 25 o E. CLVLIAFSQYLOF .
13 — 2= 2472, 2254 2471 . 311 2471 . 2042 46 1 E. GLVLIAFSQOYLOFC
4 — 4= 114%. 55647 1l142. 8574 11482. 077 43 o E. LWVOQEVTDFAE . T
57 — &5 1017 . 5847 101le. 5774 101s . 5291 a8 o K. SLHTLFGDE . L
65 — TF 956 . SEad 355. 5815 255 . 5273 57 o E.LCAIFHNLE. E Ca
74 — 85 145%. 6765 1458 . 66545 1458 . 5755 a5 o R. ENY GELADCTE . Q)



Protein View

Match to:

QesS9T1l MOUOSE Scoreae:
HMW kininogen—I wvariant {(High molecular welight kininogen I isoform Deltal5) . —

86 Expeact:

Q.00021

Found in search of pmf B2 125990245301 .txt

Homlnal mass

(M) 2

S231T2;

Calculated pI wvalus:

4.88

NMCBEI BLAST search of Q£359I1 MOUSE agalnst nr

Tnformattaed

Tax IOy =

Mu=s musculus

sequencse string for pasting into octher applications

Mus rmascul

Links to retriewe octher sntries contalning this seguence from MCBI Entrez:

(NS T axaoIomsys
(s T axanioms®

variakle modifications:
CTleavage by Trypsin:

Humlbher of mass wvalues
Humlber of mass wvalues
Sedquence Coverage:

=

Carbamidomethyl
cuts C—term side of ER unless next residus 1= B
sgarched:
matched:

11%
=1

Matchaed peptlides shown 1in Bold Red

1
51
101
151
201
251
301
331
401
451

MEILITTLLL:C
GNQYMLHREWV I
EAATGECTAT
DSPDLEFVLK
Wi THCSKERF
SESEDDLVEALF
DT VEKATSOV
HA NV YMEEWE
DEDEFIEDWVWS
PEEPWERPASE

SELLLTLTGE
EZTETDGESPET
VEERENEFFL
HSTEHFHHHNT
FSLHGDCW AT
KPCPSCPRDI
VACTEYVIEF
HENVE TWVECQ
TTEPYDTSAH
EDFHMTETTEF

EEAOEIDLRCHL
FYreFEYLIEE
VTQTCKIAES
DHSHLFTLRE
PNGDDGECRG
PVDSPELKEW
IAEETECSEE
ALDMTEMARE
DL ITFDTITHW
SEDFDLLDALS

L Show predicted peptides also

[ Sort Peptides By

Start
43
43
50
S0
50
&5
= B2

114
115
115

| @ Residue Number

informaticon Lfor this entry)
information for this entryl

(Z) , eamldated

EAVFEOAVDFES
GHCESASELER
EAPILEAYFPE
VEEAHROWV VL
MLFMDIMNHET
LEHS TAROLME
SHTELAEDCE
PPGFSFFRSWV
FODELESFELIS

O Increasing Mass

— Emn< Obhsae rvead Mr {expt) Mr {calc)
- 5B 1295, 0566 1294, 0493 1893 . EBE679
— 5g le9ée. 0194 1e95. 0121 1894 . 8519
— 58 1105. 5889 1104. 5816 1104 . 5134
- 5B 1121. 5780 1120 . 5707 1120.5084
— &4 1749 . 7764 1748 . 7691 1748 . 8515
- 75 1249 . 6459 1248 . 6386 1248 . 5663
— 114 1765, 2055 1764, 28982 1764 . 7948
— 126 1671, 9216 1670 .9143 167028086
— 126 1459 . 6769 1458 . 6696 1458 . 701
— 12& 1515. 8025 1514. 7952 1514 .7075

LEQFNE CVES
WoDCDEEDAE
CIGCVHAIST
SLHEFODITYTI
AMNFSOSCTLY
EMDHEFYYEKI
IKHLEQSLDC
TVoOETEESGERET
DFFEATEFEC

PFm
k=l

a5
G
S
—47
S8
S9
ez
—0
5

= =N o = o ==

(o), Oxldstion

AIRARARARA

(B

Decreasing Mass

Mi==s Seguance

OQFHPGVESGHNQYMLHE . W
QFHPGVESGHOQYMLHRE . W
SCHOYMLHE . W
SCHOYMLHE . W CoOxidati.
SCHOYMLHEVIEGTE . T Th
TDESPFTEFYSFE. X

DAREEADN TCECTATVEER . E

REEHNEFFIVTOTCE . I Zar:
EMEFFIVTOQTCEK.I D= am
ENMEFFIVITOTCE.I Carhb.



% Intensity

M2

4700 MS/MS Precursor 1010.62 Spec #1 MC[BP = 86.1, 1894]

i 86.0934
100 1893.
90
175.1086
80
70
60
136.0770 263.1239
50
506.2657
401
70J0670
505.2319 1010.5269
30+ 1120813 235.1404
246.1360
390.1678
201 229.1163
59.0405 2431185 376.1982
adlobrd  110.0688 77 0991 652.2797 822.9860
100.0866 3592216
10 158.0807 489.2357 1012.4246
4310864 213(1433 824.9420
| [o1gg10| [L5p-1101” T 301.1799 392 1541 539.1987 968.3718
30.034]
"“‘“ | l1ajoszp i’ 1629 ‘n b3 8111478 al70l1756 461. ‘lu 971 67.435[
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% Intensity

M2
4700 MS/MS Precursor 1045.63 Spec #1 MC[BP = 860.9, 3406]

7 860.8908
100 3405.¢€

901

80

70/  38.9676

607

507

862.8718

40+
70.0676

307

86.0966
102.0802

207
175.1120

112.0848 385.2581
184.1456

1045.4993

668.3903 750.4283

10+
467.3362 649.9893 83819200

1001.4806

44.5211

359.11612
489.2549 585.3370 |g5p 0156 758.3828
B57.1653  431.233 ﬁm - 702.735k)
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Frotein Soore
Peptide Summary Report
Peptide Summary : Help
Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring 0 MudPIT scoring @ Ions score or expect cut-off 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups ' Sorf unassigned Decreasing Score - Require bold red [

| SelectAll | | SelectNone | | SearchSelected | [T Epror tolerant

1. Q65971 MOUSE Mass: 53172 Secore: 77 Mateches: 3(1) Sequences: 3(1) emPAI: 0.58
HMW kininogen-I varlant (High meolecular weight kininegen I 1soform DeltabS).- Mus musculus (Mouse).
[[Jcheck to include this hit in error tolerant search

Quaery Observed Mrexpt) Mr{cale) ppm  Miss Score Expect Rank Unique Peptide

Z 1010.8234 1008.6161 1008.55% 55.3 0 29 0.1 1 U K. IVIEFIAR.E
& 1105.588% 1104.581¢ 1104.5124 61.7 O 1z 21 1 U K. SGNOYMLHE .V
£ 124%. 645% 1248.6386 1248.5683 57.9 0 32 0.2 1 U K. TDGSPTFYSFE. Y
5 1325.645% 1324.6386 1324.5574 61.4 O 26 0.94 1 U K. COALDMTEMAR. R + Carbamidemethyl (C)
13 1515.8025 1514.7%52 1514.7075 57.% 0 3z 0.2 1 U R.ENEFFIVIQTCK.I + Carbamidomethyl (C)
25 1982.0591 1%881.0518 19%80.9831% &0.6 1 2 1.7e+02 & U K. VWEPTVECQALDMTEMAR. R + Carbamidemethyl (C); Deamid:
45 2216.0803 2215.0830 2214.9423 63.5 0 61 0.00028 1 U R.FPSLHGDCVALPNGDDGECR. G + 2 Carbamideomethyl (C)
a0 2432.28B15 2431.2742 2431.1161 &5.0 0 g 51 1 K. HLGQSLDCNANVYMEPWENE. V + Carbamidemethyl (C)



Protein View

Match tao:
HMW kininogen—I variant
Found in search of

Mominal mass
HCBI EBLAST search of

UTnformatted

Tamxonomy:

[ I

Seguence sString

QESSTI1 MOUSE Score:
{High molecular weight kininogen I isoform DeltabDs) .-

77

ppw B2 129%%0554101.txt

5E3172; <Cal

culated pI

Mus musculus
Link=s to retriewe other entries containing this =seguence

walue: 4

oesSa9T1]l MOUSE against nr
for pasting intco other applications

e taxonomy information for this entry)
ino taxonomy information for this entry)

. B8

Mus musculus [(Mousea) .

from MZBI Entre=:

Variable modifications: Carkbamidomethyl () ,Deamidated (HQO), Oxidation (M)
Cleawvage by Trypsin: cuts C—term side of KR unless next residue is P
Segquence Cowverage: 2Z20%
Matched peptides shown in EBold Red
1 MELITTLLLC SELLLTLTOE EEACEIDCHD EAVEFOQAVIFS LEOEFHNPGSVES
51 SHOYMLHEVI ESTHTDESPT FYSFEYLIKE GHCSAQSGLA WDCDFEDAE
101 EAATSECTAT VEKRENEFFI VITOQTCHIAPSE KADILEAYFP CILZCVHAIST
151 DEFDLEFWVLE HSIEHFNHNMMNT DHSHLFTLEEK VESAHROQWVWVA SGLHNEFDITYTI
201 VQTHNCSHEERF FSLHAGDCOCVAL FPHGDDGEECRS HLEFMDINMKI AMNEFSOSCTLY
251 sSGEDDLVEALP KBECPECPREDI PVDSPFELEEWV LGHSIAQLMA ENDHEPFYYEKI
301 DIVEEATSQV VAGTEYWVIEF IARETHCSKE SHTELAEDCE IKHLGQSLDOC
351 HANVYMRFWE HEVVEPTVECD ALDMTEMARR PBESFSPFRSWV TWoOETHEEGET
401 DECFIEDWVWVA TTEFPYDTGAH DDLIPDIHWVY PDSLSFELIS DEFEATSPEC
451 PSRFWEFASW EDFHMNTETTEF SDEDLLDALS
[ Show predicted peptides also 1
| Sort Peptides By | @ Residue Number Increasing Mass (O Decreasing Mass
Start — End obsarved ME (exXpt) ME {cala) Bem Miss Sacuance
50 — &8 1105 . 5389 1104 .581& 1104 .5134 62 0 EK.SCEHQYMLHR.W (Ions score 12)
&5 — 75 1249 . 6459 1248 . 6396 1248 .5662 58 0 K.TDESEFTEYSEFE. Y (Ions score 32
115 — 12& 1515. 8025 1514 . 7952 1514 . 707E 58 (] R.EMEFFIVTOTCE. I Carbamidomethyl
210 — ZZ29 2216.0903 2215 .08930 2214 . 9423 64 0 R.FFSELHGDCWVALPHGDDGECR. = 2 Carkbam
3Ile — 323 1010, 6234 1009 . 6161 1009, 55596 L& 0 K.YWIEFIAR.E [(Ion=s score 299
343 — 362 2432 .2815 24321 2742 2431 .1161 65 (] K. HLEZOS LDOHMAMNV YMEEWERME. . W Carbamid
IB3 — 379 1982 . 0591 1981 .0518 1980 . 9319 [ 1 K. VWWPEPIVHECOALDMTEMAR. R Carbamidome
IEd — ITD 1325 . 64509 1224 .6386 1324 .5574 51 0 K.CQALDMTEMAR.ER Carkamidomethyl |
L= =5 e L L R e L T e L
& " .
= & . g
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Sample M3

=>NR(2.00)[BP = 1558.0, 30001]

4700 Reflector Spec #1 MC
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Frotein Score

Concise Protein Summary Report

| FormatAs | Concise Protein Summary - Help
Significance threshold p< 0.05 Max. number of hits AUTO

| Re-SearchAll | |  Search Unmatched |

1. VIME MOUSE Mass: 53524 Scora: 241 Expect: 7.3e-20 Matches: 41
Vimentin.- Mus musculus (Mouse).
Q5FWJ3 MOUSE Mass: 53655 Score: 241 Expect: 7.2e-Z0 Matches: 6l
Vimentin (NOD-deriwved CDllc +ve dendritic cells cDNA, RIKEN full- length enriched library, clone:E
CAARIIEDT Mass: 53&39 Score: 233 Expect: 4.0e-1% Matches: 5&
MMVMTM NID: - Mus musculus
oA0ES1 MOUSE Mass: 52641 Score: 232 Expect: 5.8z-1% Matches: 53
Bone marrow macrophage cOMA, EIEKEN full-length enriched library, clone:I830119C09 product:vimentir
23TFDY MOUSE Mas=s: S3&656 Score: 230 Expect: %.Ze-1% Matches: 59
17 days embryc heart cDNA, RIEEN full-length enriched library, clone:I%20087013 product:vimentin,
EAR4AOE5E Ma=zs: LH3c4l Score: 229 Expect: 1.2ez-1% Matches: 52




Protein View

Match to:

VIME MOUSE =core:

241 Expsct:

Vimentin. — Mus musculus ([(Mousea) .
Found 1n search of pmf C2 129930248802 .txt

WHominal mass
WCBEI BLAST szarch of
TTnformatted scguence string for pasting into cocther applications

TAXConoOmy

Vvarlable modifications:
Cleavage by Trypsin:
Humber of mass wvaluess scarched:
Humbaer of mass valuses matched:
Sequencs Coveraga!:

(M) :

535245

Calculated pI walus:
WIME MOUSE agalnst nr

Mus musculus

BS%

Carbamidomsthyl
cuts C—term side of KR unless next resliduse is B

178
&1

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

STRSVSSSSY
LYSSSPGGAY
HNEKVELQELN
EEMRE LERQV
TLQSFRQDVD
QHVQIDVDVS
AMEHNMNDALERD
ALEAANYQDT
KLLECEESRI
GOVINETSQH

REMFGGSGTS
YVTESSAVELE
DRFANYIDKV
DOLTHDEARY
MASLARLDLE
KPDLTAARLRD
AKQESMNEYRR
IGRLODEIQN
SLPLPTFSSL
HDDLE

SRPSSNRSYV
SSvEPSVRLLY
RFLEQQNEIL
EVERDNLAED
REVESLQEEI
VRQOYESVAR
OVQSLTCEVD
MEEEMARHLE
NLRETNLESL

[ Show predicted peptides also

[ Sort Peptides By

Start
4
1z
28
50
TE
100
104
113
122
129
129

] @ Residue Mumber

T . 3a—-20

5.06

(i), Deamlidated

TTSTRTYSLG
DSVDFSLADA
LAELEQLEGO
IMRLREKLQE
AFLEKLHDEE
ENLOEAEEWY
ALKGTHESLE
EYQDLLNVEM
PLVDTHSKRT

O Increasing Mass O

— End Obsa rved Mr {expt) Mr {calc)
- 12 lo2g. 581 1027.5808 1027 .5047
- 27 1la99, 2598 1698, 9525 1698.7856
- 49 2391. 2157 2390 . 3084 2390. 2190
- B3 l1444. 7292 14432, 7219 1443 . 6994
- 96 2126.1914 2125.1841 2125.0579
- 112 1587.8977 1586, 85204 158sa.7200
- 112 1115. 6348 1114. 6275 1114.5818
- 121 1125. 6698 1124. 6625 1124 .5978
- 128 906. 5101 905. 5028 S05. 4607
- 1zB 1ie9. 77240 1lle8. 7647 1llae8.70&7
— 142 1540. 0029 1538. 99548 1538. 92032

SALEPSTSRES
INTEFENTRT
GESELGDLYE
EMLOEEERES
IQELOARQTOE
ESFFADLSER
ECMEEMEENE
ALDIEIATYR
LLIKTITWVETED

PEm
T4

a8
37
a4
59
L
5%
58
47
50
e

HFOoOKROHODOHRRER

(M), oxidation

ol

e e e e e o)

(1]

Decreasing Mass

Miss Seqgquence

. SNSSESSYRRE .M

E. PMFGESCTSSRPSSHE. S
CSYVITTSTRTYSLESALRPSTSE. S
. SLYSSSPEERYVTER. 5

L LLODEVDFSLADARTNTEFE . W

. THEEVELQELHNDE. F

. VELOQELMDE . F

.FRHNYIDEVE .F

.FLEQOHNE . I

ILLAELEQLE. &
LALLAELEQLEGOEK . S

[ % s B



% Intensity

M3

4700 MS/MS Precursor 1295.75 Spec #1 MC[BP = 175.1, 1640]

175.1125

1007 1640.F
%01 86.1012
80
70
60
50
865.4385
70.072
404 4.0723
1811746 1296.6156
112.089
30+
136.9874203-0835 623,308
338.1751
673.2998
510.2592 233.55¢3
8383857 |
1038.4464 #5-52}0
1109.8582 249.9811
11.195¢076-3113 752.3979 453 . o 8054
L
1369

Mass (m/z)



% Intensity

M3

4700 MS/MS Precursor 2201.12 Spec #1 MC[BP = 446.2, 2614]

100+ 446.2401 ro1ac
901
801
70
60
50
401
a0 175.1110
P152.4656
112.0827
201  88.095 345.1967
1108.4801
561 2645 2157.9270
1
101 852.3647
1284 |,
4 B.2365 218 6893208 549.3787 1682.7311 3:-3(‘)‘;2
dds ' §05.2128 8B5.3242| 966.5057 1421.6622 : (33,
ﬁe 1290 453 1438 11080122 ovol1a9 1162.7235 1291 8420 o2 s 16125396 1811.8151 o 5a0 N
O-prlaet : ‘ ' : : :
9 472 935 1398 1861 2324

Mass (m/z)
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Peptide Summary Report

Peptide Summary
Significance threshold p= 0.05 Max. number of hits AUTO
Standard scoring 0 MudPIT scoring @ Jons score or expect cut-off 0
Show pop-ups @ Suppress pop-ups () Sort unassigned Decreasing Score
| SelectAll | | SelectMNone | | Search Selected | | |Error tolerant
1. VIME MOUSE Mass: 53524 Scope: 241 Matches: 15(4) Segquences: 15(4&)
Vimentin.— Mus musculus (Mouse) .
[[Jcheck to include this hit in error tolerant search
Qe Xy Obhse rved Mr {expt) Mr {cala) Ppm Miss Score Expect Rank Unicue
A 932, 5250 931.5177 931. 4610 &0 .9 o 37 Q.071 1
4 1081. 5635 1080. 5562 1080. 4948 56.9 1 1z 1z 1 L)
=) 1093, 5925 1092.5852 10292, 5200 59.7 o 44 0.011 1 L4
2 1115, 63418 1114.6275 1114.5618 58.9 o 30 0.29 1
i 1125. 6598 1124. 6625 1124 .5978 57.5 1 27 0. 32 1 i)
-] 1254. 6456 1252 . 6383 1253 . 5588 &2.7 o 5e 0.0005 1 i)
11 1z287.74412 1286, 73275 1286, 6579 &1.9 1 11 20 1 L)
p 12595, 7462 1z94. 73289 1294. 6591 &1.7 o 3= 0.09 1 L)
13 130%. 6862 1z08.6789 1208.59846 al. 4 o 32 .16 1 L)
14 1444.7932 1442.7219 1443. 6994 64.1 o 29 0.29 1 L)
pR 1557. 9950 1556, 2877 1556.8926 61.1 o 56 o.o00014 1 L4
i7T 1587.8977 1586, 8504 1586 .7300 62,3 1 a6 &. Te—05 1
le ls88. 9358 1687 . 9285 1687 .8199 64d. 4 1 23 1.5 1 L4)
pE-) 17324 . 92418 1732.9175 1733. 8076 63,4 1 &9 4e—05 1 i)
57 2201.1191 2200.1118 2199.9742 &2. 6 o a7 &. 8e—-07 1 L)

Help

Show sub-sets 0O

Require bold red [T

emPAI: 1.28

Paptide

mn DR AR AAAAR

. LLEGEESE. I
. QESHNEYRE. Q

. FADLSERRNE. N

. VELQELNDE.F
.FANYIDEVE.F

. LEDLYEEEME.. E

. QVDQLTHDEAR. V
.MALDIEIATYR. K

. NLOEREEWYK. S

. SLYSSSPECAYVTR. S

. ISLPLPTFSSLNLR. E

. THEEVELQELNDE . F

. VEVERDNLREDIME. L

. LODEI QNMEEEMAR . H

. EMEENFALERANYQODTICR. L



Protein View

Match tao:r

VIME MOUSE =ZSoore:

241

Vimentin., — Mus musculus [(Mousea) .
Found in search of ppw C2_12599085430Z2.txt

Hominal mass
HZBI BLAST sesarch of

Tax onOmy =

variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

(ML)

53524

MUus musculus

F5%

Calculated pI wvalue:
VIME MOUSE agalinst nr
UTnformatted scguence string for pasting into cocther applications

Carbamidomethyl
cuts C—term side of ER unless next residus i1s B

Matched peptides shown in Beold Red

1 STRSVSS5S55Y REMFGGSGTS SRPSSHRSYV TTSTRTYSLG

51 LYSSSPGGAY VTRSSAVRELR SSVEGVRLLE DSVODESLADA
101 NEEVELQELN DRFANYIDEV RFLEQQONEIL LAELEQLEGS
151 EEMEELEROY DQLTHDEARY EVERDHLAED IMRLREELOE
201 TLQSFRQODVD MASLARLDLE REVESLOEEI AFLEKLHDEE
251 QHVQIDVDVS KPDLTAALRD VEQQYESVAA KNLOEREEWY
301 ANRNNDALRD AKQESHNEYRR QWVQSLTCEVD ALEKGTHESLE
351 ALEAANYQDT IGRLODEIQN MEEEMARHLE EYODLLMWVEM
401 KLLEGEESEI SLPLPTFSSL HLEETHLESL FLVDTHSEERT
451 GOVINETSQH HODDLE

[ Show predicted peptides also ]

|  SortPeptides By | @ Residue Number 0 Increasing Mass

Start — End Obse rved Mr{expt) Mr {calc)
S0 - B3 1444, 7932 14432, 7219 1443, 6994
100 — 112 1587.8977 15286, 2904 1586 .7200
104 — 112 1115. 6348 1114.6275 11l1l4. 5618
113 — 121 1125. 6698 1124. 6625 1124 .5978
145 — 154 1254. 6456 1252. 6283 1253. 5598
159 — 1&9 1287.7448 1286, 7275 1286. 6579
170 — 183 1l68E. 9358 1687 . 9285 1687 .8199
282 = 291 1309, 6862 1308. 6789 1208.5986
294 = 303 1093, 5925 1092.5852 1092 .5200
313 = 320 1081. 5635 1080, 5562 1080, 4948
345 = 363 2201.1191 2200.111%8 2199, 9742
Ied — 37T 1724, 9248 17332.9175 1733.B076
3900 — 400 1295, 7462 1294, 73289 1294 6591
402 = 409 Q32,5250 931.5177 931 .4610
410 — 423 1557. 9950 155&,. 9877 155& . B92&

5.06

(), Deamldated

SALRPSTSES
INTEFENTET
GESRLEDLYE
EMLOREERES
IQELQRQIQE
KSKEFADLSER
ROMEREMEENF
ALDIEIATYR
LLIKTVETED

FPEFmM
G4

a3
59
58
a3
G2
a4
&l
G
57
a3
a3
G2
al
&l

[=R=N=0 =0 == N RN =]

(o), 0oxidation

AERREIDAERIDDOIRA A

[

Decreasing Mass

Miss Sequence
SLYSSSPCEGAYVTER. S
. THEEVELQELHDE . F
. VELQELWDR . F

. FAHYIDEVR.F

. LGDLYEEEME . E
COVDOLTHDEAR . WV
. VEVERDNLAEDIME. L
.HLOEAREEWYE . S
. FADLSEARBRHNE . N
. QESHEYRE. Q

. EMEENFALEAARNYQDTIGE . L
L LODEIQHMEEEMAE. . H
 MHMALDIEIATYR. K
. LLEGEESE. I
. ISLPLPTFSSLNLE. E

(Ions score 299
(Icns scorge GG
(Ions scorge 300
(Ions score 27)

(Iocns score S8

(Tons score 11)
(Ions score 230
(Ions score 320
(Iocns score 440
(Ions score 130
(Ions sScCor
(Ions score G99
(Ions score 33)
(ITons score 370
(Tons score 560




Sample M4
4700 Reflector Spec #1 MC=>NR(2.00)=>NR(2.00)[BP = 1060.6, 21103]
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Fi- bty 7B L

Frotein score
Concise Protein Summary Report
| FormatAs | Concise Protein Summary - Help
Significance threshold p< 0.05 Max. number of hits AUTO

| Re-SearchAll | | Search Unmatched |

1. LAH18154 Maszs: 47E68 Score: 105 Expect: Z.9z-0¢ Matches: ::&
BCO18158 NID: - Mus muaculus
o655T71 MOUSE Mass: E2172 Score: 94 Expect: 3.%-05 Matches: 27
HMW kininogen-I variant {(High molecular weight kininogen I isoform DeltaD5).- Mus musct




Protein View

Match to:
BCO1815E8 MNID:

ARHI1E815E =Score:
- Mus musculus

105 Expect:

2.

Sa—-08

Found 1in sesarch of pmf 0Z_129%9308422803.txt

Homlinal mass

MCBEI BLAST scarch of
Unformatted sequencse string for pasting into other applications

TaxXonomy:

() :

47868;

Mus musculus

Calculated pI walue:
AAHLIE158 agalnst nr

5.74

Links to retriewve other entries contalining this segquence from WCBI Entrez:

variakbkle modifications:
Cleavage by Trypsin:

HMumber of mass valuss
Humber of mass waluses matched:
Saquencse Coverage:

(O Taxonomir

Se%

Carbamidomasthyl
cuts C—term =s=ide of EERE unless =Xt residus 1= F
soarched:

147
28

Matched peptides shown 1in Bold Red

1 MELITTLLLC SGELLLTLTQOE EEAQEIDCHD EAVEQAWVDFES
51 GHNOQYMLHEVI EGTETDGESPT FYSFEYLIKE GHNCSAQSGLA
101 EARATCECTAT VECEREMNEFFI VIQTCEIAFS EAPILEAYFPE
151 DSPDLEFVLE HSIEHFHHNT DHSHLFTLEE YVESAHROV VA
201 VwoTHCSKEERF PSELHGCDCVAL PHNGCDDGECRE HNLFMDINMEIT
251 SSDDLWVEALFP HKPCPSCPRDI PVDSPELEEV LCHSIAOLME
301 DTVHEEATSOVW VASCTEYVIEF IARETHCSKE SHTELAEDCE
351 HANVYMEPWE HNEVVFITVECD ALDMTEMBEER PPGFSFPFERSW
401 RLLEACEYKS ERLSEAGAEFA FERQAESSQV KQ
[ Show predicted peptides also ]
| SortPeptides By | @ Residue Number O Increasing Mass
Start — End Obasa rvead Mr {expt) Mr {cala)
50 — 58 1105, 59561 1104, . 5228 1104 . 5124
50 — 5g 1121. 52590 1120, 5817 1120.5084
65 — 75 1249, 6566 1248 . 493 1248 . 5663
98 — 114 1765, 9282 1764. 9209 1764 . 7948
114 — 12s 1671, 2396 1&70. 93223 170 . 8088
115 — 12& 1515.8158 1514. 2085 1514 .7075
127 — 1&0 L2689, 4998 2688 . 4925 26BE8 . 2928
1681 — 1EBO 244% . 2ZF03 2448 3230 2448 1570
208 — 229 2501. 2832 2500 . 2759 2500 . 0860
208 — 229 2502. 2778 2501 . 2705 2501 . 0700
210 — 229 2214 .9423

221e.

1141

2215,

1aza

informaticon for this entry)

(21, Deamidated

LEDFHEGSVES
WD COFEDAE
CIGCVHAIST
SLMFDITYTI
BEMFSO5CTLY
ENDHPFYYETI
IFHLGOSLODC
TWVOETEEGRT

pEm
68

a5
a7
T1
T4
a7
T4
G
Te
a0
T2

QEHEHHEQQREFDODQ

(M), oxddation

. RENEFFIVTOQTCE. I
ENEFFIVTQTCE . I
LAYFPCIGCVHAISTDSPDLEPVLE . |
. HSTEHFHHNHTDHSHLEFTLEE . W 2
ERFPSLHGDCVALPNCGDDGEECE. &
. ERFPSLHGDCVALPHNCGDDCEECE. &
LFEPSLHEGDCVALPHCGDDEECER . & 2

BRRARARRAAR

(1]

Drecreasing Mass

Miss Sasguencs

L SCHOYMLHE .V

L SCHOYMLHRE . W

. TDESPTFYSFE. Y

Oxlidation (M)
DAREERBRTCECTATVEER . E Cark:
Carbamide
Carbamidor



% Intensity

1007

901

80

707

607

507

40+

307

207

38.9667

70.0704

102.0823

M4

4700 MS/MS Precursor 1045.63 Spec #1 MC[BP = 860.9, 1921]

860.8983
1920.¢
862.8879
385.2721
175.1088 467.3435 668.3948
9582
9912
150587 750.4362 e~ 0134 1003.3612
302.1900 4312195 490,252 40.0248 , 0892544 | 7583483 g16l0dk  gg0.4247 98/.3234 1046.4521
274, 328 | .2702 | _L : )
uu m ml Ml m mm oAbl b ™ ) |
447.4 666.6 885.8 1105.0

Mass (m/z)



% Intensity

1007

901

807

707

607

507

40

307

204

10+

86.0959

70)0695

87.0820

136.08

102.0629

4700 MS/MS Precursor 1004.56 Spec #1 MC[BP = 1010.3, 2869]

175.1116

D8

263.1283

314.2081

M4

Mass (m/z)

1010.2844
2868.€
506.2776
390.1917 652.2614
489.2613 1004.4404
73.1671 450,74 560.3262
-% 36410.213 :
YTV e I L .
‘ ‘
429.8 1061.0



of Hits

Muamber

Peptide Summary Report

FNG1 MOUSE

(0)

Sequences: 3(0)
Fininogen-1 03=Mus musculus GN=Engl PE=1 3V=1

Mass: 73056
emPAI: .18

Score: 2%

Protein score

Matches: 5

[]l:heck to 1nclude this hit in error tolerant search

Query
4
E
g i
g 1

=
|..r_-.
S |

Chserved
1010.6306

1112, 6533
1249, 6566
1325,6593
2216,1101

Mr (expt)
1009.6233
1111.6460
1248,6493
13246520
2215.1028

Mr(calc)
1009.5596
1111.5761
1248.5663
1324,5574
2214,9423

ppm Miss Score Expect Rank Unique

63.1
62.9
66.5
s
12.5

0

= D s

18
11
18
17
30

0.33
3.5
1.4
1.4

0,088

e = N e T e R

I
i
U
1]
i

Peptide

E.YVIEFIAR.E

R.DIPVDSPELE.E

K.TDGSPTFYSFE.Y

K.COALDMTEMAR.R + Carbamidomethyl (C)
R.FPSLHGDCVALPNGDDGECR.G + 2 Carbamidomethyl (C)



Protein View

Match to:

FENG1l MOUSE Score:

29

Fininogen-1 OS=Mnus musculus GN=Engl PE=1 SWV=I1

Found in search of E:\Dekstop 30.5.2011%Muscle‘\Dekstop 2.5.11%Muscle DUMNMuscle date

“sample M4h\ppw D2 129520854403 .t=xt

HNominal mass

HNCBI BLAST scsarch of
UTnformatted sequence

TaXonomy :
Variable
Cleavags

Sequence

Matched peptides shown

1
51
101
151
201
251
301
351
401
451
501
551
601
651

(M) :

T3056;

Calculated pI walus:

Mus mugsculusg

Coverage:

MET.ITTTI.T.L,C
GNOYMLHRWVI
EAaTEECTAT
DSPDLEPVLE
VOTHNCSEERFE
SCDDLVEALE
DTVEFEATSOWV
HANWVYMEFPWE
WVSPPYTAREQ
WSPERHGL(GH
HGEGHGHGHGHG
STTSTQMOGR
HDDLITPDIHWV
FSDFDLI.DAT,

modifications:
by Trypsin:

O%

SGLLLTLTQE=
ESTETDESET
WEREERENEEFETL
HSTEHFHNHNNT
PSLHGDCWVAT.
EPCPEZCPRDT
VACGTEYVIEF
NENVETVELCO
EERDAETEOS
GHOQFPHGLGH
HGHGHGHGHG
TESGPTLTFEFEPR
OPDSLSFELI
5

Carbamidomethyl
cuts C—term side of ER unless next

in Bold Red

EEAQETDCHD
FYSFEYLIEE
VIQTCEIAPS
DHSHTL.FTLRE
FPHNCGDDGECR=
PVDSPELEEW
ITARETECSEE
ATDMTEMARE
PTHGHGWLHE
GHOLELDYLR
HEHGFHTHED
AOPTVTSSGE
SDFEFPELATSPE

Show predicted peptides also

| Sort Peptides By

Start
65

— End

— T 12

(ITons score 18)

210

FPSLEGDCVALFNGDDGECE . G 2

- 229 22

Observed

49.6566

16.1101

1248.6493

2215.1028
Carkbamidomethyl

Mr (expt)

EWNG1l MOUSE against nr

(C) , Deamidated

EAVFEFQARVDFES
GNCSLOSGELA
FaPTLEAYFEFFE
WESAHROVWVER
NLFMDINNET
LGHSTAQLNA
SNTELAFDICE
PPGFSPFRSWV
EoTEANEFNHE
HOREDGDDHT
ENSVEQTTOR
QDSDEIEDWVWV
CPGRPWEPALS

Mr (calc)

1248.5663

2214.9423

(<)

6.05

(Ions scores

string for pasting intoc other applications

LFEQOFNEPGEVES
WODCDEFEDAE
CIGCWVHATST
GLNFDITYTT
ANFSOSCTLY
EMNDHFPFFYYET
ITFHLGOSLIC
TWVOETEEGRET
GHEHGHDHGH
HTVGHGHGHG
TESLASSSEY
ATTEPYDTEA
WEDENTETTE

Frm
L)

T2
30)

(HQ) , Oxidation
residue is P

0

0

(1)

I ® Residue Mumber O Increasing Mass O Decreasing Mass

Mi=ss Seqgquence

K. TDGSFTFYSFE .Y

R.



Sample M5

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1003.6, 11606]

1.2E+

0G.6°LSST

G8.5°€00T

9v.6°66V¢E
7,.98°€6EE

€6G.L°LECE

¢TEY'808¢

092T Y92 -
6E8Y P7SC |

OvTE 90VZ |
8502'90€2_—
¥/0T'T02C__ -

pAS—

ZrsSe0eTe 3

6%790°C10Z

LEVT GS6T

T810°6€E8
Y0v6'08LT

€€C6'889T

7968 T09T m
wiavisrilelalel

0648°LE9T

COCU CC b

998/ ¥ 16508
Cv9L'TOET

6YE9vGlT
¢ST99/1T

mwmm.ﬁwo*wﬁo §

1265°/66

100

1 i 1 i 1
o o o
(o] Yo} < (92

9¢8v'0T6 866179062
T

: :
o o o
N —

Ausuaiu| %

4014

3391

2768

2145

899

Mass (m/z)



o :::.-\.:\.\. :x-'\:.%'\-\.\_
o+ . SR
= Sl
L =
+ I I s
IR s
R L R - R
S o
=3 DR - TR
= o e
100 A

]

o

R

T

]

N

T T T T T 1
Ll S0 L2 16D T 290

Frolein Score

Concise Protein Summary Report

Format As I Concise Protein Summary Help
Significance threshold p< Max. number of hits
0.05 AUTO
Re-Search All Search Unmatched |
1. CARApSOLlS Mass: S1533 Score: 214 Expect: 3.7=2-17 Matches: =22
MMVIMENT NID: - Mus musculus
VIME MOUSE Mass: 52524 Score: 211 Expect: 7.32=-17 Matches: 22
Yimentin.—- Mus musculus (Mouse).
RLZIE03 Mass: 53597 Score: 211 Expect: 7.3e-17 Matches: =23
vimentin - mouse

JoFWJ3 MOUSE Mass: 52655 Score: 211 Expect: 7.3=-17 Matches: 22




Protein View

Match tTo: CARG901YS Score: 214 Expect: 3.7e-—-17

MMVTIMENT HNID: — FMu=s musculns

Found in search of E:ZWDekstop 3I0.5.Z2Z011Musclehsample MSZWsample M5
Kpmf_?LE_lSDQGEEEEBGG.txt

Hominal mass (M, }): 531533; Calculatced pI valuese: 4.96

HNCBI BLAST search of CAne9019 against nr

Unformatted =segquence string for pasting into other applications

Taxonomy: Mus musculus

cuts C—tTterm side of ER unless next residue is F
&0

23

Cleavage by Trvpsin:
Humber of mass values searched:
Humber of mass values matched:

Seguesnce Coverage: 51%

Matched peptides shown in Bold Red

1
31
101
151
201
231
301
351
401

SSRESSHNRSY
RSSWVEGVRLL
VRELEQONETL
WEVERDNLAE
EREVESLOEE
VROOYESW.
ROVQSLTCEW
HNMEEEMARHT
LNLEETHNLES

WITSTRTYSL
ODSVDESLAD
LLAELEQLKG
DIMRTEEERET.Ch
IAFLEFLHDE
AFNLOEAFRREW
DATKGEGTHESL
EEYQODLTLMWVE
LPLVDTHSERER

ESATLRPSTSR
ETHTEFENTE
OGKSELGDLY
EEMI.OREEAR
ETQELQROTO
YHESEFADLSE
EROMREMEEN
MOETDIETATY
TLLTIETVETR

Show predicted peptides also I

| Sort Peptides By

SLYSS5S5SPEEA
THEEVELQEL
EEEMEEI.EEREQ
STLOSFRODWV
EQHVOIDWVIDW
AAMNBEMHNDATE
FATEALMNY QD
EFELLEGEESRE
DGEOWVINETSOQ

YWTRSSAVEL
HMDERFANY TDE
VD QLTHDEAR
DMASLARI.DL
SKEPDLTRALR
ORHQESHEYR
TIGRLODEIQ
ISLPLETFSS
HEDDLE

I ® Residue Number O Increasing Mass O Decreasing Mass

Start — End Observed Mr (expt) Mr (calc) D HMi=s=s Segquence
17 — 30 1495 ._.8473 1494 _ 8400 1494 . 7790 471 0] R.TYSLEGSATLRPSTSE.
=
31 — 44 14484, 7740 1443 .TEET 1443 .6994 47 o R.SLYSSSPCGAYVTER.
s
81 — 93 1587 .8723 1586 . 8650 1586 . 79200 47 1 R. THEEVELOELNDE . F
85 — 93 1115.&6179 1114 .6106 1114 .5&18 44 o K. VELOELNDERE . F
94 — 102 1125 .6492 1124 .6419 1124 .5978 39 a1 R.FANYIDEVR.F
126 — 135 1254 . 6244 1253 .6171 1253 .5598 46 o R.LGDLYEEEMRE . E
140 — 150 1287 . 7262 1286.7189 1286 . 6579 47 i R.QVDODLTHDEAR . W
151 — 14 1688 .9%004 1687 .8931 1s87.8199 43 a1 R.VEVERDNLAED TME.



% Intensity

M5

4700 MS/MS Precursor 978.586 Spec #1 MC[BP = 70.1, 2864]

i 70.0717
100 2864.1
90
80
70
60
50
342.1684
40
175.1203 3501917
245.1241 978.5073
86.0997
307 136.0871
981.3770
87.0835
20+
112.0927 277.1483
101.0743 2171368 702.3394
72|0858 472.1644 080.4102
101 440844 || 120.0872 316.y088
22.9943 374.1946 4582508 521.2533 685.3187
20607 129.1068 2291452 o oo 375.2133 5632953 620.3369
a.0bs3 | d1.0d88 127 1b2s 00.119 : } 858 2237 | 4217.3037 507.2620 [ 710.2686 791.8472 ) 937.444p
\ LBl 414264 | 624.2969 7916732 755 1dag 841.0324 1561
0 bt ALY ‘Jmlmmh.h&m‘muu AL P ol it o i\ bl \ ‘ J
9 214 419 624 829 1034

Mass (m/z)



% Intensity

M5

4700 MS/MS Precursor 1556.96 Spec #1 MC[BP = 86.1, 1687]

. 86.1003
100 1686.
90-
80-
70-
60-1
175.1053
50-
70.0656
407 201.1207 902.4379
110.0699 ’
30-
229.1305 314.2005
288.1860 425 2367 1557.8364
20
427.2718
101 342.232845 o 522.2570 151417960
3.1459 R4 515.2861 1017.4799
B 2 o 456.3040 602.3152 702.3301 789.3638  |904.1641 10013773 1281.8319  1404.1890] 15126617
ffﬁ'js ) it 3069 615.263 42,2811 || 8604534 044, f7bnho2 0 1133.4049 277 5608 lL
Owwnlhn‘ T T T T T T T T y *
9 336 663 990 1317 1644

Mass (m/z)



Number of Hits

I
28 ] K]
Protein Score

Peptide Summary Report

VIME MOUSE  Mass: 33324 Score: 73 Matches: 3(0) Sequences: 3(0)

Vimentin.- Mus musculus (Mouse).

DCheck to include this hit in error tolerant search

Query Observed Mr(expt] Mr(cale) ppm Miss Score Expect Rank Unique Peptide

S 14447740 1443.7667 1443.6994 46.6 0 31 0.25 1 U R.SLYSSSPGEAYVIR.S
10 1557.9629 1556.9556 1556.8926 40.5 0 29 0.12 1 U  R.ISLPLPTFSSLNLR.E
11 1587.8723 1586.8650 1586.7900 47.3 1 13 13 1 U  R.TNEEVELQELNIR.F



Protein View

Match to:
Vimentin. -
Found in

search

VIME MOUSE Score:
(Mouse) .
of BE:Z\Dekstop 20.5.Z2011'Musclahsample MShZWsample

Mu=s musculus

“"ppw_ F19 130406591600 .t=t

Nominal mass

(D) =

53524;

73

Calculated pI valus:

NCBI BLAST sesarch of VIME MOUSE against nr

Unformatted

TAaX OOy I

Variable
Cleavage
Sequence

Mus

musculus

modifications:
by Tryvpsin:
Cowverage:

8%

cuts C—Tterm

string for pasting into

Carkbamidomethyvl
side of KR unless

Matched peptides shown in Bold Red

1
51
101
151
201
251
201
251
401
451

STRSVSSSSY
LYSSSPGGAY
NEEKVELQELN
EEMEELERQOWV
TLOSFRODWVD
OHVQIDVDWVS
ANENNDALEQ
ALEAANYQDT
KLLEGEESEI
SGOVINETSOH

BEEMEGESGTS
VTRSSAVELR
DREANY I DKWV
DOLTNDEARWV
NASLARLDLE
KPDLTAALRD
AKQOESNEYRR
IGRLODEIQON
SLPLPTFSSL
HDDLE

SRESSNESYW
SSVPGVRLLO
RELEQONKEIL
EVERDNLAED
REVESLOEET
VROQYESWVAR
OVOSLTCEVD
MEEEMARHLE
NLRETHNLESL

Show predicted peptides also I

| Sort Peptides By

Start — End Observed

50 - 863 1444 7740
s (ITons score 31)

100 - 112 1587 .8723
(Tons score 13)

410 - 423 1557 .9629
E (Ions score 29)

1443 .7667

1586.8650

1556.9556

I @ Residue Mumber

Mr (expt)

(C) , Deamidatced

TTSTRTYSLG
DSVDESLADA
LAELEQLESQ
IMRLEEKLOE
AFLEKLHDEE
ENLOQEAEEWY
ATEGTNESLE
EYQDLLNVEM
PLVDTHSKRT

O Increasing Mass

Mr (calc)

1443 . 6994

1586.79200

1556.8926

5.086

other applications

M5

(Mg ,Oxidation

()

next residus is P

SATRPSTSRS
INTEFENTRT
GESRLEDLYE
EMLOREEAES
IQELOACIQOR
KSEFADLSERD
EOMREMEENE
ALDIEIATYR
LLIKTVETRD

PpPm
47

a7

40

o

1

0

O Decreasing Mass

Miss Seguence

R.SLYSSSPEGEAYVTR.

R. TNEKVELQELNDR . F

R.ISLPLPTFSSLNLER.



Sample M6

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 980.5, 23361]
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3 40 Bé L
Frotein Score

Concise Protein Summary Report

Goncise Protein Summary - Help

Significance threshold p< 0.05 Max. number of hits AUTO

| Re-SearchAll | |  Search Unmatched |

1. QIUBS3 MOUSE Mass: 38727 Score: 64 Expect: [.03% Matches: 21
Bone marrow macrophage cCWA, RIKEN full-length enriched library, clone:I830013M19 product:haptoglobin,
£63927 IMURI Mass: 38750 Score: 53 Expect: (.4 Matches: 19

Haptogleobin. - Mus sp.
HEMS Mass: 334821 Score: 52 Expect: 0.54 Matches: 1%

haptoglebin precursor - mouse




Protein View

Match to: QIUVBS2 MOUOSE sScore: 64 EMpect: 0.036

Bone marrow macrophage cDHA, RIKEN full-length enriched library,
Found 1n search of pmf F2_12%%9308483905.txt
Nominal mass (M ): 38727; Calculated pI valus: 5.E88

NCBEI BLAST search of QIUES3 MCOUSE agalnst nr
Unformatted ssgquence string for pasting into other applications

Taxonomy: Mus musculus
Links to retrieve other entries contalining this ssegquence from NCBI Entrez:
(no taxonomy information for this entry)
(no taxonomy i1nformation for this entry)
(no taxonomy i1nformaticn for thils entry)
ino taxonomy information for this entry)
(no taxonomy 1nformaticon for this entry)
(no taxonomy information for this entry)
ino taxonomy information for this entry)

Vvariable modifications: Carbamideomethyl (C), Deamidated (MQ),O0xidation (M)
Cleavage by Trypsin: cuts C-term side of ER unless next residuse is F
Humber of mass wvalues searched: 12%

Humber of mass values matched: 21

Sequance Coverage: 54%

Matched peptides shown in Bold Red

clone: IS830015M19 product:haptoglobin,

1
51
101
151
201
251
301

MRALGAVWVTL
RECEQFYELEA
QRIIGESMDA
ETAsSAKDITFE
ERVMPICLES
VWHYEMSTVE
ATHDMEED TW

LLWGQLFAVE
EGZDGVYTLMND
FEGSFEFWOAFM
TLTLYVGEEND
EDYIAPGREVEG
EEKEMNLTSPVE
YTARGILSFDE

LEGHDAMDFED
EEOWVHNTVAG
ISEHCGLTTGA
LVEIEEVVLH
FVECWGERMNAN
VOPILHMEHTF
SCAVAEYGCVY

[ Show predicted peptides also

DSCEEFPEEIA
EELPECERVC
TLISDOWLLT
PHHSVVDIGL
FRETDRLEYV
CACLTHEYQED
VEATDLEDWWY

HEYVEHLVEY
GEPEHPVDOWV
TAEHNLFLNHS
ITELECRVLVT
MLEVADQDEC
TCYGDAGSAR
QETMAEN

| Sort Peptides By | @ Residue Number  Increasing Mass 0 Decreasing Mass

Start — End Ohse rved Mr{expt) Mr {calc) j == 18 Miss Seguence
B3 — 94 1387 .7445 1386.7372 1386.6635 53 0 K.LPECEARVCZEPE.H
o5 — 1oz 97e.5474 77,5401 o77.5043 37 0 K.HPVDOVOR. I
103 - 119 1g09. 0271 1808.019%98 1807.8927 T0 1 R IIGGEMDAKGSESFPWOARE.M Cxidation
11z — 119 920.5013 019, 4240 319 . 4552 42 0 K.GZEFPWOQAE.M
124 — 143 2127 .2664 2126.25%1 2126.1372 57 0 ER.HGLTTGATLISDOWLLTTAE.H
157 — 1&g 1320.8011 1319.7938 1319.7337 46 0 K.DITPTLTLYVGE.H
169 — 174& 972.5767 371. 5654 71,5287 42 0 K HNOQLVEIEE.V

2 carbamidomethiyl

(11

(



% Intensity

1007

901

807

707

607

507

40

307

204

10+

9.0

214.4

M6

4700 MS/MS Precursor 980.541 Spec #1 MC[BP = 136.1, 5532]

136.0774
72.0830
159.0962
175.1119
320.1483
70.0683
1120831
87.0844
1130.9808
232.1377
157.1013
1p9.1o7 6
40830 9.1070 216.1151
1do.ddo7 170.0688
A44/0423 ' 244.1017 331.1257
4304895 ol T2 [P0 203f1077
B f 7.0bad 150883 245.1169 301 91
2D 997 ‘ P7.Opef \ i
dubls i m. llhy) .‘.A“L m‘u LN ‘..xum.LLmu,.m_JmJL.L.A..._hwmm_ ohuidla M_

401.1801

418.1949
388.1805
B oA ll 1452

419.8

545.2062

475.2422

562.2350

444.1843 5292894
173.2188

u.km ILML.A.MM. LU T

54 £.9116
LIV

650.2507
624 28P5

625.2

Mass (m/z)

721.2609

807.3141

SO A .15 KOO N SPWRORY SO NW, I, PO O RO LB |

830.6

881.3569 93840

1

5531.¢

980.4637

982.3553

t78.4896

1036.0



% Intensity

M6
4700 MS/MS Precursor 1051.75 Spec #1 MC[BP = 861.0, 2260]

0. 861.0497 7260.
90

80

70

38.9625
862.9753
60
102.0883

50

40+ 184.1583 385.2556

30

70.0679
20 467.3261
123.1179 75 1073 864.9124
s4l07ds 668.4009
10 22 98927-0"84 136,096 302.1833 649.9992 04508
40.9614 | | 0080 ' 83910580 980.4225
o5l ..‘. .‘ H ﬂ. 2 ) 10 9504 28.103 357.1711414.2423 4852373  5ghogo2 $70.5883 729 4567 788354 ' : ' 50.0182
0 mm L.ml. Mm ol AR Aot W Wi s AR b 4 bbb e N
9.0 229.4 449.8 670.2 1111.0

Mass (m/z)



Munbher of Hits
[51]
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b a0
ProLein Foors

Peptide Summary Report

Peptide Summary : Help
Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring (0 MudPIT scoring @ lons score or expect cut-off 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups ' Sort unassigned Decreasing Score - Require bold red []
[ Select All ] [ Select Mone ] [ Searnch Selected ] [T Error tolerant
1. HEMS Mass: 328Z1 Score: 117 Matches: %(3) Sequences: 2(3) emPAI: 1.02

haptoglebin precurscr - mouse
[Jcheck to include this hit in error tolerant search

Query Observed Mr {expt) Mr{calc) Fpm Miss Scoere Expect Rank Unigque Peptide

1 20,5013 91%. 4540 9139, 4552 42. 2 o 32 0.17 1 o E.GSFPWQAE. M

3 972.57a7 971.5694 971.5287 41.8 o 24 0. 94 1 o E.HQLVEIEE. V

4 980. 5405 979.5333 979.4876 46. 6 o 39 0.03 1 o R.VGYVSGWGE . H

10 1278.6979 1277.6806 1277.6326 45. 4 o 37 0,058 1 o E. YWMLPVADQDE. C

11 1320.8011 131%.7%38 132139.7337 45. 86 o 23 0. 66 1 o KE.DITPTLTLYVGE . H

le 1635.8550 1634.8877 1634.7374 55.3 1 26 0.76 1 ) R.ATDLEDWVOQETMRE. H

lg 1E17.0505 1816.0432 1815.9375 58.2 1 52 0.0013 1 o R.VMPICLPSEDYIAPGR.V + Carl
1% 1833.0441 1832.0268 1831.9324 57.0 1 (22) 1.3 1 o R.VHMPICLPSEDYIAPCE.V + Carl
28 Z127.2664 2126.25%1 2126.1372 57.4 o 57 0.00022 1 o R HGLTTGATLISDOWLLTTAK. N



Protein View

Match to:

HFMS =Score:

117

haptogleobin precursor - mouse
Found in search of ppw F2_129%930854705.txt

Naominal mass

(M, )

: 38B21;

Calculated pI wvalue: 6.

NCBI BLAST search of HPMS against nr
Unformatted ssguence string for pasting into cther applications

Taxonomy:

Variable
Claavage
Saquance

Mus mus

by Tryps
Coverags

modifications:

culus

in:
1 2B%

Carbamidemethyl
cuts C-term side of EE unless next residue is F

Matched peptides shown in Bold Eed

(C), Deamldated

08

(Wg) , 0xidation

(M)

1 MRALGAVVTL LLWGOLFAVE LGNDAMDFED DSCEKFEEIA NGYVEHLVRY
51 RCROFYRLEA EGDGVYTLND EKQWVNTVAG HKLPECEAVC GKPKHEVDQV
101 QRIIGGSEMDA KGSFPWOAEM ISEHGLTTGRA TLISDOWLLT TAENLELMNHSE
151 ETASAKDITP TLTLYVGKNQ LVEIEKVVLH PNHSVVDIGL IKLEGQRVLVT
201 ERVMPICLPS EDYIAPGEVG YVSGWGEMAN FEFTDELEYV MLPVADQDEC
251 VVHYENSTVP EKENLTSEVQ VQPILMNEHTF CAGLTKYQED TCYGDAGSAF
301 ATHDMEEDTW YAAGILSFDK TCAVAEYGVY VRATDLEDWV QETMAKN
[ Show predicted peptides also ]
| SortPeptides By | @ Residue Number © Increasing Mass ) Decreasing Mass
Start — End Obsarved Mr {expt) Mr {calc) pPRm Miss Sequence
112 - 11% 920.5013 919.4940 919.4552 42 0 K.GSFPWQRE.M (Ions score 32)
124 - 143 2127.2664 2126.2591 2126.1372 57 0 R.HGLTTGATLISDOWLLTTAE. M (Ions scors
157 = le8 1320.8011 1319.7938 1319.7337 46 0 K.DITPTLTLYVGE.M (Icns score 23)
l69 = 176 972.5767 971.56%4 971.5287 42 0 K HQLVEIEE.V (Ions score 24)
203 - 218 1817.0505 1816.0432 1815.9375 S8 1 E. VMPICLPSEDYIAFGR.V <Carbamidomethyl
203 = 218 1833.0441 1832.0388 1831.9324 57 1 ER.VMPICLPSEDYIAPGR.V Carbamidomethiyl
218 = 227 980, 5405 979.5333 979.48786 47 0 R.VGYVSGWGR.H (Icns score 39)
239 — 249 1278. 6979 1277.6906 1277.6326 45 0 E.YWVMLPVADQDE.C (Ions score 37)
333 - 346 1635.8950 1e34.8877 1634.7974 55 1 R.ATDLEDWVQETMAE.N (Ions score 24)




Sample M7

4700 Reflector Spec #1 MC

10705]

>NR(2.00)[BP = 1060.6
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o 4 o 135

Frotein Score
Concise Protein Summary Report
| FormatAs | Concise Protein Summary - Help
Significance threshold p< 0.05 Max. number of hits AUTO

| Re-SearchAll | |  Search Unmatched |

o3ZFlE MOUSE Mass: 223203 Score: 120 Expect: 9.Ze-0& Matches: 3%
Myosin, heavy polypeptide 1, skelstal musclse, adult.- Mus musculus (Mouse).
QYESWE MOUSE Mass: 54545 Score: 40 Expect: 9.2 Matches: 21
Myosin heavy chain IIX (Fragment).- Mus musculus (Mouse].




FProteirnn W ieww

M=t I gl T DS 2FPF1s pMOIOSE S = o 1 =0 Expoe ot @
sy =3 11 . hearnrsy ol wpsssiest d ocde 1 shkelaet =l muasale |
E«o1arud I ===« oo e pmif_ S22 12993302430 0t xte

o 2e—08

=l . — BMMoas mascoialuas

Homilrn=l Ma s =S =
T BT El.==ST

TnEocrmatit=d

(LA = ZEZE223ZF2Z03=5 Taloulaitted pIT wvaluas: L=
ssarch of O=22Fls MOUOSE agalhnsitc b ol oy
== AL T e =it 3 1 13 Tor pastling i1ntco otCther applicatildlons

T a X o IOoInyr = AL = oL =111 131 =

Link= T @IstiIilswwre oi—her sntrisess oontalndng thil s sSsseaqguerncos Xarom

(Mmoo taxmonomy Information £for thils=s ontry@ )
(Mmoo taxmonomy Information £for thils=s ontry@ )
(Mmoo taxmonomy Information £for thils=s ontry@ )

Tard alkde miosdd FA4—catdomnms=sz: Caoarbamildorms thir 1 L)  »==mmd Aataead [ o o T T

3
e sl Avase

Tl anroags by Tryxwp=i1r: cuts=s C—teaerm =1dae oF FHER O unless mnaxmhs
Humkl=1r Of moss wraluus = ==aor chaead o AL =T
Humkl=1r oOf mos=ss waluss matohaedd o o5

Seaqae [ o (el B = = S - =]

Mat-ched peptldes=s shown 1n Bold Red

1 Amtiliaon
1= ¥

f Bfe=na =

BT EntI s

[

N LS =00 D ST E CEL P YI R = EFEEERETESCOEED FE DA =S SWES TR EFE S EVEDR
L= T OSSR EGCGSFRE T TEaEF TEISET TTRF TFE IO T A MNMEFFE YO TEL> MMETARMT THI.HEF
A oA AN L. T IMLLEFEEF™Y SESTT-IT T == I.F« oW T~ rdFEFE TN IL.F S Y R EERT S oY RS FEEREL_E
A5 AFFHAITFS=ST =1 IS O F L. TR EFEr-1_ =T I.TTS=E SSRGS EFE T T E FRLi 2w E ST T &
201 VICEHKKEES TSSHMOSTLE DOITISAMPLL EAFCHMARTVE HNDHMNSSEESEE
=0l TEMMI.T. T TTHEFE T AFEF W =SOSR ITwWEF=SIDOE EI. I ThO=S5T TI.S5F T S=SIOER&T
51 ST ¥YE I TSI T HY ST F B F rEEREROSEFERE LS TE AL ED YT, COMNIL NS ETOT.T.F
401 ATLCYPRVEYE MEYWVTHEOOTY OOVYMSWEAL AFKAVYEREMEPL WMWYV TERET OO
4 =1 DT OEFR_OO®FEF T S LD T s SCEFET FDFEFINM=E=LECI. T F THEHEE L3> FEFHMNHHME ILLE
501 OEEYFKFHEESITE WEF IID F SIS AR TEIL. TEERKE MM =T FEFSTLEEE CHMMEFEAETOT =
551 FEMHMELYEQHL CESHMNFOKEPE PAKCKVEAHEF SLVHYARGSTWVD YWHHIAGWL DER
L= il FDEFLMNETS Wiz LY O rF =SS TI. AT IT.F SdoS S i 5y AEAE SIS iSiss HHE SR EFERGSDGS S
= 50 FoTWwEsSAaT. FEREE HNMLIMNMEIL.MTHILE STHFHFYWECT IFEFHNETETEI =N MEHFET. W LL.HCT.
FTOol ROMGVFLESIERE ICEMGEFERPSRI LYADFEORYE WLMASATITPRPES OF IDSKEKLSE
751 HLILLSIDIDH TOYEKEFCHTEY FFEACLILLLSLIL EEMECDDELMAD LITRTOAMCER
01l SYILARVEYON MVERREESIEC IITOYNVEAFMM EHWNEWBMELY FEIKELILES
2951 EDECSELKED IDDLELTLAEK WEKEHHATEMN HKVENLTEEMA SLOETIARLT
1001 KEKHALOEAHN OOTLDODLOAFE EDEVMTLTHE=L:Z KEIKLEOQOWVDD LECSLEQOERE
1051 TRMODLERAKE HLECDLELSAG ESTMDOWEMDE OoOLODEKELEKE EFEMSELCOSE
1101 IEDEQALEMO LOKKIKELSOR RIEELEEEIE AERASEAKAE NORSDLSREL
1151 EEISERLEEAR CSEATSAOIEM MEKKEREEAEFORE MEEDLEEMRTI. OHERTARLTILE
1 =1 HEHLD =R EIL CECOCOT D LU BT FOI.EFEEKSE CHIMET-TE T D IS HOIEST T S H SE S
1251 HNLEFMCOCRTLE DOVSELEKTEE EEQORLIMEL TAORCRLOTE ScEYSROLDE
1301 KDSLWS0oLSERE CHROAFTOOIE ELKEOQLEEEI KaESALLHAL OSSEHDCOCDILL
1351 REQYEEEQER HKAFRLOBRALRMSEK AMNSEVAOWRT KYETDAIORT EELEERFKEEL
1401 AECRLODAEENH VEAVHAKCLALS LEKTHOERELON EWEDLMIDWE RTMADRCHRD LD
1451 KEOFMNFDETIIL AEWHOEYEET HAFLERSOHEE SRESLETELFE ITEMNAYEESLD
1501 HLETLEEREERNE HLOOEISDLT EQIAECCERT HELEKIKEOTI EQOEMSEILCIE
1551 I.EFE=S2FA2ST.FHF EECSHII.FETITOI. ELMOWE S T > FEIAEFDEREITL DT FRITHIT
1601l " ESMOSTLDA EIRSEMDATER LEKEEMECOCDLMN EMETOLMHEHSMN RMOAULAEMRTRITY
1651 ENTOCILEDT OLHLDODARLES OEDLEECSLAM WVERRAMLILOMR EIEELEREATLE
1701 OTERSEEIAF OELLDASERWV COLLHTOMTSL IMNTEEELETD ISOIIOoCEMED
1751 IVOEARHMAEE HKAKKATITDAR MMAEELHEEDS DTSAHLERME RKHNLEOTWEDL
1 =001 CHETL.DCESE T, ST . F == EIEI T HELEAFVEEILERE CESNN EMNECORF. T T EASTITEHE SILEEHR
1251 EREFESEELT XY TEEIDEREEHENYIL.E IO DO EIL. = VAT HER_C=SE EAPFECSMF YR
1 =001 EHEFEREEIOHET. EELFEEERE SO & ES oW HHNE LLEFEE SREWVWHTEITIT= EE



% Intensity

1001

907

801

707

607

50

40+

30

20

70.0676

87.0

86.0]

816

112.0849

B95

120.0825

M7

4700 MS/MS Precursor 1057.65 Spec #1 MC[BP = 70.1, 2748]
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Protein Soore

Peptide Summary Report

| FormatAs | Peptide Summary - Help
Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring ' MudPIT scoring @ [ons score or expect cut-oft 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups (0 Sort unassigned Decreasing Score - Require bold red |

| SelectAll | | SelectMone | | SearchSelected | [ |Error tolerant

29JHR4 MOUSE Mass: 609394 Score: 53 Matches: 1(l) Seguences: 1{(l1) emPAI: 0.10
Myosin heawvy chailn IIB (Fragment).- Mus musculus (Mouse).

[]Check to include this hit in error tolerant search

Luery Observed  Mriexpt) Mr{calea) ppra Miszs Score Expect Rank Unique Peptide

W] 15 1702.%291 1701.9218 1701.8243 57.3 0 58 0.00048 1 R. LOQNEVEDLMIDVER. 5



Protein View

Match to: Q9JHR4 MOUSE Score: 5B
Myosin heavy chain IIE (Fragment).- Mus musculus (Mousa) .
Found in search of ppw_G2_129%990854806.txt

Nominal mass (M_): 60994; Calculated pI value: 5.38

NMCBI BLAST search of Q%JHR4 MCOUSE agalnst nr
Unformatted segquence string for pasting into other applications

Taxonomy: Mus mus culus

Links to retriewve other entries containing this sequence from NCBI Entrez:
(no taxonomy information for this entry)

variable modifications:
Cleavage by Trypsin:
Sequence Coverage: 2%

Carbamideomethyl (C),Deamlidated (NQ),0Oxidation (M)
cuts C-term side of KR unless next residue 1s F

Matched peptlides shown in Beld Red

1
21
101
151
201
251
301
351
401
451
501

SLEKTEQRLD
TGAELEASQE
TEQIAESSKH
LELNGWVESET
RIKKEMESDL
GQDDLEEQLA
VQLLHTONTS
AMMAEELEKE
OKLEARVREL
RLODLVDELQ
AESOVNELRV

NEVEDLMILWV
ESRSLSTELF
ITHELEEKIEEQ
DEEIAEKDEE
NEMEIGLHNHA
MVEERRANLM(Q)
LINTEEELET
QDTSAHLERM
ENEVENEQER
TEVEAYERQA
ESREVHTEVI

ERSNAACAAL
KVENAYEESL
IDQEKSELQA
IDQLERNHLE

NEQAAEATEN
AETEELERASL

DISGIQGEME
KKNMEQ TVED
NIEAVEGLRE
EEAEEQSNVH
SEE

DEKCGRMNEDEV
DLETLEREN
SLEEAEASLE
VVESMOSTLD
LENTQGEMLED
EQTERSRRVA
DIVGEARNAE
LOHRLOEAED
HERRVEELTY
LAKFREIQHE

LAEWESEYEE
KNLOGEISDL
HEEGEILRIQ
AEIRSRNDAL
TGLHLDDALR
EQELLDASER
EKAKKAITDA
LALKGGEKDT
OTEECRENVL
LEEAEERADT



Sample M8

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1558.0, 16431]
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Concise Protein Summary Report

| FormatAs | Concise Protein Summary - Help
Significance threshold p< 0.05 Max. number of hits AUTO

| Re-SearchAll | | Search Unmatched |

1. CARRAD1Y Maszs: 51533 Score: 262 Expect: 5.32-22 Matches: &5
MMVIMENT NID: - Mus musculus
230036 MOUSE Masz: 47142 Score: 213 Expect: 4.c2-17 Matches: ol
Bone marrow macrophage cOMA, RIKEN full-length enriched library, clone:I830001Bl6 preoduct:vimentin,
BACZA181 Maszs: 17974 Score: &9 Expect: 0.011 Matches: 2%
AKD33175 NID: - Mus musculus




Protein View

Match to:
MMV IMEHNT MNID:

CARAE201

9 SZocore:

262 Expect:
— Mus musculus

5.

Be—22

Found 1in search of pmf_H2_ 125330248907 .txt

Momlinal mass

(03

1 S51533;

Calculated pI walus: 4.

24

MZBI BLAST search of Cana20l% agalnst nr

Unformatted ssgquence string for pasting into cther applications
Taxonomy:

Vvarliakble modifications:
Clsavage by Trypsin:
Humbery of mass values searched:
Humbsery of mass values matched:
Saequence Coverage:

Mus mus

culus

BE9%

Carbamidomsthyl
cuts C—term side of EERE unless next residuse is F

lez
&5

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401

SSEPSSHEREY
REssvVECSVRLL
VRFLEQONEI
VEVERDNLAE
ERKVESLQEE
DVRQOYESVA
ROVOSLTCEV
NMKEEMARHL
LNLRETHLES

WVITTSTETYSL
ODSVDESLAD
LIAELEQLEG
DIMELEEKLQ
IAFLEELHDE
AFNLOEAEEW
DALEGCTHESL
EEYQDLLNVE
LFLVDTHSER

GSALRP STSR
AINTEFENTR
QCESRLGDLY
EEMLOREEAE
EIQELOAQIQ
YKSKFADLSE
EROMREMEEM
MALDIEIATY
TLLIKTVETER

[ Show predicted peptides also

[ Sort Peptides By

Start
9
17
21
59
Bl
BS
o4
101
103
103
110
110

— End

- 18

- 20 1
- 44 1
- 77 2
- 93 1
- 93 1
- 102 1
- 109 1
- 109

- 109

- 119 1
- 123 1

] @ Residue Number

(), Deamlidated

SLYSSSPGGA
THEKVELQEL
EEEMRELRR(Q
STLOSFRQDV
EQHVQIDVDV
ARNRNMDALR
FALERANYQD
RELLEGEESR
DEOVINETSQ

) Increasing Mass

Obseaerved Mri{expt) Mr {calc)
914. 50640 G132, 49838 $13.4505
485, 8798 1494. 8725 14924 . 7750
444.797% 14437206 1443 . 6954
126.210% 2125.2036 2125.0579
587. 90032 1586.8530 1586 . 7900
115. 63132 1114.%2440 1114.5618
125. 6686 1124.4613 1124 .5978
162. 68250 1161 . 6177 1161 .6142
906. 5054 S05. 4981 S05. 4607
908, 4515 S07.4443 Q07,4287
169. 7764 11s68. 7691 1168. 7067
S540.0065 1538.9992 1538. 9032

TWTESSAVEL
NDRFANYIDK
VDQLTHDEAR
DNASLARLDL
SKPDLTAALR
ORKQESHNEYR
TICRLODEIQ
ISLFLPTFSS
HHDDLE

FPm
5=

a3
a3
&9
a5
56
56

3
41
17
5=
a2

HoQOoORKEHOROIOO

(HQ) ,oxidation

AFRAIRARIIEIAA

(1)

) Decreasing Mass

Miss Sequence

. SYVTTSTR. T
. TYSLESALERPSTSER. S

L. ELYSSEPCERYWVTER. S

. LLOQDSVDFSLADARINTEFE . N
. THEEVELQELNDE. . F

. VELQELMNDR.F
. FAHYIDEVE.F
. WRFLEQQONE . I
.FLEQOHE. I
.FLEQOHE. I

. ILLAFLEQLE . &

L ILLAELEQLEGDCGE. S

Deamidated

Z2 Deamidated

(M)

(M)



% Intensity

M8

4700 MS/MS Precursor 1295.74 Spec #1 MC[BP = 175.1, 2445]
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120.0857
20 ]
420501 1296.557
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b Ashh 136.480Q 338.1674 623.3084

P514| 129 0985 1

21 dddd 259.0985322.1619 409.2016 8383534 1252.5123
10+ 330.1141 510.2314 673.2795 1038.4227

L 0291230 247.3p35

819619 1'054 ‘ 371183 316.1429 12B3.5100
23logabl | [i114.003 o121 s1p1298 | |41k 963.4274 5.03§1
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T T T T
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Mass (m/z)



% Intensity

M8

4700 MS/MS Precursor 1051.76 Spec #1 MC[BP =102.1, 2153]

. 102.0884
100 21531
90+
80
385.2596
70
184.1630
60 861.0568
50
40+
863.0095
467.3363
38.9648
668.4211
307 86[0951
340744
20- 175.1057 302.1927
70l0680 750.4869
44.0536 5853573 998.2495
. 868.5322
104 1010736 202.1090  Hgg 1834
22/9888 164.1486 o 2
720186 1eb.1ue0  24°-1285[303.1818 424.2707 1006.0348 |
6b.(74b 15,0 'G1lab 1004 P28.1175 316.1617 343 2364 430 2dg7 5002299 2;8.2:08 )&Misz.om
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Protein Soore
Peptide Summary Report
Peptide Summary : Help
Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring ) MudPIT scoring @ Ions score or expect cut-oft 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups ' Sort unassigned Decreasing Score - Require bold red [

| SelectAll | [ SelectNone | | SearchSelected | [Error tolerant

1. VIME MODSE Mass: 53524 Score: 21% Matches: 12(%) Segquences: 15({%) emPAI: 2, 22
Vimentin.- Mus musculus (Mouse).

[[Jcheck to include this hit in error tolerant search

Juery Obzerved Mr ({expt) Me{cale) Ppm Miss Score Expect Rank Unique Peptide

1l 214. 5060 213, 4588 2134505 52.8 o 23 1.2 1 ) R. S¥XVTTSTR. T

2 1081.5625 1080.5552 10804948 55.9 1 17 4.9 1 ) E.QESHEYER. Q

4 10853, 5B6% 1092.57%6 1092, 5200 54.6 o 48 Q.0035 1 ) E.FADLSERANE. N

5 1115.8313 1114.6240 1114.5618 55.8 o 31 0.2 1 1) E.VELQELHNDE.F

T 1254.644% 1252.6376 1253, 5558 €2.1 o 38 Q.044 1 1) R. LGDLYEEEME. E

B 1270.8376 126%.6303 1269.5547 59.6 o (12) 21 1 1) R.LGDLYEEEME.E + Oxidation
5 1285.744% 1294.7376 1294.6551 60.7 0 31 016 1 1) E.MALDIEIATYR.E



Protein View

Match to: VIME MOUSE Score: 219
Vimentin. - Mus musculus [(Mouse).
Found in search of ppw_H2_12%9903854907.txt

HMominal mass

(M_): 53524; calculated pI wvalue: 5.06

NCEI BLAST search of VIME _MOUSE against nr

Unformatted ssguence string for pasting into cther applications

Tax&nuny: Mus musculus

variable modifications: Carbamidemsthyl
Cleavage by Trypsin: cuts C-term side of KR unless next residue is F

Sedquence Coverage:

38%

Matched peptides shown in Beld Red

(C), eamlidated

0

(M), 0oxidation

(M)

Miss Sequence

. SYVTTSTR.T
. TYSLGSALEPSTSE. 8
. SLYSSSPGGAYVTE. S
. THEEVELQELMDE.. F
. VELQELWMDE.F
. LGDLYEEEMR. E
.LGDLYEEEME.E ©xidaticn

1 STRSVSSSSY REMFGGSGTS SRPSSNRSYV TTSTRTYSLG SALRPSTSRS
51 LYSSSPGGAY VTRSSAVRLE SSVEGVRLLQ DSVDFSLADA INTEFKNTRT
101 NEEVELQELN DRFANYIDEV RFLEQQONKIL LAELEQLEGD GESRLGDLYE
151 EEMRELRROV DQLTNDKARV EVERDNLAED IMRLREELQE EMLOREEAES
201 TLQSFRQDVD WASLARLDLE REVESLQEEI AFLEKLEDEE IQELQAQIQE
251 QHVQIDVDVS KPDLTAALRD VROQQYESVAAR ENLOEAEEWY KSKFADLSEA
301 ANBNNDALE() AKQESMEYRR QVQSLTCEVD ALKGTNESLE ROMREMEENF
351 ALERANYQDT IGRLODEIQN MEEEMAEHLE EYQDLLNVEM ALDIEIATYR
401 KLLEGEESEI SLPLPTFS5L NLRETHNLESL PLVDTHSERT LLIKTIVETED
451 GOVINETSOH HDDLE
[ Show predicted peptides also ]
| SortPeptides By | ® Residue Number _ Increasing Mass 0 Decreasing Mass
Start - End Obzerved Mr{expt) Mr{cale) PEmM
28 = 35 914. 5060 913, 4988 913. 4505 53
36 — 49 1495.8798 1494.8725 1494.7790 63
50 - B3 1444.7%7% 1443.7%06 1443.69%4 63
100 - 112 1587, 90032 1586, 8930 158&.79200 65
104 - 112 1115. 6313 1114.46240 1114.5&1E 56
145 - 154 1254. 6449 1253.6376¢ 1253 5508 62
145 - 154 1270, 6376 1269.6303 1269.5547 60
222 - 234 1533, 9507 1532.9434 1532.8450 64

-

[ —

P

P — -

S

. e

— o

P

N ===l =

ImmoEmmEomm

s —

(Ions score 23)
(Ions score 9)

(Tans scoare 24)

(Ions score 47)

{Ions score 31)

(Iocns score

38)

(o)

(Ions score 12)

CEVESLOQEEIAFLE . K (Icns score 40)




Sample M9

22567]

>NR(2.00)[BP = 1558.0

4700 Reflector Spec #1 MC
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Protein Score
Concise Protein Summary Report
| FormatAs | Concise Protein Summary - Help
Significance threshold p< 0.0 Max. number of hits AUTO

| Re-SearchAll | | Search Unmatched |

1. Q3FWJ3 MOUSE Mass: 52655 Score: 265 Expect: 2.%-22 Matches: 77
Vimentin (MOD-derived CDllc +ve dendritic cells cDNA, RIKEN full- length enriched library, clone:
VIME MCUSE Mass: 53524 Score: 265 Expect: 2.%2-22 Matches: 77
Vimentin.- Mus musculus (Mouse).
CAAGRI01D Mass: 51533 Score: 258 Expect: 1.52-21 Matches: 75
MMVIMENT NID: - Mus musculus
g3JTFD% MOUSE Mass: 52656 Score: 253 Expect: 4.8e-2Z1 Matches: 75
17 days embryo heart cDNA, RIEEN full-length enriched library, clone:I%20087013 product:vimentin,




Protein View

Match toa:

QSESFWJ2 MOOSE sScors:
Vimentin [{(HOD—deriwved CDllc +4+wve dendritic ocells ocDMA, RIFKEN full-—

265 EMp=sCcth:

2. 9a—22

Found 1n ssearch of pmi__TIT2 1223320348208 .txt

WHominal mass (Mo =

53855;
HMZCBI BLAST scsarch of OSFWIS

CTalculated pI wvalue:
MOOSE agalinst nr

Unformatted socdquoancse string for pasting into other applications

TaXonomy @ Mus musculus

5.06

length enriched library,

Links to retriswve other entrises containing this seguence from WCBI Entrez:

(n> taxonomy i1nformaticon for this entry)
(n> taxonomy i1nformaticon for this antry)
(no> taxonomy i1nformaticon for this asntry)
(n> Caxonomy i1nformaticon for this entry)
Variakle modifications: Carbamidomsthyl (C), Deamldated (Mo, oxidation (M)
Clsawvage by Trypsin: cuts C—term side of ER unless next reslidus i=s F
Huml=r oL mass valuss ssarched: 181
HMumb=sr of mass values matched: 77
Sequencs Coverage: 89%
Matched peptides shown in Boeld Red
1 MSTRSWVESSESS YREMFCEEZSET SERPESHESY VITITSTRTYSL GCSALEPSTSR
531 SLYSSSPFGEGAR YWVTRSSAVERL RESSVEGSVELL QDSVDFSLAD ATHTEFENTER
101 THEEVELQEL HNDEFANYTIDE VRFLEQOMNEI LLAELEQLES QCEEsSRLEDLY
151 EEEMEELEERDQ VDOQLTHDEAR VEVERDHLAE DIMELEEELY EEMLOREEMAE
201 STLOQSFROQDYV DHASLARLDL ERKVESLOEE IAFLEELHDE EIQELOROTC
251 EQHVOQIDVDYV SKEPDLTAARLE CWVEREOQOYESVA AFMNLOEAEEW YHSEFADLSE
FI01 AARNEMNNDALE QAEQESHEYR ROVOSLTCEWV DALEKGTHESL ERCHMEEMEEHN
351 FALEAANYQD TIGRLODEICQ HMEEEMARHIL EBREYQDLLMHVE MALDIEIATY
401 ERELLEGEESE ISLPLFTFSS LHNLEETHLES LPLVDTHSEKE TLLIKTVETER
451 DEOVINETSO HHDDLE
[ Show predicted peptides also ]
L Sort Peptides By | @ Residue Number Increasing Mass 0 Decreasing Mass
Start — Emnd Obsa rrad Mr {axpt) Mr {calc) Bl Miss Soquuanos
5 — 13 1028, 56467 1027. 5594 19027 .5047 53 1 E. SWVSSSSYRR . M
14 — 28 154=3. TES6 1542, 7793 1542 . &845 &l o E. MFCESETSSRPSSHNRE . S oxd
23 — 32& 214, 5001 92132, 4928 S913. 4505 46 o E. SYWTTSTR. T
29 — 50 Z2391. 2230 2390, 3157 2390 . 2190 40 1 E. SYVTTSTRTYSLESALRPSTSR
37 — 50 14%5. 87132 l1454. 2640 1494 . 77530 57 o RE. TYSLESALRFSTSR. S
51 — &4 1444. 76l la42. 772 1443 . 6954 55 o E. SLYSSSEPGEAYVTR. 5
T9 — o7 Zlze. 1934 21z25.18&61 2125. 0579 & o E. LLODSVDFELADATHNTEFE . M
T8 — 100 Z498, 2972 2497, 38939 2497 . 23326 a3 1 E. LLODSVDFSLADATHNTEFENTER
101 — 113 15287 .82877 152s. 2804 158s . 7900 57 1 E. THNEEVELOQELNDE . F
105 — 113 1115. 6230 1114.s157 1114 . 5al1l8 48 o K. VELOQELNDE . F
114 — 12z 1125, 66032 11z24. 6530 1124 . 5978 49 1 E. FANYIDEVE.F
121 — 129 118z, a1 7& 1161 . 103 11s1. 142 -3 1 K. VEFLEQOME . I Dieramidate



% Intensity

M9

4700 MS/MS Precursor 1557.99 Spec #1 MC[BP = 86.1, 11204]
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296.1853

207

385.2010

3
402.2233

7 515.3070 602.3564
o227 689.3651 836.4377 1034.5272 12446656
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% Intensity
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4700 MS/MS Precursor 1587.89 Spec #1 MC[BP = 175.1, 4668]

175.1059
4668.
011
517.2484
74
216.0951
p 290.1288 572.2837 N erncens
387.1381 701.3168 -
1587.802(
404.1662
458.2192 544 J45.6430 sad 1887
42045 1016.4017 s a1 1530.6106
19 1115.5549 - 35 1804
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Peptide Summary Report
Peptide Summary - Help
Significance threshold p= 0.05 Max. number of hits AUTO
Standard scoring ' MudPIT scoring @ lons score or expect cut-oft 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups ' Sort unassigned Decreasing Score - Require bold red [”]
[ Select All ] [ Select Mone ] [ Search Selected ] DE['I'D].' tolerant
1. VIME MOUSE Mass: 53524 Scora: 474 Matches: 12(12) Sequences: 12(12) emPAI: 4,20

Vimentin.- Mus musculus (Mouse).
[[Jcheck te include this hit in error tolerant search

Query Observed Mr{expt) Mr{cale) ppm Miss Score Expect Rank Unigque Peptide
2 104e.5822 1045.5749 1045.522¢ 50.0 0 24 1.2 1 0 K. LOEEMLOE. E
3 1081.5541 1080.5468 1080.4948 48,2 1 27 0D.53 1 0 K.QESNEYRE. Q
4 1093.5795 10982,5722 1092.5200 47.8 0 61 O0.00028 1 Ll E.FADLSERRNE.H
5 1115.8230 1114.6157 1114.5&1%8 48. 4 0 31 D.23 1 0 K.VELQELNDE.F
& 1125.6803 1124.6530 1124.5978 49.1 1 35 0.058 1 0 R.FANYIDEVE.F
T 1z54.6342 1253.6269% 1253.55858 53.86 0 71 2. 3e-05 1 u R. LEGDLYEEEMR. E
g 1295.7336 1294.7263 1294.6591 51.9 0 44 0.0081 1 u E.MALDIEIATYR. K
9 1309.8732 1308.6659 1308.5986 51.5 0 i6 0.0081 1 u E. NLOEAEEWYE. S
10 1444.7861 1443.7788 1443.6954 55.0 0 &0 0.0003 1 u R.SLYSSSPGGAYVTR. S



Protein View

Match tao:

VIME MOUSE =Score:

474

Vimentin. - Musz musculus (Mousea) .
Found 1n search of ppw T2 _12%99085510&8.txt

Hominal mass

(M)

53524,

Calculated pI wvalus: 5.

HCBI BLAST search of VIME MOUSE against nr

Unformatted ssguence string for pasting into octher applications
Taxonomy:

variakbls
Cl=avage
Sequence

Coverage:

modifications:
by Trypsin:

Mus muscunlus

47 %

Carbamideomethyl
cuts C-term side cof ER unless mext resliduese 1s P

Matched peptides shown in Bold Red

(C), Deanidated

oG

(WO, oxidation

[}

1 STRSVSSSSY RRMFGGSGTS SRPSSHNRSYV TTSTRTYSLG SALRPSTSRS
51 LYSSSPGEGEAY VTRSSAVELE SSVEPCVRLLY DEVDFSLADR IHTEFEMTRT
101 NEEVELQELHN DRFANYIDKV RFLEQONEIL LAELEQLESQ GESRLGDLYE
151 EEMRELEERDV DQLTHCDEARYV EVERDHLAED IMELREELQE EMLOEEERES
201 TLOSFRQDVD MASLARLDLE REVESLQEEI AFLEKLHDEE IQELQAQIQE
251 QHVQIDVDVS KPDLTAALRD VROOQYESVAA KNLQEAREEWY KSEFADLSER
301 ANENNDALED AEQESHEYRE QVOSLTCEVD ALEGTHESLE ROMREEMEENFE
351 ALERANYODT IGRELODEIOQON MEEEMAEHLE EYQDLLHNVEM ALDIEIATYR
401 KLLEGEESRI SLPLPTFSSL NLRETHLESL FLVDTHSERT LLIKTVETRD
451 GOVINETSOH HDDLE
[ Show predicted peptides also ]
| SortPeptides By | @ Residue Number  Increasing Mass ) Decreasing Mass
Start — End Obse rved Mr {expt) Mr{calc) PrRm Mizs Sequence
36 — 49 1465,.8712 1494, 28640 1494 . 7780 57 0 R.TYSLGSALRPSTSE. S (Ionse score 2)
50 - B3 1444. 7861 1443, 7788 1443, 69594 55 0 R.SLYSSSPGGEAYVTE. S (Ions score G60)
TE — L& 2126,1934 2125. 12861 2125, 0579 a0 0 R.LLODSVDFSLADAINTEFE.H (Ions score 75)
100 - 112 1587. 8877 1586, 8804 1586 . 7900 57 1 E.THEEVELQELMDE.F (Ions score 71)
104 - 112 1115, 6230 1114. 6157 1114 . 5618 48 0 EK.VELQELNDE.F {Ions score 11
113 - 121 1125, 68603 1124.6530 1124 . 5978 45 1 R.FANYIDEVER.F {Icns score 315)
145 - 154 1254. 6342 1253, 6269 1253, 55598 54 0 E.LEDLYEEEME.E (Ions score 71)
170 — 1EB3 1688, 9269 1687.91%8 1687, 8199 5% 1 R.VEVERDNLAEDIME.L (Ions score 30)
lgg — 1495 1046, 5822 1045, 5749 1045, 5226 50 0 K. LOEEMLOE.E (Ions score 24)
188 — 206 2324, 2590 2323, 2517 2323.1114 G 1 K. LOEEMLOREERESTLOSFER.Q (Ions score 42
eSS S Gq 1=2MNG £79% 91 =29 &6 0 9T4aAnma Cga s Cq (i} ¥ MNT. i FPAFPERFWYE o i TeEmes =y es A
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>NR(2.00)[BP = 1558.0
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@ s 1 180 20 2
Fredein Score

Concise Protein Summary Report

| FormatAs | Concise Protein Summary - Help
Significance threshold pe 0.05 Max. number of hits AUTO

| Re-SearchAll | | Search Unmatched |

1. CARI9E0T Mass: 53¢39 Score: 217 Expect: 1.22-17 Matches: ¢4
MMVMTM NID: - Mus musculus

2. VIME MOUSE Mass: 53524 Score: 216 Expect: 2.32-17 Matches: &5
Vimentin.- Mus musculus (Mouse).
QEFWJ3 MOUSE Mass: E36E55 Score: Z16 Expect: 2.3z2-17 Matches: &S
Vimentin (NOD-derived CDllc +ve dendritic cells cDMA, RIKEN full- length enriched library,
CAAREA019 Mass: 51533 Score: 210 Expact: 9.22-17 Matches: c4
MMVIMENT NID: - Mus musculus




Protein View

Match to: CARIZ807 Score: 217 Expect: 1.E8e-17
MMVHMTM HILD: — Mus musculus

Found 1n search of pmf J2 12%990845%00%.txt

Hominal mass (M) : 536E9; Calculated pI valu=s: 5.06

WCBEI BLAST search of CAA3IZE07 agalnst nr
Unformatted ssguence string for pasting into other applications

Taxcnomy: Mus musculus
varlakle modifications: Carbamideomsthyl (C), Deamlidated (HQ),oxidation (M)
Cleavagse by Trypsin: cuts C-term side of ER unless next residuse i1s F

178
&4

HMumber <of mass values sesarched:
HMumber <of mass values matched:
Saequence Coverage: B3%

Matched peptides shown in Beld Red

WTTSTRTYSL
QDEVDFSLAD
LILAELEQLES
DIMELEREELD

GSALEPSTSR
ATHTEFENTE
QCEESRLEGDLY
EEMLOREEARE

SERFESSMESY
BEsvPeVELL
VRFLEQONKT
VEVERDNLAE

1 MSTRSVSSSS
51 SLYSSSPEGR
101 THEEVELQEL
151 EEEMEELEED

YEEMF GEEET
¥WTRESAVRL
HDEFANY IDE
VDOFTHDERER

201
251
301
351
401

STLOSFRODV
EQHVQIDVDWV
ARNENMDALR
FALERANYQD
RELLEGEESR

DHASLARLDL
SKPDLTAALR
OAKQESNEYR
TIGRLODEIQ
ISLPLETFSS

EREVESLOEE

DWVRQOYESVA

ROVQSLTCEV
NMEEEMARHL

LHNLEETHLES

IAFLEKLHDE
AFNLOEAEEW
DALEGTHESL
FEYQDLLNVE
LELVDTHSER

EIQELQAQIQ
YESKFADLSE
ERQMREMEEN
MALDIEIATY
TLLIKETVETE

451 DGEOVINETSQ HHDDLE

[ Show predicted peptides also ]

| SortPeptides By | @ Residue Number O Increasing Mass « Decreasing Mass

Start — End Obse rved Mri{iexpt) Mr {cale) Prm Mi=ss Segquence
2 = 12 1216, 69231 1215. 6858 1215.5844 asz 1 M. STRSVESEESYR.R
5 — 13 lo2e. 5898 1027.5823 1027 .5047 T& 1 ER.SVSSSS5YRR.M
Z29 — 26 914. 4287 9132, 4514 213.4505 45 o R.SYXVTTSTR.T
Z29 — 50 2391, 2302 23290, 3230 2390.2190 44 1 ER.SYVITTSTRTYSLGSALERPSTSR. S
37 — 50 14%5. 8740 1494. 8687 1494 .7750 G o R.TYSLESALREPSTSR. S
51 — &4 1444. 7204 14432.7831 1443 . 6954 5g 0 R.SLYSSSPCGAYWVTR. S
79 = a7 2126, 20861 2125.1988 2125.0579 a5 0 ER.LLODSVDFSLADARTNTEFEK.HN
101 - 113 1587 . 8940 1586, 8867 1584 . 7300 a6l 1 ER.THEEVELQELHDR.F
105 — 113 1115, 6248 1114. 4175 1114 . 5618 S50 0 K.VELOELHDE.F



% Intensity

M10
4700 MS/MS Precursor 1557.99 Spec #1 MC[BP = 86.1, 6500]

] 86.0977
100 6499,
901
80-

70.0649
175.1076
701
60-
50-
401
1558.8094
301
112.0857
201.1151
201
183.1377
385.1942
169.0971 2884790 1 ©

] 120,080 296.1780| 0%

10 165 bhda 515.2960 .

i 3422317 4bs den 602.3417 1034.4879 15147537

aplohssl I EE || 2253581 | | |s46 11682 ' 689.3418 836.4291 936.433 1244.6537 15173422

L1131 1bs5ol 4 160H 3452305 5022159 1605.3080 9 4.429.7824
bidki13]-pbgs: : d5(2 44.4778 | 842.3951 |041.416b 11032.6528122.5292 | [1242.75811340.6904
-k LI JORA NI ‘
T T T T
9.0 336.2 663.4 990.6 1317.8 1645.0

Mass (m/z)



% Intensity

M10

4700 MS/MS Precursor 1295.74 Spec #1 MC[BP = 175.1, 7417]

1007 175.1066 7416.€
90 86.0973
80
704
60
50
40
70.0675
865.4086 ]
4311755 1296.5332
301 112.0832
102.0617
201
120.0853 203.0815 623.3087
44.05p2 158.0902 5 0920 510.2360
: 338.1707 :
101 29/0994 »athoss 673.2744 3597 0384111 1253.4164
Tile 215/1266 | 92
I 114.0890 [ 28811819 | 376.014 06 963.4313 41
18103 ‘I || 143ibeai | 225.1034 |}l : 892.4082 7° ’
NIRTIRLE.L Y DU A N bbb
9 281 1369
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Peptide Summary Report
| FormatAs | Peptide Summary : Help
Significance threshold p< 0.03 Max. number of hits AUTO
Standard scoring ) MudPIT scoring @ Jons score or expect cut-oft 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups (' Sort unassigned Decreasing Score - Require bold red [}
| SelectAll | | SelectNone | [ Search Selected | [ |Error tolerant
1. VIME MOUSE Mass: 53524 Secore: 337 Matches: 15(%) Sequences: 15(%) emPAI: 1.53

Vimentin.—- Mus musculus (Mouse) .
E]Che:k to include this hit in error tolerant search

Quary Obsarved Mr (expt) Mr {calea) Ppm Mizs Score Expect Rank Unigque Peptide

2 1046.5817 1045.5744 1045.5226 4%. 8 o 27 0.8l 1 K. LOQEEMIOE. E

4 1081.5583 1080.54%0 1080. 4948 50.2 1 1e 6.2 1 K. QESHEYRR. Q

5 10%93.58l® 1032.5745 1092.5200 4%.3 o 58 0.00047 1 K.FADLSERANE. N
£ 1115.8248 1114.4175 1114.5sl1s8 50.90 o 32 0.18 1 K.VELQELMDRE.F

4 1z54.8362 1Z53.628B% 1253.55%8 55.2 o T2 1.7e-05 1 R. LGDLYEEEME. E
&  1295.73732 1E234.73200 1294.65%1 54.8 o 36 0.055 1 E.MALDIEIATYR. K
10 1309.&6765 1308.665%2 1308.5986 54.0 §] 30 0.034 1 E. HLOEREEWYE . S



Protein View

Match to:

VIME MOUSE =Score:

337

Vimentin. — Mus musculus (Mouse) .
Found in search of ppw_J2_ 12%9%3085535305%.txt

Homlnal mass

(M) :

S53524;

Calculated pI walus: 5.

06

NCBI BLAST search of VIME MOUSE agailnst nr

Unformatted ssguence string for pasting into other applications
Taxonomy:

Varliable modifications:
Clesavags by Trypsin:
Sequence Coverage:

Mus musculus

36%

Carbamideomathyl
cuts C—-term side of EER unless next residuese 1s F

Matched peptides shown in Boeld Red

1
51
101
151
201
251
301
351
401
451

STRSVSSSSY
LYSSSPEEAY
HEEVELQELHN
EEMRE LERCWV
TLOSFRODVD
QOEVOIDVDVS
BNENNDALRD
ALEARNYODT
KLLEZEESEI
GoVINETSOH

ERMFGSESETE
VTESSAVELE
DEFANTYTIDEW
DQLTNDKARV
HMASLARLIDLE
KEPDLTAALERD
AKQESNEYRR
IGRLODEIQN
SLPLETFSSL
HIOCLE

SRPSSHRSYWV
SSVESVRLLY
EFLEQONEIL
EVEEDHLAED
REVESLOEEI
VROOYESVAR
GVOSLTCEVD
MEEEMAEHLE
MLEETHLESL

Show predicted peptides also

[

Sort Peptides By

Start
36
50

100
104
145
170
1&g
222
282
294
313
345
364
390
410

] @ Residue Number

(), Deamidated

TTSTRTYSLG
DSVDESLADA
LAELEQLEGD
IMRLEEKLQE
AFLEKLHDEE
ENLOEAEEWY
ALEGTHESLE
EYODLLNVEM
FLVDTHSKRT

' Increasing Mass

— End Obse rved Mr{expt) Mr {calc)
- 49 1485.8760 1494, 8687 1494 . 7750
- B3 1444.7904 14432.7831 1443. 6954
- 112 1587.8%40 1586.8867 1586.7200
- 11z 1115. 6248 1114.4175 1114 .5618
- 154 1254. 6362 1253.62E9 1253.55%8
- 1E3 1688, 9337 1687.9264 1687.815%9
- 185 1046, 5817 1045.5744 1045.5226
- 234 1522. 9412 1532.9339 1532 . 8450
- 291 130%9. 68765 1308.66592 13208.5986
- 203 109z, 5818 1092.5745 1092. 5200
- 320 1081. 5562 1080.54%0 1080. 4948
- 3263 2201.1218 2200.1145 2199.9742
- 377 17324, 9233 1732.9160 1733.8076
- 400 1285. 73272 1294.7300 1294 . 6581
- 423 1557. 9924 155&.93851 1556 . 8926

SALRPSTSES
INTEFENTRT
GESELGDLYE
EMLOREEAES
ICELCAQICE
KESKEFADLSER
RCMEREMEENF
ALDIEIATYER
LLIKTVETRD

pRm
&0

58
al
50
55
a3
50
58
54
50
50
a4
a3
55
59

SoOHOoORoOoHoHFoDOROoOD

(W), oxidation

AERAAARRRARI AR E

(M)

' Decreasing Mass

Mi=ss Sequence
. TYSLESALRPSTSE. S
.BLYSSESPCEAYVTER. S
. THEEVELQELHNDE. F
. VELQELWMDR . F
. LGDLYEEEME. E
. VEVERDHNLAEDIME. L
. LOEEMLOR. E
.EVESLQEEIAFLE. K
.HLOEREEWYE. S
. FADLSERBNE.HN
. QESHEYRR. O
. EMEENFALEARNYQDTIGER. L
. LODEIQNMEEEMAER . H
.MALDIEIATYR. K
. ISELPLPTFSSLHNLE. E

[Icns

(Tons scores

7

(Ions score

390

scors

GG )

(Icns score 22)

(Ions

soore T2
(Ions score

1d)

(Ions score 27)

[Iocns

SCore

44

[Ions

scors 39)

[(Ions

scors SE)

(Tons scorse 14)

(Ions

score 122)

(Ions score

S50

(Ions score

(Ions score 346)

513




Sample M11

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1516.8, 43842]
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b 00 150
Frofein Score

Concise Protein Summary Report

Concise Protein Summary - Help

Significance threshold p< 0.05 Max. number of hits AUTO

| Re-SearchAll | |  SearchUnmatched |

1. QITVEE MOUSE Mass: 41724 Score: 160 Expect: %.2z-12 Matches: 37
Csteoclast-1ike cell cDNA, RIEEN full-length enriched library, clone:I420044I15 product:actin, beta, c
S3JUBPS MOUSE Mass: 41742 Score: 136 Expect: Z.2e-0% Matches: 33
Bone Marrow macrophage cONA, RIKEN full-length enriched library, clone:I830016H03 product:actin, beta,
ATCHE Mass: 41710 Score: 136 Expect: Z.3e-0% Matches: 35
actin beta - chicken
ATHUG Mass: 41764 Score: 136 Expact: Z.3e8-05% Matches: 35
gretin gamma 1 - human




Protein View

Match tTo:

QITVEEe MOUSE sScore:
Osteocclast—1like cell <DHA, RIFKEH full-length enriched librarvy.

160 Expect:

9. 2a-12

Found 1in ssarch of pmi_ K2_ 12999024501 0.txt

Hominal mass

(M) :

41724;

Calculated pI walua:

5.30

HMCBI BLAST sesarch of QITVEG MCOUSE against nr

Tnformatted seguence string for pasting into other applications

Taxocrnomiy:

Mus misculus

clone  I420044T15 product: actill

Links to retrieswve other entries contalning this ssguence from NCBI Entrez:
(n tcaxonomy informaticon for this entry)

variakble modifications:
Cleavage by Trypsin:
Humbsr oFf mass waluses secarched:
Humber of mass wvaluses matched:
Sedquencs Coverage:

BZE%

Carbamidomsthyl
cuts C—term side of KR unless next residuse is P

125
27

Matched peptides shown 1n Beld Red

1
51
101
151
201
251
301
351

MODDTITASL VW
DSYVCEDEAQS
HEVLLTEAPL
IVMDSEDEVT
TTTAEREIVE
GNERF RCPEA
CoTTMYECIA
TFOOMWISED

DHESEMCOE LT
ERESILTLEYE
MEPEANREKMT
HTVPIYEGYRA
DIKEKLCYVA
LFQPSFLGME
DRMOEEITAL
EYDESSGFSIW

FACGDDAPRAY
IEHGIVTHWE
OIMFETFHTE
LFHATLRL.DL
LDFEQEMATR
SCEIHETTFEHN
APSTMEIKII
HEKCF

| Show predicted peptides also

[ Sort Peptides By

Startc
19
Z9
A0
40
40
40
51
(=]
=]
g5
g5
= L
(=

] @ Residue Mumber

(Z) , Deamidated

FPEIVEEFRH
DMEEIWHHTF
AWM AT QST
AGRDLTDYLM
ASSSSLEERESY
SIMECDVDIE
APPEREYSVW

' Increasing Mass

— Emnd Ohsae rved Mr{expt) Mr {calc)
- 2B 97&,. 5027 275. 4955 75,4410
- 20 ll1oe,. 7769 1197 . 76936 1197 . 982
— B0 1171. 68378 1170. 68305 1170 . 56832
- 50 1173, 6477 1172. €404 1172.531e
- 50 1187 . 6346 1186. 273 ll8a. 5587
- 50 1203, 6329 1Z202. €256 1202 . 5526
- B2 1354, 7119 13532, 7046 1353 . 6161
— 84 1261, 0471 1980, 030548 1259 . 903&
— 84 1977 . 0B39 1276, 0TEE& 1275, 29086
— G5 1515. 249& 1514. 9423 1514.7419
- G5 151&. 28330 1515. 8257 1515. 7259
- 113 1954. 12395 1953, 1922 1253. 0571
— 11& oo 23442 220904, 3269 F2aaq . 2382

QEVMY CMEOE
YNELRVAPEE
SLYASCRTTC
KILTERGYSF
ELPDGOVITI
KDLYANTVLS
ICESILASLS

PRm
56

a0
57
a9z
58
a0
a5
&9
a0
a6
a6
69
4=

HoooQoQoQkrooooQ oo

(WO, oxidation

dERARARAIENIIERA

(M)

Decreasing Mass

Mi=ss Seguence
ACFARCDDARPER . A
. BAVFPESIVCRPE.
. HQGEWVWV CHMCOE .
. HQGVMWY CHMGOE .
. HQGVHY CHMGOE .
. HQGWVHWY CHMGOE .
. DEYVCDERDSER . &
NPIEHGIVTHWEDMEERE . T
NPIEHGIVTHWEDMEE . T
. INHHTFYHNELE .
. INHHTFYHNELE. .
. VAPEEHPVLLTEARPLHNPE . A

O YVAPEEHRPVLLTEAPLHMPEAME . E

oooom

W
W

2 Deamldas
Cxildaticon
2 oxidati

[k % s

Deamldata:



% Intensity

M11

4700 MS/MS Precursor 1515.85 Spec #1 MC[BP =110.1, 4191]

. 110.0778

2 4191
90+

80

70

601

175.1116

50

40

30

86/1029 1516.6899
981.4383
136.0812
201
1%9.1040 437.2170
295.1495 852.3884
101 Jo2losop  230.1315 S
840552 2[1541229 411.2175 '
! 55.0875 ! 708.3712 841.3710 12505131 1472|7351
a4 p87d | o obso | A7 3241645 | 1233 524:3026 6753097, ) sooo | 942 hao2 1079.4763 ' 13616682 57-5093
3. kj f-”lﬁl”»,.,‘:' DL 4611698 | 586.3329 1 dhe, 749-3898 g3 390 poz 1099.4508  1216{4862 -
Jk " N A | Y I I J |
¢ o ‘ ‘ ‘ ' J T T T
9.0 327.4 645.8 964.2 1282.6 1601.0

Mass (m/z)



% Intensity

M11

4700 MS/MS Precursor 1132.59 Spec #1 MC[BP = 175.1, 3537]

100- 175.1162 3536.¢
901
801
707
607
507
40+ 4
120.0872 1132.5161
301 70.0718
112.0901
308.1255
74.0679 193.1068
204 1075.2937
375.1969
476.2358
577.2808
45p.2081 1
560 2411 1091.3713
661.2841 825.3732 912.4172 24971
.4874 ' ' 976.3957
" mnvmei.L%'Ehﬁztg I(. Nt AL740'.277§"LLWJLW s Lmn kit AWW‘J L L

7212 958.6 1196.0

Mass (m/z)
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| 20
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g & B 120 1éa L2l Zard
Protein Toors
Peptide Summary Report
Peptide Summary - Help
Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring ' MudPIT scoring @ Ions score or expect cut-off 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups (O Sort unassigned Decreasing Score - Require bold red [}
| SelectAll | | SelectMone | | SearchSelected | [J]Error tolerant
1. CARZTIALG Ma=s: 391&6l Score: 215 Matches: 13(2) Sequences: 11 (2) emPAI: Z.2Z

MHMACTERZ NID: - Mus musculus
[Mcheck te include this hit in error tolerant search

Ouery Obse rved Mr {expt) Mre {calea) ppm Miss Score Expect Bank Unigue Peptide

1 923, 6l66 922.6093 92,5600 52.5 1 1lg 0. 64 1 K. IIAPPERE. Y

2 2945. 6028 244. 5856 244 .5444 54.2 0 37 0.02e 1 u R.AVFPSIVCR. &

4 998, 5252 997.5179 997.4750 3%.0 o g 27 1 R.DLTDYLME. I

g 1122.5%44 1131.5871 1131.51%7 59.6 0 58 0.00054 1 R. G¥YSFTTTRER. E

10 1171.&378 1170.63205 1170.5638 57.0 0 24l Z.le-08& 1 E. HQGVMV GMEOE. D

11 1187.6346 1186.6273 1186.5587 57.8 4] {18) 5.4 1 R. HQGVMVGMGOK.D + Oxida
12 1354.711% 13532.704&8 1353.6lel 65. 4 1 35 0.0327 1 K. DSYVGDERQSER . &

15 1515.8496 1514.8423 1514.7419 66, 3 0 27 0.45 1 K. IWHHTFYHELE. WV

lg 1781.0154 1790.0081 1789.8844 69.0 0 &0 0.00021 1 K. SYELPDGOVITIGHER. F

24 1954.1%95 1553.1922 1853.0571 69, 2 o 42 0.0051 1 E. VAPEEHFVLLTEAPLHNFE . A



Protein View

Match ta:
MMACTEEZ MID:

CRAZT 396 Score:
- Mus musculus

215

Found 1n search of ppw KZ_125%330855410.txt

Wominal mass

[

3916l;

Calculated pIl wvalus: 5.

WCBEI BLAST search of CAAZ2T39& agalnst nr

Unformatted sequence string for pasting into octher applications

Taxonomy: Mus musculus
Links to retriewve other entries containing this sequence from WCBI Entrez:
(no tamonamy informaticn for this entry)

Varlable modifications:
Clsavags by Trypsin:
Sedquence Coverage:

44%

Carbamideomethyl
cuts Cc-term side of ER unless next residuse 1s P

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

PRAVFEPSIVEG
THWOCHMEEIW
FHNTPAMYVAIL
RLDLAGREDLT
MATAASSSEL
TTFHSIMECD
IKIIAFFPERK

RERHQEVMVE
HHTFYNELRV
QAVLELYARSE
DYLMEILTEER
EKSYELPDEQ
VDIRKDLYAM
YEVHIGEEIL

MCOEDSYVED
APEEHFVLLT
BETTGIVMDSG
CYSFTTTRAER
VITIGHERFE
TVLSGETTMY
ASLSTFQQMW

[ Show predicted peptides also

[ Sort Peptides By

] @ Residue Mumber

Start
3
14
14
25
59
70
122
158
171
213

(C), Deanlidated

EAQSKRGILT
EAPLNPKANE
DGVTHTVEILY
EIVEDIEEEL
CFEALFQFSFE
PGIADEMOKE
ISKEQEYDESG

- End Observed Mr{expt) Mr{calec)
- 11 945. 6028 944.5856 944.5444
- 24 1171. 6378 1170.6305 1170.5638
- 24 1187. 6346 1186.6273 11B6.5587
- 36 1354.711% 1353.7046 1353.6161
- B9 1515.8496 1514.8423 1514.7419%9
- 87 1254.1%95 1853.1%22 1%53.0571
- 151 3183.8391 3182.8318 3182.6071
- 1&5 998, 5252 997.5179 997.4780
- 1E0O 1132.5944 1131.5871 1131.518%7
- Z28 1751.0154 1790.0081 1789.BE846

748

LEYPIEHZIV
EEMTOIMEET
EGYALPHAIL
CYVALDEFEQE
LEGMESCEIHE
ITALAFSTHME
FSIVHEECFEF

pEm
54
57
5E
65
66
69
71
39
60
69

f R e i e e el

(Ho) ,O0xidation

ARAIARRRAAR

(M

' Increasing Mass ' Decreasing Mass

Miss Sequence

.AVFPSIVGR. S
. HQGVMV CHMEOE . D
CHOQGVMVEMEOE. D oxidaticon
. DEYVCGDERQSER . G
. INHHTFYHELR .V
VAPEEHPVLLTEAPLHNFEE &
TTEIVMDSCDEVTHTVEPIYECYRALPHAILE . L
.DLTDYLME. I
. GYSFTTTRER. E
. SYELPDCOVITIGHER. F

(Ions score 27)

(Ions scorese g91)

(M) (Ions scores
(Icns score 319
(Ions scorse 27)
{Icns score 42)

(Ions score 2)

(Icns

score 5H)

(Iocns scors 60)

Ions

=



Sample M12

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1479.9, 14361]

1.4E+

7888671

e€vra6'¢991

90, 6EEE]

€T.5°0S6¢

1¢.€°90.¢;

GEEE'E09C_ |
€00€°6€SC -
8TEB9.LY

8¢c1¥8€C]

ecee

0S0T¢9¢c__|

99T €91
0200°160¢]

8YS0°ZS86T 8¢0T' 66T

T/S0°€88T 0.T02C06T wﬁf

22S8°16.T—
G888°/2/T 2

QCO ' OCQT
OCUO0 OCJT1

9776 T80T 5

UV 1 U |
VIO —+6GI+ =

€28.'8VST —

cIvo TSIV ——

868.'91SGT

L6€S00TT

LA RAN

¢UVo obel__ =

GTG. L0ST
0059°0S2T

1989°8¢TT

61979596

100

90+

80

1 ; 1 ; 1
o o o
N~ [Ce] Lo

Alisuaiu| o

40+
30+
20
10+
0

4013.0

3390.2

2767.4

2144.6

Mass (m/z)



B oo 150 L

Frotein Score
Concise Protein Summary Report
Concise Protein Summary - Help
Significance threshold pe 0.05 Max. number of hits AUTO

| Re-SearchAl | |  SearchUnmatched |

1. Mixture 1 Total score: 192 Expect: 5.22-15 Matches: 74
Components (only one family member shown for each component):
Q8CTCT MOUSE Mass: 94951 Score: 154 Expect: :.72-11 Matches: 54

Z days neonate thymus thymic cells cCWa, RIKEN full-length enriched library, clone:C920028B14 product:albumin 1,
ARB494450 Mass: 50514 Score: 98 Expect: 1.42-0% Matches: 27

MMIEOBEY NID: - Mus musculus




Protein View

Match to:

2 dawys

QBCTCT _MOUOSE sScors:
necnate thymus thymic cells cDHA, RIEKEN full-length enriched librarwy,

154 Expesct:

2. Te—11

Found 1in search of pmf_L2 1259990245011 .txt

Wominal mass

(M) :

6496l

WCBI BLAST search of QBCTCT

Unformatted ssguence string for pasting into other applications

TaXoIomy .

Calculated pI walus:

5. 49

MOUOSE agalnst nr

Mus musculus

clone: CS20028EB14 pro

Links to retriewve other entrieses containing this seguence from MCBEI Entrez:
(no taxonomy informaticon for this entry)

varliable modifications:
Cleavage by Trypsin:
Humber of mass values searched:

—arhb

amidomethyl

le4

Humbey of mass values matched: 54

Sequence Coverage:

Tl

Matched peptlides shown 1in Beld Red

1
51
101
151
201
251
301
351
401
451
501
551

HEYHDLEEQH
AANCDESLHT
NPSLPPFEERP
EQYNEILTOC
RAFKLWAVAR
ELAKYMCIEMNQ
FVEDQEWVCEN
KCCAEARNPFER
YVERYTOEAPOWV
EVCLLHEETPE
FHEDICTLFEFE
CEARAMDEDTCE

FEKGLVLIAFS
LFGDKLCAIP
EAEAMCTSFE
CAEADKES CL
LEQTFPHADF
ATISSKLQTC
YAEAKDVFLG
CYGTVLAEFQ
STPTLVEAAR
VSEHVTECCS
EEKQIKKEQTA
STEGPNLVTER

OYLOKCSYDE
NLRENYGELA
ENP TTFMGHY
TEPFELIDGWVEEE
AEITELATDL
CDKPLLEKAH
TFLYEYSRRH
PLVEEPKNLYV
NLGRVGTECC
GSLVERRPCF
LAE LVKHKFEK
CEDALR

[ Show predicted peptides also

[ Sort Peptides By

Start
1
3
3

13
13
13
Z6
34
57
57

] @ Residue NMumber

(), Deamlidated
cuts C—term side of KR unless next residus is B

HARELVOQEWVTD
DCCTEQEPER
LHEVARERHEY
ALWVWESSWVRORM
TEVHEECCHG
CLEEVEHRDTHM
PDYSVELLLE
ETHCDLYEEKL
TLFEDQRELFEC
SALTVDETYV
ATAREQLETVM

O Increasing Mass

— End Obse rved Mr {aexpt) Mr {calc)
- 12 1520. 8607 1519, 8534 1519 . 7168
- 12 1250. 6466 1249, 6293 1249 5727
- 25 2711.5%132 2710 . 5840 2710 .4119
- 25 147%.8870 1478 . 8797 14738, 2497
- 323 2470, 2696 2469, 3623 2469 . 2362
- 33 2472, 2184 2471. 3111 2471 . 2042
- 23 100%,. 4545 1008. 4472 1a08. 39271
- 43 1149 . 6699 1148 . 6626 1148. 8077
- B5 1017 . 5802 10le. 5729 101s. 5291
- 73 1g9g. 0306 1897 . 0233 12897 .0244

FAETCVADES
HECFLOHEDD
FYAFELLYYA
KCS55SMOEFGE
DLLECADDER
PADLEFAIARAD
LAKKEYEATLE
GEYGFOHAIL
VEDYLSATLH
FEEFEAETET
DDFAQFLDTC

PEm
a0

53
a4
20
51
43
50
48
4=
-1

HoOOoOQKHKHKOoKHOR

(o), oxidation

(1]

' Decreasing Mass

Mis=s Seqguence
. HEYHDLCEQHFE . =

E. YHDLEZEQHFE . &

mEREEEERD

. YNDLEEQHFKGLVLIAFSOQYLOK . C
. CLVLIAFSQYLOK . C

LGLVLIAFSQYLOQECSYDEHAE . L Carb
LGLVLIAFSQYLOQECSYDEHAE . L Carb
LCSYDEHARE . L Carbamidomesthyl

L LNQEVTDFRE . T
. SLHTLFGDE . L
. SLHTLFGDELCAIFHNLE. E



Protein View

Match to: ARBA2490 Score:

MMUSSE2S NID: - Mus musculus

98 Expect:

l.42-05

Found in search of pmf_ L2 12%9%3084%011.txt

Womlinal mass (M_o): S0514;
WCBEI BLAST se=arch of

Taxonomy: Mus musculus
Vvariable modificatlions:
Cleavage by Trypsin:
Humber of mass wvaluses searched:
Humber of mass wvalues matched:
Sequance Coverage: 56%

Calculated pI wvalue:

ARE4AS490 agalnst nr
Unformatted ssguence string for pasting into other applications

Carbamideomsthyl
cuts C—-term =side of EERE unless mext reslidus 1= F

14

27

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

ALMNMILVLLGEL
DAATMDHMET
VEFLIEKEDEVW
GVLFFQEHEREE
EFNFV TEEVE
FDPELTALLS
DAAF SWDDEWV
TIDAARFSCPRG
LDESLGFNTC
CE0

CHSLAVASEL
HMLEFFEGCGEEFWVH
VYPPEKKENG
WFWDFATRTO
PRYPLDARDY
DHRGATYAFT
YLIQSTOVYV
SERLYVSSGR
SSNCSSLYFI

FTANGEVAEW
REHSETRELTI
TPELFQEEFP
EERSWS TWVEH
EWwsECPEoGHG
GSHYWRLDSS
FLTEGCGGHELY
BELWWLDLESG
HEPHLYCY S5

[ Show predicted peptides also

[ Sort Peptides By

] @ Residuse Mumber

T.32

(), Deamlidated

ENETEFDSDW
SAFWEMNPITS
GIPYPPDARV
CTAALEWLEER
FEFEMCTAHCGH
BEODEWHSWEIL A
SEYPERLEEKE
AOATWTEVSW
IDELHARESL

' Increasing Mass

Start — End Obsae rved Mr{axpt) Mr {calc)
g4 — 96 1504. 8777 15032, 8704 1503.7834
E6 — 96 1120, 6776 118%. 6703 119, 6091
97 — 105 975.5021 974.5848 974 .5437
27 — 1loe 1347 . 7872 1346, 7799 1246.7082

109 — 114 1017 . 5802 1016, 5729 1016 . 5331
109 — 117 1145. 655% 1144. 6486 1144 . 6281
124 — 144 2472, 3184 2471. 3111 2471.1580
145 — 159 1727 .8855 1726.8782 1726 .7733
145 — 160 1855, 2544 1854. 9871 1854 . 8683
160 — 16E 1z256. 688 1255. 6815 1255. 6138
1l — 1&g 112g. 5824 1127.5751 1127.5189
191 — 1%E 107%. 5121 1078, 5048 1078, 4542

FEHCLDTWSEFE
VDAAFRGCEDS
ECHREECQSE
YYCFQCNKFL
STHPMHSRCS
HHWFE OGP STW
LESPPCISLE
PHEEWVLDGALC
POPOEVSILG

j=j= )
58

51
42z
53
I
1ie
Gz
al
a4
54
50
47

cCcCoRrpRrRooRoKHEHoOOoR

(Mo, Oxldation

ARmDmARADORT

(1)

Decreasing Mass

Miss Sequance
. WENPITSVDAAFE. &
.HEITSVDARFER.

. GPDSVFLIK.E
GPDSVFLIEKEDEK .V

. VWVYPFEE . K

. VWVYPPEEK. E

. LFQEEFPCGIPYPPDAAVECHE . G
GECOQSEGVLEFFOGHR . K
L GECOQSEGVLEFOGHEE . W
. FEWFWDFATR . T
. WFWDFATER. T
CYYCFQGHE . F

Carkbami
Carbamidometh
Carbamidomet

Carbamidomsthyl (<)



% Intensity

M12

4700 MS/MS Precursor 1479.89 Spec #1 MC[BP = 175.1, 4373]

. 175.1064
100 4373
901
80
70

86.0990
60
50
40
30
136.0799
120.0801
79.0824
20 1480.762
70.0660
300.1478 571.3690
171112945 1 e 387.2489
107 328.2144
2z bdob 148.0990 loopse 642436 668.3598 980.4083 1180.6244
T » 199.1585276.1246 ’ 455.3323 |
30.032p| |116-978¢ d 1db> bad1174 B8B-2408 so6.deg  02>-42$6 7394911, 0 4575 9093504  1017.5082 1182.5066 4356982
I \fHep Gl P , : 536|2p25714.4360 k6541010.62131103.6160 1207.4808 13096014 ‘!'.J-‘= b
0 PLLT LT Ay ’ L
9.0 319.8 630.6 941.4 1252.2 1563.0

Mass (m/z)



% Intensity

M12

4700 MS/MS Precursor 1609.88 Spec #1 MC[BP = 120.1, 3103]

i 120.0828
100 3103.1
901
801
175.1046
701
601
501
86.0953
136,0795 362.1504
401
425.1891
1610.7542
70.0653
301 215.0926
20 262.1366
635278 494.7404
419.2013 554,297} ' 1179.4861
447 4081607 ' 762.3269 15666563
40[L.1786
566.3185 780.3397 977.4085 1%$50.6580
1911206 b 2530 700.28/16 893.4182 11394589 1395.7050 0.0431
' Ai't_i. . fsls 7874 100, 3% 813.3072 95(0.4496 10483.5692 1 .7446 1248.5443 WAH0. E
347.2 ‘ 685.4 ‘ 1023.6 ‘ 1361.8 ‘ 1700.0

Mass (m/z)



Munbher of Hits
[51]
zn

S s s e e . B B e e e
i i Ll 200 3w )
PriotEin S000e

Peptide Summary Report

Peptide Summary - Help
Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring ) MudPIT scoring @ Tons score or expect cut-off 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups ' Sort unassigned Decreasing Score - Require bold red [7]

[ SelectAll | [ SelectNone | [ SearhSelected | [Error tolerant

1. SIVEPZ MOUSE Mass: 51285 Score: 417 Matches: 10(%9) Seguences: 10(%) emPAI: 1.72
14 days embryc liver cDNi, RIKENW full-length enriched library, clone:I5S30016F13 product:hemopexin, full insert s

[ check to include this hit in error tolerant search

Juary Chzerved  Mr{expt) Mr{calec) Ppm Miss Score Expect Bank Unique Peptide

2 1100.5388 1099%.5315 1099.4757 50.8 ] 453 0.01 1 L) E.DYFVECPGR. G + Carbamidomethyl (C)
3 11z2e.5824 1127.5751 1127.5189 4%.9 ] 18 4.3 1 o E.WFNDFATE. T

5 1212.7012 1211.6939 1211.6299 52.9 ] 65 5.1e-05 1 o R.FNEVTGCEVEPPR. ¥

5 1504.8777 1503.8704 1503.7834 57.9 1 a6 0.00054 1 L) R.WENPITSVDAAFR. G

10 1516.7863 1515.779%0 1515.6885 59.1 o 53 0.001e 1 L) R. GATYAFTGSHYWR. L

12 1638.8%27 1637.8854 1637.7832 62.4 o 7% 3. 4e-08 1 L) R.CSPDPGLTALLSDHR. G + Carbamidometl
14 1727.8855 1726.8782 1726.7733 €0.7 ] 112 2e—-09 1 L) E. GECOSEGVLFFQGHR. K + Carbamidomatl



Protein View

Match to: Q3IUEP2 MOUSE sScore: 417

1l4 days embryo liver <cDHA, RIEEN full-length enriched likbrarvy,

Found in search of ppw L2_ 1293990855611 .txt

Mominal mass (M_): 512B5;

Calculated pI walus: 7.

22

NCEI BLAST search of Q2UEPZ MOUSE agalnst nr

Unformatted sscguence string for pasting into other applications

Taxcnomy: Mus muscunlus

clone :IS30016F1l2 product: hemopexin,

full ins:

Links to retriewve other entries contailning this sequence from WCBI Entrez:
(no taxonomy informatieon for this entry)

Varliable modifications:
Clesavagse by Trypsin:
Sequence Coverage: ZB%

Carbamideomsthyl

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MARTAVALMI
LODTWSFDAAT
FREPCSVEFLI
CECQSEGVLE
QGNEF LEFNE
MASRCSPDPE
QEPETVDALFE
PCISLETIDA
WDGALCLDES
EVHNEILGZEQ

LVLLELCWSL
MOHNETHLEF
KEDEVWWVYIEPP
FQEHEEWEFWD
VIGEVEPFRYTP
LTALLSDHRG
SWDDEVYLIQ
AFSCPGSSRL
LGPNTCESHE

AVASFLETAN
KEEFVWREHS
EXEENGYPEL
FATETQKERS
LDARDYFVSC
ATYAFTCSHY
CTOVYVELTE
¥VESSCRRLWW
SELYFIHCEN

Show predicted peptides also

(

Sort Peptides By

] @ Residue Mumber

(C), Deamlidated
cuts C—-term side of KR unless mext residus is P

GRVAEVENGET
STRELISAFNW
FOEEFFGCIPY
WETWVGEHNCTAR
PGRGHGRFEREN
WRLDSESRDGW
GEHMHNLVEGEYFE
LOLESGROAT
LYCYSEIDEL

' Increasing Mass

Start - End Obse rved Mr{expt) Mr {calea)
o0 — 102 1504. 8777 15032.8704 1503.7834
130 - 150 2472.3184 2471.3111 2471.1580
151 - 1&5 1727.8855 1726.8782 1726.7733
151 = 1686 1855. 9244 1854.9871 1854.8683
167 — 174 112g. 5824 1127.5751 1127.518%9
208 - 21e 1212, 7012 1211.6939 1211.&299
225 - 233 1100, 5388 109%. 5315 1099, 4757
255 - 289 1638.8927 1637.8854 1637.7832
270 — 2BZ 151&6. 7863 1515.7720 1515.&8095
348 - 369 2448, 3303 2447.3230 2447.1s638

KEDSODWPEHC
EMNPITSVDAR
PPDAARVECHER
LEWLERYYCF
STAHGHSTHP
HSWPILHHWP
KRLEKELZSP
WTEVSWEHEK
HAAESLEQED

PEm
58
L
al
a4
50
5%
51
6z
59
a3

B EEE e e v i e i S e S S e e S e e S e e B

1

oo oo oRroOo

(W), oxldation

AEERmEZREIDR®

(M)

_ Decreasing Mass

Mizs Sequence

.WENPITSVDAAFE .G (Icns scores SE)

. LFQEEFPGIPYPPDAAVECHR .G Carbamidomethy!
LGECQSECGVLFFQCNR. K Carbamideomethyl (C)
LGECQSEGVLFFQGHEK . W Carbamidomethyl (C)
.WFWDFATR.T (Ions scors 18)
.FHEFVTCEVEFPE.Y (Ions score G5)
LODYFVSCPGER .G Carbamidomethyl (C) (Ions
.CEPDPGLTALLSDHR .S Carbamidomethyl (C)
CCGATYAFTESHYWR. L (Icns scorese 530
.ELGSFPEISLETIDAAFSCRESSE. L Carbamidomsd



Sample M13

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1100.5, 28668]
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Muster af Hits
= L] e

=

L 30 bl 160 2ha i
Frotein score

Concise Protein Summary Report

Concise Protein Summary - Help

Significance threshold p« 0.05 Max. number of hits AUTO

| Re-Search Al | | Search Unmatched |

1. Mixture 1 Total score: 212 Expect: 5.82-17 Matches: 70
Components (only one family member shown for each component):
QIUKFZ MOUSE Mass: 51245 Score: 152 Expect: 5.82-11 Matches: 3l
14 days embryo liver cDNA, RIKEN full-length enriched library, clone:I530016F13 product:hemopexin, full inse
QacicT MOUSE Mass: 6dds] Score: 114 Expect: >.72-07 Matches: 44
2 days neonate thymus thymic cells cDWA, RIKEN full-length enriched library, clone:C320028E14 product:albumi




rotein View

atch to:

Q3UEP2 MOUOSE sScore:
4 days embryo liver ocDHA,

152 Expesct:
ETEEHN full-length enriched library,

5. 8e-11

ound 1n search of pmf_ M2 12993034%012.txt

aminal mass
CRI BLAST search of QIUKPZ
nformatted ssguence string for pasting into other applications

(M)

51285;

axonomy: Mus musculus
inks to retriewe cother entries contalining thlis segquence from NCBEI Entrez:

(Do taxonomy

ariakble modifications:
l=savage by Trypsin:
umber of mass values ssarched:

Carbamideocmethyl
cuts C-term side of ER unless next residus 1s B

126

umber <of mass values matched: 31

aJquence Coveradge:

B3%

atched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MARTAVALMI
LDTWSFDAAT
FREFDSVFLI
CECQSECVLF
OGHEKF LEFNP
MHSECSPDPG
OGESTVDAAF
PCISLETIDA
VDEALCLDES
EVHEILGZCED

LVLLGLCWSL
MDOHAMNGTHLEF
EEDEVHVYPPE
FOGHEEWEWD
VTEZEVEFRYFE
LTALLSDHRG
SWDDEVYLIQ
AFSCPGSSEL
LEPHTCSSHE

AVASPFLETAN
KCEFVWRGHS
EEKENGYPEL
FATRTOKERS
LDARDYFVSC
ATYRFTCEESHY
GTOVYVFLTK
Y WESSCRELWW
SSELYFIHGPH

Show predicted peptides also

Sort Peptides By

] @ Fesidue

Mumber

Calculated pI walus: 7.92
MOUOSE agalnst nr

information for this entry)

(C), Deamlidated

SRVAEVENGT
STRELI SAEW
FOEEFPGIPY
WSTWVGEHCTAR
PERGHGRFEN
WRLODSSRDGEW
GEHNLVSGEY P
LDLESGROAT
LYCYSSIDEL

KEFDEDWPEHC
KENE ITSVDAR
PPDAARVECHR
LEWLERYYCF
GTAHGHNSTHEPE
HSWE IAHHWE
KRLEKELGSP
WTEVSWPHEK
HAAKSLEQPO

(WO ,oxidation

clone :IS30016F1L3 product

(1)

Increasing Mass 0 Decreasing Mass

Start — End Obsaerved Mr {expt) Mr {calc) PRm Miss Sequence
o0 — 102 1504. 8826 15032.8753 1503.7834 a1 1 ER.WEHPITSVDARAFE.GS
92 — 102 11%0. 6791 118%.&6718 11892.4608521 53 0 EK.HFITSVDAAFE. S
103 - 111 975.5937 274. 5364 374.5437 44 0 R.GCPDSVFLIEK.E
103 — 114 1347.78832 1346.7810 1346.7082 54 1 ER.GCPDSVFLIEEDE.V
112 - 122 138%. 7819 1388.7746 13B8.6974 55 1 EKE.EDEVWVYPFPEE.K
115 - 12z 1017.5838 10ls.5765 1016.53321 43 o K.VWVYFPEE.K
115 — 123 1145. 6945 1144.6872 1144.6281 52 1 EK.VWVYFFPEEEK.E

rhemopexin,



Protein View

Match to:

QECTCT MOUOSE Score:
2 days meonate thymus thymic cells cDMA, RIEKEN full-length enriched librarwy.

114 Exp=ct:

2. Ta—07

Found 1in search of pmf_MZ_12999034%012.txt

Homlnal mass

[ M 4

ed4%al;

HNCBEI BLAST search of QsCc7C7

Unformatted ssegquence string for pasting into other applicatiaons

TaXxonomiy:

Calculated pI wvalus:

5.49

MOUOSE agalnstc N

Mus musculus

clone : CO9200 2!

Links to retriewve other entries containing this sequence from NCBI Entrez:

wvariable modifications:
Cleavage by Trypsin:

Humlber of mass values
Humbaer of mass wvalues matched:
Sequence Coverage:

(S T axonomy

Zarhbh

szarch

9%

amidomethyl

ad: 126

a6

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551

HEYHDLCSEQH
ARMCDESLHT
HPSLPPFERP
EQYHETILTOC
BAFKAWAVAR
ELBREKYMCEMND
FVEDSEVCEN
KCCAEARNP PR
VRY TOEME QW
EVCLLHEKTPE
FHSDICTLEE
CEARADEDTCE

FEGLVLIAFS
LFCGDELCATFR
ELEAMCTSEFE
CAEADKEESCL
LEQTFPHADF
ATISSELQTC
YAREAKDVE LG
CYCTWLAEED
STPTLVERRAE
WSEHVTECCS
EEEQIKKQTR
STEGPHLVTER

OYLORKCSYDE
HLEENYSELAR
ENFTTFMGEHY
TFELDEVEEE
AEITELATCL
CDEPLLEKAH
TFLYEYSEREH
PLVEEFEHRLW
HMLGRWSTHOC
GELVERRFCF
LAFELVEHEPE
CEDALA

Show predicted peptides also

|

Soit Peptides By

Start
1

13

13

13

13

=4

=4

57

] @ Residue MNumber

informaticon for this sntry)

(), eamlidated
cuts C—term side of EE unless next residus is B

HAELVOEWVTD
CCCTHQEPER
LHEVARERHEY
ALVSSVROEM
TEVHEECCHZ
CLEEVEHDTM
PDY SVSLLLE
ETHCDLYEEL
TLPEDQRLEC
SALTVDETYWV
ATAREOLETVH

2 Increasing Mass

— End Ob=eae rvead Mr {aexpt) Mr {calc)
- 12 1520. 8362 151%. 8289 1519 .716E
- 25 147%. 8887 1478. 8814 1478. 2457
- 32Z 2415, 2196 2414. 3123 2414 .182
- 3= 2470, 2232 2462, 3159 2469 Z36Z
- 33 24T 2. 3265 2471 . 3194 2471 . 204=
- 4%z 114%. 6581 1148, s6038 11482, 077
- 5B 2457 . 2489 2456, 3414% 2456, 11%39
- &5 1017 . 5838 101&e. 57T&5 1016 . 5291

FAETCVADES
HECFLOHEDD
FYAFPELLY YA
KCSSMOKFGE
DLLECADDRRA
FADLFAIAAD
LAKKYEATLE
GEYGCFOHATIL
VEDYLSATLH
FEEFEAETFET
DDFAQFLDTC

PEm
74

21
54
32
47
46
Q0
47

OCHORRKRKHOR

(Hoy ,oxidation

RAEERARERI

(R

" Decreasing Mass

Mi=ss Sasguence

L HEYHDLGEQHFE . G
GLVLIAFSOQYLOE . C

LGV LIAFSQYLORCSYDEHRE
CELVLIAFSQYLOECSYDEHRE
CELVLIAFSQYLOBECSYDEHBRE
 LVOEVTDFAE . T
LVOEVTDFARETCVADESR RN
. ELHTLFEDE . L



% Intensity

100

901

801

707

607

50

40+

30

20

104

70.0698

72.0895
112.0842

175.1100

262.1150

255.1465

M13

4700 MS/MS Precursor 1212.7 Spec #1 MC[BP = 352.2, 4991]

352.1860

369.2117

468.2730

02 484.2274

p9.1617 583.2792 745.2850
4

5.1918 598.2788

755.3185

B67.2049 437.p8 844.3171

"

Mass (m/z)

4990.€
12126154
1214.4907
1168.9875
951.4922
1048.4631
1060.2280 55'86E
1026.6 ‘ 1281.0



% Intensity

M13

4700 MS/MS Precursor 1638.89 Spec #1 MC[BP = 312.2, 11579]

~ 312.1607
100 1.2E+
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Protein S00re
Peptide Summary Report
Peptide Summary - Help
Significance threshold p< 0.0 Max. number of hits AUTO
Standard scoring ' MudPIT scoring @ lons score or expect cut-off 0 Show sub-sets ©
Show pop-ups @ Suppress pop-ups ' Sort unassigned Decreasing Score - Require bold red []

| SelectAll | | SelectMone | | SearchSelected | [Error tolerant

1. 23UKPZ MOUSE Mass: 51285 Score: 404 Matches: 15i(9) Sequences: 15(9) emPAI: Z.E0
14 days embryo liver cDNA, RIKEN full-length enriched library, clone:I530016F13 product:hemopexin, full insert =

[l check to include this hit in error tolerant search

Query Observed Mriexpt) Mr{cala) pprn Mizs Score Expect Rank Unique Peptide

Z 1079%.5145 1078.5072 1078.4542 4%.2 0O 4% 0.0041 1 U} R.YYCFQGNK.F + Carbamidomethyl (C)
3 1100.5393 109%.5320 1099.4757 51.2 O 36 0.067 1 4} R.DYFVSCPGR.G + Carbamideomethyl (C)
4 1128.5852 1127.5779 1127.518% 52.4 O 21 2.5 1 1) K. WFWDFATR. T



Protein View

Match to: Q3UEPZ2 MOUSE sScore: 404

14 days embryo liver cDHA, RIEKEN full-length enriched librarvy,

Found in search of ppwW_M2_12%9908553812.txt

Nominal mass

i

S1285;

Calculated pI wvalus: 7.

22

WCBEI BLAST search of QIUKFZ MOUSE agalnst nr

Unformatted seguence string for pasting into other applications

Taxonomy: Mus musculus
Links to retriewe other entries contailning this sequence from WNCBI Entrez:
(nz taxonomy informaticn for this entry)

Variable modifications:
Clzavage by Trypsin:
Sagquence Coverage:

35%

Carbamidomethyl
cuts C-term side of ER unless next residue 1s F

Matched peptides shown in Bold Red

(C), Deamlidated

clene :I530016F13 product: hemopexin,

(W0, Oxidation

full insert sequen

(M)

1 MARTAVALNI LVLLGLCWSL AVASPLETAN GRVAEVENGT KPDSDVPEHC
51 LOTWSFDAAT MDHNGTMLFF KGEFVWRGHS GTRELISARW KNPITSVDAR
101 FRGFCEVFLI KEDEVWVYIPF EREENGYFPEL FQEEFPGIFY PPDAAVECHE
151 CGECQSEGVLE FQCHNREWFWD FATRETOEERS WSTVGHNCTAAR LEWLERYYCE
201 QGHEFLEFNP VTGEVPPREYP LDARDYFVSC PGRGHGRFEN GTAHGHNSTHP
251 MESRCSPDPG LTALLSDHRG ATYAFTCGSHY WELDSSRODGW HSWPIAHHWE
301 QGPSTVDAAF SWDDEVYLIQ GTQVYVFLTK GGNNLVSGYP KRLEKELGSP
351 PGISLETIDA AFSCPGSSEL YVESSGRRLWW LDLESGRAQAT WTEVSWPHEE
401 VDGALCLDKS LGENTCSSNG SSLYFIHGEN LYCYSSIDKL NAAKSLPOPQ
451 EVNSILGCSQ
[ Show predicted peptides also ]
| SortPeptides By | @ Residue Number © Increasing Mass ) Decreasing Mass
Start - End Obsaerved Mr{expt) Mr {calc) PEm Mi=zs Sequence
S0 - 102 1504. 8826 1503.8753 1503.7834 6l 1 ER.WENPITSVDAAFR.Z (Icns score 649)
92 - 1lo2 1150, 8791 118%.6718 1189, 6091 53 ¢ K. HPITSVDAARFR.E (Ions scores 44)
115 - 123 1145. 6945 1144.6872 1144.6281 52 1 EK.VWVYPPEEE.E (Icns score &)
130 - 150 2472, 326% 2471, 31%6 2471.1580 65 0  EK.LFQEEFPGCIPYPPDARVECHR.G cCarbamidemethyl (C) (Ion
151 - 165 1727.8903 1726.8830 1726.7733 64 0 R.GECQSEGVLFFQGNE.E cCarbamidemethyl (C) (Ions scor
151 - 1leé 1855, %541 1854.9868 1854.8683 64 1 ER.GECQSEGVLFFQGHNEE.W Carbamidomethyl (C) (Icns sco
1lee — 174 1256. 6886 1255.6813 1255.6138 54 1 FER.EWFWDFATR.T (Icns score 19)
167 - 174 1128. 5852 1127.577% 1127.5189 52 0 K.WFWDFATR.T (Ions score 221)
187 - 204 107%.5145 1078.5072 1078.4542 4% 0 R.YYCFQGHE.F carbamidomethyl (C) (Ions scorese 49)
208 - 218 1212.7028 1211.6955 1211.62%99 54 ¢ R.FHPVTGEVPPR.Y (Ions score 39)




Sample M14

=>NR(2.00)[BP =1212.7, 12480]

4700 Reflector Spec #1 MC
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Concise Protein Summary Report

| FormatAs | Concise Protein Summary - Help
Significance threshold p< 0.05 Max. number of hits AUTO

| Re-SearchAll | | Search Unmatched |

1. oIUKFZ2 MOUSE Mass: 51285 Score: 170 Expect: %.2e-13 Matches: 25
14 days embryo liver cDNA, RIEEN full-length enriched library, clone:I530016F13 product:hemopexi:
AAH11245% Mass: 51308 Score: 170 Expect: 9%.2e-12 Matches: 25

BCO11246 NID: - Mus musculus
AAE49450 Mass: 50514 Score: 157 Expect: 1.8e-11 Matches: 24

MMUE9EE9 NID: - Mus musculus
Q8K1UE MOUSE Mass: 31027 Score: 110 Expect: 9.2e-07 Matches: 15
Hemopexin (Fragment).- Mus musculus (Mousa).




Protein View

Match to:

Q3IUEPZ2 MOUSE sScore:
1l4d days embryo liver <DMHA,

170 Expect:
RIEKEH full-length enriched librarvwy.

9. 2e-13

Found in search of pmf W2 12%9%9084%013.txt

Hominal mass

(M)

51z285;

Calculated pI walue:

T.92

NMCBEI BLAST search of QIUEFP2 MCOUSE agalnst nr

Unformatted soquence string for pasting into other applications

TAXOIOmy @

Mus musculus

clone : IS3I001L6F1lE product: hemopexin, I

Links to retriewe octher entries contalning thilis sequence from HMCBEI Entrez:

Varliakble modificatlions:
Cleavage by Trypsin:

Humber of mass values
Humber of mass values matched:
Sequence Covaerage:

(O CaxXonomy

51%

Carbamidomaethyl
cuts C—-term side of ER unless next residus is P
sgarched:

108
Z5

Matched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451

MOARETAVALMI
LDTWSFDAAT
FREGFDEVFLI
GECQSEGLFE
QENEF LEFHE
MHSRCSPDERG
QEPETVIAAF
PEISLETIDA
WDGALCLDES
EVHMEILGCZEQ

LVLLESLCOWSL
MOHMSTHLEF
EEDEVWVYPFP
FOGCHEEWEWD
VICEVPFRYP
LTALLSDHEG
SWDDEVYLIO
AFSCPCESSEL
LEGPHNTCSSNG

AVASPLETAN
KECEFVWRSHS
EKEENSYPEL
FATETOKERS
LDARDYEFWVSC
ATYRFTCZESHY
CTOVYVFEFLTE
YVESCREELWW
SELYFIHCZPHM

Show predicted peptides also

[

Sort Peptides By

] @ Fesidue NMumber

Start
S
= g

103
103
115
115
130
151
151
151
168

informaticon for this entry)

(), Deamidated

GRVAEVENET
STRELI SAENW
FOEEFFEIFY
WSTWVGEHNCTAR
PGRGHGREFEN
WERLODSSRDGEW
GEHNLVSCEY PR
LOLESGROAT
LYCYSSIDEL

Increasing Mass o

— End Obasae rvaed Mr{aexpt) Mr {calc)
- 102 1504. 8705 1503, 88632 1503.7834
- 102 1150, 6692 118%. 6619 11E89.60%1
- 111 975, 5863 974, 5790 274 .5437
— 114 1347 .7714 1346. 7641 1346.7082
- 122 1017.5754 101e. 5681 101s.53321
- 123 1145. 6865 1144.6752 1144. 5281
— 150 2472, 3081 2471. 3008 2471.1580
- 165 1e70. 8501 1669, 8428 1669 .7519
- 165 1727.8776 1726. 8703 1726 . 77335
— 1l6& 1855, 2836 1B54. 9763 1854 . 82683
- 174 1256. 879% 1255.6872a 1255. 8138

KPDSODVEEHSC
FEMNPITSVDARL
FPDALVECHE
LEWLERYYCF
GTAHSHNSTHP
HSWEIAHHWE
KRLEEKELZSPE
WTEVSWPHEEK
HAEAKSLECED

pEm
5%
44
36
a4z
34
45
58
54
56
s5g
47

HERoDOoDOoOHaOHoOoOK

(MO, Ooxidation

HmmEmEARO@D AT

(1]

Decreasing Mass

Mi=zs Seguencs

. WENPITSVDALFER. &
LHPITSVDARFE. G

. GPDSVFLIK.E

. GPDSVFLIKEDEK .V

. VWVYPPEEK. K

. VWVYPPEEK . E

. LFQEEFPCIPYPPDAAVECHR . G
. GECQSEGVLFFQGEHR . K
L GECOQSEGVLEFFQGEHER .. K
GECOQSECGVLEFFQCHERE . W
. FWFWDFATE . T

Carbami

Carbamidomath
Carkbamidomet
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4700 MS/MS Precursor 1638.88 Spec #1 MC[BP = 312.2, 3114]
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% Intensity

4700 MS/MS Precursor 1051.75 Spec #1 MC[BP = 861.0, 1795]
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Peptide Summary Report

Peptide Summary ' Help
Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring ' MudPIT scoring @ [ons score or expect cut-off 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups ' Sort unassigned Decreasing Score - Require bold red [

| SelectAll | | SelectNone | | SearchSelected | [71Error tolerant

1. 23UEP2 MOUSE Mass: 51285 Score: 55 Mateches: 15(1) Sequences: 15¢(1) emPAI: 0.5&
14 days embryc liver cDHN&, RIEEN full-length enriched library, clone:I530016F13 product:hemopexin, full inser

Dche:k Lo 1nclude this hit 1n error tolerant search

Quary OCbhzerved  Mr{expt) Mr{cala) Fpm Miszs Score Expect Rank Unigque Peptide
Z  975.5863 574, 5750 974 .5437 36. 3 vl 34 0,085 1 U E.GEDSVFLIEK.E
3 1017.5754 1016.56B1 1016.5331 34.4 0 18 4.7 1 U K. VWVYFFEE. K
£ 107%.5037 1078.49%64 1078.4542 39.1 0 25 1 1 u R.YYCFQGNE.F + Carbamidemethyl
7 1100.5300 109%.5227 1099.4757 42.8 vl 27 0. 5% 1 U R.DYFVSCPGR.G + Carbamidomethyl
£ 1128.5742 1127.566%9 1127.5189 42.6 0 4 1. 2e+02 1 u K. WFWDFATR.T



Protein View

Match tor Q3UEP2 MOUSE Score: 55
14 days embryo liver cDMA, RIEEN full-length enriched library, clene:I530016F13 product:hemopexin, full :
Found in search of ppw_W2_129990855913.txt

Nominal mass (M ): 51285; Calculated pI valus: 7.8

NCBI BLAST search of Q3UKFZ_MOUSE against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Mus mus culus

Links to retrileve other entries containing this sequence from WCBI Entrez:
(no taxonomy information for this entry)

variable modifications: Carbamidomethyl (cC),Deamidated (NQ),0xidation (M)
Cleavage by Trypsin: cuts C-term slde of KR unless next residus 1s P
Sequence Coverage: 34%

Matched peptides shown in Beld Red

1 MARTAVALNI LVLLGLCWSL AVASFLFTAN GRVAEVENGT KFDSCVPEHC

51 LDTWSFDAAT MDHNGTMLFF KGEFVWRGHS GTRELISARW KNPITSVDAR
101 FRGPDSVFLI EECEVWVYPF EREENGYPEL FQEEFPGIPY PPDAAVECHR
151 GECQSEGVLF FOGNEEWFWD FATRTQEERS WSTVGNCTAA LEWLERYYCF
201 QGHEFLRFNF VTGEVPPRYP LDARDYFVSC PGRGHGRPRN GTAHGNSTHP
251 MHSRCSPDPG LTALLSDHRG ATYAFTGSHY WRLDSSRDGW HSWPIAHHWE
301 QGPSTVDAAF SWCDEVYLIQ GTQVYVELTE GGHNNLVSGYF KRLEKELGSF
331 PGISLETIDA AFSCPGSSRL YVSSGRELWW LOLESGAQAT WIEVSWFHEK
401 VDGALCLDES LGENTCSSNG SSLYFIHGPN LYCYSSIDKL NAAKSLPQFQ
451 EVNSILGCED



Sample M15

=>NR(2.00)[BP = 1100.5, 15842]

4700 Reflector Spec #1 MC
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Concise Protein Summary Report
Concise Protein Summary - Help
Significance threshold pe 0.05 Max. number of hits AUTO

| Re-Search Al | | SearchUnmatched |
1. o3UKPZ MOUSE Mass: 51285 Score: Z11 Expect: 7.32-17 Matches: 29

14 days embryoc liver cDNA, RIKEN full-length enriched library, clone:I530016F13 product:hemopexin, fu
LAH11244 Mazs: 51208 Score: 211 Expect: 7.32-17 Matches: 29

BCOl1124s NID: - Mus musculus
AAE49458() Mazs: 50%14 Score: 196 Expect: Z.3e-1% Matches: 27

MMUE9889 NID: - Mus musculus
Q8K106 MOUSE Mass: 31027 Score: 134 Expect: 3.72-0% Matches: 17
Hemopexin (Fragment).- Mus musculus {Mouse).




Protein View

Match to:

QIUEP2 MOUSE sScore:
1l4d dayvs embryvo liver <DMHA,

211 Expect:
EIEEN full-length enriched librarvy,.

7. 3e—17

Found in search of pmf <2 129%9990834%114.txt

Mominal mass

(M) =

S1ZE85;

Calculated pI wvalus:

MCBI BLAST sesarch of Q3IUEPZ2 MCOUSE against nr

Unformatted segquence string for pasting into other applicatlions

TaXonomy:

Mus musculus

T.92

cloens :IS30016F12 product

Links to retriewve other entries containing thils sequence from WCBEI Entrez:
(no taxonomy informaticon for this entry)

variable modifications:
Clzavage by Trypsin:
Mumber <2f mass values searched:

Carbamidomethyl
cuts C-term side of KR unless next residus is P

111

Mumber ©of mass values matched: 29

SeJquence Coverage:

SER

Matchaed peptides shown 1n Beld Red

1
=1
101
151
201
251
301
351
401
451

MARTAVALMI
LOTWSFDAAT
FREGFDSVFLI
GECQSEGVLE
QEHEF LEFHE
MHERCSFDEG
QEPSTVIAAE
PEISLETIDA
VDGALCLDES
EVHEILECI0

LVLLGLCWSL
MOHMGTHLEF
EEDEVWVYEF
FQENEEWEWD
VITEEVPPRYFE
LTALLSDHREG
SWDDEVYLIQ
AFSCPGESSRL
LEPHTCSSNG

AVASPLEFTAN
EGEEFVWEEHS
EEEENMSYFPEL
FATRTQKERS
LDARDYFVSC
ATYAFTGSHY
ETOVYVEFLTE
YVSSGRELWW
SSLYFIHCEN

[ Show predicted peptides also

| Sort Peptides By

] @ Residue Number

(C), Deamlidated

GRVAEVEWNGT
STRELISAEFW
FOEEFFGIEY
WETVGEHCTAR
PERZHGRFEN
WRLODSERDGW
GEHNLVSCY PR
LDLESGROAT
LYCYSSIDEL

KPDSODVEPEHC
EMP ITSVDAR
FPPDARVECHR
LEWLERYYCF
GTAHGNSTHP
HSWPIAHHWE
KErRLEEELGZSE
WITEVSWPHEEK
HAAKSLECPQD

(WO, oxidation

(H)

Increasing Mass 0 Decreasing Mass

Start — End Obse rved Mr{expt) Mr {calc) PERm Mi=ss Sequence
o0 = 102 1504. 8770 1503, 8857 1503.7834 57 1 ER.WEHPITSVDAAFE.:
92 — 102 1190. 68782 118%.&709 1189, 091 52 0 K. .HNPITSVDALFE. S
103 — 111 975, 5938 74,5865 74,5437 44 0 R.CGPDSVFLIE.E
103 — 114 1347.7842 1346.776%9 1246 .7082 51 1 ER.GPDSVFLIEEDE.WV
115 — 12z 1017. 5829 101le.5754 101&a.53321 42 o K.VWVYPFPEK.K
115 — 123 1145. 6919 1144.46844 1144. 6281 49 1 EK.VWVYPPEEEK.E
130 — 150 2472, 2220 2471, 3147 2471.1580 a3 0 K.LFQEEFPCGIPYPPDARVECHER .=

P hemopexin

Cark



% Intensity
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213.08392

5.1339 410.1647
,327.1473 422.1993

M15

4700 MS/MS Precursor 1638.89 Spec #1 MC[BP = 312.1, 3207]

L514.2135
wuth

627.3070 7%3.34088
ohisuch T ok

11.4074

966.6677 10783920,

1

1179.5768

1182.4797
62.5753

h

"

"

1391.71551485.7356,
M " Anﬂ;m.u Mra i i/

1596.0665

"

3207.4

0
9.0

353.4

697.8

Mass (m/z)

1042.2

1386.6

1731.0



% Intensity

M15

4700 MS/MS Precursor 1051.75 Spec #1 MC[BP = 861.0, 3680]

. 861.0414
100 3679.F
90
80+

862.9557
70-
60-
38.9665
50-
401
102.0930
30-
385.2604
184.1659
201
22|9899
ol 70.0710 1 s 1160 467.3403 668.4008 839b0303
8410840 175.1190 302.1846 50,5021 1007.9669
#40p% | 1120808 | | 2021075 og517gr ). o 470.2215 585.3294 |651.9678 ' 1009.9459
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(0 b il sttt b ol bttt st e Vo, —
T y i t T T T "
9.0 229.4 449.8 670.2 890.6 1111.0

Mass (m/z)



h
= &3
&0
: 5
g e
E 23
20
15
1
)
9 s B B B S e S s e s s E |
o ] 104
Frotigin Soore
Peptide Summary Report
Peptide Summary ' Help
Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring ' MudPIT scoring @  [ons score or expect cut-off 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups ' Sort unassigned Decreasing Score - Require bold red [

| SelectAll | | SelectNone | | SearchSelected | [|Error tolerant

1. QIUKFPZ MOUSE Mas=s: 51285 Score: 115 Matches: 14(3) Sequences: 14(3) emPARI: 0.%5
14 days embryc liver cDMA, RIKEN full-length enriched library, clone:I330014F13 product:hemopexin, full insert serc

Dcheck to include this hit in error tolerant search

Query Cbhserved  Mr{expt) Mr{cale) pprn Miss Score Expect Rank Unique Peptide
2 975.5938 974. 5865 874.5437 43.9 ] 25 0. 62 3 u R.GFDSVFLIK.E
2 1017.5829% 1016.5756 1016.5331 41.8 0 14 13 3 u E.VWVYPFPEEK. K
£ 1079.5121 1078.5048 1078.4542 46.9 ] 25 1.1 1 u R.YYCFQGNKE.F + Carbamidemethyl (C)
7 1100.5388 1099 5315 1099.4757 50.8 ] 22 1.8 1 u R.DYFVSCPGR. G + Carbamidomethyl ()
£ 1l28.5817 1127.5744 1127.5188 4%.3 0 4 1. 3e+02 1 o E.WFWDFATRE. T
S 1145.6919% 1144.6846 1144.8281 49. 4 1 & 46 2 o E.VWVYFPPEEK.E
11 1190.6782 1189.6709 1189.6091 51.9 ] 21l 0.22 1 u E.NFITSVDRAFR. G
12 1212.7021 1211.6948 1211.6299 53.6 ] 35 0.052 1 u R.FNPVTGEVFPR. Y
14 1504.8770 1503.86%7 1503.7834 57.4 1 12 11 1 u R.WENFITSVDAAFR.Z



Protein View

Match to: Q3UEKP2 MOUSE score: 115
14 days embryo liver <DHA, RIEENH full-length enriched library, clens:IS530016F132 product:hemopexin, full
Found 1n ssarch of ppw_©2_129%39908536114.txt
Nominal mass (M ): 51EZEB5; Calculated pI valus: 7,92
NCBEI BLAST search of Q3IUEF2 MOUSE agalnst nr
Unformatted ssguence string for pasting into other applications
Taxonomy: Mus musculus
Links to retrieve other entries contalning this sequence from WCBI Entrez:
(no taxonomy informaticon for this entry)
Varlable modifications: Carbamideomethyl (C), Deamidated (HQ),O0xidation (M)
Cleavage by Trypsin: cuts C-term side of ER unless next residus is F
Sequence Coverags: 33%
Matched peptides shown in Bold Red
1 MARTAVALNMNI LVLLGLCWSL AVASPLFTAN GRVAEVENWNGT KFDSODVEEHC
51 LCTWSFDAAT MDHANGTMLEF EGEFVWRGHS GTRELISAEW ENPITSVDAR
101 FRGPDSVFLI EKECENWVYPF EFREKENGYPEL FQEEFPCIPY PPDAAVECHR
151 GECQSEGVLF FQGHWREWFWD FATRTQEERS WSTVGHCTAA LEWLERYYCF
201 QGHNEFLREFNF VTGEVPPREYF LDARDYFVSC PGRGHGRFEN GTAHGHSTHE
251 MHSRCSPDPG LTALLSDHRG ATYAFTGSHY WRLDSSRDGW HSWEIAHHWE
301 QGPSTVDAAF SWDDEVYLIQ GTQVYVELTE GGHMHLVSGYF KRLEKELGEP
351 PGEISLETIDA AFSCPGESSEL YVSSGREELWW LDLESGAQAT WIEVSWPHEK
401 VDGALCLDES LGFWTCSSNG SSLYFIHGFN LYCYSSIDEL HAARKSLPOEQ
451 EVNSILGCEQ
[ Show predicted peptides also ]
| SortPeptides By | @ Residue Number  Increasing Mass < Decreasing Mass
Start - End Observed Mr{expt) Mr {calec) PRm Mi=ss Sequence
g0 — 102 1504. 8770 1502.86%7 1503.7824 57 1 E.WENPITSVDAAFR.G (Icns scorg 124
9z - 102 1190, 6782 118%. 6705 1189.809%1 52 0 EK.HPITSVDARFR.G (Ions score 31)
103 - 111 975. 5838 274. 5865 874.54327 44 0 R.GPDSVFLIK.E (Icns score Z25)
115 - 122 1017.582% 1016.5756 101&6.5321 42 0 E.VWVYPPEE.K (Ions score 14)
115 — 123 1145. 681% 1144.6846 1144.6281 49 1 E.VWVYPPEEK.E (Icns scors &)
130 - 150 2472, 3220 2471.3147 2471.1580 63 0 E.LFQEEFFGIPYPFDAAVECHE .G Carbamidon
151 - 165 1727.8873 1726.8800 1726.7733 L 0 R.GECOQSEGVLFFQGHR.E Carbamidomsthyl
167 - 174 llze, 517 1127.5744 1127.5189 45 0 K.WEFWDFATRE.T (Ions score 4)
1G7 — =204 1076 5191 1078 5048 1078 4547 AT 0 B YYOFOOCME F rarbeamd dametrbherl (61 (T



Sample M16

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1397.8, 35164]
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Concise Protein Summary Report

Concise Protein Summary - Help

Significance threshold p< 0.08 Max. number of hits AUTO

| Re-SearchAll | | SearchUnmaiched |

1. Q4C2F4 MOUSE Maszs: Se590 Score: 203 Expect: 4.ce-1f Matches: 4%
2 days neonate thymus thymic cells cOWA, RIKEN full-length enriched library, clone:E430024FZ1 product:glucose ragulated
Q991LF6 MOUSE Mass: Eoods Score: 203 Expect: 4.2e-1¢ Matches: 4%
Protelin disulfide isomerase assoclated 3.- Mus musculus (Mouse).
Q3TEIS MOUSE Mass: 53393 Score: 180 Expect: %.22-15 Matches: 44
2 days neonate thymus thymic cells cONWA, RIKEN full-length enriched library, clone:E430002E15 product:glucose regqulated
Q3UZK8_MOUSE Mass: 3344¢ Score: 180 Expect: 9.I2-15 Matches: 44
g days embryo whole body cONa, RIKEN full-length enriched library, clone:5730420K0Z product:glucose regqulated protein,
LEn30544 Masa: 56586 Score: 151 Expect: 7.3e-11 Matches: 42



Protein View

Match to:

QECZF4 MOUSE Score:
2 days necnate thymus thymic cells cDNA, RIEEN full-length enriched library,

203 Expect:

4. 6e—16

Found 1in search of pmf_P2_129%99084%115.txt

Womlinal mass

(M) z

56590

Calculated pI wvalus: 5.

WCBI BLAST search of QEC2F4 MOUSE agalnst nr

Unformatted seguence string for pasting into other applications

Taxonomy: Mus musculus
Links to retriawve other entries containing this sequence from NCBI Entrez:
(no taxonomy informaticn for this entry)

variakle modifications:
Cleavage by Trypsin:
Wumber of mass values searched:

Carbamidemethyl
cuts C-term side of KR unless next residue is P

170

Wumber of mass values matched: 45

Seguence Coverage:

G9%

Matchad peptides shown in Bold Red

1
21
101
151
201
251
301
351
401
451
501

MRFSCLALLE
EFFAPWCGHC
PTLKIFRDGE
DKDASVVCEF
EGITIFRPLH
NKDLIQGKDL
VASRKTFSHE
QFLQEYFDEN
FYAPWCOGHCE
PTIYFSPANK
AQEDL

GVALLLASAC
EELAFPEYERR
EACAYDGEPRT
RDLFSDGHSE
LANEFEDETV
LTARYYDVDYE
LSDFGLESTT
LERYLESEPI
MLEPEYEELG
ELTPEEYEGG

LARASDVLEL
ATRLEGIVFL
ADGIVSHLEE
FLEAASWNLRD
AYTEKEMTSE
ENAEGSHYWER
GEVEVVAIRT
PESHEGEVEV
EELSEDPNIV
RELHNDFISYL

[ Show predicted peptides also

[ Sort Peptides By

| @ Residue Number

Start
39
62
63
95
a5

105
108
120
120
130

(C),Deanidated

TDENFESEVS
AFRVDCTANTH

QACPASVPLR
NYRFAHTNIE
KIKKFIQDSI
NEVMMVAKKF
AKGEKFVMOQE
VVAENFDDIV
IAKMDATAND
OREATNPPII

- End Observed Mr{expt) Mr{calc)
- &1 2585, 3071 2584.2998 2584.1549
- 73 1347.7603 1346.7530 1346.6942
- 73 1191. 6493 1190.6420 1190.5931
- 104 1084, 60594 1083.6021 1083.5601
- 107 1500, 7830 149%,7757 1499.813¢
- 119 1652.8489 1651.8416 1651.7590
- 119 1236.5663 1235.5590 1235.5054
- 129 1040, 6093 1039.6020 1039.5662
- 130 116, 7041 11a7.6%68 1167.6612
- 140 1123, 6980 1122.&6%07 1122.6509

748

DTGSAGLMLY
TCNEYGVSEY
TEEEFKKFIS
SLVKEYDDNG
FELCPHMTED
LDAGHKLNFA
EFSROGKALE
HEEDECDVLIE
VPSPYEVEKGF
QEEKPKKEEK

FFm
56

44
41
39
-25
50
4z
34
31
35

o

HHEOoOOoRREOOR

(HQ) ,oxidation

e

(F)

2 Increasing Mass 0 Decreasing Mass

Miss Sequence
VEDTESACLMINVEFFAPWCGHCE . R

K. RLAPEYERRATE.L

AAEmOmEERD

[APEYERARTE. L

CYEVESGYPTLE . I
IEVSGYPTLEIFR. D

. IFRDGEEAGAYDGPR. T
.DGEEAGAYDGPR. T

. TADGIVSHLE. K

. TADGIVSHLEE. @

. FOARCEPASVELE. T

2 Carbamidomethyl

(Chi

clone: E430024F21 product:glucose regulated pr

Sxid



% Intensity
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40
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207
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86.1040

M16
4700 MS/MS Precursor 1397.77 Spec #1 MC[BP = 86.1, 4255]

Mass (m/z)

4255.;
175.1140
926.4635
1397.6431
120.0897
0703
215.1482
112.0848
136.0911 286.1443
230.0048 472.1882
619.2349
40,;)3 1?;7'2032 454.1822 666.3148
+9°7377.1313 b
b99 1655 5[79.3187
[ 330.1677 649.3156 818.4001 1041.4547 1268.6783
490.192054 2657 7344127 | o0 rog [929.3367 1136.4755 12449.6486 1356(0236
‘|'l P 430 828E04 2obw BU7.48 37 1896 . 9 2 24.9951 1(49.6365 1318.4731
bl N [Tvel W e
302.4 595.8 889.2 1182.6 1476.0



% Intensity

M16

4700 MS/MS Precursor 1172.59 Spec #1 MC[BP = 120.1, 3468]

i 120.0895
100 3468.4
907 175.1137
80
70
60
50
247.1354 h172 5521
401 72.0883 409.2078
101.0766
104.0525
301 1174.4099
219.1563 5382363
260.1018
20
60.0571 P45.1144 389.1379
B4j0505 b 000 N 2251017 387.1527
10- " 506.2090 635.2648
149074 i
dloss o9 olo.1190 317.179538' 79 667.2451  764.2919
30.dkde 131{06F8 4 l“ Il 463.283152]1.2248 795.3313 926.568 10254425  1127.5855
1 of 4 60,008 T 290/1014 F‘;" 450 264 7§3.3214 846.2922 052 : .3995
0 situhal MM& ’!.J.l‘..mmmhwu L T N T ML ‘ ‘ h uu ; . T T
9 255 501 747 993 1239

Mass (m/z)



Munher of Hits
(1]
£n

Peptide Summary Report

Peptide Summary : Help
Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring ) MudPIT scoring @ Ions score or expect cut-oft 0 Show sub-sets O
Show pop-ups @ Suppress pop-ups ' Sort unassigned Decreasing Score - Require bold red [

| SelectAll | [ SelectNone | | SearchSelected | [7]Error tolerant

1. 2ITETS MOUSE Mass: 55393 Score: 421 Matches: 15ill) Sequences: 15(11) emPAI: .06

Z days neonate thymus thymic cells cODWA, RIKEN full-length enriched library, clone:E430002E15 product:glucose regulated protein
[l check to include this hit in error tolerant ssarch

Quary Observed Mr {expt) Mr {zalea) ppm  Miss Score Expect Rank Unique Peptide

1 987, 5465 996, 5382 996.5029 36.5 0 45 0.0075 1 u K. DASVVGFFR.D

3 10a4.60924 1083.6021 1083.5601 38.8 0 27 0.43 1 u K. ¥YGVSGYPTLE. I

5 1172.58B0 1171.5807 1171.5332 40. 6 0 41 0.023 1 u K. FVMOEEFSR.D

& 11%1.64922 1190.6420 1190.5931 41.1 0 43 0.014 1 u R. LAPEYEAAATR. L

T 1236.56632 1235.55%0 1235.5054 42. 4 0 72 1.7e-05 1 u R. DGEEAGAYDGFR. T

5 1zb5B.728B6 1257.7213 1257.6717 3%.4 0 0 2. 6e-03 1 u R.FAHTHIESLVE.E

10 1341.737% 1340.73206 1340.6765 40. 4 0 29 0,32 1 u K. GFFTIYFSPANE . K

11 1382.7344 1381.7271 13B1.6725 3%.5 0 17 5.5 1 u K. SEPIPESHEGEVE.V

12 1397.7692 1396.761% 13946.6987 45.3 0 5g 0.0004 1 u R.ELNDFISYLQR.E

13 1587.8875 1586.8%02 1586.8093 51.0 1 59 0.00029% 1 u K.FISDEDASVVGFFR. D

14 1607.8287 1606.8214 1606.7403 50.5 0 3z 0,22 1 u K. DLLTAYYDVDYEE. N

2% 1971.09%90 1970.0917 1969.9897 51.8 1 68 4.4e-05 1 u K. ALEQFLOEYFDGHNLER. Y

S0 2302.2703 2301.2630 2301.1389 53.9 0 75 Te-06 1 u K. EYDDNGEGITIFRPLHLANE. F

74 2591.4419% 2590.4346 2590.2915 55.2 0 98 3. 5e-08 1 u K. TFSHELSDFGLESTTGEVEVVAIR. T
J5%  271%.5447 2718.5374 2718, 3865 55.5 1 7% Z.4e-086 1 u R.EKTFSHELSDFGLESTTGEVEVVAIR. T



Protein View

Match to:

Q3TEIS MOUSE =Score:
2 days necnate thymus thymic cells cDHA, RIEEN full-length enriched library,

421

Found in sesarch of ppw P2 _12%390856215.txt

Hominal mass

(M) :

25393

Calculated pI wvalue: 5.53

MCBI BLAST search of Q3ITEIS _MCOUSE against nr
Unformatted gssguence string for pasting into other applications

Taxonomy: Mus mus culus

Links to retrieve cother entries containing this sequence from WCBI Entrez:

inz taxonomy informaticon for this entry)

variable modifications:
Clzavage by Trypsin:
Sequence Coverage: 35%

Matched peptides shown in Beld Red

Carbamidomethyl
cuts C-term side of KR unless next reslidue is B

1
21
101
151
201
251
301
351
401
451

MEFSCLALLP
EFFAFWCGHC
PTLEIFRDGE
DEDASVVEFF
EGITIFEFPLH
HEDLIQGEDL
VASEKTFSHE
QFLOEYFDGH
FYAPWCGHCE
PTIYFSPANE

GVALLLASAC
KELAFEYERA
EAGAYDGPRT
EDLFESDGHSE
LANEFEDKETV
LTRYYDVDYE
LSDFGLESTT
LERYLESEPI
NLEFEYEKELG
KELTFEKEYEGE

LAAAEDVLEL
ATRLEGIVFL
ADGIVSHLEK
FLEARSHLED
AYTEEEMT S
EMAKGEHNYWE
GEVEVVAIRT
PESHNEGEVEV
EELSEDFMNIV
RELNDFISYL

Show predicted peptides also

| Sort Peptides By | @ Residue Number ) Increasing Mass ) Decreasing Mass
Start - End Observed Mr {expt) Mr{cale) ppm
63 — 73 1191. 6493 1190.6420 1190.5931 41
85 - 104 1084. 6094 1083.6021 1083.5601 39
108 - 119 1236.5663 1235.55%0 1235.5054 43
148 - 161 1587.8975 1586.8%02 1586.8083 51

(C), Deamidated

TDENFESEVS
AKVDCTANTN
QAGFPASVELR
HYEFAHTHIE
KIKEFIQDSI
NEVMMVAKKE
AKGEKFVMQE
VVAENFDDIV
IAKMDATAMND
QREATHMEFII

DTGSAGLMLY
TCHEYGEVSGEY
TEEEFEKFIS
SLVEEYDDNG
FGLCFHMTED
LDAGHELNFA
EFSRDCEALE
HEEDEDVLIE
VESPYEVEGE
QEEKF

(Woy ,oxidation

]

o
o
1

(1)

Miss Sequence

E. LARAPEYERRATR. L
K. YCVSCYPTLE. I
E. DGEERGARYDGER. T
K. FISDEDASVVGEFFR. D

clone: E430002E15 product:gl

(Ions score 423
(Ions score =7)
(Ions score T2)

(Ions score 59)




>NR(2.00)[BP = 953.5, 9563]

Sample M17

4700 Reflector Spec #1 MC
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Concise Protein Summary Report

Concise Protein Summary - Help

Significance threshold p< 0.0 Max. number of hits AUTO

| Re-SearchAll | [ SearchUnmatched |

1. 230lxl MOUSE Mass: 43138 Score: 120 Expect: 9.Z2e-0& Matches: 3
Bé-derived CD11 +ve dendritic cells cDNA, RIKEN full-length enriched library, clene:F730110C17 product:pyruvate kinase, m

2. QAVC20 MOUSE Mass: 573082 Score: 99 Expect: 1.12-05 Matches: 38
Byruvate kinase 3.- Mus musculus (Mouse).
QITEWS MOUSE Mass: 57807 Score: 99 Expect: 1.12-05 Matches: 38
WoD-derived CDllc +ve dendritic cells cDWA, RIKEN full-length enriched library, clone:Fé30218007 product:pyruvate kinase,

@ITC5S MOUSE Mass: 57809 Score: 99 Expect: 1.12-05 Matches: 37
HoD-derived CDllc +ve dendritic cells cODMA, RIKEW full-length enriched library, clone:Fe30207021 product:pyruvate kinase,
2IUSFE MOUSE Mass: 57820 Score: 99 Expect: 1.12-05 Matches: 34

Bone marrow macrophage cOMA, RIKEN full-length enriched library, clone:If30166F06 product:pyruvate kinass, muscle, full ii
23ITEVE MOUSE Mass: L7750 Score: 20 Expect: &.4e2-05 Matches: 37
wWoD-derived CDllc +ve dendritic cells cDWA, RIKEN full-length enriched library, clone:Fé30220EZ4 product:pyruvate kinase,



Protein View

Match to:

Q301X3 MOUSE Score:
Bé—derived CD1l +ve dendritic cells cDNA, RIEEN full-length enriched library,

120 Expect: 9. 2e-08

Found in search of pmf_A&_12%990866000.txt

Hominal mass

(M )¢ 43138; Ccalculated pI walue: 5.838

WCBI BLAST search of QJ3ULlX3 MOUSE against nr

Unformatted ssguence string for pasting into other applications

Taxonomy: Mus musculus
Links to retrieve other entries containing this sequence from WCBI Entrez:
(no taxonomy informatien for this entry)

variable modifications:

Carbamideomethyl

(2), beanlidated

(W), oxidation (M)

Cleavage by Trypsin: cuts C-term side of ER unless next residus 15 F
Humber of mass valuss searched: 159
Humber of mass wvalues matched: 35

Sequence Coverage!

B3%

Matched peptides shown in Beld Red

1
51
101
151
201
251
301
351

MPEPHSEAGT
IGPASRESVEM
DEILYREVAV
ECDENIIWLD
GSLGSEEGVH
VHEVREVLGE
IPAEEVFLAQ
AVLDGADCIM

AFIQTQOLHR
LEEMIESGMN
ALDTEGPEIER
YENICEVVEV
LPGRAVDLEPA
KGENIEIISK
KEMMI GRCHEA
LSGETARGDY

AMADTFLEHM
VARLNFSHGT
TGLIKGSGTA
GSEIYVDDGL
VSERDIQDLE
IEHHEGVRRF
GEPVICATOM
PLEAVEMOHL

[ Show predicted peptides also

|  Sort Peptides By

Start
2
33
44
44
44
63
T4
%3
126
142
142

r—

CRLDIDSAFI
HEYHBRETIEN
EVELEEGATL
ISLOVEEEGR
FEVEQDVIDMY
DEILEASDGI
LESMIEKFERF
IAREAERRMF

- End Obzerved Mr{expt) Mr {cale)
- 32 3523.7729 3522.7656 3522.6595
- 43 1171. 6792 1170.6719% 1170.6244
- EB& 1302.7417 1301.7344 1301.6762
- 56 135%. 7695 1358, 7622 1358.6974
- BZ 19920, 0870 1989, 0737 1980, 0387
- 73 1235, 6343 1234.6270 1234.6162
- B9 1883, 9849 1882.9776 1882.B9862
- 115 24093, 3006 2492, 3833 2492 2798

- 138 1118. 6117
- 151 1197. 6209
- 151 1213. 6308

[rop— A A W Ty A

1117.6044 1117.597%
1196. 6236 1196.5747
1212.6233 1212.568%6

- m A N TN R PR rreYy

TAENTGIICT
VEEATESFAS
KEITLDHAYME
DFLVTEVENG
FASFIREAAD
MVARCDLGIE
TRAEGSDVAN
HELLF

] @ Residue Number O Increasing Mass 0 Decreasing Mass

PRm Mi=zs Sequence

30
41
45
48
21

9
43
42

&
41
44

"

o

== = = L = = =]

imERDIDERDDOD DX

I ATLTART T T TAT TREAFTE O RT

clene :F730110C17 product:pyruvate kinase,

(M)

muscle

. PEFHSEAGTAF IQTQOLHRAMADTFLEHMCR . L. Carbamidomethyl (C)
.IDIDSAPITAR. H
NTGIICTIGPASE. 5
NHTGIICTIGPASR. 5 carbamidomethyl (<)
NTGIICTIGPASRSVEMLE. E
. EMIESGMHVAR. L

. INFSHGTHEYHAETIE.HN

. EATESFASDPILYRPVAVALDTE. G
. GSGTAEVELEE. G

. ITLDMAYMEE.. C

. ITLDHAYMEE.C OCxidaticn



% Intensity

1001

907

801

707

607

50

40+

30

20

104

22

38.9635

102.0893

9899

70.0704
40.9629 123.1138

184.1597

r5.1081

7 45.16)

860900
3.0 98.0678 152|(
i I M“

h 206.0111

A

229.4

M17

4700 MS/MS Precursor 1051.74 Spec #1 MC[BP = 861.0, 4180]

385.2538
467.3257
650.0176
302.1889
668.4215
285.1565 540.1160
3713.0955424.3185 ’ 674.1744
? T LT .f§5'2f1.40L b AL.‘A.‘MG:AI:AQL‘?’ 7 Mol
i T T T
449.8 670.2

Mass (m/z)

750.4696

861.0578
4180.
862.9788
8390946
865.9238 1006.1342
868.8036
1011.3141
6.9579 951.5
‘ P
890.6 1111.0



% Intensity

M17

4700 MS/MS Precursor 976.496 Spec #1 MC[BP = 343.2, 1047]

343.1916

1007 1046.€
901
801
70.0674
70
601
1751092 555 1326
501
86.0956
458.2071
120.0800 272.1543
40
819.3231
87.0820
301
38.9673
44.0537

20

2214922 129.09417 2G-4257 e 3008 976.3871

72079 229.131] e
107 400471 136.0723 2161095 f70-1642 359.1284 499.2942 768.3389| 530 030 5.805
6010436 159.0999 | [230.134 27+ .
4.4t alb 5' 11610725 160 100d217. 1167 284.1727 ba% 177D 441.1988 510167 567.3151 634.1812 68 36733.2 73782.35p7 846.4408 6.2136P75.4242
gty ‘ i 'F"‘ M T dod gl [P201°9P Bad 107k 391 07 48 1566 1901 5722634 o] 1658 : 7118624 84
b i dod.1614 ] ‘
0+ Mmhill.mM,MIMM_M!MMMMMMMMLJMMMMl" 1 | | il ‘ ‘ ‘ diasitlon L

9.0 213.6 418.2 622.8 827.4

Mass (m/z)
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29
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Peptide Summary Report

Peptide Summary
Significance threshold p= 0.05 Max. number of hits AUTO

Standard scoring ' MudPIT scoring @ lons score or expect cut-off 0

Show pop-ups @ Suppress pop-ups ' Sort unassigned Decreasing Score

| SelectAll | | SelectNone | | Search Selected | [ Error tolerant

1. EPYM MOUSE Mass: 57719 Scora: 24 Matches: 10(2) Seagquances:

Pyruvate kinase 1sczyme M2 (EC 2.7.1.40).— Mus musculus (Mouse).
[Flcheck to include this hit in error tolerant search

Help

Show sub-sets 0

Require bold red [T]

1042y emPAI: 0,98

. IENHECZVE. R

GEDYPLEAVE. M

GDLGIETPAER .V
.LDIDSAPITAR.H
.NTGIICTIGEASR.S + Carbami.
LAYVDDELISLOVE . E
GADFIVTEVENGGSLESE. K
LERFDEILEASDCIMVAR . &

. FGVEQDVDMVEFASFIR. K

guery Observed Mr {expt) Mr{zalc) ppm Miss Score Expect Rank Unique Peptide

3. 953. 5208 952, 5135 952 .4728 42.9 o 37 0.037 1 0 K
3 1019.5587T 1018.5514 1018.5083 42. 3 o 31 0.23 1 0 K

7 1141.6431 1140.6358 1140.6024 29.1 o 22 1.4 3 R
| B 1171.&78%2 1170.6719 1170.6244 40.6 0 39 0.029 1 U R
¥ 5 1359.7695 1358.7622 1358.6576 47.5 o 34 0.11 1 o R
| 10 1452.8705 1461.8632 1461.8079 37.89 o 34 0.086 1 0 K
13 1779.9463 1778.9390 177E8.BE87 30.6 o 46 ©0.0075 1 0 K
| le 1821.9973 1820.9900 1820.95091 44.5 1 23 1.8 1 i R
| 22 1859.9863 1858.9790 1858.8924 46. 6 0 16 7.8 1 o K
24 1883.9849 1882.9776 18B2.B962 43.2 0 26 0.72 1 0 R

. LNFSHGTHEYHAETIE . H



Protein View

Match to:

EPYM MOUSE Score:

B4

Pyruvate kinase isczyme M2 (EC 2.7.1.40) .- Mus musculus [(Mouse).
Found in sesarch of ppw a4 129990871300.txt

Homlinal mass

(B, )t

57719;

Calculated pI valus: 7.

NCEI BLAST search of KEYM MOUSE agailnst nr

Unformatted ssegquence string for pasting into other applications
TaXonomy :

varliabkls
Clsavags
Sequence

Mus musculus

CG‘JE]‘.’EQ’E H

modifications:
by Trypsin:

24%

Carbamidomethyl
cuts C-term side cof KR unless mext residus is P

Matched peptides shown in Bold ERed

1
51
101
151
201
251
301
351
401
451
501

PEPHSEAGTA
GPASESVEML
FILYRFVAVL
CDENILWLDY
SLESKKGVNL
HEVEEVLEZEK
PAEEVFLAQK
VLDGADCIML
AFITSDPTER
AVTENFOTAR
FEEEGDVVIV

FIQTOQOLHEAR
KEMIKSGMHV
LDTEGFEIRT
KENICKEVVEVG
PGAAVDLPAV
GENIKIISKI
MMIGRCHMEAG
SGETAKGDYP
AAVGAVERSF
QARHLYREIFF
LTSWREGESGF

MADTFLEHMC
ARLNFSHGTH
CLIKGSGTAE
SKIYVDDGLI
SEEDIQDLEF
ENHEGVRRFD
EPVICS TOML
LEAVREMQHLT
ECCSEATIIVL
VLCEDAVLNA
THNTMEVWVEVE

[ Show pradicted peptides also

| Sort Peptides By

Start
32
43
T3

173
leg
230
270
27e
204
367

] @ Residue Number

(), Deamidated

RLDIDSAPIT
EYHRETIKNV
VELEKEGATLE
SLOVEEKGAD
GVEQDVDMVE
EILEASDGIM
EIMIEKEFEFT
AREREAARTYH
TESGESAHQW
WAEDVDLRVH

Increasing hMass

— End Obhserved Mr{expt) Mr{calc)
- 42 1171. 8792 1170.6719 1170.6244
- 55 135%. 7695 1358.7622 1358.6976
- 828 1883, 5B4% 1882, 9776 18B2.B982
- 185 1482.8705 1461.8632 1481.8079
- 205 1779. 584632 1778.938%0 1778.8687
- 245 185%. 9B63 1858.97%0 1858.8924
- 277 953, 5208 52,5135 952.4726
= 293 1821.9973 1820.9%00 1820.909%1
- 3204 1141. 6431 1140.6358 1140.8028
- 375 101%. 5587 1018.5514 1012.5083

42

ARNTCITICTI
REEATESFASD
ITLDHAYMERK
FLVTEVEHGZ
ASFIRKARADV
VARGDLGIET
RAEGSDWVANA
LOLFEELEEREL
ARYRFRAFIT
LAMDVGCEARG

ppm
41

4B
4z
3B
40
47
4z
44
29
4z

o

oo R oo oo oo

(MO, 0xidation

mEEREARARERR

(M

Decreasing Mass

Miss Sequence
LLDIDSAPITAR.H
.NTGIICTIGPASE. S
. LNFSHGTHEYHAETIE. N
CI¥VDDGLISLOVE . E
GADFLVTEVENGGESLESK . K
. FGWEQDVDMVFASFIR. K

. IEHHEGVER. R
. RFDEILEASDGIMVAER. &
.GDLGIEIPREE. WV
. GDYPLEAVE .M

(Ions score 39)
Carbamidomethyl (<)

(Ions sScore Z6)

(Icns score 349
{Icns score 4d6)

(Ions score 1a)

(Ions score 37)

(Ions sScore Z3)
(Ions score 22)

(Icns score 31)




Sample M18

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1032.6, 17735]
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Mass (m/z)



W H 160
Protein score

Concise Protein Summary Report

Concise Protein Summary - Help

Significance threshold pe 0.05 Max. number of hits AUTO

| Re-SeachAll | | SearchUnmatched |

1. QITGEI MOUSE  Mass: 54718 Score: 110 Expect: 9.22-07 Matches: 42
17 days pregnant adult female amnion cDWA, RIKEN full-length enriched library, clone:I92003%H17 product:fibrinogen,
RAL02225  Mass: 27037 Score: 71 Expect: 0.0072 Matches: 2¢
AF413205 NID: - Mus musculus



Protein View

Match tor Q3ITGR2Z MOUSE sScore: 110 Expect: 9. 2e-07
17 days pregnant adult female amnion cDHA, RIEEN full-length enriched librarvy,
Found inm search of pmf B&_12%99038356001.txt

clone: I220039H17 product: fibrinogen

Hominal mass (M )@ 54718; Calculated pl wvalus: 6. 68
NCBEI BLAST search of Q3ITGRZ2 _MCOUSE against nr

Unformatted sequence string for pasting into other applicatians

Taxcnomy: Mus musculus
Links to retriewe other entries containing this sequence from NCBI Entrez:

(no taxonomy information for this entry)
(no taxonomy information for this entry)
(n2 taxonomy informaticon for this entry)
(no taxonomy information for this entry)
Variable modifications: Carbamidomethyl (C), Deamidated (HQ),Oxidation (M)
Cleavage by Trypsin: cuts C-term side of ER unless next residus 1s F
Mumber of mass wvaluess searched: 182
Number of mass valuss matched: 42
Sequence Coverage: 66%
Matched peptides shown in Bold Red
1 MRHLWLLLLL CWEFSV{TQAARZ DDDYDEFTDS LODARGHREFVD RREEEPPSLE
51 PAPPFPISGGE YRARPAKATA HOEEVERRFEF DAGGCLHADT DMGVLCPTGEC
101 TLOQTLLMQE RFPIKSSIAEL HNNIQSWVSDT SSVTFQYLTL LEDMWEEECQA
151 OWVEENENVIN EYSSILEDQER LYIDETVNDN IPLNLEVLES ILEDLRSEIQ
201 ELESDISAQM EYCRTPCTVS CHIPVVSGEE CEEIIRKEGGE TSEMYLIQFD
251 TSIEPYRVYC DMETENGGWT WIQNRQDGESYV DFGEEWCEYE KGFGHIATHE
301 DAREYCGLFG EYWLGHDEIS QLTRMGPTEL LIEMEDWEGD EVEAHYGGEFT
351 VOMNEARSEYQV SVNEYEGTAG WALMDGASCL VGENRTMTIH HGMFFSTYDER
401 DHDEWVTTDF REQCSEEDGE GWWYNECHAR NPNGEYYWGEE LYSWDMSEHG
451 TDDEVWMNW EKEGSWYSMREM SMEIRFFFEQ ©
[ Show predicted peptides also ]
| SortPeptides By | @ Residue Number © Increasing Mass 0 Decreasing Mass
Start — End Ob=e rved Mr {expt) Mr {calea) PRm Mi=zs Segquence
43 - B2 2105, 2007 2104.1534 2104.1065 41 1 ER.EKEEPFSLRFAFPPPISGGEYER. A
44 - B2 1977.0981 1976.0908 1976.0116 40 0 K.EEPPSLEPAPFPISGCCGYR. A
115 - 14z 30727024 2071.65531  3071.5663 4z 0 K SSIAELHNNIQSVSDTESSVIFQYLTLLE.D
154 - 170 2052.0364 2051.02%1 2050.9443 41 0 K.EHENVIHNEYSSILEDQER. L
171 - 184 19902.075% 1%01.0686 15%00.9854 42 0 R.LYIDETVHMDNIPLMLE.WV
199 — 214 1971.0605 1%70.0532 1969, 9237 66 1 K IQELESDISAQMEYCR.T cCarbamidomethyl (C)
202 - 214 1601. 7582 1600.7509 1&00. 68861 40 0 K.LESDISAQMEYCE.T <Carbamidomethyl (<)



% Intensity

M18

4700 MS/MS Precursor 2052.04 Spec #1 MC[BP = 303.1, 3349]

303.1498
1007 3349.t

901
807
707
607
507
40
307

204
175.1074

86.096

10+
244.0910 418.1750

70.0647 586.2061

209.1168
401.1534 1110.4928 1994.6102
13| 20hl13 5471.2067 660.2441 860.4030 12395337 :
L ) 1679.8026
. .ih Hm L8349, L et b iy 9911280 [11135004 12395330563 150066 5746 ] e BTN

9.0 440.6 872.2 1303.8 1735.4 2167.0
Mass (m/z)




% Intensity

M18
4700 MS/MS Precursor 1419.83 Spec #1 MC[BP = 110.1, 1416]

100+ 110.0749 1415.;
90
8610975
80
707 175.1053
601
50
40
136.0797
70.0665
301
112.0833
70.0828
201 1376.8020
167.0937 272.1549 359-2293
25(.1105 460.2558 1420.7687
38.96p4 I
39,0935 £A7-1654 698.3392 1372.5808
10 7h.0624 556.2891 7223586 861.3351 i
1671246 J,qlil16k 414.2549 056 389 960.4180 364.9P75
038P | [ | 1411022 Abe Hdq 3142876 | 443239715 2707 70p.2802 §-3825 ' 1246.0292 i
J 4 285.[1 . ' -4 A8 : (347.5253
9 L 3brHal 1 i roliast 14243409 | b10hed 6144055 dg1l56e0 | 7851478 913.4f80 10134650  1132.3926
|M ' ”HI “?w’ i W' | l Ymin I
0 ‘ ‘ ‘ .
9.0 307.2 605.4 903.6 1201.8 1500.0

Mass (m/z)
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Mumber of Hits

SAEEER2R

of
of

Peptide Summary Report

Peptide Surmmary

Significance threshold p< 0.03

Standard scoring ' MudPIT scoring @ [ons score or expect cut-oft 0

Show pop-ups @ Suppress pop-ups

Proetein Sooce

[Sfalﬂctﬂlul] [ Select None ] [ Search Selected
1. SI3TGRE:Z MOUSE Mass: 5471& Score:

124

Help

Max. number of hits AUTO

Sort unassigned Decreasing Score

[T Error tolerant

Matches: 1l2(3) Segquences:

1Z(3)

emPAT :

Show sub-sets 0

Require bold red [

0.8

17 days pregnant adult female amnion cDNA, RIEEN full-length enriched library, clone:If92003%H17? product:fibrinocgen,

[[Jcheck te include this hit in error tolerant ssarch

ouary Obhsarved
1 2980. 4769
2 996. 47E8
2 1032.5969
7 123%. 5881

B 1374.7316
12 1601.7582
12 1671.8080
23 1902.075%
2% 1877.0881
32 2052.0364
3£ 2105, 2007
57 2413, 3040

Mr {expt)

979.

995.
1031.
1z38.
132732,
1e040.
1870,
1501.
1976.
2051,
2104,
2412,

46597
4715
5896
5608
7243
7509
8007
UL3-1
asoa
0291
1534
2987

Mri{calc)

979.

995.
1031.
1238,
1273.
1e0a.
1870,
1200,
1976.
2050.
2104.
2412,

4359
4355
5553
51405
a68g
686l
7399
9894
011l&
9443
10865
1995

ppm Miss Score Expect Rank Unigue
34.4 0 27 0.52 1 U
36.2 0 33 0.11 1 U
33.3 0 1g 5 1 U
40.6 o & 65 4 u
40. 4 0 22 2.2 1 U
40.5 0 15 9.6 1 U
36.4 0 15 11 1 U
41.7 0 4z 0.015 1 U
40.1 0 17 6.1 1 U
41.4 0 51 0.0023 1 u
41. 3 1 19 2.6 1 u
40.3 1 70 2. 6e-05 1 U

Peptide

=== = B - - - - - - - - - -

. QDGSVDFGR . K

- CHAANPNGE.Y + Carbamidemethyl (C)

. IRPFFPQQ. —

. EDGGEWWYNE. C

. TENGGHWTVIQHNR. Q

.LESDISAROMEYCR.T + Carbamidemethyl (
YCCGLPGEYWLGHNDE. I + Carbamidemethyl |
. LYIDETVHDNIPLNLRE.V
.EEPPSLEFAPFPISGGEYR. A
.EHENVINEYSSILEDQR. L

.EEEPFSLERPAFPP ISCGEYR. A
.EGGETSEMYLIQPDTSIKPYR.V



Protein View

Match to: Q3ITGRZ MOUSE sScore: 124
17 days pregnant adult female amnion cDMA, RIEEN full-length enriched library, cleone:If9220039H17 product: fibrincogen, B bet:
Found 1n search of ppw _B4_12%330871401.txt
Mominal mass (M_): 54718; Calculated pI wvalus: &. 68
NCBEI BLAST search of Q3TGEZ _MOUSE agalnst nr
Unformatted ssegquence string for pasting into other applications
Taxonomy: Mus musculus
Links to retriewve other entries containing this sequence from WCBI Entrez:
(N Caxonomy informaticon for this entry)
(no taxonomy informaticon for this entry)
(no taxonomy information for this entry)
(no taxonomy information for this entry)
Varliakle modifications: Carbamidomethyl (C), Deamlidated (WO, Oxidation (M)
Cleavage by Trypsin: cuts C-term side of ER unless next residus 1s F
Sequence Coverage: 30%
Matched peptides shown in Bold Red
1 MEHLWLLLLL CVESVQTQAA DDDYDEFTDS LOARGHREVD REREEEPPSLE
51 PAPFPISGGG YEARFPAKATA NQKEVERRFF DAGGCLHADT DMGVLCPTGC
101 TLOQTLLHQE RPIKSSIAEL WMNIQSWVEDT SSVIFQYLTL LEDMWEREQA
151 QVEENENVIN EYSSILEDQR LYIDETVHDH IPLHNLEVLES ILEDLERSEIQ
201 ELESDISAQM EYCRTFCTIVS CNIFVVSGKE CEEIIRKGGE TSEMYLIQPD
251 TSIKFPYRVYC DMETEHGGWT VIQHRQDESV DFGREWDEYE KGFGHNIATHE
301 DAEEYCGLPG EYWLGHDEIS QLTRMGFTEL LIEMEDWEGD KVEAHYGGET
351 VOMWEASKY(QV SVNEYKGTAS WALMDGAS(QL VGSEWNRTMTIH HNGMEFSTYDER
401 DHNDGSWVITDP REQCSEEDGE GWWYNRCHRA NPHNGRYYWSEE LYSWOMSEHG
451 TODESVVHMNE EESWYSHMERM SHMEIRPFFEQ Q
[ Show predicted peptides also ]
[ SortPeptides By | @ Residue Number © Increasing Mass « Decreasing Mass
Start - End Obhserved Mr {expt) Mr (calc) Ppm Miss Sequence
43 - BZ £105.2007 2104.1%34 2104.1085 41 1 ER.EKEEFPFSLRFAFPPISGGEGYR.A (Ions score 19)
44 - BZ 1977.0%81 1876.05%08 1976.0116 40 0 K.EEPPSLEPAPPFPISGGEYR.A (Ions score 17)
154 - 170 Z05Z.0364 2051.025%1 2050.9443 41 0 EK.EWMENVINEYSSILEDQR.L (Ions score 51)
171 - 186 190Z. 0759 1%01.0686 1900.9854 4z 0 ER.LYIDETVHDHIPLMLE.V (Icons score 42)
202 - 214 1601.7582 1600.7509 1600.6861 40 0 K.LESDISAQMEYCE.T <Carbamidomethyl (C) (Icns score 135)
237 - 257 2413, 32040 2412.2967 2412.1955 40 1 ER.EKGGETSEMYLIQPFDTSIFPYR.V (Icns score T0)
264 - 275 1374.7321e 1372.7243 1373.6688 40 0 EK.TEHGGWTVIQWR.Q (Icns score 22)
276 — 284 980. 47685 979. 4697 979.4359 34 0 R.QDESVDFGR.EKE (Icns score 27)
305 - 21e 1671.8080 1670.8007 1670.73939 36 0 K. YCGLFGEYWLGNDE.I cCarbamidomethyl (C) (Ions score 15)
417 - 426 1z25. 5681 1238.5608 1238.5105 41 0 KE.EDGGCWWYNR.C (Icns score 6)
427 - 435 9%96. 4788 595.4715 595.4355 36 0 ER.CHARWFNGRE.Y cCarbamidomethyl (C) (Ions scores 33)
474 - 4el 102Z. 5969 1031.58%6 1031.5553 33 0 K.IRPFFFQQ.- (Ions score 18)
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Concise Protein Summary Report

Goncise Protein Summary - Help

Significance threshold p< 0.0 Max. number of hits AUTO

| Re-SearchAll | |  Search Unmatched |

1. Q3VIG1 MOUSE Mass: 30646 Score: 120 Expect: %.2e-0¢ Matches: 24
Adult male small intestine cDNA, RIKEN full-length enriched library, clone:2010012G12 product:apolipoprotein A-I,
JC1237  Mass: 30358 Score: 113 Expect: 4.6e-07 Matches: I2
apolipoprotein A-I precursor - mouse
QBBFDS MOUSE Mass: 30597 Score: 110 Expect: %.2e-07 Matches: 23
18 days pregnant adult femals placenta and extra embryonic tissue cDNA, RIKEN full-length enriched library, clone:
522420 Mass: 30534% Score: 110 Expect: 9.2e-07 Matches: IZ
apolipoprotein A-I precursor - mouss



Protein View

Match to: Q3VEZGE1_MOUSE sScore: 120 Expsct: 9. 2e-08
Adult male small intestine <cDMA, RIEEN full-length enriched library, <leone:2010012G12 product:apolipoprotein
Found in search of pmf_C&_ 125990856002 .txt

Womlinal mass (k)@ 3Q666; Calculated pI wvalus: 5.64

WCBI BLAST search of Q3vacl MOUSE agalnst nr
Unformatted ssguence string for pasting into octher applicatilons

Taxonomy: Mus musculus
Links to retriewve cther entries containing this sequence from NCBI Entrez:
(ne taxonomy informaticon for this entry)

Varliable modifications: Carbamideomsthyl (), Deamidated (HQ),0xidation (M)
Clsavage by Trypsin: cuts C-term side of ER unless next residus 12 F
Humber of mass values ssarched: 147

Humber of mass wvalues matched: 24

Sequence Coverage: 60%

Matchad peptides shown in Beld Red

1 MEAVVLAVAL VFLTGROAWH VWQODEPQSQ WDEVEDFANV YVDAVEDSGR

51 DY VSQFESSS LGDOQLNLNLL EMWDTLGETV SOLOERLGPL TEDFWDHLEE
101 ETDWVRQEMN KDLEEVEQKV QFYLDEFQKK WEKEDVELYRQ EKVAPLGAELQ
151 ESARQKLOEL QGRLSPVAEE FRDRMRTHVD SLRTQLAPHS EQMRESLAQE
201 LAELESHFTL WEYHTRAKTH LETLGCEEARP ALEDLRHSLM PMLETLETOWV
251 QSVIDKASET LTAQ

[ Show predicied peptides also ]
| SortPeptides By | @ Residue Number Increasing Mass < Decreasing Mass
Start - End Obse rved Mr{expt) Mr{calc) PR Miss Sequence
17 - 33 2198.1162 2197.1089 2196.9501 T2 0 R.QAWHVWQODEPQSOWDE.V 2 Deamlidated (HO)
34 - 46 1467.8397 1466.8324 1466.7769 3B 1 EK.VEDFARNVYVDAVE.D
36 — 46 1240. 68721 1235%.6648 1239.6136 411 0 K.DFANVYIVDAVE.D
36 — S0 1655.848% 1654.8416 1654.7951 2B 1 EK.DFANVYIVDAVEDSGR.D
93 = 100 1066, 5186 1065.5113 1065, 4767 32 0 R.DFWDNLEEK.E
93 - 106 1852. 9277 1851.9204 1851.8428 42 1 ER.DFWDHLEEETDWVE.Q
107 - 117 1362, 7241 1361.7168 136l.64586 419 1 E.QEMHEDLEEVE.Q
107 - 117 1378.7196 1377.7123 1377.6446 419 1 E.QEMNEDLEEVE.D <xidaticn (M)
120 — 129 1266, 6B32 1265.6759 1265.6292 37 0 EK.VOQPYLDEFQE.EK
120 = 130 1394, 781% 1392.7746 13293 . 7242 36 1 EK.VQPYLDEFQEE.W
131 - 139 1227 . 6746 1236.6673 1236 . 61329 4z 1 EK.WEEDVELYR.Q
133 - 139 923, 4918 o222 . 4845 Q22 . 4306 =] 0 EKE.EDVELYE.O



% Intensity
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M19

4700 MS/MS Precursor 1040.63 Spec #1 MC[BP = 884.4, 8838]

288.2068

82.1780

403.2203

526.2518

884.4449
8838.¢
753.3466
998.5353
1040.5939
638.3167 813.4016
1000.4396
655.3506 885.9680
§.4479 5.1038
6.2502
90.922
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663 881 1099

Mass (m/z)



% Intensity

M19

4700 MS/MS Precursor 1340.78 Spec #1 MC[BP = 70.1, 10449]

i 70.0670

100 1.0E+¢
901

807 175.1092

70-

1340.7296

60-

50-

333.1643
40
86.0947
301 112.0847
703.3171
268.1576
468.2199
201 101.0733 | 183 1323
339.1905
44.0518 171.1068 | 258.0931
462.2035
188.0903
" 6D.05p9 d1431 3711711 500.2496
b4.05811431169 2516 509.2843 1170.5760
ob1lotas - 581.2785 709.3170 050,411 1297.9642
832.3823 :
30.d3bd bd.aro1 oli06 199 41%2 ab| | 598.2849 310 36001008.4613 291.2011
mll i N i A'J.w Mo .“l m
9.0 571.8 853.2 11346 1416.0

Mass (m/z)
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Protein Soore

Peptide Summary Report

Peptide Summary : Help
Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring (O MudPIT scoring @ Tons score or expect cut-off 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups () Sortunassigned Decreasing Score - Require bold red [T
[ SelectAll | [ SelectNone | [ SearchSelected | []Error tolerant
1. o3VZIGE1l MOUSE Mass: 30646 Score: ZLg Matches: 12i9) Sequences: 12(9) emPARI: 5.37

Zdult malse =mall intestins cDHA, RIKEN full-length enriched libkbrary, clone:2010012G12 product:apoclipoprotein |
[[]check te include this hit in error tolerant search

Ouery Observed Mr {expt) HMr {cale) Ppim Miss Score Expect Rank Unigque Peptide

£ 1040.6257 1039.6184 1039.5774 39.5 0 17 2.7 1 U K.ARPALEDLE.H

2 1047.5887 1046.5814 1046.5396 39.9 0 31 0.24 1 u R. LSPVAEEFR.D

4 10%%. 6685 1098.6612 1098.6145 42.5 1 39 0.o01% 1 u R.QFIQELQGR . L

£ 1237.8746 1236.6873 1236.61329 42.2 1 64 0.o001 1 u K. WEEDVELYR.Q

10 12ee. 6832 1265.6759 1265.6252 36.9 0 40 0.02%9 1 u K. VQPYLDEFQE. K

11 1297.65%07 1Z96.6834 1296.6245 45.5 0 45 0.01 1 u E. TQLAFHSEQME. E
1z 131e.7311 1317.7238 13217.6677 42. 6 1 23 1.6 1 u R. LSPVAEEFEDE. M
12 1321.6%30 1330.6857 1330.6266 44.5 0 56 0.00071 1 u K. SNPTLNEYHTE. &
14 1340.7750 123%.7677 1339.7085 42. 4 0 48 0.00323 1 u K. VAPLGAELOQESAR.
le 13%4.781% 1392.7746 1393.7242 36.2 1 38 0.041 1 U K. VQPYLDEFQEEK. W
17 1467.8397 1466.8324 1466.7769 37.8 1 g6 5. 6e—-07 1 u K. VEDFANVYVDAVE.D
23 185Z. 9277 1eB51.9204 1851.EB42E 41.9 1 80 3. 4e-06 1 u E. DFWDNLEEETDWVE. Q



Protein View

Match to: Q3VEE1_MOUSE sScore: 268
Adult male small intestine <oDNAE, RIEKEN full-length enriched library, cleone:2010012512 product:apolipoprotein A-I,
Found 1n search of ppw _C6_12%39087160Z.txt

Wominal mass (M): 30666; Calculated pI walues: 5.64
WCBEI BLAST search of Q3W2Gl MOUSE against nr
Unformatted ssguence string for pasting into other applications

Taxenomy: Mus musculus
Links to retriewe other entries containing thlis sequence from WCBI Entrez:
(no taxonomy information for this entry)

Varlable modifications: Carbamideomethyl (C), Deamidated (NQ),0oxidation (M)
Cleavage by Trypsin: cuts C-term silde of ER unless next residues 1s F
Z3equence Coverage: 42%

Matched peptides shown in Boeld Red

1 MEAVVLAVAL VEFLTGRQJAWH VWOOIDEFRQDSD WOEVEDFANYV YWDAVEDSCR

51 DYVESQFESSS LEQOLWLNLL ENWLDTLESTV SQLOERLGPL TRDFWDHLEK
101 ETDWVRQEMN KDLEEVEQEKV QPYLDEFQKK WEKEDVELYRO KVAPLGAELQ
151 ESARQKLOEL QGRLSPVAEE FRDRMRTHVD SLRTQLAPHS EQMRESLAQE
201 LAELESNPTL HEYHTRAKTH LETLGEEARP ARLEDLEHSLM FMLETLETOWV
251 QSVIDEASET LTAD

[ Show predicted peptides also ]
| SortPeptides By | @ Residue Number © Increasing Mass  Decreasing Mass
Start - End Ob=erved Mr {expt) Mr {cale) PRm Mizzs Sequence
34 - 46 1487.8397 1466.8324 1466.7769 ieg 1 K. VEDFANVYIVDAVE.D (Icns scors £a)
93 - 106 1852, 9277 1851.9204 1851.8428 42 1 ER.DFWDHLEEETDWVR.Q (Ions score 30)
120 - 129 1266, 6832 1265.6759 1265.6252 37 0 K.VOQPYLDEFQE.K (Icns scores 40)
120 - 130 1394. 719 1393.7748 1393.7242 36 1 EKE.VQPYLDEFQEE.W (Ions score S82)
131 - 13% 1237.6746 1236.6873 1236.6139 43 1 EK.WEEDVELYR.Q (Icns score &4)
142 - 154 1340.7750 1339.7677 1339.70895 43 0 K. VAPLGRELQESRR.Q (Icons scors 43)
155 - 163 1099, 6685 1098.6612 1098.6145 43 1 R.QELQELQGR.L (Icns score 39)
164 - 172 1047. 5887 1046.5814 1046.53%946 40 0 R.LSPVAEEFR.D {(Icns score 231)
164 - 174 131e.7311 1217.7238 1317.6877 43 1 R.LSPVREEFRDR.M (Icns scors 23)
184 - 194 1297. 6907 1296.6834 1296.6245 45 0 R.TQLAPHSEQMR.E (Ions score 45)
206 - 216 1321.65%30 1330.68537 1330.6266 44 0 K.SHPTLHEYHTR.A (Igons score 54&)
228 — 236 1040, 6257 103%.6184 1039.5774 39 0 EK.ARPALEDLR.H iIcns scorg 171



Sample M20

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 906.5, 19962]
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Concise Protein Summary Report

Concise Protein Summary - Help

Significance threshold pe 0.05 Max. number of hits AUTO

| Re-SearchAll | | SearchUnmatched |

1. PROX6 MOUSE Mass: 24724 Score: 176 Expect: 2.3e-12 Matches: 20
Peroxiredoxin-€ (EC 1.11.1.15) (Antioxidant protein 2) (1-Cys peroxiredoxin) (l1-Cys PRX) (Acldic calcium-independent
Q33207 MOUSE Mass: 248%5 Score: 176 Expect: Z.22-13 Matches: 30
Feroxiredoxin & (CRL-1722 L5178Y-R cOMA, RIKEN full-length enriched library, clone:I730069G0% product:peroxiredoxin §,
AEDO3T14 Mazs: 2482% Score: 162 Expect: 5.8%2-12 Matches: Z:
MMCYSP4 NID: - Mus musculus
ARCETE5] Mazs: 24g3% Score: 148 Expect: 1.5e-10 Matches: :z:
AF033853 NID: - Mus musculus



Protein View

Match to:

PEDXs MOUSE Score:
Peroxiredoxin-o (EC 1.11.1.15)

176 Expect: 2.3e-13
{Antioexidant protein 2)

Found in search of pmi_D46_129990386&6103.txXt

Homlinal mass

[

24724

Calculated pI walus: 5

T2

WCBI BLAST search cof PRODEE_MOUSE agalnst nr

Unformatted ssguence string for pasting into cther applications

Taxocnomy: Mus musculus

Varlakble modifications:
Clsavage by Trypsin:
Humber of mass values searched:

Carbamidom=thyl
cuts C-term side of KE unless next residue is F

(), Deamidated

11%

Humber of mass values matched: 30

Sequence Coverage:

gE%

Matched peptides shown 1in Beld Eed

{(1-Cyv=s peroxiredoxin)

(WD), Oxldation

{(1-Cys PRX) (Acidic caleci

()

1l PCCLLLEDER PHFEANTTIC EIRFHDFLGD SWCGILFSHPRE DETEVCTTEL
51 GRARELAPEF AFRMNVELIAL SIDSVEDHLE WSEDIMAYMNG ETPTEELPEFP
101 ITDDECGEDLA ILLCMLDPVE EDDMNMMPVTA EVVEFIFGCPDE ELELSILYPR
151 TTGENFDEIL BVVDELOLTGC TERPVATEVDW EEGESVMYVVE TLSEEEARECC
201 FEEGVFTEEL PSGEKYLRYT BQP
[ Show predicted peptides also ]
| SortPeptides By | @ Residue Number ) Increasing Mass ) Decreasing Mass
Start — End Obsa rved Mr{expt) Mr {calc) PEm Mi=zs Sequences
1 - 21 2142.1814 2141.1741 2141.0753 4& 0 - PECLLLCGDEAPNFEANTTICE.I
22 — 40 2300.2776 2299, 2703 2299.1s651 46 1 ER.IRFHDFLGDSWGILFSHPE.D
24 = 40 2031.0808 2030.0735 2029.9799 46 ¢ R.FHDFLGDSEWCGILFESHPE.D
41 - 52 1338, 7070 1337.6997 1337.6286 53 ¢ R.DFTEVCTTELGE . LA
41 —- 52 13585, 720% 1394, 7136 1294 . 6500 46 0 R.DFTEVCTTELGE.A Carbamidemsthyl (C
23 — B2 1045, 6050 1044.5%77 1044.5967 1 1 ER.AARELAPEFAE.R
&4 — 83 22392366 2238, 2293 2238.189%6 1l 1 ER.HNVELIALSIDSVEDHLAWSE.D DCeamilidated
&7 — 83 1257.0%06 189&6.0833 1895.929593 44 ¢ K.LIALSIDSVEDHLAWSE.D
B4 — 596 1451. 7247 1450.7174 1450.65746 41 ¢ K.DINAYHGETPTEE.L
97 — 105 1057. 6310 1056.6237 1056.5855 36 ¢ K.LPFPIIDDE.G
97 = 107 1270.7704 12697631 1269.7081 43 1 EKE.LPFPIIDDEGE.D
106 — 121 1740.0472 173%.03%9 1738.9651 43 1 K.GRDLATILLGMLDPVEE.D
1o — 121 1526, 9110 1525.9037 1525.8425 40 ¢ R.DLAILLCMLDEVEE.D
108 — 121 1542, 9082 1541.9009 1541.8375 41 ¢ R.DLATILLCGHMLDPVEE.D oxidation (M)
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% Intensity

M20

4700 MS/MS Precursor 1149.7 Spec #1 MC[BP =544.3, 2164]
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20 1711527 411654 1151.5208
202.1070 804.3723
233.1650 398.1849
127.08[78 72.1543 385.2546 459655
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Significance threshold p< 0.05

Show pop-ups & Suppress pop-ups )

[ SelectAll | [ SelectNone | |

Search Selected

1.

SESEEEENEEEEEE

=
B
H
I.q

o e o e i |

[

=
[

—
Lt

=
(%) ]

=
e

51 1 |
[SR (==l (]

EREDXS MOUISE
Peroxiredoxin-¢

Observed

206,
1021.
1057.
114%.
1191.
1270.
13595,
1451.
183=.

1897
Z031
214z
2154

S50z4
&072
6310
To48
7252
7704
TZ209
7247
dzga
LO%0e
.as0a
1814
L2661

Mass:

24724
(EC 1.11.1.15)

Mr {expt)

205,
1020,
1056,
1144,
11940,
1269,
13924,
1450,
ig32.
1896,
2030,
2141.
2153,

4952
5999
6237
6975
7179
TE31
7136
7174
0215
0833
Q735
1741
2588

Score:

Mr {cala)

S05.
10Zz0.
105&.
1i4s.
1190.
1z269.
1294,
1450.
1as1.
1895,
2029.
2141.
2153.

4607
S644
5855
6554
6659
7081
a500
6576
2237
9993
29799
0753
1732

30e

Max. number of hits AUTO

Sort unassigned Decreasing Score

[ Error tolerant

ppm Miss Score Expect Bank Unigue
38.
34.
36.
33.
43,
43,
45.
41.
53.
14.
16.
16,
39.

Matches:
tantioxidant protein 2
E]Check toc include this hit in error tolerant search

=1 B P LW o Wt W= B P P

o

(= = = = = = I = R =

13011}

40
43
59
35
36
4z
71
45
24
TE
30
71
55

Standard scoring (O MudPIT scoring @ Jlons score or expect cut-off 0

a.031
0.o088
0.00024
a.044
a.034
0.00%8
Z.32e-05
0.00%5
0. 54
1.2e-05
0.28
Z.2e-05
0.00047

Sequences:
{1-Cys peroxiredoxin)

1

e e e

Help

12411
(1-Cys PRM) (Acidic calcium-inds

ggggogggoggogagagaoagag

Show sub-sets 0

Require bold red [C]

emPAI: 17.46

Peptide

mA AR @ RA @A

.HFDEILE.V

WVEFIFGPDE. K
.LFFFIIDDE. &
NVVFIFGPDEE. L

. LSILYPATTGR. H

. LFFFIIDDEGR. I}
.DFTPVCTTELGR . A + Carbamidometl]
.DINAYNGETPTEE. L

. KEGESVMVVETLSEEERE. Q@
LIALSIDSVEDHLAWSE. D
.FHDFLGDSWGILFSHEPR. D
PGELLLGDEAPNFEANTTIGR. I
VVDSLOLTETERVATEVDWE. K



Protein View

Match to: PRDX6 MOUSE =score: 306
Percxiredoxin- (EC 1.11.1.15) {(Antiexidant protein 2Z) (l1-Cys peroxiredeoxin) (1-Cys PEX) (Acidic calcium-independent
Found in search of ppw _D6_12%930871703.txt

Wominal mass (M.): 24724; Calculated pI wvalus: 5.72

WCBI BLAST search of PRODXE_MOUSE agalnst nr
Unformatted sequence string for pasting into other applications

T-El}ID]'JGI'.'IY: Mus musculus

varlable modifications: Carbamidemsthyl (<), Deamidated (WQ),0Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residus 1s P
Sequence Coverage: 69%

Matched peptides shown in Bold Red

1 PGGLLLGDEAR PHNFEANTTIG RIRFHDFLGD SWGILFSHFE DFTEVCTTEL
51 GRAARKLAFEF AKRNVELIAL SIDSVEDHLE WSEDIMAYMG ETPTEELEPFP
101 TIDDEGRDLA ILLGMLDPFVE EDDNMMEVIA RVVFIFGPDE ELELSILYPA
151 TTGENFDEIL BVVDELOQLTGE TEFVATEVDW EEGESVMVVE TLSEEERAKQC
201 FPEGVFTKEL PSGEEYLEYT FQP

[ Show predicted peptides also ]

| SortPeptides By | @ Residue Number © Increasing Mass ) Decreasing Mass

Start - End Cbhserved Mr{expt) Mr{calec) PEm Mi=zs Sequence
1 - 21 2142.1814 2141.1741 2141.0753 46 -, PGGLLLGDEAPNFEANTTIGR.I  (Icns score 1)

o

24 - 40 2021, 0808 2030.0735 2029.97%39 46 0 R.FHDFLGDSWGILFSHPR.D (Ions score 30)

41 - 52 1385.720% 1394.7136 1294.6500 46 0 R.DFTPVCTTELGR.A Carbamidemethyl (C) (Ions score
67 — 83 1897.0%06 1896,0833 1895, 9983 44 0 K. LIALSIDSVEDHLAWSE.D (Ions score 72)

B4 - 56 1451. 7247 1450.7174 1450.6576 41 0 E.DINAYNGETPTEE.L (Ions score 45)

97 - 105 1057. 6310 1056, 6237 1056.5855 36 0 E.LPFPIIDDE.G (Icns score 59)

87 - 107 1270.7704 126%.7631 1269.7081 4z 1 E.LPFPIIDDEGR.D (Ions score 42)
132 - 140 1021. 6072 1020.5%%3% 1020.5644 15 0 R.VWFIFGPDE.K (Icons score 43)
1z2 - 141 114%.7048 1148.6%75 1148.6594 33 1 R.VWFIFGPDEE.L (Icons score 35)
144 - 154 1191. 7252 1190.717%9 1190, 6659 44 0 E.LSILYPATTGR.N (Ions score 36)
155 - 161 906, 5024 205, 4852 05,4607 38 ¢ R.NFDEILE.V (Icns score 40}
lez - 1E1 2£154. 2861 21522588 2153.1732 40 0 R.VWIDSLOLTGTEPVATEVDWE.E (Ions score 55)
182 - 198 1823, 0288 1832.0215 1831.9227 53 1 E EKGESVMVVPTLSEEEARE.Q (Ions score 24)




Sample M21

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1149.6, 49685]
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Concise Protein Summary Report

| FormatAs | Concise Protein Summary - Help
Significance threshold p< 0.05 Max. number of hits AUTO

| Re-SearchAll | |  Search Unmatched |

1. JHOE TS Mass: 22000 Score: 117 Expect: 1.82-07 Matches: 18
heat shock protein 25 - mouse
S021432 Mass: 22848 Score: 106 Expect: Z.2e-0& Matches: 17
stress protein, 25K - mouse

CABE3T7341 Mass: 22B358 Score: 94 Expect: 2.62-0% Matches: le
MUESFH NID: - Mus sp.
A52423 Mass: 223887 Score: 93 Expect: 4.£2-05% Matches: 1E

HEPZT7-related protein (form a) - mouse



Protein View

Match to: JNAETS Score: 117 Expesct: 1. 82—07
heat shock protein 25 — mouse

Found 1in search of pmf E4S_12599086c104.txt

Homlinal mass &.12
HZBEI BLAST

UUnformattad

(M ) 1 22000; TCTalculated pI walus:

search of JHO&472 agalnst nr
soquence string for pasting into other applications

Taxonomy: Mus musculus
Links to retriewve other entries contalning this sequence from HMCBI Entrez:

ino taxonomy i1nformation for this entry)
ino taxonomy i1nformation for this entry)
ino taxonomy i1nformation for this entry)
ino taxonomy i1nformation for this entry)
ino taxonomy i1nformation for this entry)
ino taxonomy i1nformation for this entry)
ino taxonomy i1nformation for this entry)
ino taxonomy i1nformation for this entry)
ino taxonomy i1nformation for this entry)

Vvarliakble modifications: Carbamidomsthyl (C), Deamldated (HQ), Oxldation
Cleawvage by Trypsin: cuts CT—term side of ER unless mext residus 1s F
Humlb=r of mass wvaluses sesarched: 110

Humlb=r of mass wvaluss matched: 18

Sequence Coverage: Tl

(1)

Matched peptides shown in Bold Red

1
51
101
151

MTERRVFFSL
SWESYWVEEFLE
WS LDV HHEALFE
CWDPFTLWVSSS

LESFSWEFFR
AATAEGCGPAAW
EELTVETEE®:
LEPEGTLTVE

DWYPAHSELFEF
TLAMLDFAFSEREA
WWEITEFEHEE
APLEPFERNVTOS

DOAFCVERLE
LMNRQLSSCVS
RODEHCYISE
AEITIEVTFE

DEWSOWE SAR
EIRQTADREWER
CEFTREEYTLEPF
ARMROQTGCEPER

201 GESEQSGAK

[ Show predicted peptides also ]

| Sort Peptides By | @ Residue Number © Increasing Mass 0 Decreasing Mass

Start — End Obsae rved Mr{expt) Mr {calc) P Mi=ss Secuaenoe
5 — 1=z 987 . 6417 S8E. 6244 SESs . 8025 32 1 E. RWVPFSLLE. S
a8 — 20 1gle. 0321 1817.0248 1816 . 9624 34 1 R. VPFSLLESPSWEPFER.D
13 — 20 1005, 5128 1004, 5055 1004 . 4716 34 o] E. EPEWEFFER.D
13 — 28 201le. 0139 2017 .0066 2016 . 9231 41 1 R. SEPEWEFFREDWYPAHSE . L
21 — 28 1021, 5046 1030, 4973 1030 . 4621 34 o] E.DWYPARHSE. L
29 — 2B 114%. 64685 1148, 6292 1148 . 5979 36 0 E. LFDOARFEVWVER . L
g4 — 93 1075, 81132 1074, 040 1074 . 5669 35 o] E. QLESCWVSEIR. &
101 — 11s 179, 0094 1797 .0021 1796 . 9309 40 o] R. VELDVHHFAPEELTVE.T
117 — 127 11le0. 6212 115%. 739 1159. 6449 25 1 K. TEECVVEITZE. H
119 — 127 921. 5201 S30. 5228 S30.5022 22 o K. ECSVVEITCEK. H



% Intensity

M21

4700 MS/MS Precursor 1149.65 Spec #1 MC[BP = 774.4, 6510]

. 774.3622
100 6509.€
90
70.0692
80 272.1552
255.1329 1149.6250
70
601
86.0984
120.0865
50
40
112.0816
101.0736
30 575.2498
175.1103
20
129.1080 428.2245
: p70.1526 376.1786
44.0p38 2440955 646.3149
15V 0954 315.1178371.2225 504.2251
10+ B4{0BA9 ’ 12 0 779.2796
| 185.1149 276.1285 340.2p4] 547 bsog
30.08% 263.1066 558 2410 700.4122 889.3611
5.bdl3 ‘“ 140.0778 1. 2Bl 284.1714 ‘ 87.173 476.p257 1108.4634
9. DY 362 19p%lly o r.8a2
0+ P A "N LL H NH"“ m‘u.‘..‘“‘.m.‘ul..mhuum..._ m.‘.mu.‘h‘mm H ! |.u.fu.J!m a W of ik ! Wi
250 491 732 973 1214

Mass (m/z)



% Intensity

M21
4700 MS/MS Precursor 1051.74 Spec #1 MC[BP = 102.1, 2464]

102.0887

1007 861.0569 2464
90
80
26,9651 862.9923
701
60 184.1628 385.2587
501 70.0654
40
467.3260
30
123.1204 75 1136 668.4260
201 .t I864.9362
302.1832 ' 750.4940
2219910 402.1939
o 85‘;2&5 868.5052
101 @ 157.0996 650.0228 1008.0320
I 585.3358 P313 006.2535
739830/ 128 1038 286.1802 672.0066 897.2376 ol
i 1% . g . B
830744130 ba1q | 206.0042262]1410 831405 81033 951.869
30).0408 m 831019 |y d 318.1595 POY- 485.2727 9.167
i 424D Mo
0 st Ml AJLML.ln.mum.J“...‘M.J.m,d. mﬂl“.w A A o W Y ‘ A ‘ . st .
9.0 229.4 449.8 670.2 890.6 1111.0

Mass (m/z)
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Frotein Sooce

Peptide Summary Report

Peptide Summary

Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring 0 MudPIT scoring @  [ons score or expect cut-off 0

Show pop-ups @ Suppress pop-ups 0 Sort unassigned Decreasing Score

| SelectAll | | SelectMone | | SearchSelected | [|Error tolerant

1. JHOETS Mass: 22000 Score: 1c0 Matches: 2(5) Sequences: S(5)
heat shock protein 25 - mouse

Dcheck to include thilis hit in error tolerant search

Help

Show sub-sets O

Require bold red [

emPAT:

Query Observed Me {expt) Me{cale) ppm Miss Score Expect Bank Unigque
1 927.5178 826.5105 26,4821 30.7 0 36 0.051 1
2 987. 6417 B986.6344 GB6. 6025 32.4 1 18 2.1 1
£ 1031,.5046 1030.4573 1030.4621 34.2 0 22 2.3 1
8 1075.6113 1074.6040 1074.5669 34.5 0 46 0.0067 1
1z 114%. 8465 1148,.6352 1148.55879 36.0 0 62 0.00018 1
14 17%g.0094 1797.0021 1794.9309 39.7 ] 68 3. 6e-05 1

o g g g g g

2.

44

Peptide

= mxy 2m X

CAQIGCGPEAGE. 5
.BVPFSLLRE. 5

. DWYPAHSE. L
QLSSGVSEIR. Q

. LFDQAFGVER. L

. VSLDVHHFRPEELTVE. T



Protein View

Match to: JNOGTS Score: 160
heat shock preoetein 28 - mouse
Found in search of ppw _E&_1228990871804.t=xt

Hominal mass (M.): 23000; Calculated pl wvalus: 6.12
MCEI EBLAST search of JHOETS against nr
UInformatted secuence string for pasting into other applications

Taxcnomy: Mus musculus

Links to retriewe other entries containing this sequence from HCBEI Entrez=m:
ince taxonomy information for this entry)
(ne taxonomy information for this entry)
(ne taxonomy information for this entry)
ino taxonomy information for this entry)
ino taxonomy information for this entry)
ine taxonomy information for this entry)
ine taxonomy information for this entry)
ince taxonomy information for this entry)
inc taxonomy information for this entry)

Variakle modificaticns: Carkamidomethyl (C), Deamidated (HNQ), Oxidaticn (M)
Cleavage by Trypsin: cuts C—term side <f KR unless next residue is F
Segquence Coverage: 56%

Matched peptides shown in Bold Red

1 MTEREVPFSL LESPSWEPFR DWYPAHSELF DQAFGVPELP DEWSQWFEFSAD
51 GWPSYVRFPLF AATAEGPARAV TLAAPAFSEA LNEQLSSGWVS EIRQTADRWER
101 VSELDVHMHFAP EELTVETKEG WVVEITGEHEE RODEHGYISRE CEFTREYTLPP
151 GVDPTLVSSS LSPEGTLTVE APLPEAVTRS AEITIPVTFE ARAQIGGPEA
201 GESEQSGAK

[ Show predicted peptides also |

| SortPeptides By | @ Residue Number Increasing Mass

Decreasing Mass

(.

Start - End Observed Mr (expt) Mr (calc) Prm Miss Sequence

5 — 12 987.6417 986 .6344 986. 6025 32 1 R.BEVPFSLLER.S (Icns score 18)

13 - 28 2018.013% 2017 .0066 2016.%231 41 1 R .SPSWEPFEDWYPAHSE. L (Ions =s=core 14)
21 - 28 1031.5046 1030.4573 1030. 4621 34 0 R.DWYPAHSR.L (Icns score 22)

29 — 38 1149. 6465 ll148.63592 1148.5979 36 0 R.LFDOAFGVPE.L (ITons score &2)

g4 — 93 1075.6113 1074 .6040 1074.5669 35 0 R.QLSSGVSEIR.Q (Ions score 4&8)
101 - 11e 17988, 0054 1797 .0021 1796. 9309 40 0 R.VSLDVHHFAPEELTVE.T (Ions =score GE)
145 - 175 32193.8574 319z .8501 3192.7170 42 1 R.EKYTLPPGVDEPTLVSSSELSPEGTLTVEAPLEE . A
176 — 192 1833. 0530 1832 .0457 1831.96820 42 0 K.AVTOSAEITIPVTFEAR.A (Ions score &69)
183 - 202 927.5178 926 .5105 926.4821 31 0 R.AQIGGPEAGEK.S (Ions score 3&)




Sample M22

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 966.5, 20298]
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Concise Protein Summary Report

| FormatAs | Concise Protein Summary - Help
Significance threshold p< 0.05 Max. number of hits AUTO

| Re-SearchAll | |  Search Unmatched |

1. Z0IS MOUSE Mass: 22705 Scope: 92 Expect: 6.le-05 Matches: 17
Eho GDF-disscclaticon inhibitor 2 (Rho GDI 2) (Eho-30I beta) (D4) .- Mus musculus (Mouse
I4%587 Mass: 2Z33¢ Score: 92 Expact: ©.Ze-05% Matches: 17

GDP-dissociation inhibitor - mouse



Protein View

Match to:
Rho

GDIS MOUSE =Score:
GDP—-disscciation inhibitor 2 {(Eho

92 Expect:

&.1le—05

DI 2)

Found 1in search of pmf F4_12%939084&£105.txt

Hamlinal mass

(M) :

22705;

Calculated pI walue:

4.97

HMCBEI BLAST search of GDIS MOUSE against nr
Unformatted seguence string for pasting into other applicatiaons

TAXCIOmY .

Vvariable modificatiaons:
Cleavage by Trypsin:
Humber of mass values szarched:
Humber of mass wvalues matched:
Sequence Coverage:

Mus musculus

Bl%

Carbamidomesthyl
cuts C—term side of ER unless mext residuse is B

a7
17

Matched peptides shown in Bold Red

1
51
101
151

TEKDAQPOLE
LEDVEVWWADE
ECGIEYRVEIN
YEFLTFVEER

EADDDLDSEL
TVENVTVTEL
FEVHEDIVSG
PEGHMLARSTY

HYEPFPPOESL
SLNVCDSAPCE
LEYVQHTYRET
HMESFFTDDD

Show predictaed peptides also

[

Sort Peptides By

] @ Residue Number

Start
4

4
20
32
32
48
49
T
T
To
o5
113
123
137
137
174
18z

(Z), Deamidated

{Rho—GDI ata)

{(D4) . — Mus musculus [(Mouse).

EELQEMDEDD ESLTEYEETL
ITMDLTGDLE ALEEDTEVLE
GMEVDEATFM VESYCPRPEE

EQDHLTWEWN LATEEDWTE

) Increasing Mass

— End Obsa rved Mr{expt) Mre {calc)
- 19 1788, 8712 1787.8639 1787.7697
- 2B ZES4 . 535% 2853,  52Es8 2853, 3068
- 2B 1084, 666l 1083, 6588 1083, 6077
— 45 1ls80,. 8522 1879, 2449 1879 T5&0
- 45 1596, 8540 1695, 84867 1695, 7509
- &9 2291, 4194 2290, 4121 2290 .2897
- &9 2183, 3232 2162 . 3159 2162.1947
= 93 2516, 4006 2515, 3933 2515 . 2550
- 94 2644 . 5061 2643, 4988 2643, 3499
- 94 2660, 5107 265%, 5034 2659, 3448
- 10s 1469, 96838 l4e8. 8615 148 . 7562
- 12z 1072, 6B6E  1071. 6793 1071. 62898
- 129 966, 5283 365, 5210 S65.4719
- 182 2944 . 5640 2943, 5587 2943, 4000
- 182 Z980. 57824 2959, 5711 2959, 3950
- 194 2609, 3772 2808, 3699 208, 2234
- 194 1653, 91497 1852, 9124 1852 . 8311

(M), 0oxidation

(M)

) Decreasing Mass

=i =
53
57
47
53
57
53
56
55
56
&0
TZ
47
51
53
a0
56
49

Miss Sequendos

CHOOORRKEROOoOHKERRERODRS

RERRRARRANIDRARARRAR

LOAOPOLEEADDDLDSE . L
LOAOPOLEEADDDLODSELNYEPEPPFQE . S
. LNYEFFPQK .S

. ELQEMDEDDESLTE. ¥

. ELQEMDEDDESLTE. Y o<xidation (p)
. ETLLGDVEVVADETVENVTVTE. L

. TLLGDVEVVADEPTVEPHVTIVTE . L
LELVCDSAPGPITMDLTGDLEATLE . K Car
LLELVCDSAPGPITMDLTGDLEALEE . D Ca
LLELVCDSAPCGPITMDLTEDLEALEE . D Ca

DTFVLEEGIEYR .V

CNVHEDIVSCLE. Y

CEVOHTYR. T

ATFMVGSY GPRPEEYEFLTEFVEEAPK. 5
LATFMVGSY GPRPEEYEFLTEFVEEAPK. & O
. SFFTDDDEQDHLTWEWHLATIEKE . K
CQODHLTWEWNLATE . K



% Intensity

M22

4700 MS/MS Precursor 1084.67 Spec #1 MC[BP = 566.3, 1640]

. 566.2945
100 1639.€
90
80+
70+
60+
50+
40
30+
20+
70.0684
893.0237
104 38.964186.1076 469.2540 894.9951
228.1432 616.3188 )
136.0844 2021612 L o0 898.8758 oaos 1&84-6270
167.1144 . : 694.3531 .
250.12t52 i 438.9548 60l 2501 x 760.3415 877977  957.3831 8386
0 sl bl i R Mt e mw e kb W‘“"““ e bt : " ol ol o s N ‘“mu |
9.0 236.4 463.8 691.2 918.6 1146.0

Mass (m/z)



% Intensity

1007
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70
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70.0701

86|1033
123.1095

112.0846

6
f'!i

318
I

129.1108

M22

4700 MS/MS Precursor 1045.62 Spec #1 MC[BP = 860.9, 1326]

184.1409
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270.1552
202.1211

| 6.0968
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o e 1 LHL i m“.u.’.n Jl.\hm“uhmﬂn. TR P Y Y Y A
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359.

668.4203
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750.4384
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Rumiber of Hiks

Peptide Summary Report

Peptide Summary

Protein Sooee

Significance threshold p< 0.05

Show pop-ups @ Suppress pop-ups

| SelectAll | | SelectNone | | Search Selected
1. GOIS MOUSE Mass: 22705 Score: 37
Rho GDPF-disscciaticon inhibitor 2 (Rho GDI 2)

[]Check Lo include this hit in error tolerant search

Query
M 1

=}
14
M 33

E7l E

Obhse rved
986, 5283

1084. 666l
1788.8712

2163, 3232
ArdAd EREd

Mr {expt)

565
1083
1787

21e2
acda

L5210
. 6588
L8639

L3159
AGoa

Mr{caleg)

965.
1083.
1787.

2162,
qEAT

4719
aa77
7697

1947
Y1

ppm Mizs Score Expect Rank Unigue
50.
47.
52.
56.

C i

P = TS I I

Matches:
{BEho-G0I beta)

0

]
0
0

=

] ["1Error tolerant

S500)

31
7
1le

an
o

Max. number of hits AUTO

Standard scoring ' MudPIT scoring @ [ons score or expect cut-oft 0

Sequences:

0.18
30
9.1

0.077
Y|

Sort unassigned Decreasing Score

1

5
1
1

%

S(0)

= = = =

Help

Show sub-sets 0

Require bold red [

emPAI: [.45
{04d) .- Mus musculus (Mouse).

Peptide

K. YVQHTYR.T

K.LNYKFPPQE. 5

K. DRQPOLEEADDDLDSE . L

K. TLLGDVEVVADPTVENVTVTIR. L

O TOTYIIMEeEAE" DTTHETT™ NI FPATEFE i o



Protein View

Match to: GDIS MOUSE Zcore: 37
Rho GDP-disscciation inhibiter 2 (Rhe GDI 2)
Found in search of ppw_Fé_129930872005.txt

(Rho-GDI beta)

Nominal mass (M. ): 22705; Calculated pI value: 4.87

WCBI BLAST search of GDIS_MOUSE against nr
Unformatted sequence string for pasting into other applications

TaI{DHCI]'.I}’I Mus musculus

variable modifications: Carbamidomethyl (C),Deamidated (NQ),0xidation (M)
Cleavage by Trypsin: cuts C-term slde of ER unless next residus 15 F
Sequence Coverage: 39%

Matched peptides shown in Beld Red

1 TEXDAQPQLE EADDDLDSKL NYKPPPQKSL KELQEMDEDD ESLTEYKKTL
51 LGDVPVVADE TVENVTVTRL SLVCDSAPGP ITMDLTGDLE ALKKDTEVLE
101 EGIEYRVEIN FEVNEDIVSG LEYVOHTYRT GMRVDEATFM VGSYGFREEE
151 YEFLTPVEEAZ PEGMLARGTY HNESFFTDDD KQDHLTWEWN LAIEKEDWTE

| Show predicted peptides also ]

| SortPeptidesBy | 1@ Residue Number ( Increasing Mass  Decreasing Mass

(D4) .- Mus musculus (Mouse).

R. LSLVCDSAPGPITMDLTGDLEALKK.D cCarbamidomethyl (C)

(Ions score 16)

(Ions score 30)

Start - End Observed Mr{expt) Mr(calc) PEm Mizs Sequence
§ - 19 1788.8712 1787.8639 1787.7697 53 0 K DAQPQLEEADDDLDSKE. L
20 - 28 1084. 6661 1083.6588 1083.6077 47 0 K.LNYEPPPQK.S (Icns score 7)
49 - 69 2163.3232 2162.3159 2162.1947 56 0 K. TLLGDVEPVVADPTVENVTVTR.L
70 - 94 2644.5061 2643.4%988 2643.3459 56 1
123 - 129 9RE, 5283 G945.5210  965.4719 g1 0 E.YVOHTYE.T (Ions score 319



Sample M23

=>NR(2.00)[BP = 1515.8, 14221]

4700 Reflector Spec #1 MC
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Protein Scare

\\

\

B

N\

N

-

\

\\\

x‘b&l‘:ﬁx S D I D e R s

STH 0 JEcunn

pg=!
26
2 6

-
-
a

Matches:
Matches:
Matches:

.38
-3

]
1
1

Expect:
Expect:

Max. number of hits
Expect:

AUTO

Help

549
149
18

Score:
Socore:
Socore:

-
a

111802

Search Unmatched

115840
111787

— Mus musculus

Mass:

— Mus musculus

Mass:
Mass:

|Cuncise Protein Summary |
Significance threshold p<

0.05

.2

BCO39162 MNID:

AFZ289c64 NID:
ARHS 3048

AAFS5333

Re-Search all

ARH3IG]

Format As

Concise Protein Summary Report




Protein View

Match To: AAF99333 Score:
AF289664 MID : — Mus musculus

Found in search of E:ZDekstop 30.5.2Z011MusclehDekstop
“sample M23%pmf GE 1Z2Z9990B66106.THT

54 ExpectT: 0.38

Hominal mass (HM ) 115840; Calculated pI wvalus: &.07
HZCBI BLAST search of EAFSS333 against nr

Z.5.11\Muscle DUNMuscle data

Unformatted seguence string for pasting into other applications

Taxonomy: Mus muousculus

Links to retriewve other encries containing this seguence from

(no taxonomy informacion for

(o taxonomyw

This entrv)
information for this sntrv)
Variable modifications:
Cleavage by Trvpsin:
HMumber of mass values searched:
Humbesr of

Sequeance

Carbamidomechwvl
cuts C—tTerm side of
83
29

{(C) , Deamidated
ER unless

mass values matched:
Coverage: 24%

HMCBI Entre=:

(MQ) ,Oxidacion (M)

next residue is P

Matched peptides shown in

1
21
101
1531
201
251
301
351
4071
451
301
551
a0l
651
TO1L
T3
801
851
01
951
1001

MOEPSGLEPP
SPSSSGRATT
ETQFAPGOWR
TAEGSGSDTH
HMESSSHNLSDS
GVELDEPLGE
ETERMAMGVS
EISSTTALQE
KLOHEQYVAE
EEESITEGDL
LEESRVLOLE
LSASEEHQRD
QOATTEMMGL
EALVEGSIEME
QOHWREQLEE
EFLEEQISLA
LOCSROHSHVI
RAQVSALENE
QELLEEERSL
IRSLEEELTG
ALHNQROOVER

GREGCEHSSEV
VSEEPSPERR
VWV LODDEVGE
SVESLTAONL
GSVERGDEDL
MDGAVAGTEY
LLTHSESSSS
ALKEEQOHIE
AEEFKLORARL
TOTOLEHAR
EELSLERGET
STLLODEYEH
MDNWESELDS
HQLELGNLOA
QASQOHRLELQ
EEEMLOYEML
ESSDLSEETT
CESGEEEIDS
NELEVLLLEZR
LODEEESLSEQ
LVEALRGCSD

Bold Red

GRESVESSRASS
VSDDELGSDE
HMDGAVGEVRY
SLHSGTRTEP
HLGDRVLVGGS
FQCPEPEFGLE
ISSVSSVLSS
QLLAFRDLER
LVENVREEEY
IGELEQSLLL
EELQHCLLOS
MLETYQTEWVD
LESDHOKSLE
KHDLETRAMHG
EAQDOQCRDAD
QRAEROSROE
PMEETVECSLQ
LLEEKERRLER
MRHSESEPERD
RRYSLIDEBLS
RTQTISHSGES

WWASTSGESE
VWWGERVW WG
FECPALOGIE
LTEGRVIPLEE
TETGEVW
APTHEVIEIG
WEGERPSESGL
AEVAFLATSHI
DLSMOLEEER
EFAQARERLLE
GPPPADHFPERL
ELERAAMEEYRA
DLEATLNSGE
EEEEGLEOEL
LERAQELEGLD
AERTEREEELLWV
DELMNEEREDEEW
ELEAVIEETH
LSREVHEAEW
PPELLELQOHO
ANGTHQPDERL

T

W

EGSPLEEQAS
VEPGVVOYLG
TREPSELTRQP
SVLNSSVETG
ETDFAECEWC
FESTSPAKLE
LTETSSRYAR
CEVEEEIALL
BREVEDLOFREWV
ELADMRLTTV
AETLELRERL
QEVADLEAEY
GAROOKEIGEL
QEVQOEELAGL
VEYRGOAQAT
AENRLORARES
TALTSOMDML

RIFEQELEDD
LWVSTEDATLRD
HEQEDEH



% Intensity

100

90+

801

707

60

50

40

30

207

70.0741

44.054187-08

120.0895

8

12.0936 175.1206

4700 MS/MS Precursor 976.488 Spec #1 MC[BP = 343.2, 2779]

255.1482

272.1695

1545

343.2020

.1847

359.1156

M23

458.2235

430.1586

Mass (m/z)

556.2457
897

634.1930

848.3545

934.4517
9

2779.%

976.4149

978.3069




% Intensity

M23

4700 MS/MS Precursor 1045.61 Spec #1 MC[BP = 860.9, 2224]
860.9005
1007 2223
90-

801

707
38.9703

60

50

40+
862.8962

30
102.0888

385.2750

207 86/1003

175.1182

668.4127
467.3535 750.4485

649.9955

262.1504 1001.5156

1351 gysqrin Lo 480.2703 565.3604 | 6719720 7h1.3311
2480893 l#'3.0580430-2 76 A69. 5517'3529612.3'LO‘7 688.293 773.0

I Dbl Y L u“. TSRO0 ATV I e et Uik
i d i ;

447 666 885 1104
Mass (m/z)
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Peptide Summary Report

Peptide Summary

Significance threshold p< 0.03
Standard scoring ' MudPIT scoring @
Show pop-ups @ Suppress pop-ups

| SelectAll | | SelectMNone | | Search Selected |

39181
- Mus musculus

1. CAAZTA0G Mazs=: Sgore: &S

MMACTERZ2 NID:

Help
Max. number of hits AUTO
Show sub-sets 0

Require bold red [_]

[ons score or expect cut-off 0

Sort unassigned Decreasing Score

[T Error tolerant

Matches: 5(2) Seguences: (3} emPAI: .59

[Jcheck te include this hit in error tolerant search

Ouery Oh=erved Mr (expt) Me{cale)
1 945, 5899 344, 5826 44,5444
£ 1171.6173 1170.6100 1170.5638
12 1354.6886 1353.6813 1353.6161
14 1515.8197 1514.8124 1514.7419
26 1954.1547 1953.1474 1953.0571

ppm Miss Score Expect Rank Unigue Peptide

40.5 0 4z 0.014 1 ] R.AVFPSIVGE. 8

38,5 ] 4z 0.017 1 . BQGVMVGMGOE . D

48. 2 1 27 0.6 1 E.DSYVGEDEAQSER.

46. 6 o 1l 4.4 1 E.IWHHTFYHNELR.V

46. 2 0 37 0.032 1 R.VAPEEHPVLLTERPLNFPE. &L



Protein View

Match to:
MMACTEEZ MNID:

CARZT 304
- Mus musculus

Score: 55

Found 1n search of ppw _G&_12%330872106.txt

Momlnal mass

Moy : 3916l; calculated pI walue: 5.78

NCBI BLAST search of CAZ273%¢ against nr

Unformatted sequence string for pasting into other applications

Taxcnomy: Mus musculus

Links to retriewve other entries containing this sequence from WCBI Entrez:
(no taxonomy information for this entry)

Varilable modifications: Carbamidomethyl
Clsavage by Trypsin: cuts C-term side of KR unless next residus 1s F

Seduence Coverage:

17%

Matched peptides shown in Beld Red

1
21
101
151
201
251
30l

FRAVFESIVG
THWOCHEEIW
FHTPAMYVAI
ELDLAGRDLT
MATARSSSSL
TTFHSIMECD
IEIIAPPERK

RERHQGVMVEG
HETFYHELEV
QAVLSLYASG
DYLMEILTER
EESYELFDGEQ
VDIREDLYAN
YTEVHIGESTIL

MGOEDSYVGED
APEEHPVLLT
RTTGIVMDSG
GYSFTTTAER
VITIGNERFR
TVL3GGTTMY
ASLSTFOOMW

[ Show predicted peptides also

| Sort Peptides By

Start
3

14

25

59

70

- End Observed
- 11 945. 5899
- 24 1171.6173 1
- 36 1354, 6888 1
- 69 1515.8197 1
- 87 1954.1547 1

(Z), beamidated

EAQSERGILT
EAPLNFERNE
DEWVIHTVEIY
EIVEDIEEEL
CPEALFQPSE
FGIADEMORE
ISKEQEYDESG

Mr{expt) Mre{cale)
244, 5826 244 .5444
170.6100 1170.5638
353.6813 1353.6181
514.8124 1514.7419
853.1474 1953.0571

LEYPIEHGIV
EEMTOIMEET
EGYALFHAIL
CYVALDEFEQE
LGMESCEIHE
ITALAFSTME
PSIVHRECE

PFm
41
3%
48
47
13

(HO) , Oxidation

L R B = =

()

| ® Residue Number  Increasing Mass 0 Decreasing Mass

Miss Sequence

R.AVFPSIVGR. S

(Icns

SCore

R. HOQGVMVGHMGOE. D
K. DSYVGDEAQSER . G
K. IWHHTFYNELR. V

R. VAFEEHFVLLTEAFLNFE . A

(Ions

42)
scare 42)

27

(IoNs Score

(Ions score

13)

(Ions

SCore

17)



Sample M24

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1475.8, 16515]
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o T i
Fretein Score

Concise Protein Summary Report

| FormatAs | Concise Protein Summary - Help
Significance threshold p< 0.03 Max. number of hits AUTO

[ Re-SearchAll | [ Search Unmatched |

1. Q8ZQKZ MOUSE Mass: 1%11%3 Score: 64 Expect: 0.028 Matches: 2%
MEIAAQODS] proteln (Fragment).- Mus musculus (Mouse).
QBCGHS MOUSE Mass: 10edZl  Score: 51 Expect: 0.72 Matches: 4%
Iggapl protein (Fragment).- Mus musculus (Mouse).




Protein VWView

Match +to:

QEEQOFE:2 MOOSE =Scora:
MEIARODOOS]1 proteim {(Fragmsnt)

&d Expect:

O .o038

Found 1n sesarch of pmf HS 1299290868107 .LtxtC

Hominal mass

H_-BPEI BLAST
Tnformattead

TAaXoIoInys -

[ B
s=arch
se il

|y

.= Muas muasculus {(Mouseae)
1S1193; CTalculated pI wvalus=s: &. 15
of OSEZoKZ2 MOUSE agalnst nro

s il =

culus=s

Links to retrisve

(NS Caxonomy

Wardakble modifications:
by Trypsin:

Humb=sr of mass wvaluses
Humbsr of mass wvalues
Cowver age s

Cleawvage

Seguence

Matched peptid=es

otfther entriss containing this
informaticon for this aentryl

s

Carbamidoms=sthil
cuts C—term side of ER unless
scarcheaed:
matched:

120
&5

shown 1in Bold Red

1 LLLLESPASS RSLERFLTGDL DSALRMSAAEER
51 TAREEMDEERERE QOHNVAYEYLCH LEEAFKRWHES
101 YLAKLSHEFS PEVVSLEKIY DREQTRYEALT
151 CSLPEIFYEET TDIYDRENMP RCIYCIHALS
201 FTEEEINNME IELEEKYCSIOM PAFSEICCSIL
251 ATDEEVALDT FTALEMPHAM LVHLEEGCLALE
301 TENSDRERDV YEELLTOAERT OCSHVHEVHNTS
251 ALQSLAT.CLE SLOTOMEDWY MFEOLOS DO
401 AANSARAOOSYD RRLABAVAMLIN ALRTQOESTAEER
451 DLYQEELATL QOQOSPEHSLT HPELTVAVEM
501 KOLSSSWVIGSL THIEEEMCOR YLDELMELES
551 HVHNLVVHEEH ERTILATCSLIN EBEALDESDRGE
601 QHYQDTLIRA EREEKASETOD ESAVLWLDET
€51 ISAINEAVDS CDVCRTLSAL RSPOWVSLYGW
701l ARMRCDHNMSEKWY EHNVECSCSYHY YHHLETORAGE
751 SSISCEVTALY MNREQLWLANE GCLITELORASC
801 PAITCIOSOW RSYHOEKAYO DRLAYLHSHE
851 DELOYFEDHI MDIIKIQAFI RANKARDDYE
201 DOSDODFOEE LDLMEMREEYV ITLIRSHQOL
951 LODVVSHSEKK LTEEHNHKEQLS DMMMINKOQES
1001 YLLOTHMPTYL AKLIFOMEPQON KSTEFMODSWI
1051 OTALOEETITES KVDOQISQEIVT GHME TWIERW
1101 KEEIMDDESLHN IKTDEPVOIYE SWYWHOMESST
1151 VHETRLDHSIE MMEAVTDEFL SATVESVDEIL
1201 DAGCEDELLEI IGHNLLYYRYM HNPAIVAEDAE
1251 SIAKMLOHMALR SHEMEFLSDNA HLSITHEYLS
1301 DEFHNVDEYSD LVILTEKFWIY ISIGCEIIMNTEH
1351 LLODDLGSEVET ITESLIGCESCE HSHODEHEEAL
1401 AEMDARTILL MNTERLIVODWVI RFOQPEETLTE
1451 RAIRDAKTPD HKMEKSKPMEKE DMHNLSLOERK
1501 EYQELINDIA EDIRNORRYERE ORREAELWVEL
1551 YESYIKTCLD MLASKOEVSE HKPREMEGCHES
1601 IEDLOAHOFE NVIFEISFTE EVGSDFEWRERAE
1651 YECVAVMELF DEAKVHNVHLL IFLLEEKEYS
[ Show predicted peptides also ]

[ Sort Peptides By

] @ Residus

MNumber

(), Deamldated

WDELESWVWEFRFH
CLEZECDLFEFTT
SCLHFEHTLCEW
LYLFELGLAE
AMELSWVDODES D
TYODVLYCOMK
SALANT SI.ATL
KROSSOTDFEL
TV LE LMNE ER
LE=SWVALIMNER
AR HAENMNAFEF T
TLOALOTIESS
EEIWOSTTE D
IFECZETYERS
WAEFFDFEWON
REYLVROEFR
DEWWEICSLA
TLINAEDE EM
END LM LMD I K
ELEKEALSEKEKER
FTLYMNMY ARSI
SFHEBEEZAFSON
SEASELEPYDW
EYEMEF I A EW
OTT LS AEE0
OSYOKFREFFEF
TLLLOHODAT
AKTEVSLTLT
ILETPATHED
EEREI T SLEKL
OOTYSALNSK
HEISLEYTAR
E M= -TE TFEFMM
EL

Increasing Mass o

— End Olbsae rwecd M {expt) Mr {calc)
- 55 110%. 54432 1108 . 5270 1108 . 4708
— 59 1lz2e5. To4a42 lasd. a369 124 . 5717
— T5 lgss. 0121 1es7. 0108 l1l28aes. 245
— 1Z2sa 1081 . 5437 1o080. 53264 1020 . 5200
— 1=5 o9z, 5S634 1091. 5561 1091 .587a
— 15 Z231 5. 2412 2F14. 2244 2214 .14=24

string for pasting into other applications

saeguence from NMCBI

(B, Oxddation

Entre=z:

next residus 1s F

T ESVLOHERL
ELEECLEMIW
I oWLMAMDE T
O ICDL Y SEWD
LHAAWVIAINE
ODEMTHARENE
EoCCAVTLLE
OEEEWVOASWVD
OLEP OV Y EF RN
LES GDMTTWVW
TWHDISERCWD
HLE GV LAEWVE
ToOEACRFA LG
DLAEAKKHERL
SVoOLSEEEIQ
SEMHELEEST
EMHEHOARKRY R
IVVREEVHLL
IGCLLVEHNKIT
EELEAYQHLE
REEYLLLERLE
ALRQILAPRWVW
TPEQARLSHEE
LEDSLHEKEFP
LT TOORENLG
WV ARCDVEELQ
AFEHNDFIHE
HEFDWVE GCDERN
EAEHQRAMIER
TELGSTWVDEEN
ATEFYCEQWDY
ELHEKCVLLE
LEYQDLLOLO

i

HEHOKON

Decreasing hWMass

[ ]
S oue riae
. LTAREEMDER . R Oxddation (M)
. LTAREEMDERRE . R Cxmildation (M)

OV AYEYLOCOCHLEEARK . R
. I¥YDREQTER . ¥ Deamildated
. ¥YEATCGLHFR . H
CTHMPRCIYCTHALSLYLFE . L

Carbamidc
(PIC D

ATREDA

2 Carkb



% Intensity

100+ 102.0894
90+
80+
70+
60+
184.1635
38.9650
50+
40+
30+
123.1169
20+
84,0808
22(9903
104 202.1093
44.04 166.1499
/ $1.071
Sogst 129.1055186.1429
0 -t T P WL AR
9.0 229.4

302.1904

285.1588

|
p84.1725

37

M24

4700 MS/MS Precursor 1051.75 Spec #1 MC[BP = 102.1, 1283]

861.0713

862.9785

1282.€

Mass (m/z)

385.2601
467.3356
668.4158
750.4968
868.5274
839
585.3417 650.0104
841
.0882424.2739 485.2731 14 674.0066 | gaH
540.09 618. 2090 157 7 8.4093791_06
l..”\‘Lu..uL P N oA Mo AP Jhm,mu.m...n.h.m.m..u.m..hmummmmmmlmn : AL v lu
449.8 670.2




% Intensity

4700 MS/MS Precursor 1090.58 Spec #1 MC[BP = 175.1, 1795]

M24

. 175.1142
100 1794.¢
90
80
701
60
50
86.1002
401
70/0687
30
112.0860
1090.5094
20+ 840732
104.0558159.0982
38.9634 201.1259
L 129.1051
101 | 440p3F 155.0054 290.1435 357.1826 3
74.0628 173 1355 243.1065 3002310 4732643  553.2896 614.2303 739.2794
H9( d5los! i j 12
.l 2 M‘ :;.li:i'. 7_1111 3631639 | A45.2292_ 749.2689 o,
‘.‘A.nu".‘im.hh.mmu A 1, W0 0 L g i, ) u et s
0 [l” M ‘L T T T T
9.0 237.6 466.2 694.8 1152.0

Mass (m/z)




3]
£ 43
2 4
8 3
o 3
L
E | 20
15
10
)
I:I'I]'Il!lll‘l-ll'llI1I]*'I1
i £5 54 75 16
Probain Scorg
Peptide Summary Report
Peptide Summary : Help
Significance threshold p< 0.0 Max. number of hits AUTO
Standard scoring 0 MudPIT scoring @ lons score or expect cut-off 0 Show sub-sets 0
Show pop-ups @ Suppress pop-ups ' Sort unassigned Decreasing Score - Require bold red []

| SelectAll | | SelectNone | | SearchSelected | [7Error tolerant

1. QITK56 MOUSE Mass: 10117 Score: 50 Matches: 2(l) Sequences: 2(1) emPAI: 0.70
Blastocyst blastocyst cDWA, RIKEN full-length enriched library, clone:I1c0034H10 product:actin related proteln 2/

[check to include this hit in error tolerant search

Query Observed Mr{expt) Mrecale) ppm  Mizs Score Expect Rank Unique Peptide
1070.6798 1069.6725 1069.6244 45.0 O 16 2.5 1 U K.ALAAGGVGSIVR.V

4
44 2131.1230 2130.1157 2130.0018 53.5 O a0 3e-07 1 U K.GFESPSDNSSAVLLOWHEE . A



Protein View

Match to: Q3TKSé MOUSE Score: 90
Blastocyst blastocyst cDNA, RIKEN full-length enriched library, clone:I1C0034H10 preduct:actin related protein 2/3
Found in search of ppw_H&_129930872207.txt

Nominal mass (M_): 10117; calculated pI value: 9.79
NCBI BLAST search of Q3TKSe_MOUSE against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Mus mus culus

Links to retrieve other entries containing this sequence from NCBI Entrez:
(no taxonomy informaticn for this entry)

Variable modifications: Carbamidomethyl (C),Deamidated (NQ),Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residue 1s F
Sequence Coverage: 32%

Matched peptides shown in Bold Red

1 ALENFPINTE SQAVKDRAGS IVLEVLISFE ANDIEKAV(QS LDENGVDLLM
21 KYIYEGFESF SDNSSAVLL() WHERALAAGG VGSIVRVLTA RETV

[ Show predicted peptides also ]

| SortPeplidesBy | © Residue Number O Increasing Mass ) Decreasing Mass

start - End Observed Mr{expt) Mr(calg) PEm Miszs Sequence
56 - 74 2131.1230 2130.1157 2130.0018 53 0 K.GFESPSDNSSAVLLOWHEK.A (Ions score 90)
75 - 86 1070. 6798 1069.6725 1069.6244 45 0 K. ALARGGVGSIVR.V (Icns score 16)




Sample M25

=>NR(2.00)[BP = 2785.5, 12229]

4700 Reflector Spec #1 MC
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% Intensity

100
90+
80+
707
60
38.9647
50+
40+
307 102.0824
86,0965
20+
22|9889
87,0856
10+
60.0p238
30,0360 1115.087Q
p 11410104 a
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270.1377
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252.1248 55
12,1453 |
LT T VL O A

M25

4700 MS/MS Precursor 1045.61 Spec #1 MC[BP =860.9, 1151]

860.8899
1151.1
362.8961
385.2684
668.4013 fp5.0562
673 750.4478
467.3557 4o7.0111
649.9788 83819144 951.4382
h624 585.3503 2h1 3074 1002.3373
489.248 ] 671.9414 3 459 839 ] da
1861411.2938 5401185 05 0725 686.3442, | [56.368780g dj¥ o AT '2655M047.358)
b ab P A M mmmmu..mmhn.m.m.m.m.mh oot y L ! i " s
447.4 666.6 885.8 1105.0

Mass (m/z)



% Intensity

M25

4700 MS/MS Precursor 996.633 Spec #1 MC[BP = 216.1, 1537]

100- 216.1218 15374

90+

80

707

60

501 499.2855

123.1185 298.1991
40+
30+
581.3555
201 84.0884
782.4185
70(0715
10 38.9685 86.104
1)5.0494 1751246 2811811 955.2014
2219946 |74(0828 20p.1149 459.2471 821.4627 d
1465|0677 . . 625.2617 699.3221 IR . _949.9193
767 90917 2724879 357.2191406.2918 sg pods | a5 0839] - 640 1956 749.4998 175784 900.SH0R 998.4602
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Mass (m/z)



Sample M26

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1298.8, 57153]
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W L 45 2
Fretein Score

Concise Protein Summary Report

Concise Profein Summary - Help

Significance threshold p< 0.05 Max. number of hits AUTO

Re-Seacn Al | [ Search Unmalched |

1. Mixture 1  Total score: 181  Expect: 7.3e-14 Matches: 45
Components (only one family member shown for each component):
QID1R6 MOUSE  Mass: 32804  Score: 167  Expect: 1.8e-12 Matches: 35
18-day embryo whole body cDNA, RIKEN full-length enriched 1ibrary, clone:1100001K11 product:tropomyosin 2, beta, full insert sequ
QICY74 MOUSE  Mass: 17643  Scora: 53 Expact: (.43 Matches: 11
§ days embryo whole body cDNA, RIKEN full-length enriched 1ibrary, clone:5730392G18 product:RIKEN cDNA 5730392G18.- Mus musculus



Protein View

Match

Found imn

Hominzal mass

to:

[

Q9D1REe MOUSE Soora:
18—day embryo whole body cDHA,
scarch of pmi J6 129930866202 .txt

32804;

NCBI BLAST search of Q2DIRG

Unformatted

TaXOnNoImy =

167 Expect:
RIKEN full—length enriched library,

Calculated pI wvalue:
MOUSE agalnst nr

Sedquence sl:r‘_ng

Mus musculus
Links to retriewve other entries containing this seguence from NCBI

1.8=a—12

(no taxonomy i1nformation Lfor this entry)

Variable modifications:
Cleavage by Trypsin:

Humber of mass wvalues
Humber of mass walues
Sequence Coverage:

Matched peptides

1
51
101
151
201
251

MDA TEFEEMOM
ECTEDEVEEY
RAQERLATAL
AKHIAEDSDR
THNNLESLERLQ
KTIDDLEDEWV

TO%

LELDEEMAID
SESVEDAQER
OHLEEAEEAR
EYEEVARKLY
ADEYSTHEEDE
YAQEMKYEAT

Carbamidomethyl
cuts C—term side of KR unless mext residue 1s
searched:
matched:

129
35

shown in Bold Red

RADEAEADKE
LEQARKFLTD
DESERGMEWI
ILECELERSE
YEEEIKLLEE
SEELDNALKND

[ Show predicited peptides also

[ Sort Peplides By

| & Residue Mumber

179
183
190
190
190
206
218
234
252

(C), Deamidated

GARDRCEQOLE

AEADVASLNE
ENRAMEDEEE
ERAEVARESEC
KLEEAETRAE
ITSL

1 Increasing Mass

— End Obhsarved Mr (expit) Mr{calc)
— 21 1073 .6161 1072. 6088 1072.5513
- 37 D06 . 49229 905. 4856 905. 4025
— 48 1576 .7727 1575. 7Te54 1575.7450
— 48 16321 .89289 1630. 8916 1E630.7984
— 48 1343.749232 1342, 7420 1242. 6728
— 49 1471.8601 1470. 8528 1470.7678
— 49 1475.8446 1474.8373 1474.703g
— 59 1147 . 6428 1146. 6355 1146.5762
— &5 1599 .8319 1598. 8246 i1598.7311
— 70 1283 .6857 1282. 6724 i12g2.6041
- TE i1zge.70732 iza7. 7000 1287.6306
— 90 1460.8223 1459. 28150 1459. 7267
— 90 13322 .7152 1331.7079 1231. 6317
— 91 1488 .8296 1487 .8223 14287 .732g
— 101 1399.8350 1398.8277 12928. 7467
— 101 1243 . 7239 1242 7166 1242 . 6456
— 105 1727 . 9966 1726.9893 1726.22849
— 125 1476 .T7T25 14T75. TE52 1475. 67329
— 149 1149.6221 1148.6148 11428.5569
— 149 1165.6195 1164. 6122 1164.5518
— 152 1510.8165 1509, 28092 1509.7054
— 160 942 . 4771 941 . 46928 941 . 4203
— 161 1070.5200 1069. 5727 1069, 5152
— 178 1292 .8428 1297. 8355 1297.7605
— 178 1170 .7357 1169, 7284 1169. 6656
— 182 1671.9833 1LE67T0.92760 1670.82839
— 189 1234 . 6641 1233. 6568 1233.58327
— 198 17492 .92827 1748, 9754 1742.2132
— 198 1092 .5413 1091.5340 1091. 4205
— 205 1217 .99224 1816. 2851 1816.9240
— 205 1875.0626 1874.0553 1873.9455
— 217 1340.7412 1339. 7339 1239, 6619
— 226 1182 .6132 i181. 6059 1181.5452
— 244 1308.7366 1307.7293 1207.6106
— 264 1538 .80532 1537. 79820 1537.714g

for pasting into other applications

EEQOALOKKL
RIQLVEEELD
MELOEMOLEE
COLEEELEIV
FAERSWVAKLE

Ml

0 e Qe O O DD e O RO R D

(HQ) , Oxldation

R LR P PP PR PP P PP EE PP PR PR

clone: 1100001K1]1 produact:tropomyosin 2, beta,

Entre=:

(B2}
=

Decreasing Mass

- DARDRCE . O Carbamidomethyl (C)
. CEQLEEEQOAT.OF . E 2 Deamidated (NO)
. CEQLEEEQOMRT.OF . K Carbamidomethyl (C)

4 Deamidated (HQ)

.ATDAEADVASLNR. R

. ATDAEADVASLNEE. I
.RIOLVEEELDR. A
IQLVEEELDR . A
IQLVEEELDRAQER. L

. LEEAEKAMADESER . o

. MELOEMQLE . E
.MELOEMOLE .E oxidation
ME LEEAK . H
.HIAEDSDR.K

(B}

Deamildated (MNQ) 7

INILEGELERSEER. A
SEERFAEVAESK. C
LAEVAESKCCDLEEELK . I

CEDLEEELK . T Carbamidomethyl
LCCDLEEELEKIVINNLE. S
CEDLEEELEIVTHNNLE . S
SLEAQADEYSTEK . E

. EDEYEEEIK.L

. EAETRAEFAER. S

. TIDDLEDEV YAQK . M

(=)

Carbamidomethyl (C)

2 Ooxidation

full

(L)



% Intensity

4700 MS/MS Precursor 1243.72 Spec #1 MC[BP = 175.1, 6847]

) 175.1109
100 6847.:

901

80

707

607

86.0986
507

407 242.1414

301
355.2173

20 112.083]

403.2061

532.2461 661.2798
243.696%

273.1089
388.1190 1245.5309

165 344.191 454.2708
225,120 470.247 583.3176 790.3227 1002.4364
3721603 : 715.3372 889.3777 _
T o0, L 542359 | ) 1o2g.3070  [1129-622412038917
B 1 T T

Vecicnalhokoi 2922800 b K 8003088, L |
270 531 792 1053 1314

Mass (m/z)




% Intensity

4700 MS/MS Precursor 1170.74 Spec #1 MC[BP = 86.1, 5248]

86.0985

100 : 5248.¢
90
80
707 175.1095
60
50
401 213.1497
326.2253 603.2652
30
207 1170.6844
70,0685 417.2296
72.0849 1851649
10
2431205304.1570 400 000 1172.5284
44.04d0 15P10874 |)d9 130 e 542.2421
-4+ 0.087 455.2725 . 845.3654
\JHF “0 % O L8{4' 4l 122% 9%'119%[358'2 ° psp.1867 21001572, 0 f 412803 754.3926 ' 9584846 1057 peep 1129.5684
o & .,“JH bl s | b i o A L i Mtsoho T ‘ i ot L““W“‘W‘“MM
9.0 254.6 500.2 745.8 991.4 1237.0

Mass (m/z)
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Peptide Summary Report

Peptide Summary

Significance threshold p< 0.05

Standard scoring ) MudPIT scoring @ Ions score or expect cut-off 0

I B 7

L]
R0

Fretein Tooce

Show pop-ups @ Suppress pop-ups

)

| SelectAll | | SelectMone | | Search Selected
1. THMEREE Mass: 3ZB17 Score: 420
tropomyosin beta chain, skeletal

[Flcheck to include

Query Observed

IF| 1 242,
7] 2 1073.
1 3 10%92.
7] 5 1170.
Fil & 1182.
73 7 1243,
F]| B 1298.
Fil o 1343,
F| 10 1389,
7] 11 1460.
<1 1z 147s.
7| 13 1488.
7] 14 1538.
1 1s 1631.
7| 17 1727.

4771
6161
5413
T357
6132
TZ239
8428
74393
8350
8223
7725
8296
8053
89289
9966

this hit in error tolerant search

Mr {expt)

241.
1072.
1091.
1169.
iis1.
1z42.
1297,
1342,
1398.
1459,
1475.
1487.
1537.
1630.
1726.

4698
6088
5340
TZg4
6059
T166
8355
T4Z0
8277
8150
7652
8223
7980
8916
9893

Mr (calc)

941.
1072.
1091.
1169,
11i81.
1242,
1297,
1342,
1398,
1459,
1475.
1487.
1537.
16830.
1726.

4203
5513
4805
6656
5452
6456
T605
6728
T467
T267
6739
T3z28
T1l48
7984
g249

Max. number of hits AUTO

Sort unassigned Decreasing Score

[T Error tolerant

ppm Miss Score Expect Rank Unigue
52.

53.
49,
53.
51.
57.
57.
51.
58.
60.
61.
60.
54.
57.
60.

Matches:
muscle [wvalidated]

LS T R T ¥ =T I - O - I RS I S S I

1)

HoHOHMMERGORGSREOO R

15(12)

46
37
55
Te
35
65
a8z
57
16
T2
74
33
85
85
51

3.

8.

Seguences:
— rabbit

0.0052
0.048
0.001

. 3e—06

0.051

Ta—05

le—07

0.0005

4

. 6a—05

. 42—-05
0.14

le—06

le—07

0.0017

15(12)
(tentative seqguence)

H B HEHBHEBHERERERBEREHEERBHMH

Help

Show sub-sets 0
Require bold red ]

emPAT: &.20

REARAAD AN D AR R AN

Feptide
. HIREDSDR. K

LDEEMAIDR.A
CCDLEEELK.I + Carbamidomethyl (C)
LVILECELER. S

EDKYEEEIK.L

IQLVEEELDR.A

KLVILEGELER. S

QLEEEQOALOE. K

RIQLVEEELDR. A

KATDAEADVASLNE. R

LEEAEKAADESER. G

ATDAEADVASLNER. I

TIDDLEDEVYAQE . M

CEQLEEEQUALQE.K + Carbamidomethyl (C)

. IQLVEEELDRAQER. L



Protein View

Mattch to: TMEBB Score: 420
tropomyosin beta chain, skeletal mascle [validated] -—
Found in search of ppw J6 129930872509 .txt

rabbit (tentative seguence)

mominal mass (M ) : 32817; calculated pI wvalue: 4.66
NCBI BLAST search of TMREE against nr

Unformatted seguence string for pasting into other applications

Taxonomy: Qryctolagus cuniculus
Links to retriewve other entries contalning this seguence from NCBI Entrez:
(no taxonomy information for this entry)
({no taxonomy information for this entry)
(no taxonomy information for this entry)
{nce Caxonomy informaticon for this entry)
(no taxonomy information for this entry)
(no taxonomy information for this entry)
(no taxonomy information for this entry)
(no taxonomy information for this entry)
(no taxonomy information for this entry)
{nce Caxonomy informaticon for this entry)
Variable modifications: Carbamidomethyl (C), Deamidated (HQ),Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR unless next residue 1s P
Sequence Coverage: 40%

Matched peptides shown in Bold Red

1 MDAIKEEMOM LEKLDEENAID RAEQAEADEE OQAEDRCEKQLE EEQQALOKEL

51 KCTEDEVEEY SESVEDAOEK LEQAEKKATD AEADVASLNR RIQLVEEELD
101 RAQERLATAL QKLEEAEKAA DESERCMEVI ENRAMEKDEEE MELQEMOLEKE
151 AKHIAEDSDR KYEEVARKLV ILECELERSE ERAEVAESKC GDLEEELKTV
201 THNLKSLEAQ ADKYSTKEDE YEEEIKLLEE KLKEAETRAE FAERSVAKLE
251 KTIDDLEDEV YAQEMEYHKAI SEELDNALND ITSL

[ Show predicted peptides also ]
[ SortPeplides By | @& Residue Number ) Increasing Mass ¢ Decreasing Mass
Start — End Observed Mr {expt) Mr(calc) PEmMm Miss Seguence

13 — 21 1073.6161 1072.6088 1072.5513 54 1 K.LDKEMAIDR.A (Icns score 37)

26 — 48 1621.8989 1630.8916 1630.7984 57 1 R.CEQLEEEQQALQE.K cCarbamidomethyl (C) (Ions score £5)

g — 48 1343.7493 1342.7420 1342.6728 52 0 K.QLEEEQQALQK.K (Icns score 57)

77 — 90 1460.8223 145%.8150 1459.7267 61 1 K.KATDAEADVASLMNR.R (Ions score 72

78 — 91 1488 .8296 1487.8223 14B87.7328 60 1 K.ATDAEADVASLNRR.I (Ions score 33

51 — 101 1399.8350 1398.8277 1398.7467 58 1 R.RIQLVEEELDR.A (Ions score 16)

92 — 101 1243.7239 1242.7166 1242.6456 57 0 R.IQLVEEELDR.A (Ions score 65)

92 — 105 1727 .9966 1726.9893 1726.8849 60 1 R.IQLVEEELDRAQER.L (Icns score 51)
113 — 125 1476.7725 1475.7652 1475.6739 62 1 K.LEEAEKAADESER.Z (Ions score 74)
153 — 160 942 .4771 941. 4698 541.4203 53 0 K.HIAEDSDR.K (Ions score 46)

168 — 178 1298.8428 1297.8355 1297.7605 58 1 R.EKIVILEGELER.S (Ions score 82)

169 — 178 1170.7357 116%.7284 1169.6656 54 0 K.LVILEGELER.S (Ions score 76)

150 — 198 109%2.5413 1091.5340 1091.4805 49 0 KE.CCDLEEELK.I Carbamidomethyl (C) (Ions score 55)
218 — 226 1182.6132 1181.6059 1181.5452 51 1 K.EDKYEEEIK.L (Icns score 35)

252 — 264 1528.8053 1537.7980 1537.7148 54 0 K.TIDDLEDEVYAQK.M (Ions score 85)




Sample M27

4700 Reflector Spec #1 MC

>NR(2.00)[BP = 1243.7, 68319]

6.8E+

6TELEVCT

crv8vIET

¢908°€60¢ |

G€09°¢86¢

8109¢S8¢C__|

0TTS'SL.¢C
€00T°€69¢

0€9€°0TYC
0LLE€°8¢EC

(VTASTA 0} 4
9291°'691¢

0991 'v10Z ]

TEET096T _——=
66,0 T68T—

L20T°008T =
1200°82.1 —

GC16'8891

—_—

¢0v6'9T9T 3
LEEBCSSTS

G9T18'8EST

€/28°09pT £c08°9Z7T—
1TSS ETV I

00cLceET J

00¥8'66ET

82v./GCT =

9¢99°S61
GL99°TETT =

88T9'EL0T  gogopoor
VTEG'E86

L9EL98TT

100+

90+

80+

70+

Q181926

: : : : :
o o o o o o o
™ N —

© Lo <

Ayisualu| 9

4013.0

3390.2

2767.4

2144.6

1521.8

899.0

Mass (m/z)



[ =

g
i
i NN
i e
Eiﬁ RN
D,
g NN
N
o
q I"\.I 1 ! | L] HI L |
L 8l 108 120 L0

Frotein Score

Concise Protein Summary Report

Concise Protein Summary - Help

Significance threshold p< 0.05 Max. number of hits AUTO

[ Re-Search Al ] [ Search Unmatched ]

1. IMEBA Mass: 3i661 Score: 126 Expect: Z.3e-0f Matches: 31
tropomyosin alpha chain, cardiac and skeletal muscle [validated] - rabbit
Q8BSH3 MOUSE Mass: 12679 Score: 111 Expect: 7.3e-07 Matches: 29
12 days embryo male wolffian duct includes surrounding region cCHMAR, RIEKEN full-length enriched library, clone:67204771Z4
B39816 Mass: 32689 Scora: 94 Expact: 3.8e-05 Matches: 28
tropomyosin 2, fibroblast - rat
Q99PEE MOUSE Mass: 1525 Scora: 33 Expect: 48 Matches: 3
Adenosine kinase (EC 2.7.1.20) (Fragment).- Mus musculus (Mouse).




Protein View

Match to: TMRBA Score: 126 Expect: 2. 3e—08
tropomyosin alpha chain, cardiac and skeletal muascle
Found in search of pmf K& 129990866210.txt

[validated] — rabbit

Hominal mass (M) : 32661; Calculated pIl walus: 4.69
HCBEI BLAST search of TMREA agalinst nr

Unformatited seguence string for pasting into other applicatlions

Taxonomy: Ooryctolaogus cuniculus
Links to retriewe other entries containing this seguence from WCBI Entre=z:

fno taxonomy information for this entry)
({no taxonomy information for this entry)
({no taxonomy 1information for this entry)
(no taxonomy 1information for this entry)
(no taxonomy 1information for this entry)
fno taxonomy information for this entry)
(no taxonomy information for this entry)
(no taxonomy 1information for this entry)
(no taxonomy 1information for this entry)
(no taxonomy 1information for this entry)
Wariable modifications: Carbamidomethyl (C), Deamidated (WNQ),Ooxidation (M)
Cleawvage by Trypsin: cuts C—term side of KR unless next residue i1s P
Humber of mass wvalues searched: 142
Humber of mass wvalues matched: 31
Sequence Coverage: 69%
Matched peptides shown in Bold Red
1 MDAIKKHKMOM LELDEENALD RAEQARADKE AARFRDRSEKQLE DELVSLOKKL
51 HGTEDELDEY SEALFKDAQJER LELARKKATD AEADVASLNE RIQLVEEELD
101 RAQERLATAL QELEEAEHAA DESERCMEVI ESRAOKDEEE MEIQEIQLEERE
151 AFKHIAEDADE EYyYyEEVARKLV ITESDLERAE ERAELSECHKC AELEEELETV
201 THNLES AEFYSQOHKEDE YEEEITEVLSD KLEEAETREAE FAERSVITELE
251 ESIDDLEDEL YAQEKLEYHAT SEELDHALND MTSI
I Show predicted peptides also ]
[ Sort Peptides By | @ Residue Mumber ¢ Increasing Mass ¢ Decreasing Mass
Start — End Obhserved Mr (expit) Mr (calc) PEm Miss Seguence
13 — 21 1073 . 6185 1072. 6112 1072 .5513 56 1 E.LDEEHNALDER.RA
16 — 29 1560 . 8030 155%. 7957 1559.7063 57 1 E.EHNALDRAEJQAFEADE.HE Deamidated (KO)
22 — 30 2989 . 5439 988. 5366 S88 . 4825 55 1 R.AEQAEADEE .M
36 — 48 1516.9116 1515.9043 1515.8144 59 1 R.SEQLEDELVSLQE.K
38 — 48 1301.7655 1300. 7582 1300.6874 54 0 K.QLEDELVSLOK.EK
52 — 65 1597 .8563 1596. 8490 1596.7519 61 1 K.GTEDELDEYSEALK.D
66 — T& 1273 .7345 1272.7272 1272 . 6561 56 1 EK.DAQEELELAEK.EK
78 — 90 1332 .7179 1331. 7106 1331 .6317 59 0 E.ATDAEADVASLNE.R
TE — 91 1488 . 8333 1487 .826a0 1487 .7328 63 i K. ATDAEADVASLNER. I
91 — 101 1399 8395 1z98. 8322 1398 . 7467 61 i R. EREIQLVEEELDR. A
22 — 101 1243 .7312 1242. 7239 1242.6456 63 0 R.IQLVEEELDR.A
92 — 105 1728 . 0024 1726. 9951 1726.8849 64 1 ER.IQLVEEELDRAQER.L
137 — 149 1632 .9154 1631. 9081 16321.8076 62 1 EK.DEEEMEIQEIQLE.E
141 — 149 1131 .6&6670 1130. 6597 1130. 6005 52 0 K. MEIQEIQLK.E
141 — 149 1147 . 6593 1146. 6520 1146 . 5954 49 o E. MEITQETQLEK . E Oxidation (M)
141 — 152 1460.8265 1459. 81592 1459.7592 41 1 EK.MEIQEIQLKEAK.H Deamlidated (HNQ)
141 — 152 1475 . 8484 1474. 8411 1474 .7701 48 1 K. MEIQEIQLKEAK.H Ooxidation (M)
141 — 152 1476 .8030 1475. 7957 1475.7541 28 1 K. MEIQEIQLEKEAK.H Deamidated (NQ): Oxidation
1532 — 160 926.4818 925. 4745 925. 4253 53 0 EK.HIAEDADR.EK
153 — 161 1054 5851 1052.5778 1053 . 5203 55 i EKE.HIAEDADRE .Y
168 — 178 1314 . 8416 1312.8343 1313.7554 [ )] i R.ELVIIESDLER. A
169 — 178 1186.7365 1185. 7252 1185. 6605 58 0 K.LVIIESDLER.A
169 — 182 1671 .9976 1670. 9903 1670.8839 64 1 EK.LVIIESDLERAEER.RA
190 — 198 1120.5782 111%. 5709 1119.5117 53 0 K.CAELEEELEK.T Carbamidomethyl (C})
190 — 205 ig91.0714 1890. 0641 i889. 9404 65 1 EKE.CAELEEELKTVTHNHNLE.S Carbamidomethyl (C)
199 — 213 1648 . 9156 1647 . 9083 1647 . 8203 53 i K. TWINNLESLEMDAEE .Y 3 Deamidated (maQ)
218 — 226 1182 . 6207 1181. 6134 118l .5452 58 i K. EDEYEEEIEK .V
234 — 244 1308 .7417 1307. 7344 1307.6106 a5 1 K.EAETRAEFAER.S
252 — 264 1538 .8136 1537. 8063 1537.7148 &0 0 K.SIDDLEDELYAQK.L
269 — 284 1758 . 9299 1757. 9226 1757 .8141 62 0 K.AISEELDHALNDMTSI.—
269 — 284 1774 . 9274 ATT2. 9201 A7TT7T3.8091 63 o K. ATSEELDHALNDMTSI . — oxidation (M)

{B)
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4700 MS/MS Precursor 1314.84 Spec #1 MC[BP = 86.1, 3006]

86.1043
3006.1
175 1182 417.2356
84.0890
1314.8302
129.1110 619.2853
1316.6672
101/1130
112.0887 454.3305
ddsd 341.2527
213.1614 304.1607
go229-1301 4263518
532.2519
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673.3616 816.4245 ' 1127.9412 12721640
E 1 : 929.5259 1011.6144 ~=474200.505
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Mass (m/z)



% Intensity

4700 MS/MS Precursor 926.482 Spec #1 MC[BP = 175.1, 3809]

~ 175.1162
100 3808.%

90+

110.0797
801 361.1757

707
926.3858

60

50

223.1572

40

30+ 70.0681 251.1478

87.0869

201 476.1935
86.0p95

112.0877

752.2567 928.2800

10+ 159.1063 290.1408

676.2247
273.1213 459.1677 566.2234 %{ 770.2683 884.379
)

4%.1792 27
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i d
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Peptide Summary Report

Peptide Summary : Help
Significance threshold p< 005  Max. number of hits AUTO
Standard scoring ' MudPIT scoring @ lons score or expect cut-off o Show sub-sets 0
Show pop-ups @ Suppress pop-ups Sort unassigned Decreasing Score - Require bold red [7]

| SelectAll | [ SelectNone | [ SearchSelected | [7|Error tolerant

1. THMREA Mass: 32661 Score: 323 Matches: 12{11) Sequences: 12(11) emPAI: 5.50
tropomyosin alpha chain, cardiac and skeletal muscle [wvallidated] - rabbit

[Flcheck to include this hit in error tolerant search

Quary Observed Mr (expt) Mr (calc) ppom Miss Score Expect Bank Unique Peptide
[ﬂ 1 926.4818 925. 4745 925. 4253 53.2 ] 61 0.00017 1 U E.HIAREDADR. K
F £ 1073.6185 1072.6112 107Z.5513 55.9 1 49 0.0032 1 U E.LDEENALDE .A
F]l 3 1120.5732 111%.570% 1119.5117 52.9 ] 46 0.0079 1 U E.CAELEEELK.T + Carbamidomethyl (C)
Fll 4 1186.7365 1185.7292 1185.6605 58.0 ] 44 0.0048 1 U E.LVIIESDLER.A
m 5 1243.7312 1242.7239 1242.64586 63.1 ] 50 0.0018 1 R. IQLVEEELDE.A
¥ & 1314.8416 1313.8343 1313.7554 60.1 1 67 1.6e-05 1 U R.ELVIIESDLER. A
Fll J 1399.8395 1398.8322 1398.7467 61.2 1 24 0.62 1 R.RIQLVEEELDR. A
F 5 1460.8265 1459.8192 1459.7267 63.4 1 80 2.7e-06 1 E.EATDAEADVASLNE. R
|T| 5 1488.8333 1487.8260 1487.7328 62.7 1 50 0.0025 1 E.ATDAEADVASLNER. I
Fll 10 1538.8136 1537.8063 1537.7148 59.6 ] 85 9. 4e-07 1 U E. SIDDLEDELYAQE. L
F 14 1728.0024 1726.9951 1726.B8849 63.8 1 37 0.039 1 R. IQLVEEELDRAQER. L
F 15 175£.9299 1757.9226 1757.8141 61.7 ] 8% 3. 7e-07 1 U E.ATSEELDHALNDMTSI . —



Protein View

Match to: TMRBA Score: 323
tropomyosin alpha chain, cardiac and skeletal muscle [validated]
Found in search of ppw K6 129990872610.txt

— rabbit

Nominal mass (M_): 32661; Calculated pI wvalue: 4.69
NCBI BLAST search of TMREEA against nr

Unformatted scguence string for pasting into other applications

Taxonomy: Oryctolagus cuniculus

Links to retriewve other entries contalining this seguence from MCBI Entrez:
(no taxonomy 1information for this entry)
(no taxonomy information for this entry)
(no taxonomy information for this entry)
(no taxonomy information for this entry)
(no taxonomy information for this entry)
(no taxonomy information for this entry)
(no taxonomy information for this entry)
(no taxonomy information for this entry)
{no taxonomy information for this entry)
(no taxonomy 1information for this entry)

Variable modifications: Carbamidomethyl (C),Deamidated (MQ),Oxidation

Cleavage by Trypsin: cuts C-term side of KR unless next residue 1s P
Sequence Coverage: 33%

(M}

Matched peptides shown in Bold Red

1 MDAIKEEMOM LELDEEMALD RAEQAEADKK AREDRSKQLE DELVSLOQEKL
51 ESTEDELDKY SEALKDAQEK LELAEKEATD AEADVASLNR RIQLVEEELD
101 RAQERLATAL QKLEEAEKAR DESERGMEVI ESRAQKDEEK MEIQEIQLKE
151 AKHIAFDADR EYEEVARKLV IIESDLERAE ERAELSECGKC AELEEELETV
201 TNNLESLEAQ AEKYSQKEDK YEEEIKVLSD KLEKEAETRAE FAERSWVTELE
251 KSIDDLEDEL YAQELKYKAI SEELDHALND MTSI
[ Show predicied peptides also ]
| SortPeplidesBy | & Residue Number  Increasing Mass |
Start — End Observed Mr {expt) Mr{calc) PRm
13 - 21 1073.6185 1072.6112 1072.5513 56
77 - 90 1460.8265 1459.8192 1459.7267 63
78 — 91 1488.8333 1487.8260 1487.7328 63
91 — 101 1399.8395 1398.8322 1398.7467 61
22 — 101 1243 .7312 1242.7239% 124Z2.6456 63
922 — 105 1728 .0024 1726.9951 1726.8849 64
153 - 160 926.4818 925. 4745 925.4253 53
168 — 178 1314.8416 1313.8343 1313.7554 &0
169 — 178 1186.7365 1185.72592 1185. 6605 58
190 — 198 1120.5782 1119.570% 1119.5117 83
252 — 264 1538.8136 1537.8063 1537.7148 60
269 — 284 1758.9299 1757.9226 1757.8141 62

D000 KHOKQ | | = =

ARAMAADDORAN

Decreasing Mass

Mis=s Seguence
LODEEMALDE . A
EATDAEADVASLNR. R
ATDAEADVASLNER. I
RIQLVEEELDR. A
IQLVEEELDER.A
IQLVEEELDEAQER. L

HIREDADE.EK

ELVIIESDLER. A
LVIIESDLEER.A

CAELEEELE.T

ATSEELDHALNDMTSI.—

(Ions score 49)

{Ions

score 301)

{Ions

score 501)

{Ions sco

re 24)

(Ions sSCor

= 50)

(Ions

score 371

({Ions sSCore

61)

({Ions sCore

67)

(Ions sScore

44}

Carbamidomethyl
SIDDLEDELYAQK . L

(c)

(Ions score 85)

(Ions

({Ions scCore

46 )

score 849j)
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