08/07/09

Example Mascot search result from a sample
analyzed by LC-MS/MS using the Thermo
Scientific LTQ lon trap mass spectrometer

For additional guestions or assistance with
the interpretation of your results, please

contact a PMF staff member:
http://www.pmf.colostate.edu/contact us.html




MATRIX

sciveid NMascot Search Results

Oser

Email

Search title
M5 data file
Database
Timestamp
Protein hits

Location and name of raw data file

standard protein search software test B
C:\Program Files\Matrix Science\Mascot Daemon\data\trap-mgfiilx A
IPI human homan 20090518

21 May 2009

IPIODD22463

IPI0OD465436

IPIOD217493
IPIODD21808

IPIODD25499

IPIOODDOET4
IPIODD32179

IPI0OD215983

TETNNAYTIRAT

at 19:24:38
TEK_Id=95QE
TEK_Id=95QE
TEK_Id=95QE
TEK_Id=95QE
TEK_Id=95QE
TEK_Id=95QE
TEK_Id=95QE
Tax Id=2%&0&
Taw TA=9§0E

List of proteins identified and  ©9&
their accession #s

IPIOODD32291

IPIODD27487

IPIOD220327
IPIOD216298

IPIOD218733

IPIODDDSEGS
IPIOD&ST6E2

IPIOODDD1671

IPIODOD22434
IPIOD215664

IPIOD258860

IPIODD32957
IPIOD215414

IPIOOD11225

IPIOD2189757
IPIOD325801

IPIOODD21346

IPIODD2E8064

TETNON22A43N0

ele

ele
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&
Tax Id=S%&0&

Tax Id=S%&0&
Taw TA=4RN0A

Mascot Peptide Summary Report

Version and size of database
used in the search
(B0128 =eqgonences; 32865318 residones)

GMT ‘\‘\\\\\\

Gene Symbol=TF Serctransferrin

Gene Symbol=CAT Catalase

Gene Synmbol=ME Myoglobin

Gene Symbol=HARS Histidyl-tENA synthetase, cytoplasmic
Gene Synmbol=MALPT Isoform Tau-F of Microtubule-associated protein tau
Gene Symbol=PRLX]1 Peroxiredoxin-1

Gene Symbol=SERPINC]1 Antithrombin-ITIT

Gene Symbol=CAl Carbonic anhydrase 1

Gene Symbol=BID Iscoform 1 of BH3-interacting domain death agonist
Gene Symbol=CYCS5 Cytochrome c

Gene Synmbol=UBEZC Ubiguitin-conjugating enzyme E2 C
Gene Symbol=PFIL Peptidyl-prolyl cis-trans isomerase A
Gene Symbol=C5 Complement C5

Gene Symbol=CEM Creatine kinase M-type

Gene Symbol=KRT1 EKeratin, type II cytoskeletal 1

Gene Symbol=TXN Thioredoxin

Gene Symbol=50D1 Superoxide dismutase [Cu-Zn]

Gene Symbol=KRT10 Keratin, type I cytoskeletal 10

Gene Symbol=G5TA1 Glutathione S-transferase Al

Gene Synmbol=THF Tumor necrosis factor

Gene Symbol=ALE Putative uncharacterized protein ALE
Gene Symbol=FABPZ Fatty acid-binding protein, heart
Gene Symbol=LTF Growth-inhibiting protein 12

Gene Synmbol=UBE2I SUMO-conjugating enzyme UBCSH

Gene Symbol=CA2Z Carbonic anhydrase 2

Gene Symbol=CTSD Cathepsin D

Gene Symbol=G5TP1 Glutathione S-transferase P

Gene Symbol=ANXLS Annexin AS

Gene Synmbol=UBEZE]l Ubigquitin-conjugating enzyme E2 EI1
Gene Symbol=CTSG Cathepsin G Ly

Fana Bumhnl=RRP4 Retinnl-hindina nratein 4



Probability Based Mowse Score

Mascot Peptide Summary Report

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 46 indicate identity or extensive homology (p<0.05).

Protein scores are derived from 15

-
on

=
=

MNumber of Hits

tes as a non-probabilistic basis for ranking protein hits.

Score Histogram and identity threshold
Individual peptide identifications must have
a score > 46 to be “statistically significant” based
On the Mascot scoring algorithm using a threshold of
p<0.5

For simplicity, the report will be set to show

4] T
0 200 i (]

Probability Bazed Mowse Score

Peptide Summary Report

only peptides with an ion score greater than the
significance threshold (this value will NOT always be
46 and is largely
dependent on the size of the data file and the size of
the database searched.

T T T 1
gy 1000 1200

[ Format As ] |F-‘eptide Summary

v

Help
Significance threshold p< Max_ number of hits /

Standard scoring O MudPIT scoring @ Ilons score or expect cut-off Show sub-sets EI

Show pop-ups ' Suppress pop-ups O Sort unasiigned| Decreasing Score

v | Require bold red
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Next is a list of each identified protein and information

about all of the peptides identified

Mascot Peptide Summary Report

IPI00022463 Mas=s: 795331 Score: 1085
Tax TId=9606 Gene S5ymbol=TF Serotransferrin

Yy

[]Check to include this hit in error tolerant 3

Mass error between
experimental and
theoretical peptide mass

Oonery Observed HMr (expt) HMr{calc) De::a Mi=ss Score E ERank
1557 4%50.1410 978.2672 978.0569 0.2103 o (59) 0O.0025
1558 450.2070 978.39392 978.0569 0.3423 70 0.oo027
1559 4%50.2430 978.4712 978.0569 0.4143 (G2) 0.0016
248 598.7270 1195.43592 1195.3056 0.1337 (51) 0.01
248 598.7510 1155.4872 1155.3056 0.1817 (48) 0.023
2486 598.8660 1195.7172 1195.3056 0.4117 52 0.011

2681 625.6430 1245.2712 1245.3264 -0.0552
2685 625.8280 1245.6412 1245.3264 0.3148
2687 626.0300 1250.0452 1245.3264 0.7188
2735 e37.1310 1272.2472 1273.35%42 -1.1470
2738 ©37.8ee0 1273.7172 1273.394Z2 0.3230
2747 638.8270 1275.635%2 1276.3%66 -0.75373
2767 642.8600 1283.3052 1283.3444 -0.033%2
2768 642.3210 1283.6272 1283.3444 0.2828
2769 643.0000 1283.9852 1283.3444 0.6408
2845 659.8300 1317.6452 1317.4270 0.2182
2850 659.8740 1317.7332 1317.4270 0.3062
3141 T708.8100 1415.6052 1415.6116 -0.0064
3142 T08.8450 1415.6752 1415.¢6l1ll6 0.0636
3143 7T08.8670 1415.719%2 1415.6116 0.1076
1707 508.2320 1521.6738 1521.6537 -0.0198
3398 Te6.7500 1531.5652 1531.7100 -0.1448

IFREEEEREHEREHEREEEREEEEEEE
P,

79 1.8e-005
{75) 4.3e-005
(73) 7.9e-005

(48) D.03
50 0.016
51 D.013
(50) D.014
(46) 0.038
66 0.0D0D039
(59) 0.0028

a7 0.00037
66 0.00042

(60) 0.0015
(62) 0.00088
50 D.019

[ T ST = T = T e T e T O Y N o T e T T = Y = O o T e T e B = A = W o W
N R e N e e e e e e e e e e e e e

(102) 1.1e-007

—

a7| lon score in () indicates
lower scoring redundant
matches for the same

peptide

Peptide

HE R R R DR R RE AR AR AR R AR HA

.DGAGDVAFVE.
.DCACGDVAFVE.
.DCAGDVAFVE.
.DSGFOMNQLR.
.DSGFOMNQLR.
.DSGFOMNQLR.
. SASDLTWDNLE.
. SASDLTWDNLE.
. SASDLTWDNLE.
.HSTIFENLANE.
.HSTIFENLANE.
.EFQLFSSPHGE.
.ECYYCYTGAFR.
.EGYYCYTGAFR.
.EGYYCYTGAFR.
WCAVSEHEATE.
.WCAVSEHEATE.
. SVIPSDCESVACVE. K
. SVIPSDCGPSVACVE. K
. SVIPSDGESVACVE. K
. LRCDEWSVNSVCGE. I

.CSTSSLLEACTFR.R

/

G moM|

[l ]
[P

[ T TR o T v B = R =

C




Protein View will be included for top 1-3 proteins

MATRIX (depending on the complexity of the sample)

scivers Mascot Search Results

Protein View

Match to: IPID0DD22463 Score: 1085

Tax Id=9606 Gene Symbol=TF Serotransferrin

Found in search of C:\Program Files\Matrix Science\Mascot Daemon‘data‘trap-mgfilx A msn.mgf
Mominal mass (M ): 79331; Calculated pl walue: 6.81
HCEBI BLAST search of IPI00022463 against nr

Unformatted sequence string for pasting into other applications

Fixed modifications:
Variakble modifications:

Carbamidomethyl
Oxidation (M)

(C)
Sequence coverage map of identified protein. Red

Cleawvage by Tryvpsin:
Sequence Coverage:

32%

Matched peptides shown in Bold Red

1
31
101
151
201
251
301
351
401
451
301
351
601
651

MRLAVGALLV
SDGPSVACVE
LEFYGSKEDP
IGLLYCDLEE
LNQYFGYSGL
REPVDEYKDC
FQLFSSPHGE
PEAPTDECEP
MNGEADAMSL
VEKSASDLTW
EGCAPGSEED
FVEHQTVEQN
APNHAVVTRE
RDDTVCLAKL

CAVLGLCLAWV
FLSYLDCIER
QIFYYAVAVY
FEEFLEFLVE
FECLEDGAGD
HLAQVEPSHTV
DLLFEDSAHG
VEWCALSHHE
DGGFVY TAGE
DHLEGEFSCH
S5LCELCMGS
TGGENPDEFWA
DEEACVHEIL
HDENTYEEYL

PDKTVRWCAV
IAANEADAVT
KKDSGFQMNQ
NFFSGSCLEC
VAFVRHSTIF
VARSMGGKED
FLKVEPRMDLA
RLECDEWSVN
CGLVEVLAEN
TAVGRTAGWN
GLNLCEPNNE
KNLNEKDYEL
RQQOHLFGSH
GEEYVEAVGEN

cuts C-term side of ER unless

SEHEATRCQS
LDAGLVYDAY
LRGEKSCHTG
ADGTDFEQLC
ENLANKADRD
LIWELLNQAQ
KMYLGYEYVT
SVGRIECVSA
YNESDNCEDT
IPMGLLYNKI
EGYYGYTGAF
LCLDGTREEV
VTDCSGNFCL
LEKCSTSSLL

neX

amino acids correspond to those that were

matched to experimental data

FRDHMESVIFE
LAPHNLEPVV
LGRS4GWHNIE
QLCPGCECST
QYELLCLDHT
EHFGEDESKEE
ATENLERGTC
ETTEDCIAKT
PELGYFAVAV
HHCRFDEFFS
RCLVEEGDVA
EETANCHLAR
FRSETEDLLF
BACTFERFP



General Rule:

You need to identify at least 2 uniqgue peptides
(repeat detection of the same peptide doesn’t
count!) to confidently identify a protein.




