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Example Mascot search result from a sample
analyzed by MALDI-TOF/TOF

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

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




scvers Wlascot Search Results Mascot Protein Summary Report

Oser : Jprenni

Email : Jprenniffcolostate.edn

Search title . .

MS data file  : DATA.TXT Version and size of database
Database : HCBInr 20081107 (7294643 seguences; 2525198067 residoes) used in the search.
Taxonomy : Virnses (522248 seqonences) <—

Timestamp : 3 Dec 2008 at 23:52:38 GMT **NOte’ the aCtuaI # Of Sequen-CeS
Warning : A Peptide summary report will umsmally give a muoch clearer searched after the taxonOmy filter
Top Score : 640 for gi|55665%630, Chain A, Stroctumre Of The Dengone Vir (ln thlS case “ViruseS”)C

Probability Based Mowse Score ) )
- Top scoring protein (should be

Protein score is -10%¥Log(P), where P is the probability that the observed match is a random event. onIy 1 major protein' if this is a gel
Protein scores greater than 70 are significant (p<0.05). band/spot or a purified protein)

Protein scores are derived from 1083 scores as a non-probabilistic basis for ranking protein hits.

% :z Score Histogram and identity threshold

5 on Total protein score must be > 70 to be “statistically significant” based

%20 on the Mascot scoring algorithm using a threshold of

2 15 p<0.5
10
5 Search contains both MS and MS/MS data. Threshold for individual peptide
o T qurv—r Identifications (ion scores) from MS/MS spectra is 41

Prabability Bazed Mowse Score

Protein Summary Report

[ Format As ] | Protein Summary (deprecated) V| Help
Significance threshold p< Max. number of hits i \ f tl y
Standard scoring @ MudPIT scoring © Ilons score or expect cut-off Show sub-sets EI I [+

Show pop-ups @ Suppress pop-ups O Sort UIlESSigﬂEd| Decreasing Score V| Require bold red bz Lol




Accession

1. gi|55669630
2. gi|29726395

/f3. gi|159024820
4. =il118505369

Top protein hits (In this case

Mass Score Description

33362 640

34605 ad2

103855 589 HNonstructul

TO98B6 581 nomstructu:
Lyproteil

there are redundant entries for
the same protein)

1. gl|s5669630 Mass:
Chain &,
Observed Mr (expt)
858.433%9 857.4266
875.4256 874.4183
903.4385 902.4312
914.4104 913.4032
1005.5130 1004.5057
1031.4844 1030.4771
1042.5541 1041.5468
1108.4494 1107.4422
11531.5493 1180.5421
1247.5405 1246.5332
1264.5901 1263.5828
1316.6204 1315.6731
1385.7415 1388.7342
1405.7299 1404.7226
1480.665% 1479.658
1608.7326 1e807.7253
2118.0116 2117.0043
2197.0176 21%26.0103
2212.9%227 2211.98254
2783.2181 2782.2108

Structure 0f The Dengue Virus

33362 Score:

Mr(calc)
857.5083
2874.4331
902 .4458
913.4545
1004.5556
1030.5407
1041.5485
1107.5057
1180.86209
1245.5441
1263.6068
1315.709¢&
1388.7374
1404.7323
1479.6842
1607.7791
2117.1013
96.0422
12.0371

640

4

Chain &, 5tructure Of The Dengue Virus
Chain &, Dengue Methyvltransferase

List of all the peptides identified by peptide mass
Peptides that are also identified by their MS/MS fragmentation

are indicated with an ion score (from the previous slide, this
score needs to be > 41 to be significant in this search)

Expect:

Delta Start

0817
-.0148
0146
.0514
.0489
0636
L0027
0636
.0788
.0109
- 0240
.0364
0031
0096
0256
.0538
.0969
0313
0517
0885

14
76

21

245

2.2e-059

1
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Ions

gneries matched: 22

Peptide

I R A R

. SELMALGE.S

-WWDLGCGR. G

-5GIQEVDR.T

SEFQIYE.K

.LEWEVER.H

ESGIQEVDR.T

SEFQIYEE.S

-.GETDHHAVSR. G

MLTNRFTHME.H

GGWSYYCGGLE.H

.RGETDHHAVSR. G

.SGIQEVDRTLAK.E

- VLNEYMPSVIEE .M
.WLNEYMPSVIEE.M + Cxidation (M)
ATYEPDVDLGSGTR.H
FATYEPDNDLGSGIR.N
LWVLNPYMPSVIEFMELLQR. K
.GGPGHEEFPIPHMSTYGWNLVE. L
.GGPGHEEFTPHMSTYGWNLVE.L + Oxidation (M)
-HSTHEMYWVSHASGNIVSSVHHMISE .M

Mascot Protein Summary Report

o Methvltransferase In Complex With 5-2d

o Methyltransferase /[In Complex With S5-Adenosyl Homocysteine And Ri
End Miss



MATRIX

SCIENC.

Protein View

Match to:

gl |55669630 Score:

Protein View will be included for top protein hit

>/ Mascot Search Results

640 Expect: 5.2e-055

Chain A, Structure Of The Dengne Virns 2"o Methyltransferase In Complex With 5-Adenosyl Homooysteln
Found in search of DATA.TXT

Hominal mass

(M) s

33362;

Calculated pIl value: 9.00

HCBI BLAST search of gi|55669630 against nr
Unformatted sequence string for pasting into other

Taxonomy: Dengue wvirus 2

Fixed modifications:
Variable modifications:
Cleavage by Trypsin:
Sequence Coverage:

63%

Carbamidomethyl
Cxidation
cuts C-term =side of ER unless

(C)
(M)

Matched peptides shown in Bold Red

1
31
101
151
201
251

GSHNIGETLGE
HHAWVSRGSLE
GLTEGGEPGHE
FHEFTVEAGET
GGELLVENFLS
YEPFDVDLGSG

EWESRLHALG
LEWFVERNLYV
EPIFPMSTYGW
LEVLNLVENW
RNSTHEMYWY
TENIGIESET

ESEFQIYEES GIQEVDETLA
TPEGEVWVDLG CGRGGWSYYC
HLVELQSGVD VEFIFFERCD
LSHNNTQFCVE VLNEPYMPSVI
SHASGNIVES VHMISEMLIN
PHLDITGEERI EFIEQEHETS

applications

nex

Sequence coverage map of identified protein. Red
amino acids correspond to those that were

matched to experimental data

REGIKRCGETD
GGLENVREVE
TLLCDIGESS
ERMEALQRKH
RFTMRHEEAT
WHYDQ



Protein View will be included for top protein hit

List of peptides identifies (those with matching
MS/MS data have an ion score those that are
identified only by mass have “no match”)

Start - End Ohserved Mr {expt) Mr (calc) Delta Mis=s Segnence
14 - 21 858.4339 857.4266 857.5083 -0.0817 1 E.SBLMNALGE.S (Mo match)
22 - 28 914.4104 913.4032 913.4545 -0.0514 0 EKE.SEFQIYE.E (Ho match)
22 - 24 1042.5541 1041.5468 1041.545%5 -0.0027 1 E.SEFQIYEE.S (Ions score 25)
29 - 37 1021.4844 1030.4771 1030.5407 -0.0636 1 E.ESGIQEVDR.T (Mo match)
30 - 37 903.4385 902.4312 902.4458 -0.0146 0 E.SGIQEVDER.T (Mo match)
30 - 41 1316.6804 1315.6731 1315.709%6 -0.0364 1 E.SGIQEVDETLAE.E (Mo match)
46 - 56 1264.5901 1263.5828 1263.6068 -0.0240 1 E.RGETDHHAVER.G (Mo match)
47 - 5a 11085.44%4 1107.4422 1107.5057 -0.0636 0 ER.GETDHHAVSE.G (Mo match)
61 - &7 1005.5130 1004.5057 1004.5556 -0.045%% 1 E.LEWFVER.N (Ions score 27)
76 - 83 875.4256 G74.4183 §74.4331 -0.0143 0 E.WDLGCGR.G (Mo match)
54 - 54 1247.5405 1246.5332 1246.5441 -0.010% 0 R.GGWSYYCGGLE.N (Mo match)
105 - 124 2197.0176 21%6.0103 2196.0422 -0.031% 0 E.GGPGHEEPIFMSTYGWHLVR.L (Ions score 148)
105 - 124 2212.9927 2211.%854 2212.0371 -0.0517 0 E.GGPGHEEPIPMSTYGWHLVE.L Oxidation (M) (No match)
125 - 15% 3875.7802 3874.7730 3874.8506 -0.0776 1 ER.LOQSGVDVFFIPPERCDTLLCDIGESSPNPTVEAGR.T (Ho match)
181 - 152 1359.7415 1388.7342 1388.7374 -0.0031 0 E.VLHPYMPSVIEE.M (Mo match)
1831 - 152 1405.729%% 1404.7226 1404.7323 -0.00%6 0 E.VLHPYMPSVIER.M Oxidation (M) (No matcch)
1831 - 1938 2118.0116 2117.0043 2117.1013 -0.096% 1 E.VLHPYMPSVIEFMEALQR.E (HNo match)
212 - 236 2783.2181 2782.2108 2782.2803 -0.065%5 0 EB.NMSTHEMYWVSHASGNIVSSVHMISE.M (Ions score 141)
212 - 236 279%.2100 2758.2027 2798.2752 -0.0725 0 ER.NSTHEMYWVSHASGHNIVSSVNMISR.M Oxidation (M) (Ho ma
237 - 245 1131.5493 1180.5421 1180.6209 -0.0788 1 ER.MLINEFTHR.H (No match)
248 - 262 1608.7326 1607.7253 1607.779%1 -0.0538 1 E.EATYEPDVDLGSGTR.HN (Mo match)
245 - 2g2 1430.665% 1479.6586 14795.6842 -0.0256 0 E.ATYEPDVDLGEGTE.N (Icon= =score 116)
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General Rules:

If protein identification is only based on matching peptide masses you
must match at least 5 peptide masses for a confident identification.
Any additional matches to MS/MS spectrum (those with an ion score)
add confidence to the identification.

If your identification is based only on MS/MS matches, you need to
match at least 2 unique peptides for a confident identification



