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Mascot es un motor de busqueda que usa datos de espectrometria de masas
para identificar proteinas en Bases de Datos
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SCIENCE. HOME | WHAT'S NEW  MASCOT {HELP : PRODUCTS | SUPPORT | TRAINING | CONTACT

Mascot Search

« Peptide Mass Fingerprint: The experimental data are a list of peptide mass values from an enzymatic digest of a protein.
0 Example of results report
T 0 Mare information

Search parameter
reference + Sequence Query: One or more peptide mass values associated with information such as partial or ambiguous sequence strings, amino acid composition

information, MS/MS fragment ion masses, etc. A super-set of 3 sequence tag query.
o Example of results report

Data file format

Scaring algarithm o More information

Results format

Results » MS/MS Ion Search: Identification based on raw MS/MS data from one or more peptides.
Interpretation o Example of results report

Errar tolerant search o More information

Decoy database . .
seartir-, Search Form Defaults: Follow this link to save your preferred search form defaults as a browser cookie.

Quantitation

User Meeting
Presentations

2008

More Help

Help Topic Index

Unimed

Useful Links




Entrada de datos

{ MATRIX
SCIENCE. HOME | WHAT'S NEW : MASCOT {HELP { PRODUCTS | SUPPORT i TRAINING: CONTACT

Mascot > Peptide Mass Fingerprint

MASCOT Peptide Mass Fingerprint

Your name | | Email |
Search title | |
Database |MSDB v
Taxonomy |AI| entries V|
Enzyme Allow up to missed cleavages
Fixed [pcetyl (K A Variable |[acary| (K v A
modifications Acegl EN)—term) = | modifications Acegl EN)—term) B Param etros de
Acetyl (Protein N-term) Acetyl (Protein N-term) e
Amidated (C-term) Amidated (C-term) bUSC{ UEda
Amidated (Protein C-term) b Amidated (Protein C-term) v
Protein mass |:| kDa Peptide tol. +
Mass values @ MH+ OMr Om-n Monoisotopic &) Average O
Data file | |[ Examinar.._|
Query
NB Contents
of this field
are ignored if
a data file
i5 specified.
Decoy [ Report top | AUTO ¥ | hits

Start Search ...




Salida de resultados

MATRIX )
/25507 Mascot Search Results
User
Email :
Search title : Peptide Mass Fingerprint Example
Database : SwissProt 51.6 (2579564 sequences: 33547433 residues)
Timestasp : 19 Fedb 2007 at 14:08:10 GMT
Top Score : 194 for FML EUMAN, Probable transcription factor PML (Tripartite motif-coataining protein 13) (RING finger protein 71)
Probability Based Mowse Score

Protem score 55 - 10 Log(P), where P 15 the probabdity thae the cbserved match is 2 random event
Protem scores greater than §7 are signicant (p<0 .05)

Proteina
R correctamente

* prcteni1sty Sused identificada

Concise Protein Summary Report

Nusber of Hits
-
o
J

(L)
A

N° de coincidencias con = Score que

Format As | Conciss Protein Summary ¥ Hep son esperados qgue ocurran por azar.
— 1p<005 | Max mmber oflits AUTO | C.ua.n.to mas proximo a0, mas
significativo es el score.

| ReSeachAl | | SearchUnmatched |

1. ML =GN Mass: 37455 Score: 154 Deries matcked: 135
Prchadle trazscriptioz factor PML {TripartX - Taizizg proteiz 19} (RINS fizger protein Ti)

Mass: 32333 Score: 31 Expect: I Queries matched: S

ToP-N-acertylmoranate--l-alanize ligase (ET £.3.2.%) (UDP-S-acerylmuramoyl-l-alanize syntretass) - I
DPOI RICEE Mass: 10433¢ Score: =0 Expect: 2.2 Queries matcked: €
INS polymerase I (EC 2.7.7.7) iPCL I} - Rickettsia Zelvetica
I=10 PCEPY Mass: 11877 Score: I Expect: 20 Queries matched: 3
T2icredoxin {Itx} - Pozgo pygmaeus {Orazgutan}
3212 3=0s54 Mass: S0Ses Score: €0 Expect: ZIZ Queries matched: £



etiiness Wlascot Search Results

Protein View

Match to: PML HUMAN Score: 194 Expect: le-14
Probable transcription factor PML (Tripartite motif-containing protein 19) (RING finger protein 71)

Hominal mass (M_): 97455; Calculated pI walue: 5.88
HCBI BLAST search of PML HUMAN against nr
Unformatted segquence string for pasting into other applications

Taxonomy: Homo sapiens

Cleavage by Trypsin: cuts C-term side of
Nunmber of mass walues searched: 18
Number of mas=s walues matched: 15
Seguence Coverage: 22%

unless next residue is P

Matched peptides shown in Bold Red

1 MEPAPARSPR POQODPARPOE PTMPPPETPS EGROPSPSPS PTERAPASEE
51 EFQFLRCQQC QAEAKCPELL PCLHTLCSGC LEASGMQCPI CQAPWPLGAD
101 TPALDWNVFFE SLQRRLSVYR QIVDAQAVCT RCEESADFWC FECEQLLCAK
151 CFERHQWFLE HEARFLAELR NQSVREFLDG TRETINNIFCS NFPNHRTPTILT
201 SIYCRGCSEP LCCSCALLDS SHSELECDIS AETQQRQEEL DAMTQARLOEQ
251 DSAFGAVHAQ MHAAVGQLGR ARAFRTEELIR ERVRQVVAHV RAQERELLEA
301 VDARYQRDYE EMASRELGRLD AVLORIRTGS ALVQRMECYLA SDQEVLDMHG
351 FLERQALCRLE QEEPQSLOAA VRTDGFDEFE VRLQDLSSCI TQGEDARAVSE
401 EARSPEARRSTP RDPIDVDLPE EAERVEAQVQD ALGLAFRQPM AVVQSVPGRH
451 PVPVYAFSIE GPSYGEDVSN TTTAQERECS QTQCPREVIE MESEEGERAR
501 LARSSPEQPR PSTSEAVEPP HLDGPPEPRS PVIGREVFLP NENHVASGAG
551 EAEERWVWVWVIS SSEDSDAENS SSRELDDSSSE ESSDLOQLEGE STLEVLDENL
601 ADPQOAEDRFL WVFFDLEIDNHNE TQHISQLAAW MNRESKFRVVI QPEALFSIYS
651 EAVSLEVGLYQ HFLSFLSS5MR RPILACYELW GPGLPNFFRA LEDINRLWEF
701 QEATSGFLAZL LPLIRERVPG ASSFRELENLA QTYLARNMSE RSAMAAVLAM
751 RDLCRLLEWS FPGFQRLAQHVY FPFSSLQCFAS LQPLVQARVL FPRAELRLLAL
801 HWNWVSFMELLS AHRRDRQGGL EKEYSRYLSLQ TTTILFFAQFA FNLQALGIYEFE
851 EGLLEGPALL RAEGVSTPLAR GRGLAERASQ Q5

Il Show predicted peptides also |

Sort Peptides By @ Residue Number O Increasing Mass & Decreasing Mass

Start - End Obhserved Mr (expt) Mr(calc) Delta Miss Seguence
8 - 33 2882 .5000 2881.4527 2881.3777 0.1150 o R. SPFRPOODFPARPOEFTMPFFPFETFPFSEGR .
34 - 44 1182 .4400 1181.4327 1181.5677 —D0.1343 o R.QFPSPFSFPFSFTER. A
45 - 5é 1423 .5200 14225127 1422.6779 —D0.1652 o R.APASEEEFQFLR.C
161 - 170 1191 .5000 1150.4527 1150. 6520 —0.1592 o .HEARPLARLR.H
308 - 315 1000.3300 $99.3227 995.3967 —-0.0740 0 R.DYEEMASR.L
319 - 325 814 .4300 B13.4227 813.4708 —-0.0481 o R.LDAVLOR. L
359 - 372 1624 .7400 1623.7327 1623.86392 —0.1365 1 R.LROEEFQSLOAAVR . T
361 - 372 1355.5300 1354 .5227 1354.6841 —-0.1613 o R.QEEPOSLOAAVER.T
373 - 380 558 .3500 8957 .3427 957 .4080 —0.0653 o R.TDGFDEFE.W
4%1 - 500 1165.3%00 1164.3827 1164.5081 —-0.1253 1 EKE.MESEEGEEAR.L
504 - 515 1300.4700 1299.4627 1299.6419 —-0.1792 o R.SSPEQFRFSTSK. A
516 - 523 1426 .5700 1425.5627 1425.7365 -0.1737 o K. .AWVSPPHLDGFFSFR. S
530 - 555 2653 .39%00 2652 .3827 2652.2780 0.1048 o R. SPVIGSEVFLPNSHNHVASGAGEARER . W
574 - 594 2265.1100 22641027 2264.0292 0.0735 o R.ELDDSSSESSDLOLEGPSTLR.W
585 - 616 2544.4100 2543.4027 2543.2908 0.1120 0 R.VLDENLADPOAEDRPLVFFDLE.I
No match to: 1320.4000, 1348.4100, 2550.3000
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REMS error 93 ppm Mass (Dal) RMS error 93 ppm Mass (Dald
RC P29590; P29591; P295392; P239593; QO00755; Q965421;
DT 01-ARPR-1993, integrated into UniProtER/Swiss—FProt.
DT 30-MAY-2000, sequence wversion 2.
DT 02-SEP-2008, entry wversion 112.
DE RecHName: Full=FProbable transcription factor PML:

DE AltName: Full=Tripartite motif-containing protein 19;
DE BltMame: Full=RING finger protein T1:
N Name=PHMIL > Svnonvms=MY¥YI., RBRNF71, TRERIM19-




Huella péptidica
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: H Jaatr®i¥) Mascot Search Results
= User
30 o s H Email :
- ~ H g Search title  : 62 MS 1.t2d - SpecView
o :l‘ © o Database : MSDB 20021127 (1019653 sequences; 321672119 residues)
2 2 o 1 N Timestamp : 28 Jul 2004 at 00:41:16 GMT
g ] "¢ - Top Score : 51 for 0GKZG3, Cagh (Fragment}.- Helicobacter pylori.
= g S S
N 0 o .
e ] slle 3 Probability Based Mowse Score
1 3 H HIH ] b
o ] |l = N Scote is -10*Log(F), where P is the probability that the observed match is a random event
) I. - o x Protein scotes greater than 73 ate significant (p<0 05).
. sttt AR L | N
7540 B4 15128 18922 2716 26510 1
Mass (m/z)

Nurber of Hits

Peaklist LALIRE

Protein Summary Report

a5 50
Probability Based Mouse Score

Switch to Coneise Protein Summary Report

To create a hookmark for this report, sight click this link: Protein Summeary Report (G2_MS_1 42d - SpecView)

Mascot search ESREHIN| I

Index
Rccession Mass  Score Description

1. QEKZE3 35831 S1  Cagh (Fragment).- Helicobacter pylori.

2. 091493 11273 45 Envelope glycoprotein (Fragment).- Human immmodeficiency wirus 1.
3. H84558 38418 45  hypothetical protein At2gl7990 [imported] - Arsbidopsis thaliana
4. 0330 40048 48 rthicesterase homoloy - Streptomyces griseus

5. AAG02155 60943 48 AF212041 NID: - Zymomonas mobilis

6. QEKZG2 45549 46 Cagh (Fragment).- Helicobacter pylori.

1. QEKZD1 45438 45  Cagh (Fragment).- Helicobacter pylori.

. HE2303 32948 44  pantoate-beta-alanine ligase VCDSSL [imported] - Vibrio cholerae (strain N16961 serogroup 01)
9. RAL2593d 13564 43 KYDSS382 NID: - Salmenella typhinuriun phage S5TE4B
10. CAC16260 29070 az

Sequence 1 from Patent EPL034769,- Nyxoma wirus.
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Datos MSMS (ion peak list)

|\ TRIX
ENCE. HOME | WHAT'S NEW | MASCO"

Mascot > Sequence Query

MASCOT Sequence Query

Your name | | Email
Search title |
Database | MSDB v
Taxonomy |AH entries Vl
Enzyme Allow up to missed cleavages
. Fixed [acatyl (k) ~ Variable [acetyl (k) ~
modifications | acetyl (N-term) = | modifications |acetyl (N-term) =
Acetyl (Protein N-term) Acetyl (Protein N-term)
Amidated (C-term) Amidated (C-term)
Amidated (Protein C-term) b Amidated (Protein C-term) A

Quantitation |Ncne l"_Al

Peptide tol. + MS/MS tol. +
Peptide charge Monoisotopic & Average O

{MATRIX
SCIENCE. HOME | WHAT'S NEW : MASCOT {HELP i PRC
Query

Mascot > MS/MS Ions Search

Instrument | Default -

= Report top hits MASCOT MS/MS lons Search
Your name ‘ ‘ Email
Search title ‘ |
Taxonomy ‘A\I entries v|

Enzyme Allow up to - missed cleavages

Fixed | acetyl (K) Variable [pcetyl (k)

~ ~
modifications | pcetyl (N-term) = modifications | pcetyl (N-term) =]
Acetyl (Protein N-term) Acetyl (Protein N-term)
Amidated (C-term) Amidated (C-term)
Amidated (Protein C-term) ¥ Amidated (Protein C-term) ¥

Quantitation \None V|
Peptide tol. + v wucloy MS/MStol + 06 |[Da ¥
Peptide charge Monoisotopic &) Average O
Data file | | (Exeminr.
Data format Precursor l:l m/z
Instrument Error tolerant [J

Decoy [] Report top

Start Search ...

<




Salida de resultados de
Sequence Query (MSMS
Spectra)

Email

Search title Seqmence Query Example (error tolerant tag)

Database : SwissProt 51.6 (257964 seguences: 93947433 residues)
Timestamp : 19 Feb 2007 at 14:11:21 GMT

Protein hits CASB BOVIN Beta-casein precursor - Bos taurus (Bovine)

IF3X DICDI Putative eukaryotic translation initiation factor 3 subunit (eIF-3)

Probability Based Mowse Score

Tons score is -10*Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 33 indicate identity or extensive homology (p=0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

Mumber of Hits

Score Distribution

0 L B B S N —T T

73 7.5
Probability Based Mowse Score

Peptide Summary Report

Peptide Summary v Help
Significance threshold p< |0.05 Max. number of hits AUTO
Show sub-sets |0

Standard scoring @ MudPIT scoring © Tons score or expect cut-off |0

Show pop-ups &) Suppress pop-ups O Sort unassigned | Decreasing Score | Require bold red []

Select All ] [ Select None ] [ Search Selected ]

1. CASB_BOVIN Mass: 25091 Score: 78 Queries matched: 1
Beta-casein precursor - Bos taurus (Bovine)

[Jcheck to include this hit in error tolerant search

Query Observed Mr (expt) Mr(calc) Delta Miss Score Expect Rank Peptide

Proteins matching the same set of peptides: m

- Dictyostelium discoideum (S1i
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1 1031.4000 2060.7854 158B0.8548 79.3306 o 78 1.7e-06 1 K.FQSEEQQQTEDELQDK. I

MS/MS Fragmentation of FQSEEQQQTEDELQDK
Found in CASB_BOVIN, Beta-casein precursor - Bos taurus (Bovine)

Match to Query 1: 2060.785448 from(1031.400000,2+) etag(977.4.[QK][QK][QKIEE.1619.7)

Monoisotopic mass of neutral peptide Mr(calc): 1980.8548
Unsuspected modification: 79.3306 Da, located in the region N-term to S3
Tons Score: 78 Expect: 1.7e-06

b b b* (B b b*  Seq.
148.0757 74.5415 F
276.1343 138.5708| 259.1077|130.0575 Q
363.1663 182.0868 | 346.1397(173.5735| 345.1557/173.0815 §
4922089 246.6081| 475.1823 238.0948 474.1983 237.6028 E
621.25151311.1294 604.2249(302.6161| 6032409 3021241 E
7493101 375.1587| 732.2833(366.6454  7312995366.1534 Q
2773686 430.1880| 860.3421[430.6747 839.3581/430.1827 Q
Q
T
E
D
E
L
Q

-
]
-
=

1834.7937|917.9005 | 1817.7672|909.3872
1706.7351|853.87121689.7086|845.3579
1619.7031 810.3552/1602.6766 801.8419
1490.6605|745.83391473.6340| 737.3206
1361.6179|681.3126 13445914 672.7993
94/617.2833 1216.5328|608.7700
1088 4742|544 7408
977.4422489.2247 9604156 480.7115
§76.3945 438.7009 859.3680 430.1876
T47.3519/374.1796 730.3254 365 6663
6323250 316.6661 6152984 308.1529
5032 521448 4862558 243 6316
390.1983195.6028 373.1718|187.0895

alo v elw o - 3

8/1005.4272/503.2172| 9884007 494.7040 9874167 4942120
9/1106.4749 553.7411 | 1089.4483 545.2278 1088.4643 544.7358
10|1235.5175618.2624|1218.4909 609.7491|1217.5069 | 609.2571
11|1350.5444 675.7759|1333.5179 667 2626 1332.5339 666.7706
12|1479.5870 740.2972|1462.5605  731.7839 1461.5765731.2919
13|15926711796.8392|1575.6445|788 3259 1574 6605 7878339
14/1720.7297 860.8685|1703.7031 852.3552 1702.7191 | 851.8632

16
1816.7832|908.8952 15
1688.7246 §44.8659 14
1601.6926/801.3499 13
1472.6500|736.8286 12
1343.6074|672.3073 11
1215.5488 608.2780 10
1087.4902|544 2487 9
959.4316 480.2195
858.3840(429.6956 7
729.3414/365.1743
614.3144 307.6608
485.2718|243.1395
372.1878/186.5975

o w

W e




Salida de resultados de Sequence Query
(Busqueda combinada de PMF y PFF)

{itivces Mascot Search Results

Protein View
User Match to:
Email :
Search title : SampleSetID: 14, AnalysisID: 181, MaldiWellID: 2723, SpectrumID: 3884, Path=\08(
Database : HCBInr 080626 (6640940 segquences; 2276975120 residues)
Timestamp : 24 Sep 2008 at 17:21:33 GMT
Warning : A Peptide summary report will usually give a much clearer picture of MS/MS searc
Top Score : 156 for gi|159113013, Glucokinase [Giardia lamblia ATCC 50803]

Probability Based Mowse Score

Tons score is -10*Log(P), where F is the probability that the observed match 15 a random event.

Protein scores greater than 81 are sipnificant (p<0.05)

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

Number of Hits

50 100 150
Probability Based Mowse Score

Protein Smmmary Report

¢i|159113013 Score:

156 Expect:

Glucokinase [Giardia lamblia ATCC 50803]

1.7e-009

HNominal mass (I{r): 38259; Calculated pI value: 5.69

HNCBI BLAST search of gil159113013 against nr

Taxonomwy: Giardis lawblis ATCC S0803
Links to retrieve other entries containing this sequence frow NCEI Entrez:
il 66308681 from Giardia intestinalis

gil|157434833 from Giardia lamwblia ATCC S0S03

Fixed modifications:

Variasble modifications:

Cleavage by Trypsin:

Sequence Coverage:

Carbamidomethyl (C)

Oxidation (M)
cuts C-term side of KR unless
14%

Matched peptides shown in Bold Red

1
51
101
151
201
251
301

MPYSLIGDLG
NDFLERWDRE
MELINDFALT
LGTGFGVGFY
ERVVSGLGLR
GDEYALKIFE
REDFCRGLYT

GTECFLATHD
TPIVGCLGVA
GYGLLATRPD
ADGVATALAEG
HMHDFFWKHL
EFFVYTGFYL
EGRMSHLPHNG

Show predicted peptides also

LDVLETDPRA
GPVWTNGRYCT
DYLDFDARNG
GHTTFSFMEL
SGLASPVLRE
GHICVLFRFE
VEFHVVTNQE

Sort Peptides By | (@ Residue Number Increasing Mass
Format As | Protein Summary (deprecated) = Help Start - End Observed Mr{expt) Mr{calc)
Seuomestrotldp< 065 | . b of s 3 o e e
211 - 218 1140.4900 1139.4827 1139.4858
Standard scoring (@ MudPIT scoring () Ions score cut-off |0 Show sub-sets 219 - 229 1126.6561 1125.6488 1125.6506
Show pop-ups (@ Suppress pop-ups Sort unassigned Decreasing Score | v| Require bold red 236 - 246 1261.5846 1260.5773 1260.5600
236 - 246 1277.5812 1276.5739 1276.5758
236 - 246 1277.5812 1276.3739 1276.5756
Re-Search All Search Unmatched | 281 - 291 1167.6392 1166.6319 1166.6335
281 - 291 1167.6392 1166.6319 1166.6333
Index
Results List
1. 1159113013 Mass: 38259 Score: 156 Expect: 1.7e-00% Queries matched: 9
zlucokinase [Giardia lamblia ATCC 50803]
Observed Mr (expt) Mr(calc) Delta Start End Miss Tons Peptide
1126.6561 1125.6488 1125.8506 -0.0017 21% - 229 0 --- K.NLSGLASEVLR.E
1140.4900 1139.4827 1139.4858 -0.0031 211 - 218 o 10 R.NMHDEFWK.N + Oxzidation (M)
1140.4900 1139.4827 1139.4858 -0.0031 211 - 218 0 --- R.NMHDFFWE.N + Ozidation (M)
1167.63%92 1166.6319 1166.6335 -0.0016 281 - 291 0 49 K.DYFIAGGILAE.D
11e7.638%2 1166.6319 1166.6335 -0.0016 281 - 291 0 --- K.DYFIAGGILAK.D
1261.5846 1z2Z60.5773 1260.5808 -0.0035 236 - 246 0 --- R.DHDIDMGFLAEK.C
1267.5710 1266.5637 1Z66.5629 0.0008 193 - zoz2 0 --- K.YNTDHVEFER.V
1277.5812 1276.5739% 1276.5758 -0.0018 238 - 246 0 73 FR.DHDIDMGFLAK.C + Oxidation (M)
1277.5812 1276.5739 1Z276.5758 -0.0018 238 - 246 0 --- R.DHDIDMGFLAK.C + Oxidaticon (M)
No match to: 550.Z2542, 850.4948, 853.3255, &§56.2Z545, 857.266Z, B858.2564, 859.2527, §a60.2634, 661.2578, B6Z.3109,
863.3128, B867.3217, BE9.4474, 874.2842, 875.3333, B878.2533, 860.2489%, 8BZ2.2752, B84.2811, BBA.3156, 887.2660,
§88.2822, §90.3176, B9Z.3212, §95.2640, §96.3218, §698.2856, 500.2611, 9202.2969, 904.Z2787, 911.3513, 914.3533,
918.2825, 920.3241, B524,3392, 925.34%94, 928.3502, 93Z.3561, B838.3030, 939.3422, 942.Z662, B44.3466, 945.3507,
948.3356, 952.2762, 954.3179, 957.3728, 965.36%0, 970.34%92, 9%60.3402, 1010.3%70, 1204.552%, 1229.5800, 1268.5671,
1293.5649, 1339.5016, 1525.69686, 1911.8318, 2224.981Z2

Unformatted secquence string for pasting into other applications

APLLEHELLC EDY¥Q3TGDLI
THLDWNESEE ELONTTGVGK
SVSTPTUVVPD NITGIVIVAG
EDHALAQFIE EKYHTDHVSF
HVLSEDHDID MGFLAKCAET
DYFIAGGILA KDLMWLVCGRC
LGIVGAARYFC TEM

Decreasing Mass

next residue is P

Delta Miss Sequence
YHTDHVSFER.V  (No match)

0.0008
-0.0031
-0.0031
-0.0017
-0.0033
-0.0018
-0.0018
-0.0016
-0.0016

o

cooocooaoo

K.

R.HMHDFFWK.H
R.HMHDFFWK.H
K.HLSGLASFVLR.
R.DHDIDMGFLAK.
R.
R
K
K

DPHDIDPMGFLAK.

.DHDIDMGFLAK.
DYFIAGGILAK.
DYFIAGGILAK.

Oxidation (M) (Ions score 10)
Oxidation (M) (Ho mwatech)

E (Mo match)

c (Mo match)

¢ Oxidation (M) (Ions score 73)
¢ Oxidation (M) (Mo match)
D (Ions score 43)
D (Mo match)



