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Protein hits (6 proteins)

¥Columns: (custom) (10 out of 27)

) 5aved arrangement | Standard (default) Load | | Make default
@ Custom
Enabled Available
Database - Family
Accession Member
Score Num. of matches
Mass MNum. of sequences
MNum. of significant matches MNum. of significant sequences
emPAl 1151114
116/114 Number of peptides (115/114)
116/114 Significant {115/114)
1171114

Not-normal (115/114)
SD(geo) (115/114)
116/114
Number of peptides (116/114)
Significant (116/114)
Not-normal (116/114)
SD(geo) (116/114)
1171114
Number of peptides (117/114)
Significant (117/114)
Not-normal {(117/114)
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Vitellogenin-3 pr
Protein disulfide:
ATP synthase st
Spectrin alpha ¢
Calreticulin prec

i SD(geo) (117/114)
¥Filters: ("Significant (115/114)" = yes AND Mass > 50000 AND "Num. of significant matches" > 3)
Significant (115/114)  Yes Remove [

AND |Z| Mass | > |Z| 50000 Remove []

AND |Z| Num. of significant matches | > 3 Remove [

AND Family E| < E
Export as CSY
DB | Accession | Score | Mass | Pep(sig) | emPAI| 115/114| 116/114 | 117/114 | Description
SwissProt | #"'VIT3_DROME 212 | 50436 12 1.13 1.761 2.245
SwissProt | =/PDI_DROME 136| 63614 7 0.46 1.891 3.221
SwissProt | fATPE_DROME 87| 57821 4 0.27 0.357 0.831
SwissProt | ='SPTCA_DROME 72| 305140 4 0.05 1.411 2.166
SwissProt | #'CALR_DROME 66| 53540 7 0.30 1.214 0.889
SwissProt | e’lHSP7C_DROME 65| 81675 5 0.19 1.422 1.906
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Heat shock 70 k

2. Preferred Taxonomy

NCBInr Eg5)7—AR—ADEIC. DEDDIVINIENMEEDEYIFEICTFIEL.
TNSNERZIDNMELTEREINTUVRIEE. 92/ ELY MANIEZDAIN
NERRFRIBZLNINFRRENEIN, 2ORKRI>NTER BRNOEMED
I NEFRRSBIEVEE(EFIBEEETT,

3. FDR {EFE(CL3BMEAIT7OE
IETELIZ FDR DIBE(%)CR2LI(CRMBERI7ZBETELE Y, iz, TN
FRIFELBRTFRICEDIIINIBUZ MR RUET

¥Decoy search summary (random protein sequences)
Peptide matches in target in Decoy FDR
- above identity threshold 1152

5 0.43% 0.5% *[+]
6 0.41% | Adustto |[1% [v]

- above identity or homology threshold 1467

Decoy results are available in «fthe decoy report.
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6. Database Manager
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Database Manager

Databases (4)
Parse rules (10)

Databases

Status New files Tasks

Tasks (0)
Settings

New database

Enable predefined
definition

Create new

Synchronise custom
definitions

cRAP * In use (success) [Wed Jun 20 23:03:11 2012]
EST_human * In use (success) [Thu Jun 21 01:11:11 2012]
NCBInr * In use (cancelled) [Mon Jun 25 21:05:21 2012]
SwissProt  * In use (success) [Thu Jun 21 00:03:24 2012]

*) Entries marked with an asterisk are predefined definitions. Predefined definitions file was
last updated Wed Jun 20 20:12:26 2012.

Full database status information is available on the database status page.

Refresh
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Database Manager

Databases (4)
Parse rules (10)
Tasks (0)
Settings

New database

Enable predefined
definition

Create new

Synchronise custom
definitions

Enable predefined database definition

Predefined database definitions are configuration entries for the most commonly used,
publicly available databases. Configuration and FASTA files for predefined definitions will
be automatically kept up to date as long as the Mascot Server machine is connected to
the Internet.

Name

contaminants

CRAP Enahle | Already set up as cRAP.
Environmental_EST

EST_human Erahle | Already set up as EST_human.
EST_mouse

EST_others

Fungi_EST [“Erable |

7. Site Analysis (Mascot Delta Score)
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Score Mr(calc) Delta Sequence Site Analysis
83.4 |1846.7179|0.1889 DIGSESTEDQAMEDIK Phospho 54 84.56%
75.8 |1846.7179|0.1889 DIGSESTEDQAMEDIK Phospho 56 14.73%
52.7 |1846.7179|0.1889 |DIGSESTEDQAMEDIK Phospho T7 0.72%
26.9 |1846.7808 0.1261 KLNSNPENYCESELK
22.8 |1846.7729/0.1339 KMEDSVGCLETAEEVK
15.5 |1846.9230-0.0161 GAYTIEQHPWLGLEIK
14.2 [1846.7729/0.1339 KMEDSVGCLETAEEVK
13.9 |1846.8754|0.0315 YWKGIYENLPSIDEK
13.8 |1846.8866 0.0202 QLIEAPDPVPSFEVAR
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Score Mr{calc) Delta Sequence Site Analysis
84.5 |3541.7900|0.0191 |KRYGASAGNVGDEGGVAPNIQTAEEALDLIVDAIK | Deamidated NQ 99.70%
57.2 |3541.7900|0.0191 |KRYGASAGNVGDEGGVAPNIQTAEEALDLIVDAIK | Deamidated N19 0.19%
47.9 |3541.7900|0.0191 |[KRYGASAGNVGDEGGVAPNIQTAEEALDLIVDAIK | Deamidated Q21 0.02%
14.3 |3541.7735|0.0355 | INKRLNYIKRQPHQSDDEPAQIMGYKMNK

14,3 |3541.7735|0.0355 |INKRLNYIKRQPHQSDDEPAQIMGYKNK

13.5 |3541.7470|0.0620 ENEVPERKNYEDEMOQWTKLPVYMNQMILKN

13.0 |3541.80132|0.0078 RNVISQINDGQVQVTTQKLPHPVSQIGDGQIGQ
12.9 |3541.7472|0.0618 ALLVMSDEVYENYTNNIMNFYMSKMNLIKE

12.8 |3541.8641|-0.05351 IRSTFKYSPINNPMNLILDVKNGSGNEQRPTI
12.6 |3541.7472|0.0618 ALLVMSDEVYENYTNNIMNFYMSKMNLIKE




