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LIMS

s Close collaboration with BPRG

= Applied Biosystems
= SQL*LIMS, v4.0 (sample plans, projects, samples)

=« RIS (Proteomics module: Melanie image logging
for 1-DE, 2-DE, spot logging, MS peaklists uploads,
identification launches, validation of protein

identification, ELISA, immunoblots)
= SQL GT (plate management)



Logical Principle

= Projects/submissions
contain

= Samples

to which one can assess
= Tasks/Methods

that produce

= Results
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& & N315/Total extract | ﬂ\i"@|m Version: 22 Status: ON_GOING_VALIDATION | User: PENLIMS | Date 11/26/2003 |
¢ & NE1BTotal membrane sxracts Rank | Accession Ho. || Mass ||St:nre|| Protein Name ||I'u|asses lu||| Validate |
©- ||} CENTRIFUGE METHOD 1 089571 46456 18 (289571} Cell division protein fiss a0 v |-
e {Fﬂ N31Siembrane Seluble 2 QaPalE 258496 10 (Q8PAI6) Acetoacetyl-coA reductase. 2720 vl
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® é N3 15 embrane Pellet ] Qauay| 10964 a] {QBUIGT) Hypothetical protein Atu0236. 2520 ]
7 Q10884 53447 4 (210884) Probable formate hydrogenlyase CY2451.05, 1120 ] |
¢ U CENTRIFUGE METHOD g Qa0119  A.A41 2 (@50119) UBS0Y, 2rz2n [ -
& [ centriFuce Peptide Data
o é N315iMembrane Chlorapharme = = =
e Q.}II Chec... ||I'u'|ass Matched”l'u'lass Ca...|| Delta || St... || End || Sequence ||I'u|ndrﬁca...|| Miss || Score || Validate |
CENTRIFUGE METHOD
— ] 107947 2145511 1,81 2 22 TLRIAYWTSGMGEVGTAIC QK 1 g [v]
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| ~MSMS Data
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The MELANIE AR
2D gel analysis software

Benefits:
Accurately and rapidly 1dentifies and quantifies your
spots, matches your gel images, and finds significant

protein expression changes.

Offers numerous filtering, querying, reporting, statistical
and graphing options so that you can easily view,
compare, analyse and present your results.

. Geneva Bioinformatics SA
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Integration into the & s
laboratory workflow

Integration with Amersham Biosciences’ ImageScanner™ via
LabScan™ 5.0, also developed by the SIB team

Direct image acquisition from Twain compatible scanners
Support of multiple file formats (.tif, .gel, .img, .png)

Unrivalled annotation capabilities with the possibility to link
gel objects to external query engines or data sources of any
format (text, html, spreadsheet, multimedia, 2DE database
entry, etc.), located locally or on the Internet

Fully automated integration with spot-picking robots

Clipboard support to copy images, graphics and tables to
other programs



Facilities to secure data:

.
=
,s

Y

and assure quality

Unique identifier for each
spot, gel, and report to
ensure data integrity and
consistency

Backup and restore
functions

Sophisticated Undo/Redo
function

History function tracks
all operations for control
and quality assurance

U

ndo List

Select commands to undo.

18:10:17 Unselect All {132 ok
1810:09 SetSpots Color 2 (1
16:10:04 Show Only Selecter
18:08:07 Add Label (264 ohije
18:04:18 Clear Histary (7 gels
16:03:08 SetRegion (5 gels)
18:03:06 SetRegion (1 gels)
18:03:06 SetRegion (1 gels)
16:59:06 SetRegion (1 gels)
16:58:59 SetRegion (1 gels)
16:58:54 SetReqgion (1 gels)
16:58:50 SetRegion (1 gels)

)

)

)

)

]

16:58:45 SetRegion (1 gels
16:58:42 SetReqgion (1 gels
16:58:40 SetRegion (1 gels
16:58:23 SetRegion (B gels
16:54:54 St Region (6 gels

Displayed Actions

Without Display =

Al

& History

IB

=101x]

s = o= =

Actions History [14:38:17).

Clear Highary
Select Wizible Gelz
----- = Select Al Groups

Groups Feport

Select Rows from Beport
- [A Window
~[E Sort
- Selection

Refine Objectz Selection from Report By Walue
- [A Window
- [E Selection_By Yalues

E Filkered_Column ; 'S eparability’

: Min_%alue : '0.300000°
e @l Maw_Walue : 1000000000
[+ B Select Gel Objects from Report
----- B SetSpots Color 2
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HPLC-ESI/QTOF LR
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MS Interpretation
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®t Aldente version Beta 02,/09,2003 feedback is welcome - Mozilla

Aldente version Beta 02/09/2003 feedback is welcome

Help Release Notes

Sample Searching for theoretical proteins

arme |Samp|e_name DataPase Ei'-.-'-.-":s::s:: ot
pl [ —_______
M |

(BE68.606, 3958) Some features:

1850} (893 .044,
(895.537, 1362)

s eso | Multiple input peaklist formats

Peal list

Tpload a file

— Flexible choice of the taxonomy to search

T Flexible consideration of the experimental m/z errors
e e T SwissProt annotated PTMs are considered
S ol Chemical modification can be user-defined
Multiple enzymes

Scoring function tunable

Swiss-Prot PTMs

v i ] | 1
‘ More modifications

I Scoring




[Ef Aldente versi

003 feedback is welcome : sample_name - Mozilla

1=

PO e
Aldente version Beta 02/09/2003 feedback is welcome Documentation Input summary  Printable page &
Date 20/11/2003 10:59:38 UTC J
Release Swiss-Prot Release 41.26 of 04-Oct-2003: 135090 entries
Proteins Scanned 149801 / In mass range 141860 / Enough hits 49789 / Enough hits after alignment 30723 / Displayed 20
Peptides Generated 7833156 f Matching 436003 / Average of 55 peptides per protein
%% aldente version Beta 02/09,/2003 feedback is welcome : sample_name - Mozilla
Rank Score Hits Taxon -
1 4.08 20 Homeo sapiens .
2 204 13 Hormo sapient 2) S 29Y2X3 NOP5_HUMAN Swiss-Prot - Heme sapiens  Nucleolar protein NOPS (Nucleolar protein 5) ((INOP38) (HSPC120). T
3 355 17 Mus musculus
4 329 9 Rattus norvegic | Score : 3.94 Hits : 13 Mhw: 59577 pl: 9.03 Coverage : 28% Shift: -0.026667 dalton Slope : 47 ppm
3 282 6 other Streptoph:
6 280 6 ofher Bacteriz Exp Theo Intensity Delta Dev Cont MC CAM MSD PTM  Position Sequence
1 ol ° Ao Da Da ul rark  Da  ppm ppm [ i /09’ i f / il :
3 238 8 other Firmicute mmdetever.n Beta 02/09,2003 feedback is welcome / sample_name / NOPS_HUMAN - Mozilla _[ol x|
975,502 975504004 1785 13 51 -000 -2 21 - 1 171 [
2 238 10 Schizosaccharomyce: Senvn: 200 Wik . 12_Shife- 0026667 Slope: 47
1o 234 7 . .
11 233 3 ALDentE results for: Sample_name 19.11.03 14:06 tensity Delta  Dev Score Cont MC CAM MSO PIM  Position Sequence
12 232 7 | % rank Da  ppm  ppm starl  end
= Ecore | Matches AC [1¢]
323 9 =] | | @l& e, H[l[l)uj | ; 13 51 000 -2 -21 007 1M - 207 - 214 CLOKVGDR
262 |20 P17844 | DDX5_HUMAR
14 228 4 15 43 -008 -66 -%1 0.08 1 - 011 361 - 371 MLAAKTVLAIR
15 224 7 7 QE1658 | DONS_MOUSE
16 214 & 3 29GT86 |NOPS_RAT 12000 21 24 01z 97 72 021 - 171 - 197 - 206 MSDNLTYCK
7 158 7 8 014254 _|IDHP_SCHPO 100 1 008 65 38 0.20 1o 1 175 - 184 ELMNVIMRCR
= & PO3346  |GAG_HTLY2 3 ||10000 |
12 092 5 = = P 100 1 003 36 9 1.50 - - - 2659 - 278 TOLYEYLQNWE
i 8 P51962  |RIBE_PHOPO
19 07l 5 a QEFTUT  |PSMA_METMA 2000 36 6 011 83 36 018 1 171 011 175 - 184 ELMNYIMRCR
20 071 5 3 P23133 |¥PE2_RHORU
= 7 PEa314 | SFAS_DUNEI - 60 3 005 35 7 091 - 121 - 133 SQUIDGLIFGVEER
! PIEIEE 06T _FCoLl i 18 28 004 28 0 017 - - 121 - 133 SQUDOLIPGVERR
4 PO9166  |OGT_ECOLI
3 P10395  |REP1_ECOLI A0 18 33 0.04 24 5 018 = - - 222 - 235 LSELLPEEVEAEVK
& Q43654 [UGS2_WHEAT
Graphical visual 5 Q08426 |ECHP_HUMAN 2000 10 67 002 13 -17 010 - 1 - 15 MLYLFETSVGYAIFK
4 QOHYP1 |PAAD_STRCO i 10 67 002 11 20 011 - - - 338 - 353 YGLIVHASLVGQTSFE
a Q@E2TI | THIC_RHIME Tﬂ
3 2828 [FP6 CACH il L 1830 015 8 54 000 1w - 197 - 210 NSDNLTYCKCLQE
5 POS428 |ILtE_BOVIN Ct e |9°°° 4 8 006 3 2 0% - - om 372 - 388 YDAFGEDSSSAMGUVENR
3 POB112  |PHA®_SYNPE
T 11 62 -0.04 -23 -5 0.03 - 011 171 102 - 117 LNLSCIHSPYVNELMER
Selected: Bl Last Selected; B //
0.20 — 11 65 006 34 2 0.10 - - 171 372 - 3B8B YDAFGEDSSSANGVENR
Create mass list for B [
{ 28 12 005 27 4 030 - = 11 o 102 - 117 LNLSCIHSPYVNELMR
© Selected + * 1069 020 -106 <139 011 - - - 00 50 - 67 FQDTAEALAAFTALLIEGK
I
Hnseiscter s 15 40 005 24 -9 016 - - - o3 279 - 297 MMALAPNVIVMVGELVGAR
9 83 002 10 -23 003 - 1 - - 22 - 37 LQEVDSLWIKEFETPEK
6 100 0.0% 41 6 0.03 - 1 - - 468 - 485 VEEEEEEKVAEEEETSVE
— 6 97 0.08 36 1 003 - 1 1 on 100 - 117 EKLNLSCTHSFYYHELKR
R Ity
5 102 -0.08 -41 -75 0.01 - 1 011 171 102 - 120 LNLSCIHSFVVNELMRGIR
T T the calculation of the score
iz ‘1000 1500 |2000 500 3000 aloulation of the score
Peak description area ome identical masses but the alignment can discriminate between them
ome identical masses but the alignment only cannot discriminate between them, discrimination is done on the score




Aldente version 02,

Flle Experiment Help

=181

EIEE

E

[s <[>

(O MewParamProject
[ param
[ Global view
E-120 £119_803_b_o0o1
<[ parem
Satnple
Resutt
Z119_A03_b_0001 1
Z119_AD3_b_0001 2

Param | Sample Resul
Prateins list

Protein slone | Comparison

Resul of the query :

Nunber of scanned proteins :
Nunber of proteins in mass range :
Nunher of proteins compatible : 48634
Nunber of proteins scored @ 28607

Nunher of peptides generated :

Result of submission (19/11/2003 13:20:20 UTC)

Found 20 resultis) in :
Swiss-Prot Release 41.25 of Z6-3ep-2003:

134803 entries

142534
135351

T3T1695

MNunber of peptides compatible @ 410460

DOXS_HUMAH (P17844)

Swiss-Prot : Howmo sapiens

Mw : 69147.0 pI : 9.06
Probable RNA-dependent helica:
2.620324

Hits : 20 Shift : -0.016 Slope

Score :

Peptides (coverage = 33%) &

M3GTSSDRDRGRDRGFGAPRFGGERAGE
EITVRGHNCPKPVLNFYEANFPANYMDY
QAQGUPVALSGLDMVGVAQTGSGETLSE
ELEE ;DGPIELVLAP EkLﬂQQVQQVM

IVGGAPKGPQIRDLER,

LYLDEADRMLDMGFEP( TR,
e

ROLAEDFLEDYIHINIGALEL?

Scare AC D Taxan
262[P17544 D05 _HUMAN Homia sapisns -
2.394)29Y2K3  NOPS_HUMAN Homia sapisns
210861656 DDX5_MOUSE Mus musculus
1617280786 |NOPS_RAT Rattus norvegicus
11881214254 IDHP_SCHPO Schizosaccharomyces pombe
1.18|PO3346 GAG_HTLY2_3 Wiruses
1.164P51962 RIBE_PHOPO other Bacteria
1.099/@EPTUY PShta_METMA, Archaea
1.074/P23139 YPE2_RHORU other Bacteria
1.068/P54214 SFAS_DUNEI Chlorophyta
1.04 P09 65 QGT_ECOLI Eschetichia coli
1.04 P01 65 QGT_ECOLI other Bacteria
1P10336 REP1_ECOLI Escherichia col
0063/243654  |UGS2_AHEAT other Streptaphyts
0 854205426 ECHP_HUMAN Homa sapisns
0823/ Q8KYP1 PAAD_STRCO cther Bacteria
0803292719 THIC_RHIME cther Bacteria
0 863284259 FPG_CAUCR other Bacteria
0.831P09428 IL1B_BOWIN_1 Bostaurus
0.598|PO6112 PHAL_SYNPE other Bacteria

HDVEKDEKL IRLMEE IMSEKENKTIVFS
MREDGUPAMGTHGDES QQERDUVLNE F¥
sEELDVEDVKFVINYD YPHSSEDY IHE
AYTFFTPINTHQVSDLISVLREANGATE
GRSRGRGGH](DDRRDRYSAG%GGF‘NTP
LLKRD FGAKTONGVYS RANYTHGSFGSN
GHPTGTYQNGYDSTQQ¥GENVENMENGY
APNIGYPHPTGYSQ

& Sequence

Fle Experiment Help

afe

(0 MewParamProject
E Paranm

Global view
=20 7119_An3_b_0001

[ param

Sample
Resul
Z119_A03_b_0001 1
Z119_AU3_b_0001.2

Param | Sample | Resut | Protein alone  Comparison

Available fitters

Selected matches

AT miz

mass Y ?

P17844 9545

954.490..

P17844 963516

9E3.514..

P17844 985576

985567 ..

P17844 014534

P17844 094 565

094 55

014.52...

P17844 128 68

12865

P17844 172651

17260

P17844 22672

22671

P17844 2857

29564

P17844 336 692

33663

P17844 368 766

366873

P17544 389.702
P17844 793914

3B9.E5..
79386,

P17844  2132.043

2131.97..

P17844 2441368

2441 .27

P17844 2457 364

245727 ..

P17844 2987 464

2987 .40..

954.490..

EEﬂ BSE 9545

ac | ma

Mass Y

)

P17844 936,583

936.540...

P17544 |1 096,578

109652,

P17344  [2361.394

2361.30...

QEY2KI 1584875

1584.83...

CEYPK3 1834 819

183478

QAY2K3 1850614

185074

QAYIK3 [M22043

21185

CEPTUY 1M327 712

1327 55

CQEPTUY 1847 074

1896 87

GEPTUT (20700123

207006

M 3
Min ¥
Min 2

668 606 e 3
0.0 et ¥
-05 Mane 7

3161574
13417.0
05

= Java interface (standalone)

Creation and management of projects

Batch process capabilities
Various possibilities of result visualization
Spectra manipulation features



MS-MS Interpretation

SODMech. B

2l01_007 156 (22 8167 $h (2 40.00°%; SmSG, 2o 00, Om (156 1160.6 3 TOF WSS 273 44E5+
106

100

(M+2H/2)** = 872.4 --> MH* = 1743.9

1047.5
b; [I/L-A]
or
I/L [P-5]
W s T
1 159.1 113
b,=185
933.4
R b, 618.3 747.4 N v
1 a ri?5.1 - W . - MH®
157.1 z 129 |™ Ea 99
b, 186 114 T -
&4 185.1 b 1259.6 W
- -
l 186 1559.7
o :—:l.“,—:“..l'-.'r SJI ':l".,‘.u..'

300 400 A00 GO0 ron 200 aon 1100

[I/L-A]
[P-S]

W-N-V-[I/L]-N-W-E-(X)n-R




MS-MS: Popitam

L SOURCE MS/MS PEAK LIST ]

1) INTERPRETING

lonic hypo’rhes-Mis {INTERPRETED PEAK LIST}
ionic m/z /7 @

4
singly charged b-ions 2) STRUCTURING

DIRECTED ACYCLIC GRAPH
(SPECTRUM GRAPH)

3) COMPARING AT
_

< > Peptide
1 sequence
database

~
IDENTIFICATION}
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EXPASY Proteomics toolé

= Take into account Swiss-Prot
annotations concerning PTMs and
splice variants.

= Closely integrated and hyperlinked
with Swiss-Prot and TrEMBL
entries on EXPASy, and among
each other.

= http://www.expasy.org/tools/
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EXPASY Proteomics toolé

= Protein identification

« AACompldent, AACompSim, Multildent,
Peptident/Aldente, Tagldent

s Protein characterization

= FindMod, GlycoMod, FindPept, Myristoylator,
Sulfinator

= Primary structure analysis
=« Protparam, Compute pI/Mw, ProtScale

= [ertiary structure
= SWISS-MODEL
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SWISS-2DPAGE

Release 17.0 (Mar 2004) : 1265 entries (3971 spots)
in 36 reference maps:

Human: 18 maps (Liver, Plasma, Red blood cells, ...),
*Mus musculus : 6 maps (Liver, Islets, ...),
*Arabidopsis thaliana, Dictyostellium discoideum,
Saccharomyces cerevisiae, Staphylococcus aureus
*Escherichia coli: 8 maps (for several pl ranges)



Structure of SWISS-2DPAGE ,_.J;SIB o

sulis

“Nice2DPage View of SWISS-2DPAGE:

P02679

[

General information about the entry

|View entry in onginal SWISS-2DPAGE format
[Entry name [FIBG_HUMAN
|Prima:y accession mumber |P02679

PROC. NATL. ACAD. 3CL U.5.A 74:5421-5425(1977).

2D PAGE maps for identified proteins

|Compute the theoretical pLTiw

Entered in
STTSS SDPAGE in Eelease 00, August
|Last modified in |Release 08, Nowvern

Cerebrospinal Flud

+ SPOTZ2D-000B YT pI=5.53, Mw=51657

MMAP LOCATIONS: »  SPOT 2D-000BY3E

Name and origin of the protein + SPOT 2D-000BZ6: pI=5.59, Mw=51526
[Description FBRINOGENGA | [ . MAPPING: MATCHING WITH THE PLAS:
[From [HOMO SAPIENS e

ETEARYOTA; M |[Hep32_Zecreted_Protemns
Tazsonotny —

LIANDAATIA; ETT

[1]

NAPPING ON GEL.
NMEDLIME; 96007934, [MCEL ExPASy, Lerael,
SAMNCHEZJ.-C, APPELRD., GOLAZ O G, H
D.FE.;

ELECTROPHORESIS 16:1131-1151(1995).
[2]

NAPPING ON GEL.

NEDLINE, 78094420, [MNCEI ExPASy, Tsrael, J
AMDERSON N.L.. ANDERSON MN.G..

/gt o Fes
\-rf" fr\ (‘.;’
NiceProt View of SWISS-PROT: P02679 Quick Blsst? search | 1o

[Ceneral] [Name and origin] e 11c £ ] [Eerworis] [E 1 1 ools]

General information about the eniry

[Fntryname | FIBG_HUMAN

[Primary accession mumber P02679

[Secondary accession number(s) Hone

[Entered in SWISS-PROT in Release 01, July 1926

[Sequence was last modifisdin Release 05, August 1937

[Ennotations wers tast modified in Release 40, Octaber 2000

Name and origin of the protein

[Proteinname ~|FIBRINOGEN GAMMA-A CHAIN [Precursor]
[Bynonyn(s) Hone

[Gene name(s) FGG

[From Homo sapiens (Humas)

reonony Eukaryota; Metazoa, Chordata; Cranata; ¥ ertebrata Eutelsostoni, M ammalia, Eutheria; Primates;

Catarrhini; Hominidae, Homo.
[HeBl TedD 00,

References

[

WEQUENCE FROM N4

MAEDLIME=25252774 [NCBI, ExP' A8y, lsrael Japan]; Pubhled=2000550,
[Rixon WUV, Chung D W, Davie E W,

"Mucleotide secquence of the gene for the gamma chain of human fibtinogen.";

MMAP LOCATIONS: »+  SPOT 2D-00
+ SPOT 2D-00091T: pI=5.37, Mw=46
+ SPOT 2D-00031V: pI=5.45, MMw=46
+ MAFPPING: MATCHING WITH TH]

MAP LOCATIONS: « SPOT 2D-00
+ SPOT 2D-0004%T: pI=5.03, IWw=51
+ SPOT 2D-0004VY: pI=5.13, Mw=51
+ SPOT 2D-0004VE: pI=5.16, 2w=50
+ SPOT 2D-0004%WI: pI=5.44, Mw=
+ SPOT 2D-000 =534, Mw=4
+ SPOT 2D-0 :pI=5.56, Mw=4
+ SPOT 2D-000) pI=5.24, Mw=4
e + SPOT 2D-0004™WTT: pI=5.65, Jdw=4
dois + SPOT 2D-0004305: pI=5.44, MMw=43
+ SPOT 2D-000430V: pI=5.56, IMw=44
+ SPOT 2D-0004ZZ: pI=5.56, hw=444
+ SPOT 2D-000500: pI=5.62, Mw=44]
+ MAPPING: MATCHING WITH TH]

This SWISS-2DPAGE entry is copynight the Swiss Institute of Bioinformatic

e rrafit inchihibiane ac lane ac ite coantent i in na rar s dified and thie otat

4 L
i
* ] -
§ o
- & b
8 - el i e ’"F
- * - -
o i e
T T T T T T T T
4.9 4.5 5.8 5.5 6.8 £.3 7.0 7.58.8

IThis image is copuright by SIB. Usage by and for commercial entities requires a license aareement.




Make 2D-DB II

= Relational format structure
(PostgreSQL)

= Conversion of already existing
federated 2-DE databases or
creation of new ones

= Automatic updates related to
external data



Make 2D-DB II

= Facilitate the maintenance through Web
interfaces (queries, updates)

= Flexible structure (facilitate extention to
new information types)

s Interconnect remote databases in order
to build a virtual global one

s Generation of flat file and XML formats



2 (D'Qj/ﬂ ng 2D-PAGE Test Database

Test DB

This

N N
& -]

“ SIB "
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Search by:

- accession mumber

- description, ID or gene
- author

- spot ID / serial mumber

= pI/Mw range

combined fields

proteins in a map

Search proteins by pl/Mw range

pl Range:

mir. =>i max.==1 5

Mw Range (K.Daltons):

min.== ; s == i 50

- Limit to kap: ]AIIMaps
Sorted by: & protein 0 (& hap

Plea=e give a pl range for your spots. For example, you may type 7.25 or just 7. Give alzo a range for Mw in Kilo Daltons. You may type, for example, 90.550 or
118, The search will include all maps, except when yvou limit vour search to a particular map.

Execute queny Fieset

navigate the maps

[

2D-PAGE Test Database

* SWISES-2DPAGE - The two-dimensional polyacrylamide gel electrophoresis database of the Swizs Institute of Bicinformatics in Geneva

Gateways to other related servers

* WORLD-2DPAGE - Index to ather Federated 2-D PAGE databazes
® ExPASy - The proteomics web server of the Swiss Institute of Bioinformatics, in Geneva

This database was constrocted nsing the Make2 D8 I package (ver. 0.39) from the WORLILZDPA GE of the ExPASY web sener




Search by:

Search entries by combining different search
keywords

- accession number

- description, ID or gene

Enter keywwords inthe form below. Keywords may be any word or partial wword of at least 2 characters long. Use of wildcards ("*" or ") is authorized. For each

- author separate figld, you can choose to interpret spaces as 'or or 'akd operators. When using more than one field, you have the choice to define ‘o or 'and operators

releative to the ather fields.
- spot ID / serial momber

Execute querny ] Reset I
= pI/Mw range :
Field 1 Interpret spaces between keywords as: ® or O anp O adjacent
5 1| 1.5. Keywords = | field contains: |plasma and not:
- combined fields I =l 1 1
................ ® oR O AND s

proteins in a map

Field 2 Interpret spaces between keywords as: « QR o AL - adjacent

21, Oroanizm Mame # Clagsification

+ | field cortains: (human and not:|

navigate the maps

Searching in 2D-PAGE Test Datahase’ for entries matching your query.
Search by:

Que!! result: 4entries matching eriteria

Accession number
- accession number

De=cription
POZ7ED ALPHA-1-MICROGLOBULIM ¢ INTER-ALPHA-TRYPSIN INHIBITOR LIGHT CHAIM (PROTEIM HC) (HIZ0)
- description, ID or PO2741 C-REACTIVE PROTEIMN PRECURSOR
POS090 APOLIPOPROTEIN O
- author P13E93 TRAMELATIONALLY COMTROLLED TUMOR PROTEIM (TCTPI (P23)
- spot ID / serial b
- pI/Mw range E
2D-PAGE Test Database (Combined)
combined fields
proteins in a map

navigate the maps

™ Save - To savethe table in & file, give & file name here; |Combined_31474.tat file type; & Unix © windowsDOS

I you choose to save your flle intext format, make sore you check the right flle type for yvour system. Otherwise, to keep 2 copy in HTML format, vou will simeply
need to save the result page divectly fram your brawser.

Execute querny Feset




EBF federated 20-PAGE viewer: Swiss-2DPAGE ECOLI {;@’*“ $
ECOLI-DIGE4 .2-6.5 (All spots) w4 L
This is an EBR internal senver to query 'EBR federated 20-PAGE fh # 3 (PostareS0L) format j, S ' B .
Switch to Gel: g™ "’;‘ ’;‘ wos
\‘U‘f” fr\ 'g’;

| ECOLI-DIGE4.56.5 { Escherichia coli DIGE [4.5-65]} =]

Re-scale Gel to: I B0% - | View: I all identified proteins = | Refresh i

Display: ¥ + ldertified spots
Experimental results for: ¥ s Peptide Seqguencing (MW ¥ AL composition i +PMF ([ PMF and A28 comp.)

Other identification/mapping technics: I

Tagging 3 2 Gel Matching Vo Comigration 3 Immunaklating)

(!“? O Tandem ms ¥ Micro-Seguencing v

% - + &
r 4+ B +
+ m=m B &
4 BB, Ml _
B v Spot: 20-001WKH
L | pk B.02 My 45274
- & E_'_ s ﬁﬁ sELYA ECOLE
+E8 £ ® PR
accession n® POO47Y
o T S )
|dertification hethocds:
m 3
+ EH % & 9 * EXPREZSION, MAPPIMNG: { PRMF 11 MZM= }
+
= @ 3] peptide sequences:
= 23] [HOIGGSEEL VKK, 243-250;
h B M| ® [KITY Qe AR 286-283;
® - m | (KINSYPMNDRRSPEYTSGIRY), 347-363
4 * peptide mazses: |
#* E+ G846 45963 47 1040 44 1109 49 1320 58 1478 7,
L 1814.91 2065.94,2163.01 245019}
2] T
T+ e = B +
23]
e 23]
B B
o % ®
B H
B B 23]
% &




7 SIB ™

Integration of various #_ s
experimental annotatio

9

S
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o

7134928 BIOGI'aph 1.0

PhMUzer Input [1] [l

B1242.8 o Peptident (2]
- P tatehing hiassez [
51342.8 i
1233 1359541 0
413428 [t o
YRPOFYFR
313428
213428

o I ?‘ﬁ"fif. [ S,

7188 1071.82 137182 167188 1971.82 227188 267188 2e7188

713428

23250
2354.563

Pointers to |
. . |_Gr\d |_Eq |_ i |_Scale |7Legend m-tol:lﬂ wad oo = 0%
MS id files _ _
Visual representation
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