Overview: Accession

Data Accessioning Program
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Introduction

Data must be accessioned or entered into
the program database. This consists of
several activities:

1. Entering the name of the sample and
sample information

2. Entering the Region Of Interest of sample

3. Entering sample calibration info If any



Composite Samples Database (CSD) Paradigm
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Proteomic composite
samples database (CSD)
consisting of a set of n
samples G,, G,, ...,G,, with
representative sample G, _G,

Expression profiles A,B,C, ...

A canonical sample
database is a statistical
representation of the CSD
spot geometry and
guantification that could be
used for data mining

In Lemkin et al.,
Computers Biomedical 3
Research, 1981




Basic Open n-D Analysis Pipeline

1. Accession sample images or n-D data and experiment information interactive

l XML

2. Segment n-D data to quantify or extract “spots” for all samples
(2D-gels, 2D-LC-MS, etc.) | batch

l XML

3. Create a landmark database between reference sample and remaining

samples by spot pairing algorithm (if spot pairing is not automatic) Interactive
l XML
4. Pair spots between a reference sample and the rest of samples batch
l XML
5. Construct Composite Database, CSD, by merging paired spot lists batch
l RDBMS and caches
interactive

6. Explore the CSD data using exploratory data analysis techniques:
statistics, clustering, direct-manipulation graphics and reports, etc. batch




Initial Open n-D Data-Mining Tools

Accession n-D sample images or n-D data and experiment data

Quantify ‘spots’ from sample images or peptide clusters

Pzair spots petween samples and a reference sample

0
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Construct composite sample database for exploratory data
analysis

Manage subsets of proteins in the database

Manage replicate samples and condition sets of samples

Analyze expression profiles for multiple conditions

Data-filter protein sets by statistics, clustering, set membership

Direct-manipulation of data in graphics, spreadsheets

Integrate R language statistical, clustering, classifiers, class
prediction, and other methods

Integrate access to Internet proteomic/genomic/function data
servers for user-specified protein sets




Open2Dprot Pipeline Subprojects

Open2Dprot pipeline subprojects

OpendDprot consists of a sertes of coordinated OpendDprot pipeline processing modules. By using XML as the "glue” between
modules, it 15 pozsible to substitute alternate modules at the various pipeline steps. As pipeline modules and alternate modules

become avalable, they will be added to this table. We sncourage the donation af aliernate pipeline processing modules which
will be added io this tabls.

"We will be using a common O2Plb hbrary m the OpenZ2Dprot pipeline modules. This wall help ensure that they use the same
conventions, data structures and XL data interchange formats.

|Subprn:|ject Harne | Dol o=md |DDGLII‘|‘|EI‘|‘tE‘tiDI'| iDverview[F"DF] IF"IIIF documernts | “earzion  |Rewision hist-:-r].ri Status |F"ipe|ine step
DpenZbprot (zee below) |OpenZbprot Openzbprot DOpenZbprot DpenZbprot |Cpenzbprot cpenelnt -
REREE desigr omiolyoe
Accession Accession  [Accession Accession Accession Accession Aocession HECEeson [11]
faly =R al b
Sen2bnel (Seq2bgel |Seqg2bgel Senzbgel Segzbgel Seqibpel |Seg2lgel Segilaal [2]
oe-glaka
Landmark Landmatk [Landmark Landmarnk Landmark Landman |Landmark = A [3]
ine-3lnka
: CmpSpots
;| CmpSpots [CmpSpots [CmpSpots CmpSpots CmpSpots CmpSpots  |[CmpSpots ks [4]
BuildCsD BuildC50  [BuildCED BuildCs0 BuildCs0 BuildCsD BuildCs0 Eu”_dl:bD [5]
o'e iy pmododkos
CSDminer CSDminer |CSDminer CSOminer CSDminer CSDminer  |CSDminer i 5]
o'esigT pmododkos
: St : : { : : Cz2FPlib
DZ2Plib O2Plib.jar |Q2Flib OZPlib DZ2Plib DZ2Plib DZ2Plib = == SO T2 -
ne-3lnoka
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Associated or Related Projects

We had added some addiional non-papeline open source projects that may use stmilar data or common
software modules. They may be useful for performing other types of analysis on data used by
OpenZDprot or alternate types of analyzes.

I:-:-.ntrll:u.rted Download | Docurmentstion Dverview[F‘DF]!PDF dncuments' “ersion  |Rewvision history Status
Froject Home |

L &R |
1 | | | |
1'. Flicker Flicker Flicker Flicker Flicker Flicker iFIid{er |Flid¢er
| = | I

-ﬁl!flE MAE=plorer MAExplorer |MAExplarer hAExplorer hAExplarar haExplarer (MAExplarer [MAE:=plarer
— | |
' | | |
FrotPlot Frotplot Thd&F (ProtPlot) |ProtPlot [P rotP ot FrotFlot [ProtPlot |
. | | .
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Main Window

£ Accession ¥.0.0.6-pre-Alpha - $Date: 2005/02/26 11:51:58 $ - $Revision: 1.6 § (Dpen2Dprot) -0l x|
File Edit “iew Help

ABcces=ion W.0._.0_6-pre-alpha - #¥Date: EOO5SS08/E6 11:51:58 ¥ - ¥Rewision: 1.6 % (OpeniDlprot] :I
Today'=s date i= 02/017/05 1Z:48: 12

Swmitches=: —inputTormat: X, -acce=szionDE:accession.xml -landmarkDE: 1andmark.xml

—preiliz: demod -—r=ample:gel-HM-019 -=ample:ge=l1-HM-071

Can't read [Acce=s=ion.propertias]

Switches: —inputFoermat: X,X -acces=ionDE:acce=s=sion.xml -landmarkDE:landmack.sxml -projDiz:deame/ -rzample: gel-HM-0139

Feading XML accession daraba=e f£ilae: damohxzml) accerrion . xml

o
1| | b

Readin Clearl Saveﬂsl Edit options Accessiunl HDIl |Ca|ihratewedge j DDHEl CEHEE||




File Menu — Add New Sample

Bl Ecit view Help

i Accession ¥.0.0.6-pre-Alpha - $Date: 2005,/02/26 11:51:58 % - $Revision: l.E.-;ﬁfij}{_ '

=10l |

Open I

j Cancel |

ol

Create prDJEEt {dlrectur‘!ﬂ 3.'"25 11:51: 58 F o $Rtvisi-:-:n: 1.6 F [Elpi::nEIlp::c't]
Set prDjEE’[ dirEEtDr‘!." te=mion.xml -1andmarkDE: landmark  xml
: 13 - le:gal-HM-071
Change name of current accession DB PR
Create new accessian DE
e==zion.xml -landmarkDE:landmark.xml -prejDic: demo -r=ample: gel-HM-019 -=ample:g
El"-,a.ccession.:{ml

Remove Sample from accession DB et Eile.
Set Rsample Input Sample 7| =]
Open Sample for editing Laok jr: |ﬁppw | - ck ER-
Save accession DB ] gebti-019.0f

@ gel-HM-071 . qgif Hurnan-amML, ppo
Clear report ] gelHM-087.gf  [:] Human-CLL.qif

@ gel-HM-096, gif @ Hurnan-CLL.pp
Save reportiofile Human-.ﬁ.LL.giF Human-HCL.giF

Hurnan-ALL. ppix Hurnan-HCL . ppx

Lipdate fram Weh sernver B 2
Cancel
Exit File name: |Human-.-’-‘-.|'-.-1 L. aif

Files of tvpe: | 4l Files [%7)

J

Reading Sample image C:Iearl Savehs | Edit options Arcession | Rl | ||:'a|i|:Jrate wedge

=] Dnnel Cancell
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File Menu - Select Reference Sample

£ Accession ¥.0.0.6-pre-Alpha - $Date: 2005/02/26 11:51:58 § - $Revision: 1.6 $ (Dpen2Dprol =10] x|
Edit View Help
Create project (directong FSEE 11: 51:58 § - FRewi=ion: 1.6 ¥ [(OpenZlprot) _ﬂ
Set project directary bes=ion.xwml —1andmarkDE: 1 andmazk . sxml

- na - le: 1-HM-071
Change name of current accession DB S

Create new actession OF

ce==mion.xwml -landmarkDE:landmazk.xml -prejliz: demod -r=zample: gel-HM-017
Wl accasrian . xml

Add Sample to accession DB
Femove Sample from accession DB

Set Rsample g v el-HM-014
Dpen Sample for editing P ogel-HM-071
cel-H-087

Save accession DB
pel-Hhi-096

Clear repaort
Save repart to file

LIpdate fram Weh server 4

Cancel
Exit

=
1| | b

Readin Clearl Saveﬂsl Edit options Accessiun' HDIl |C‘a|ihratewedge _ﬂ DDHE' CEHEE||




File Menu - Select Current Sample

B Edit view Help

Create project (directand

Set project directory

Change name of current accession DB
Cregte hew accession DB

i Accession ¥.0.0.6-pre-Alpha - $Date: 2005/02,/26 11:51:58 $ - $REwsi|:u‘|;1.E_;$. =

Add Sample to accession DB
Femove Sample fram accession DB

Set Bsample

Open Sample for editing

Save accession DB

Clear report
Save repart ta file

SN

S

=10l x|

Fe==ion.xml —-landmarkDE: 1l andmarck _xml

LY -=ample:gel-HM-071

Il acce==ion.xml

gel-Hm-015
v oel-Hhi-071
gel-Hm-087
gel-HmM-096

Llpdate from YWeh server

Cancel
Euxit

ol

FFEE 11:51: 58 ¥ - FBewision: 1.6 ¥ [(OpenZDlprok]

Readin  Clear Savehs Edit optinns

Accessinnl HDIl [Calibrate wedge

=] Dnnel Cancell

Fe==zion.xml —landmarkDE: landmark . xml -predjDic: deme -r=ample: gel-HM-013

.




File Menu - Update From Web Server

£ Accession ¥.0.0.6-pre-Alpha - $Date: 2005/02/26 11:51:58 § - $Revision: 1.6 $ (Dpen2Dprol =10] x|
Edit View Help
Create project (directong FSEE 11: 51:58 § - FRewi=ion: 1.6 ¥ [(OpenZlprot) _ﬂ
Set project directary bes=ion.xwml —1andmarkDE: 1 andmazk . sxml

- na - le: 1-HM-071
Change name of current accession DB S

Create new actession OF

. ce==mion.xwml -landmarkDE:landmazk.xml -prejliz: demod -r=zample: gel-HM-017
Add Sample to accession DB

Wl accasrian . xml

Femove Sample from accession DB

Set Rsample »
Dpen Sample for editing r

Save accession DB

Clear repaort
Save repart to file

Lpdate from Web server Accessian all files
Accession Program
Accession demao files

Cancel
Exit

Accession documentation

=
1| | b

Readin Clearl Saveﬂsl Edit options Accessiun' HDIl |C‘a|ihratewedge _ﬂ DDHE' CEHEE||




File View Help
Accession info
Regions of interest

Boces
Today
Smitec

4 Accession ¥.0.0.6-pre-Alpha - $Date: 2005,/02,26 11:51:58 % - $Re¥xision: 1.ﬁ${

Edit Menu

| J
L'prox
SR A

=10f x|

Switc
Feadi

Calibirate by stepwedge
Calibrate by spot list

Calibrate e file data
Calibrate by rmanual entny
Read calibratioh values fromifile

Optiohs

Fesize memaory limits

‘|

2f26 11:51: 558 § - $Bevi=ion: 1.6 ¥ [(OpenZlprot)

Fce==ion_sml —landmarkDE: 1andmark  xml

19 -=amnple:gel-HM-071

Cpen aptions file
Save options file
Savess options file
Edit options

Fesel default optichs

Beadin

Clear

SaveEss

Edit options

Accession | 'ROl| |calibrate wedge ~| Done| Cancel

rce=sion.wml —landmarkDE: landmark.xml -prejliz:demod -rzample: gel-HM-0137
trnlh acces=ion . aml




Edit Menu - Accession

Accession edit sample [Sample] 03,/01,/05 12:52:28
File Edit Help

=10l x|

Ihcccssion fields

|

L

'Bample' iz the mample name for the entry in the accession file. It iz also the nams of the image £ile.

'PatientWNbr' i= the patiant nurber associated mwmith the Sample.

'Bmample' i= the Reference sample name for the entry in the accession file. It is also the name of the image_jl_|
-
4

Sample

Rsample
Patienttbr

Study
ExperimentCrate
CultureReagent
AmpholteAndGelGradientRange
IntervalBeforelabeling
Lahelinglsotope
DwrationLabel
DrationExposure
Camera
Inwestigator
wedgeCallist
wedgeGraylist
el

e

iyl

ity 2

calCiiyl

calCy2

calCity]

calCiiy2

Fixwidth
PixHeight

[T Uselog Resetdefaults | Done | Cancel |

IgeI-HM-DT'1

IgeI-HM-EHQ

|34

IHEru'IE hAALIG-ALL LYMPHOID (SCAN 1 OF 3)

|T18 MONTHS

II:ULT #2

|3:1n.5-2|:|%

Io HRS

|H3

Iz HRS

IQB HRS

I‘u"lDICDN-AUTDZSMM.FS.?BCM

ILESTEF-:

I.05.20..35..5!:!..BE..BD..95.1.1D.1.25.‘1.41.‘1.56.‘1 TJ2ASTZ202247

IDZS 054 075 022 113 138 155 169 183 192 200 208 215 225 220

Ia

|45|:|

Ias

|5|:|3
Io
ID
ID
ID

|512

|512
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Edit Menu — Accession editing options

i pccession edit sample [Sample] 03/01/05 13:08:34

File W=l Help

=101 x|

Assign current Rsample entry to this sample
Clear image computing window ROl entry
Clear calibration wedge ROl entry

&l

Sample

Rsample

Patientbr

Sty

Experimentliate
CultureReagent
AmphohtesndGelGradientRange
IntervalBeforeLabeling
Labelinglsotope
DurationLabel
DwurationExposure
Carmers

Investinator
wedieCallist
weddeGraylist

]

il

Ciny

AR

[T Uselog Resetdefaults | Cone | Cancel |

IgeI-HM-D?1

| »

IgeI-HM-D1Q

|34

IHEI'u1E hALIG-ALL Ly PHOID (SCAMN 4 OF 30

|T1E= MOMTHS

IEULT #z

Ia:m.a-zn%

||:| HRS

IHS

Iz HRS

Iga HRS

IUIDIEDN-AUTD.ZEIMM.FEI.?BCM

ILESTEH

I.Elﬁ..20..35..50..66..80..95.1 A0 A251.44,1.56,1.72,1.87,2.02.2.17

IEIZEI 054 075 0958 118 138 155 169 183 192 200 208 215 225 220

Ia

|45|:|

Iaa

502




Edit Menu — Accession New Sample Using
Old Sample Information as Template

4. pccession edit sample [Sample] 03/01 /05 12:54:16 = ||:||£|

G Edit Hein
Lse

W gelHM-019 =

gel-HmM-071
gel-HM-087
gel-HM-036 ﬂ

Log texdt output to Report window
Save accession DB

Cancel v Human-AL IHuman-AML

Exit |

Patientthr
Study

CultureReagent

|
|
|
ExpetimentDate I
|
|

AmpholteAndGelGradientRange

IntervalBeforeLabeling

Labelinglsotope

CurationLabel

DurationExposure

Camera

Inwestigator

wedneCallist

wedgeGrayList I

] IU

(T |511

] IU
Sy 2 |511
calCynd [0
calChig [0
calcyy1 [0
calCiy2 o
Pidfiidth 512

PixHeight |+12 16
[T Uselog Resetdefaults | Dane | Cancel |




Edit Menu — Accession Sample after Template

£ pccession edit sample [Sample] 03/01,05 12:54:16

File Edit Help

U=ing template [gel-HM-019] for Sample [Human-AML]

Sample

Rzample
Patienttbr

Study
ExperimentDiate
CultureReagent
AmpholyteAndGelGradientRanoe
IntervalBeforeLabeling
Labelinglsotope
DurationLabel
DwrationExposure
Camera
Investigator
wedgeCallist
wedgeGraylist
|

it

cinyl

w2

CalChi

calChii2

calCiiy

calChiyd

Pididth
FixHeight

[T Uselog Resetdefaults | Daone | Cancel |

IHuman-AML

|41

IHEME hALIG- AWML MYELOID (SCAN 1 OF 2)

ITD

ICULT #2

Ia:m.s-zu%

Icu HRS

|H3

|2 HRS

Iga HRS

IVIDICDN-AUTD.ZSMM.FS.?’BCM

ILESTER

I.05..20..35..50..66..8D..95.1.1I:I.‘1.25.1.41.1.56.1.?2.1.8'.-".2.I:I2.2.‘1T-"

|

ID
|511
Icu
|511
Icu
ID
ID
Icu

|512

|512
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Edit Menu — Region Of Interest

£ ROl edit sample: gel-HM-071 - 03,01 /05 13:00:28

File “iew Roi Spotlist Help

=101

Curzent ROI=

Current mou=e cur=sor [121.0]

gel-HM-071 Trial ROI [&£:436,5,.52] [cyan)

gel-HM-071 CUW ROI [6:a50,.65,502] [red)

gel-HM-071 Calibration wedge ROI [6:356,5,52] (blue)

. ' - :
¥ Draw ROl W Draw CW ROl W Draw CALROI [ Use log Eaveimagel Dnnel Cancell
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Edit Menu — Region Of Interest overlay views

Roi Spotlist Help
Lael= o Draw trial RO overlay
Windn v DEaw CW RO| overlay

i ROl edit sample: gel-HM-071 - 03/01 /05 13:00:28

=101 x]

39S Draw calibration wedge RO overlay
o
195 v Draw measured spot overlays
Tae Drawmeasured spot labels
135
SEEL \viinDurnp
z00
E01ITITT - ITIT I59 T = I
z0z 135 102 119 175 223 E£21 231 193¢
02 187 127 151 199 E31 229 29 ZE:

-

- !
¥ Draw ROl ¥ Drawe G ROI W Draw CALROI [T Uselog  Save image | Daohe | Cancel |

1l size, sampled: 1 pisels, data-radix:

193  z00  EZ01
37 24 29
55 23 21l
55 24 29

Ly 23

29

23
33 a7

47
GiG S

Decimal
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Edit Menu — Region Of Interest commands

4 RO edit sample: gel-HM-071 - 03/01,/05 13:00:28 i = |EI|£I
File View Spatlist Help
[gel-HM-071  Spt RO|ULHG at current cursor (C-1L0 Ctel+1 ;I
Set ROILRHC at current cursor (C-L) Cirl+L
Clearworking ROl (G- Cirl+D
Azsign ROl to Computing Window ROl (C-Cy - Cirl+C
Assign ROl to Calibration Wedge ROL{C-W)  Crl+w
List current ROl definitions
=
-
aad . !. -
40 . -
w8 B - = 20
W Draw ROI W Draw CWROI W Draw CALROI [T Uselog  Save imaoge | Daone | Cancel |




Edit Menu — Region Of Interest Spot List

4 pOI edit sample: gel-HM-071 - 03,/01/05 13:00:28 =10l =i
File “Wiew Roi Esfdudii=8 Help
[gel -HM-0711 == Afd measured spot at current cursar (C-h) Ctl+ _ﬂ
Remove measured spot at current cursor (C-R) Clrl+R
Defing comman mean background spot at current cursar (C-B) Ctrl+B
List measured spots
Clear list of measured spots
Clear background spot
Measurement square size 1x1
v Recompute spot-list measurements with commaon size ) ] Ll
——————— Recompute spot-list measurements with backoround correction x5
- Sor spot-list measurements T =
E 11%11
- - . : 13113
16x15
v 1Tl 7
189x14
a- < 21x2
L . 23x23
< ;' 26425
r b 2Tw2T
-~ - 29x29
i - R S
-
B " .
ol -
. - "
: -
- -
- - - p—
i & -
. ' - LI 21

¥ Draw ROl W Draw CW ROl W Draw CALROI [T Use log Ea\feimagel Dnnel Cancel'




Edlt Menu — Calibrate Grayscale OD, etc.

£ Calibrate grayscale from step wedge ROI in Sample image gel-HM-071

F|Ie Yiewe Edit Help

=10l %

*** UNDER CONSTRUCTION ***

Analyze wedge RO Add peak Delete peak

Refresh peaktahle

Save calibration | [T Uselog

Calibr. units: Cptical density Calibr. abbrey od
Wedge RO F1:=1,-1:-1]

Wedge D3 =opt. part #=

Step #1 od: 0.00 Gray peak #1: ]
Step #2 od: 0.oo Gray peak #2: ]
Step #3 od: 0.00 Gray peak #3: f..‘-
Step #4 od: 0.00 Gray peak #4: ]
Step #5 od: 000 Gray peak#5; f
Step #6 od: 0.00 Gray peak #6:

Step #7 od: .00 Gray peak #7:

Step #8 od: 0.00 Gray peak #3; ]
Step #9 od: 0.00 Gray peak #9: ]
Step #10 od: 0.oo Gray peak#10: ]
Step #11 od: 0.00 Gray peak#11: f..‘-
Step #12 od: 0.00 Gray peak #12: ]
Step #1323 od: 000 Gray peak ¥ 3: f
Step #14 od: 0.00 Gray peak #14:

Step #145 od: .00 Gray peak#145:

Step #16 od; 0.00 Gray peak #16: 1
Step #17 od: 0.00 Gray peak #17; ]
Step #18 od: 0.oo Gray peak#18: ]
Step #149 od: 0.00 Gray peak#19: f..‘-
Step #20 od; 0.00 Gray peak #20: ]

Cione | Cancel |
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Flicker - Calibrating Grayscale with a ND Step-Wedge

1. The ND step wedge must ROl over step-wedge
be scanned with the image
and the corresponding OD
values known for each step

[HUmAN-AML ppc (182, 130)

2. A region of interest (ROI) i.—f

IS overlaid on the step step-
wedge -

3. The ND wedge calibration - 2o 1R
wizard is invoked to g O - i
analyze the data and o e S
estimate the calibration JENE 98 -
< 1




Flicker - Calibrating Grayscale from ND Wedge Data

ROI histogram, peaks found and OD vs gray-peaks table

extrapolated calibration curve

& Calibrate grayscale from step wedge, image HUMAMN-AML _ppx
Deleted peak from pealyahle and calibration
Calibr. units: Optical densi Calfr. abbrey. od
Gel 0D Calibration 1Wedge mon 1[32'5[‘? ?_ﬁﬂw 1 I] {
35 o |Wedge |De: |=opt. part 2= r‘ |
R S T T [0.08 [Graypeak#t: |
s g AL |Step#2od: fo.20 |Graypeak#2: |
200d 4 g5 vl L200 [Step#3ad: [0.25 |Gray peak#3: |
OD map = s [eep#aan [oo51 [Graypeak#4. |
u 150d 159 L | i |Step #5 od: |0.64 |Graypeak#5. |
1328 : T A - |Step #6 od: | [T |Gray peak #6: |
:‘I-E;‘ : T 5 B i |5tep #7 od: |0.35 |Gray peak #7: |
1000 ;0 ] ' F a0 |Step#8 od: |1.09 |Gray peak#a: |
Calibration 0.50 i - |Step#9 od: [1.24 |Gray peak#3; |
peaks  peq I |Step #10 od: |1.28 |Gray peak#10: |
Bm 050d 051 L : .
& e
020 i Bp od: ; ray pea :
0.06 I |Step #13 od; |1.80 |Graypeak#13: |
I T e BT 8 R A B e e |Step #14 od: |1.96 |Gray peak #14: |
0 a0 100 130 200 2a0 ; 2
Biavstala |step#15 Dd: |2.11 | Gray peak#ﬁ: |
Grayscale range[16:243] ig:eﬂ 3? Dg' E;E }gray peaEE E 1
Freguency rande[1:377] 2p 0a. : Fay pes -
Region Of Interest [36:507, 7:51] |Step #18 od: |o.00 |Gray peak#18: |
Active histogram bin ['not selected] |Step #19 ad: |o.oo0 |Gray peak#19: |
|Step #20 od: |o.00 |Gray peak#20: |
Anahze wedie RO Add peak ] Deletepeak Refresh peak table 1 Save calibration state ] Close ]
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Flicker- Calibrating Grayscale with a Spot List
of Calibrated Data

i . List of spots you defined
1. The image must contain -
calibrated regions with /
known concentrations or

Corresponding oD Values [Human-ALL pps (410, 266) 1594 gray-value
known for each spot

2. You define a set of spots
using (C-M) or (ALT-click)

3. The Spot List Calibration
wizard is invoked to
analyze the data and
estimate the calibration




Flicker - Calibrating Grayscale from Spot List Data

& Calibrate grayscale from spot list, image Human-AlLL_ppx

OD vs gray-peaks tablel

el 0D Calibration ]lCaIit:ur. units: |Opti|:al density ACalibr. abhbres.; |-:n:i

. . |Mean shotvalues | I| |
2.5 0d E e e B ]Wedge |D: ]ﬂnpt. part s ] ]
|Step #1 od: [0.06 |Gray peak #1: ]
2.0 ad ]Etep #2 od: |III.2III |Gray peak #2: |
0D map ] L [Bep#30d 035 [Gray peak#3: |
15oq 154 ] |step #4 od: [0.51 |Gray peak #4: ]
1387 - [step#5 od. [064 [Gray peak #5: ]
o . |Step #5 od: |0.50 | Bray peak #6: |

T oo o i . .
e - [Step #7 od: |0.95 |Gray peak #7: |
peaks aga T ]Step #3 od: ]1.EI9 ]Graﬁ; peak #3: ]
W 0Sod 051 7 [ o |Step#a od: [1.24 |Gray peak #9: ]
o [ |Step#10 0d: |1.38 | Bray peak #110; |
008 ] [ |Step #11 ad: |1.54 |Gray peak #11: |
0. 4 0. i00-  i=5 o6 cen e [1.67 |Gray peak#12: |
GraysScale ]Step #13 od: ]1.BEI ]Graﬁ; peak #13: ]
Errséfﬁ;ilfyrraamggi[ﬁzrggglﬁl |sten #14 od; |1.95 |Gray peak #14: |
' |Step #15 d: 211 |Gray peak #14: |
Active histogram bin [not selected] |Step #16 od: [2.25 |Gray peak#16: |
|Step #17 od: [0.00 |Graypeak#17: |
|sten #18 od; |0.00 | ray peak #15: |
ROI histogram, peaks found and | [Stee#ses  Jooo TR
extrapolated calibration curve |0 00 Ierappeateen |

Refresh peak table ] Save calibration state ] Close ‘
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Edit Menu - command line options

L Enter sample image and select switch options

Change the startup parametars, then press'Set new options button to sawve them.

At that point, wou can press'Pairspots' to pairthe Rzample and Sample with

the new parameters. Wou may also enter new Rsample and Sample data file names
andfor edit sawitch options and threshald sliders.

[T}

=10 x|

|»

1|

........................................ accessian.xml

¥ -hackupDatabases

|»

I~ -debugBits i
[ -default
¥ -demo
[ -dtd
W -inputFarmat IE r

¥ -projDir  Project directory Browese dir | sy

[ -propertiesFile  Properies file Browse file | ARuesloniRISPESE

el-HM-013
¥ -rsample Rsample file Browze file | it

W -zample Sample file Browse file | gel-HM-O71

[T -timer

[T -update Ipmgram vl pragram

Reset defaults Dl:nnel Cancell




[o]
[1]
[z]
[21]
[2]

[o]
[1]
[z]
[21]
[2]

[o]
[1]
[z]
[21]
[2]

KX

Beading Sample image

Li=t of =a1

Li=t of =a1

View Menu

=10 x|

gel-HHM- :
ge1-m  ohow Rsample accession DB data

gel "M Show Sample accession DB data
ge=l1-HHM-

Human-.

Show Accession DB in browser

gel-HM- Show |ist of measured spots
g=1-HM:

gel -HM-057
gel -HM-0396
Hurman - 2T

Li=t of =mample=s in accessionDE

gel-HM-019
gel -HM-071
gel -“HM-057
gel -HM-0396
Huaman - &ML

Sanefs

Edit options

o

Accessinnl HDIl | Calibrate wedge

=] Dnnel Cancell
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View Menu - Show Current Sample Acc DB Data

=10l x|

File Edit Wiew Help

B=zample[gel -HM-019]
Data Computing Windeow [13:375:73: 509]

#0 Sample = 'gel-HM-013°'

#1 B=ample = '-!

#& PatientMbr = '4l1'

2 Jtudy = 'HEME MALIG-2ML . MYELOID (SCAN 1 OF 2)'

#4 ExpearimentDate = 'T0O'

#5 CultureReagent = 'CULT #Z'

#6 AwmpholytefndFel GradientcRangs = '2:10,5-F0%'

#7 IntarwvalEaforaLabel ing = '0 HRS'

#5 Label ingl=sotope = 'H2!

#9 DurationLabkel = 'Z HRI'

#10 DuratienExposurs = '96 HEE'

#11 Camera = 'WIDICOWN-2AUTO,Z5MM, TS, 760M"

#1Z Inwe=stigater = 'LESTER'

#12 wedgeCalli=tz = ' 08, 20, 25, 50, . 66,50, 95,1.10,1.&5,1.41,1. 56,1 7&, 1. 87 .8_0&,2.17"
f1a medgeFrayLi=t = '0Z7 049 072 095 117 126 152 1638 181 192 200 20& 213 Z20 ZE5!
#1585 cwml = '14!

FLlE6 cumE = 'a75!

#17 corrl = '74!

H1& crgd = 'R0

#19 calftkl = '
#20 calClkz = '
#21 callliyl
$22 calctwz = '

#22 PixWidch = '512°
#2494 PixHeight = 'S12'

. _ o

Savehs | Edit options Accessinnl HDIl [Calibrate wedge =] Dnnel Cancell

Beading Sample image




View Menu - XML Accession

/3 C:\Program Files\Accession\demo‘xmliaccession xml

File Edit ‘iew Favaortez Toolz Help

DB in Browser

= Hocl - mp - I@ @ ol | @Search [3] Favaiites @Media '5.:3 | %v =

Address rE] C:\Program Fileshtcoessionhdemohsmihaccession. sml

<tuml version="1.0" 7=
- <AccessionDatabasex
<DatahaseMame=HM</DatabaseMames
<Date>=08/10/04 19:36:18</Tate=
+ =SampleEntry=
- <SampleEntry=
<Sample=gel-HM-071</Sample=
<Rsample=gel-HM-019</F=sample=
<PatientMbr=34=/PatientMbr=
<5tudy>HEME MALIG-ALL,LYMPHOID {SCAN 1 OF 3)=/Study=
<ExperimentDate=T18 MONTHS</ExperimentDates
“CultureReagent>CULT #2</CultureReagent>
<ampholytesndGelGradientRange>3:10,5-20% </ AmpholyteandGelGradientRange=
zIntervalBeforeLabeling=0 HRS</IntervalteforeLabeling=
<Labelinglsotope=H3</Labelinglsotope=
<DurationLabel>2 HRS</DurationLabel>
<DurationExposure=96 HRS</DurationExposure
<Camera=¥YIDICON-AUTO,28MM,F8,76CM</Camerax=
<Investigator=LESTER</Investigator>

<\WedgeGraylist>=028 051 075098 118 138 155 169 183 192 200 208 215 225
220/ \WedgeGraylList>
owrlz0</Cwnls
<owH2=450</owE2 s
<Cwyl=68</cwyls
<Cwy2>003</cwy2>
<Pigwidth=512<//Pix\Widthz
zPixHeight>=512</PixHeight>
</ SampleEntry=

+ <SampleEntry=

+ <SampleEntry=

</hccessionDatabases

4]

<WedgeCallist=.05,.20,.35,.50,.66,.80,.95,1.10,1.25,1.41,1.56,1.72,1.87,2.02,2.17</WedgeCalList>

| »

€] |

BEEE

Q‘ hdy Computer




Help Menu

2 Accession ¥.0.0.6-pre-aAlpha - $Date: 2005/02,26 11:51:58 $ - $Revision: 1.6 § {Open2Dpri -0 x|

File Edit Wiew Egllld

Accession Home

Feference Manual

Reference menu chapters  F S giiauls [RT9 T[]y
Sample screen shots 2. Edit Methods
Status 3. Bunning Accession
Fevizsion history 4. Command and Report swind oy
Contributers A, hWlenus
FOIF files B. Installing Accession
CBCALEDE inatial ¥. Command option switches
8. Demonstrations
CpenZDprot home 8. References
License
Ahout
4 _"I_I
Reading Sample image  :Cleari] Saveds | Editoptions Accessinnl HDIl [Calibrate wedge =] Dnnel Cancell
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Summary

e Accession Is an open-source sample accessioning
Java program freely available at
hitp://open2dprot.sourceforge.net/Accession

o Useful for adding sample experiment information,

regions of interest and grayscale calibration (if
available).

|t will be used as one of the step [1] alternative
modules in the analysis pipeline in the
Open2Dprot project at
http://open2dprot.sourceforge.net
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