AMDCC

THE ANIMAL MODELS OF DIABETIC
COMPLICATIONS CONSORTIUM




AMDCC Coordinating and Bioinformatics Unit

1) Web portal overview

2) Website Enhancements and New Features

3) Future Work and Enhancements




Web Portal Overview




AMDCC STATS

11} Enperiments Previous Steering Committee meeting

In Progress

Public ' Experiments: 16 (4295 measurements)

Takbal

i i Microarrays 3 Models: 14
k] Strains: 4

i Models . R

In Progress PUbI | CatIOFIS 6
Public :

Total

i Protocols

Taotal

il¥ i Publications

In Press/Published

al1i Strains

Breeding complets : Since last Steering Committee meeting

Ereeding ongoing

Characterizing rmultiple

ires : Experiments: 12 (14674 measurements) 342% Increase !
Eru'u::- Fyo r.|i-: rederivation M Od ) I S 1

Ol Specl ) - .

Phenotyping complate : Stral ns. 3

Phie irg fimal PU bl IC&tI ons. 2

Phenot WP in g ango in g

Total




Average number of visitors per month: 2235 (190% Increase)

Average number of visitors per day: 75
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AMDCC Web portal Enhancements and
New Features

Improved Error System: added IT notifications.
Improved Data Retrieval for large data lists (eg. Gene lookups).

Added Bioinformatics subsection (data/object models, software
distribution, Webservice WSDL file)

Added Annual Reports and SC Presentations subsection

Strain Genotype data model/user interface completed

Statistical Exploration: ANOVA analysis completed (1 and 2 way)
Added Chart Exploration: Column, Line, XY charts

Adhoc Datasets incorporated into Charting, Basic Statistics, ANOVA

analysis

AMDCC Webservice architecture started




Improved Error Subsystem

Automated error notifications of unhandled exceptions to CBU in order to
Improve our response time to correct website errors.

= mail From: mcindoe@MAILMCG.EDU
File Edit “iew Actionz Toolz Window Help

¥ Close BIReply - GlForward - 5 » & @& & Ed

Mail | Properties ||F'ers-:-na|ize|

Mame of user: Richard McIndoe

Laboratory: McIndoe

Email Address: rmcindoe@mail.mcg.edu ContaCt I nfO
Phone number: 706-721-3542  Exk:

Requesting Page: fmembers/phenotypefvalidatesssayData, aspex
Raw URL: fmembers/phenotypevalidatedssayvData, aspx texplD=115&fleMame=115.xls Web Page | nfO

HTTP HOAT: v, amdcc, org

REMOTE ADDR: 158.95.12.42 Remote Host Info
REMOTE HOST: Medical College of Georgia

Input string was nok in a correck Farmat, <€ E ror IVI essage

Stack Trace
<hr= Stack Trace : <br=

at amdcc.org.members.phenotype. validatedssayData. binSave _Click{Object sender, Eventhrgs &) Data

ak System,Web UL WebControls, Button, OnClick{Eventargs &)

ak Fystem,Web, UL WebControls, Butban, System, Web, UL IPostBackEventHandler . RaisePostBackEvenkiString eventArgurnent )
at System,\Web, UL Page.RaisePostBackEvent(IPostBackEventHandler sourceCantrol, String eventArgurment)

ak Svstem.\Web, I, Page, RaisePostBackEvent(Mamey alueCollection postData)

at Svstemn.\Web, UL Page.ProcessRequestMain)|




Improved Data Retrieval for large data lists (eg. Gene lookups).
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Added Bioinformatics subsection

Click the links below for more information.

Infrastructure Information

AMDCLC IT Infrastructure

Qur programming paradigm is to develop software systems based on an n-tier architecture, where we create the
presentation layer, business logic and data laver into separate software systems, These systems have been
developed to minimize maintenance, but provide a robust scalable model for future growth and interactions at
the national level with other organism databases, These systems have been designed using the unified modeling
language (UML) with the designs awvailable to the general public. The twa UML rodeling tools we use are Rational
Fose and Powerdesigner.

AMDCC Data Model

The core relational data model for the AMDCC was created using SQL Server 2000 and was based on a number
of existing schemas containing our key subject areas: animal models, genotypes {including array experiment
data), histopathology, and phenotype Assays, The Mouse Models of Human Cancer Consortium (MMHCC) and
the lJackson Labs were particularly helpful, and shared several successful rmodels. The current version of the
database addresses several domains, including administration, models, strains, genotypes, publications, external
database references, ontology management, experiments, phenotype assays, microarray data, histology,
images and dataset persistence, This data model required 166 tables, 55 functions, 530 stored procedures, 141
data wiews and a total of 9344 lines of code.

AMDCC-0OM

The AMDCC Object Model (AMDCC-0M) created for the consortium fully describes the activities of the aMDCC
and provides an QOFP API to access the data generated by the consortium, The AMDCC-0OM was designed using
Fowerdesigner and ML, written in C# and compiled as a \MET DLL. The object model contains both
adrninistrative and domain specific classes, Howewer, only the data centric classes are available to the public,
The Domain classes provide both object specific classes (e.g. Model, Strain, Experiment, Protocol, ete.) as well
as DataManager and SearchiCriteria classes used to retrieve data from the system, These DataManager classes
are specific for each of the datatypes maintained by AMDCC, For example, the StrainMgr class provides methods
to retrieve strain specific data, The SearchCriteria classes are also datatype specific and are used by the
DataManager classes to query the database using different type specific parameters, For example, the
StrainSearchCriteria class provides queryable properties specifc for the Strain data in the system,

In order to provide the broadest access to the data, we are also creating a WebService that exposes specific
portions fo the AMDCC-0M to the public. Specifically, the WebService will provide access to all the object specific
classes as well as the DataManager and SearchCriteria classes. This provides a mechanisms for programmers to
create local AMDCC-0M objects in other languages. The current wersion of the AMDCC-0M has 185 object
classes,

Software Applications

caBIONet

The Mational Cancer Institute’s Center for Bioinformatics (MCICBE) has developed a java based data
ranagement and information system called caCORE, One component of this software suite is the object oriented
API (caBlI0) used to access the rich biological datasets collected at the WCI. caBIOMet is a set of .MET wrapper
classes (managers, genes, chromosomes, sequences, ete.) capable of serializing an %ML data stream into

lozal \MET objects, The software is able to search MCICE databases and provide local objects representing the
data that can be manipulated and used by other \MET programs. The software was written in C# and compiled as
a MET DLL.
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This Open Software License (the "License") applies to any original worlk: of autharship {the "Original work") whose owner (the "Licensar") has placed the
following notice irmmediately following the copyright notice for the Original Work:

Licensed under the Open Software License version 1.1

1) Grant of Copyright License. Licensor hereby grants You a world-wide, rovalty-free, non-exclusive, perpetual, non-sublicenseable license to do the
following:

a) to reproduce the Criginal Warl: in copies;
b} to prepare derivative works ("Derivative Works") based upon the Criginal worlk;

c) to distribute copies of the Original Work and Derivative Works to the public, with the proviso that copies of Qriginal Work or Derivative
Works that You distribute shall be licensed under the Open Software License ;

d) to perfarm the Original Waorlk publicly; and
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Added Annual Reports and SC Presentations subsection

Click the links below for more information.

Investigator Reports 2004

Erwin Bottinger

Please note: These are Adobe PDF versions of the Powerpoint slides. This will require the Adolre Reader
osius to view. Click the s below for more prmation.
AT Michols
Steering Committee Meetin 2004
raneshgari . R
T &1l Presenations (Zip file)

Erwin Bottinge
Jan Br
Richard McIndoe
Investigator Reports 2005

aneshgari
Erwin Bottinger man

) Cale abel
Richard McIndoe

ATim Michaols

e
Daneshgari
:ldrman




Strain Genotype data model/user interface completed

Show AMDCC Strain

Investigators
Species
oOfficial Mame

Common Name

Development Status
Creation Method

Genomic Information

Treatment Protocol
Background
Maternal f Paternal Strain

Child 5trains

Breeding Type (Generations)
Breeding Protocol
Phenotype Description
Models

Experiments

External References

Breslow , Jan

M. musculus
B&.Cg-LdirfmIHer [y +i-
CS7BLEA-LdIF pdx1 -
Breeding ongoing

congenic

|JGen|:|rni|: Mndificatiu:un] Transgene | Genomic Seqrnents

Allele 2

knockout

Gene Allele 1 Protocol
Ldlr knockout

Ipfl wild knockout

Mot Specified
C57BLAA]

B&.12857-Ldlr™ IR fyC7RLe-Tpfl H

Mo child strains found

Mot Specified

Mot Specified

Mot Specified

Mo Models found

Breslow: Effect of Hyperalycemia on Atherosclerosis

Reference

Link to Reference

Mouse Phenome Database: Strains | not svraiabls

Provides a very flexible way to
define the modifications.
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allele 2 Protocol
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krnockin[loxP]

Gene allele 1
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Genomic Modification |JTransgene~| Genomic Segrents
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Clkmm promoter ZRE

Genomic Modification | Transgene |fGen|:|min: Segments]
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Strain Genotype data model/user interface completed

|JGen|:|rni|: Mu:u:liﬁu:atiu:un] Transgene | Genomic Segments
Gene allele 1 Type allele 2 Type Protocol
[ remaove |Ldlr knockout knockout [Mone Selected]

[ rermove |PParg knockin[loxP] knockin[loxP] [Mone Selected]
[ remaove [Mone Selected] [Mone Selected] [Mone Selected]

[ remaove [Mone Selected] [Mone Selected] [Mone Selected]

Genomic Modification |JTransgene~| Genomic Segments

Enhancer Promoter

[ remave ¥ Ckmm
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[ remaove | D10MIEL0Z [Morne Selected]
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E D10Mit114

[Jremave [Mone Selected]




Statistical Exploration: ANOVA analysis completed (1 and 2 way)

Choose Assay
Choose Strains # strains > 2

# strains = 2, one sex Choose Sex(s) both sexes
Filter Options
Two Way ANOVA

Simple T Test

# strains > 2 Compare groups All Strain
one sex of strains combinations

Strain * Sex Strain * Sex
One Way ANOVA Significant? Significant?
Compare groups All Strain Yey \NO Yey \NO
of strains combinations

Tukey’s
correction

Contrast
for both
sexes

Group

Contrasts by

Report Compare all with
Contrasts Tukey Correction




Statistical Exploration: ANOVA analysis completed (1 and 2 way)

Basic Statistics

: This option all the use 1t the rmedian, standard
b rai ge and available

Unpaired T Test @ The two-sample unpaired t test | :d to test the null hypothesis
that the two population means corresponding to t randorn sarmples are equal,

Prow in:IE-: an interfac i o two or maore
can use either single ex

AMNOVA Analysis « Provides an interface Ce tl_l do both One Way ANOWVA and Two Way
AMNOVA analysis on data from either single experiments or saved datasets, The Two
Wiay AMOVE analysis will loolk for Strain by Sex interactions, The choice of Cne Way
ar Two Way analysis is done automatically based on the data filter options. The user
can choose to perform T Tests all pairwise comparisons of the strains (multiple
comparisons are corrected using Tuley) or perform a contrast of two groups of
strains.,
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ANOVA Analysis

This page will allow the user to analyze a single experiment or AMDCC dataset. The user will select the filter criteria for
the data hefshe wants for the analysis and click the ‘Get Stats’ button. An ANOVA analysis (One way or Two way) will
be performed on the data based on the filter criteria.

Select a saved DataSet: | [Mo selection] | ¥ sew OR

Select an Experiment: Coffman: Evaluation of STZ-induced DM in commaon laboratory strains

Get Stats

There are a total of 1986 measurements in this experiment

Select the Assay to Analyze and any filter criteria

@ Strains
[ 1z088/5vEw
[ BALB/C)
¥ cs7BL/A
¥ DBas2
[ MRLAMPI

Sex
Both

Age @ Sample Date
Leave blank for all

from to

Experimental Conditions

[_Jtime since Type 1 Diabetes onset {week)

O-= 0
Oo O
Os Os
Or Os
e 1z
Oi13 Ois
Oi1s Oaz
Cis Clzo
Oezs
[_]1P 5T2 dosage plan

&) stz1 [ control

% Nafional Heart, Lung, y Department of Health
and Blood Institute 3 C. and Human Servicas




@ ANOWVA Results - Microsoft Internet Explorer

AMDCC ANOYA Analysis

Based on the filter options either a One way ANOYA or Two way ANOYA is performed.
If the number of Strains = 2 and all animals of one sex, then a One way ANOVA is performed,
If the number of Strains = 2 and data has both males and fermales, then a Two way ANOWVA is performed to determine if there are Sex by Strain interactions.

For each ANOWVA, the user can decide whether to compare two groups of strains (contrasts) ar output all possible pairwise comparisons for the strains selected.
The Two way ANOVA can handle data from an unbalanced design.

blood glucase
AMOYA Dptions

O Analyze groups of strains

®) all pairwise strain comparisons

Perform AMOWA

Average Count

Strain F M Owerall Strain F M oOverall
12956/5vEw 154 .6071 197 4643 176.0357 || 12956/SvEv 28 28 56
BALB/C] 116.9143 235.7429 176.3286 || BALR 2] 35 35 70
C57BL"B] 211.8750 311.8750 261.8750 || C57BEL 6] 24 24 48
DBEASZ] Z75.2895 478.7500 3658.3000(({DBASZ] 38 32 7O
MRLAMp] 155.6061 267.8214 207.1148 | [MRLMp] 33 28 Bl
Cwerall 134.1899 299.8912 239,9541 || Qwverall 158 147 305

Two Way ANOVYA Results: Strain by Sex Interaction is significant

Source Degrees of Freedom Sum of Squares Mean Square F statistic P walue
Strain 4 1566703.720 471675.930 46,301 D.00000000
Sex 993616.937 993616.937 97.536 0.00000000
Interaction 210055.734 52514 .653 5.155 D.000D49979
Error 295 3005216125 10157.173

Total 304 6061959.357

Requested Details for: Aff Pairwise Comparisons (Tukey Correction) - Males

Strain 1 Strain 2 P walue

12956/SvEy BALEC] 0.56603291

12956/5vEy CE57BLAE] 0.00056397

12956/SvEY DB A/2] 1.270 % 10710

12956/SvEY MRL/Mp] 007143769

&] Done é @ Trusted sites




AMDCC ANOYA Analysis

Based on the filter options either a One way ANOYA or Two way ANOYA is performed.

If the number of Strains = 2 and all animals of one sex, then a One way ANOVA is performed.
If the number of Strains = 2 and data has both males and females, then a Two way ANOWVA is performed to determine if there are Sex by Strain interactions.

For each ANOWA, the user can decide whether to compare two groups of strains {contrasts) or output all possible pairwise comparisons for the strains selected.

The Twao way ANOWA can handle data frorm an unbalanced design.

blood glucose A ﬂUEI’agE Count
ANOYA Options _ Strain F M Overall || Strain F M oOverall
- Anslyas aroups ef strains 12956/5vEv 154.6071 197 4643 176.0357 ||12936/5vEv 28 28 56
Al pairuise strain compsrisens BALB/C 116.9143 235.7429 176.3286 || BALB/C 35 35 70
— CE7BL/E]  211.8750 311.8750 261.8750|[CE7BL/E] 24 24 43
DBA/Z] 275.2895 478.7500 368.3000 || DBA/2] 38 32 70
Average Count
T " Garalln]| | Strain ) 2 Fi Gueral MRL/Mp]  155.6061 267.8214 207.114&|[MRL/Mp] 33 28 61
12956/SvEv 154.6071 197 4643 176.0357 ||12936/SvEv 28 28 56 C"v'EFEI” 184.1899 299.8912 239.9541 D'-.-'EFEI” 158 14? 3':'5
BALE/:] 115.9143 235.7429 176,3286 | | BALE/c] 35 35 7o
CSTBL/E] 711.6750 311.8750 261.8750|| C57BL/G] 24 24 48
DEA&S2] 275.2895 475.7500 368.3000 | (DBAS2] 38 32 70
MRL/Mp] 155.6061 267.8214 207.1148 || MRL/Mp] 33 28 61
Two Way ANOYA Results: Strain by Sex Interaction is significant
ran q ST ] E b k] a5.501 0.00000000
Sex 1 993616,937 993616 ,937 97.536 0.00000000
Interaction 4 210058.734 525146583 5.155 0.00049979
Error 295 3005216.123 101587.173
Requested Details for: Al Pairwise Comparisons [Tukey Correction) - Males
12956/SvEw CE7BL/M] 0.00056397
12956/5vEw DBA/2] 1.270 x 1071¢
12956/SvEw MRLAMp] 0.07143769
BALE/c] CE7BL/] 0.03784622
BALE/C) DBA/2] 1.270 x 1071¢
BALBE/c] MRL/Mp] 0.719818582
CE7BL/G] DEA&S2] 2.933 x 10°°
CE7BL/G] MR LAMp] 0.51545391
i
Requested Details for: Aff Pairwise Comparisons {Tukey Correction) - Females
IZQSﬁfSVEV ;;;;UEJ 0:249?209_3'
12956/SvEw DEASZ] 0.00002472
12956/SvEw MRL/Mp] 0.,99999950
BALE/ ] CEFBL/A] D.00406754 -
BALE/C) DEA/2] 1.196 x 107
BALE/c] MRL/Mp] 0.51145730
CE57BL/A] DBASZ] 0.11555296 F "‘.
CE7BL/ED MR L/Mp] 0.23234223 AMDCC
CBAS2] MRL/Mp] D.00001052




Added Chart Exploration: Column, Line, XY charts

Animal Models of Diabetic Complications Consortium

Richard McIndos H
+ MAIN - DATA SEARCH | - DATA ANALYSIS - DATA SUBMISSION + ABOUT AMDCC  + CONTACT - MEMBER AREA |+ LOGOUT

Chart Exploration

This page will allovs the user to plot either a single experiment or AMDCC dataset. The user selects the type of chart to be
generated and the filter criteria for the data hefshe wants to plot and click the "Get Chart' button. The Chart will be
generated based on these filter criteria.

Please choose the chart type you want to generate.

P
[ ]

L=

: This option allows the user to create vertical column charts
comparing various animal strains for a specified assay based on a filtered dataset.

. : This option allows the user to compare multiple strains in
independent series for an assay over an edperimental condition. For example, one
may want to plot blood glucose over time for multiple strains. These plots assume
each strain is an individual series.

Q : Provides an interface to graphically compare multiple strains

using XY plots to plot all individaul data points with the mean represented as a line.

This feature assumes you are comparing strains for an assay over an experimental condition
One can filter the data to plot by strain, sex, age and available experimental factors.

Select an Experiment:
[Mo selection]

Nl D DK ((ﬁ) ’i\ﬂ Mational Heart, Lung

. Sz Departmeant of Health
v=m=4 and Blood Institute :_fé and Human Services
= o L

ational Institutes of Health X

AMDCC
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Select the Assay, Strains and Experimental Factors to use in the plot and

any filter criteria

Chart Exploration

This page will allow the user to plot either a single experiment or AMDCC dataset. The user selects the type of chart to be
generated and the filter criteria for the data hefshe wants to plot and click the ‘Get Chart’ button. The Chart will be
generated based on these filter criteria.

Please choose the chart type you want to generate.

L : This option allows the user to create vertical column charts
comparing various animal strains for a specified assay based on a filtered dataset.

[ : This option allows the user to compare multiple strains in
|ndependent series for an assay over an experimental cond n. For example, one
may want to plot bloed glucese over time for multiple strains. These plots assume
each strain is an individual series.

: Provides an interface to graphically compare multiple strains
uslng XY plots to plot all individaul data points with the mean represented as a line.

This feature assumes you are comparing strains for an assay over an experimental condition.
One can filter the data to plot by strain, sex, age and available experimental factors.

select a saved DataSet: [No selection] | ¥| ~ew OR

Select an Experiment:
Coffran: Evaluation of STZ-induced DM in common laboratory strains A

Get Chart

Select the Assay, Strains and Experimental Factors to use in the plot and
any filter criteria

Y Axis

[Mone Selected] v
[ strains

[12956/5vEv

Oeae/c

O cs7eLsel

[oeasz)

CImrL/mpI

Sex
Both v

Age @ Sample Date
Leave blank for all

from to

Experimental Conditions

[time since Type 1 Diabetes onset (week)

Os 012

Uo Oz
O3 Oe
O- Os
Oe iz
D1z Dis
Oi1s Oz
D1 Dzo
Oes

[J1P 5T2 dosage plan
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@ AMDCC::Phenotype Exploration:Charting Options::Column Charts - Microsoft Internet Explorer

Data Filter Criteria
Sex: Both
600 - Age: no age filter given

o Experimental Factors:
IP 8TZ dosage plan: stz1

The data is from the following experiments:
Evaluation of 5TZ-induced DM in common laboratory strains

400 -

I e Chart Title Add Tltle

SN Y Axis Label

bloed glucose (mg/dL) <—Change AXis Title

200 1

blood glucose (mg/dL)

- F‘Lﬁ l Preview & Drill Down if
data has both sexes

'r & C &, |
=B, Ty 3_% [ :DFemales DMales
‘5\’\9%.,} %, ‘g, =

Y Asis [blood glucese 7y <+« Change Assay to chart
Refresh
To change the ¥ axis values, select from the appropriate dropdown control and click *Refresh®

To change the Title and ¥ Axis Label, edit or fill in the appropriate text box to
the right of the chart image.

The filter criteria used to select the data is given next to the upper right corner of the chart image.
To change these criteria, return to the chart exploration page, select your criteria and click
'Get Chart' again

To see the value of each data point mouse O¥ER each data point and a tooltip will pop up with the value

& https: f funvaw, arndce. orgfshared/colChartBySexDetail aspxrstrainlD=1514 é &) Trusted sites




@ AMDCCPhenotype Exploration:Charting Optiens:Line Charts - Microsoft Internet Explorer

Data Filter Criteria
Sex: Both
BUU 7] Age: no age filter given

Experimental Factors:
IP 5TZ dosage plan: stz1

EUU ] T The data is from the following experiments:
Evaluation of 5TZ-induced DM in common laboratory strains

400 - % A T T Chart Title Add Title

3336667 (116,610 4 ¥ Axis Label
blood glucose (moidl)  <C———

| % . ? \ Change Axis Titles

X Axis Label
time since Type 1 Diah Gr—

blood glucose (mg/dL)

200

U LN A A A A A i B R B B B B B B B B e B e e |
1 3 5 7 9 11 13 15 17 139 21 23

time since Type 1 Diabetes onset (wk)

& C57BLE)  —o=MRLIMp)

- Tooltips provide data
ris blood glucose r .
:::H:is time s;gnce Type 1 Diabetes onset | * -— Change X and Y aXIS data
Refresh

To change the ¥ and ¥ axis values, select from the appropriate dropdown control and click 'Refresh’

To change the Title, ¥ Axis Label and X Axis label, edit or fill in the appropriate text box to
the right of the chart image.

The filter criteria used to select the data is given next to the upper right corner of the chart image.
To change these criteria, return to the chart exploration page, select your criteria and click
‘Get Chart' again

To see the value of each data point mouse O¥ER each data point and a tooltip will pop up with the value

£ Cone é @) Trusted sites




@ AMDCC:Phenotype Exploration:Charting Options::Scatter Plots - Microsoft Internet Explorer

Data Filter Criteria
SeH: Both

Age: filt i
& DBA/2 ge: no age filter given

Experimental Factors: None selected.

800 7] The data is from the following experiments:
Ewvaluation of §TZ-induced DM in common laboratory strains

% 600 i g Chart Title Add Title
£

g 400 i —g— LI::u:ilsgll_uacI:jL (Mgidl) | G —

= _ Change Axis Titles
% 200 i X Axis Label

IP STZ dasage plan D R—

S

cortrol stz 1

I 572 dozage plan Tooltips provide data

¥ Axis blood glucose L

¥ Axis IP 5TZ dosage plan v <—- Change X and Y aXIS data
Strain DBA/2] v P R— Change Strain

Refresh
To change the X and ¥ axis values or Strain, select from the appropriate dropdown control and click "Refresh’.
To change the Title, ¥ Axis Label and X Axis label, edit or fill in the appropriate text box to the right of the chart image and click "Refresh”.
The filter criteria used to select the data is given next to the upper right corner of the chart image.
To change these criteria, return to the chart exploration page, select your criteria and click

‘Get Chart" again.

To see the value of each data point mouse OYER each data point and a tooltip will pop up with the value.

&] Dane é @) Trusted sites




Can plot either categorical or numerical values for X axis.

»  BE12957-Ldir<tmTHers A

c
]
‘n
o1
=
4=
ui]
]
m
Y
5
n

blood glucose

% of sortic

AlINTB(LFD.30)
AINTB(LFD.50)

time since Type 1 Diabetes onset {wk)




Adhoc Datasets incorporated into Charting, Basic Statistics, ANOVA analysis

[atasets

Welcome to the Datasets page! We are currently testing this feature and welcome your input,

Here you can query phenotype data by strain, investigator, experiment, experirnental condition, and assay. “vou can filter by sex for selected strains. For selected assays
and conditions, you can specify bounded or unbounded ranges of walues. AMDCC investigators and their lab members can save criteria for later review.

Click Add Group to start new criteria groupfindicated by in the display). when you specify more than one group of criteria, you are searching
for data that matches all the criteria in group 1 &2 all the criteria in group 2, and so on for each group. Within a group, criteria from the same category are OFRed together
(for example, including Strains 129.4 and CS57BL6 in the same group will find data for both strains).

MOTE: The selection lists for strains, assays, and experiments show those items that have associated data, some of which may not be publicly
available . Public users may not not get any results even with minimally restrictive criteria.

Select a dataset from your lab  [No selection] | * Reload

or select a dataset from another lab | [Mo selection]

Criterion  1nclude | v/ Strain w| 129;B6;FVB(STOCK) ¥|Ser M+F ¥

Include Assay blood glucose
Include Condition IP STZ dosage plan=stzl

add
Add Group
Insert Above
Insert Below
Remove

Remove All

Animal ages expressed in week(s) post-natal | ¥

Options
[JPublic users can view this dataset definition {although they are still restricted to released data)

Save criteria as Save

Mote: Using go existing datacet paone witl ousrrite $hat datscst

Create Charts Basic Statistics AMNOYA Analysis

Display Results

Investigator oo
Coffran Ewaluation of STZ-induced DM in common laboratory strains| 100 BALB/C]

Coffran Ewaluation of STZ-induced DM in common laboratory strains| 100 BALB/C]
Coffran Ewvaluation of STZ-induced DM in common laboratory strains| 100 BALBE/C]




AMDCC Webservice architecture started

Provide programmatic service for other platforms to access data using SOAP/HTTP

http://www.amdcc.org/Webservice/StrainWebService.asmx

B
StrainWebService

The follawing aperations are supparted. Far a formal definition, please review the Service Description.

» GetStrainByStrainlID
This method will return all Strains for a matching strainlD

* GetAllSpecies
This method will return all Species [}g

o GetChildStrainsByStrainID
This method will return an Array of all ChildStrains for a matching MaternalstrainID OR PaternalZtrainlD

» GethAllinvestigators
This method will return all Investigators

* GetStrainsBySearchCriteria
This rethod will return an array of Strains for a given strain search criteria




StrainWebService

Click for a complete list of operations,

GetStrainsBySearchCriteria

This method will return an array of Strains for a given strain search criteria

Test

The test form is only available for requests from the local machine.

S0aAP

The following is a sample S0AP request and response. The placeholders shown need to be replaced with actual values.

POST fUWeblervice/3trainWeblervice.asm:x HTTPS1.1

Host: www.amdcc.org

Content-Type: text/xml; charsetc=utf-&

Content-Length: length

SOLPAction: "http://uuw.amdce.org/ TebhService/Get3trainsEydearchCriceria™

<?xml wersion="1.0" encoding="utf-572:>
<zoap:Envelope xmlns:xsi="http://vvw.v3.org/2001/ZNLSchema-instance™ xmlns:xsd="http:/ www.uw3d.org/ 2001/ XML3chema™ xmwlns:soap="http://
<soap:Body>
<GetdtrainsEy3earchCriteria xmlns="http:/ www.amdcc.org/ Teblervice/ ">
<gtraindearchCriteria>
<ZpeciezIDrint</S3peciesIDs>
<InvestigatorMemID>int </ InvestigatorMemIDs
<CreationMethodID>int</CreationMethodID:>
<Strainleve lopmentStatusIDrint</Strainbeve lopmentStatusIhs
<Strainlamesstring</3trainliames
<IsANDCC3trainrboolean</ IsAMDCCStrains
<3tartWithF lagrhoolean</3tartWithF lac>
<Haz=Mode ls>hboolean</HazMode ls>
<HasPhenotypelatarhoolean</HasPhenotypelatas>
<OrderEyvrunsignedByte</ OrderBy>
<FowCount>int</RowCount>
</atrainfSearchCriteriaxr
</GecstrainsBySearchCriteriax
</so0ap:Body>
</soap:Envelope>




ExperimentWebService
The following operations are supported. For a formal definition, please review the Service Description.

GetExperimentByExperimentID
This rethod will an Experiment for matching ExperimentID

GetExperimentsBySearchCriteria
This method will return all Experiments for a specified experiment search criteria

GetallSpecies
This method will return all Species

GetAllInvestigators
This method will return all Investigators

GetallExperimentStatus
This rethod will return all Experiment Status

GenomeWebService
The following operations are supported, For a farmal definition, please review the Service Description,

+ GetallTransgenesByStrainlD
This method will return all Transgenes for a strainlD

GetallGenomicSegmentsByStrainl
This method will return all Genomicsegments for a strainlD

GetallRequlatoryElementsByTransgenelD
This method will return all RegulatoryElements for a transgeneID

GetAllGeneGenotypesByStrainlD
This method will return all GeneGenotypes for a strainlD

ProtocolWebService

The following operations are supported, For a formal definition, please review the Service Description.

s GetProtocolsBySearchCriteria
This method will return an array of Protocals for a given protocal search criteria

» GetProtocolByProtocollD
This method will return a Protocol for a matching protocolID

s GetallProtocolTypes
This rethad will return all Protocol Types




WSDL file will be available for each webservice.

<7aml wersion="1.0" encoding="utf-8" 7=
- «definitions ¥mins:http="http:f/schemas.xmlsoap.org/wsdl/http/" smins:soap="http://schemas.xmlsoap.org/wsdl/soap/"
#milns: s="http:/ /vevrwrow3.0rg /2001 /XMLSchema" «<mins:s0="http:/ /vwww.amdcc.org/WebService /"
wrmlns: soapenc="http://schemas.xmlsoap.org/soap/encoding/" =mins: tm="http:/ /microsoft.com/wsdl/mime//textMatching/"
#mlns: mime="http:/ /schemas.xmlsoap.org/wsdl/mime/" targetMamespace="http:/ /www.amdcc.org/WebService /"
wmlns="http://schemas.xmlsoap.org/wsdl/"=
- =types:
- <s:schema elementFormDefault="qualified" targetNamespace="http:/ /www.amdcc.org/WebService/"-
- <s:element name="GetExperimentByExperimentID"=
- zsicomplexType:=
- Z5isequencex
<s element minOccurs="1" maxOccurs="1" name="expID" type="s:int" /=
</sisequences
<fsicomplexTypes
/s element>
- <s:element name="GetExperimentByExperimentIDResponse"=
- zsicomplexType:=
- <5iSEquencex
<s element minOccurs="0" maxOccurs="1" name="GetExperimentByExperimentIDResult" type="s0:Experiment" />
</sisequence=
<fsicomplexTypes
</sielement
- <5 complexType name="Experiment">
- «<sicomplexContent mixed="false">
- «<s:extension base="s0:AMDCCDomainObject">
- <S!SEQUEncCE:

<sielement minDcours="0" max0Occurs="1" name="Type" type="s0:Identifiable" /=
<s:element minZcours="0" maxOccurs="1" name="Desc" type="s:string" />

<s:element mindcours="0" maxOccurs="1" name="Species" type="s0:5pecies" />

<s:element mindccurs="1" maxOccurs="1" name="PublicReleaseDate" type="s:dateTime" />
zsielement minOccurs="0" maxOccurs="1" name="§tatus" type="s0:Identifiable" />
<sielement minOccurs="0" maxOccurs="1" name="AnimalAgeUnit" type="s0:Unit" />

</sisequUence>

</ extensions
</sicomplexContentzs
</sicomplexTypes

- <s:complexType name="AMDCCDomainObject":

— =5.5EQUEnCEX




Future Directions

Continue development of statistics modules to automate data analysis
(current analysis does not take into consideration repeated measures)

Develop visualization and analysis modules for microarray data
Improve charting capabilities (eg. allow more flexibility for font, color, etc.)
Begin another round of training sessions for both data and analysis modules.

Organize cross consortium meta analysis of specific data.




The End

If you have any problems, questions or concerns don’t

hesitate to email us.
Use any of the following addresses:

General web:
amdcc_web-l@lists.amdcc.org (Listserv)

Data, assays, experiment help:
spatel@mail.mcg.edu (Sachen Patel)

Website
gmukherjee@mcg.edu (Gautam Mukherjee)




