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International Multi-Center ADHD Genetics Project

Description

The goal of the project is to complete a 600,000 tag SNP genome-wide association scan of 958
parent-child trios from the International Multisite ADHD Genetics (IMAGE) project, in order to
assess the association of SNP markers with ADHD, analyze quantitative ADHD phenotypes,
complete copy number analyses, assess parent of origin effects and season of birth effects, and
test for epistasis among apparently uncorrelated genes.

All consent forms stipulate that the samples can only be used by researchers who have been
approved by the National Institute of Mental Health (NIMH), National Institute of Health. All
consent forms, except those used at the Zurich site (N=141 subjects), explicitly indicate that
the samples may be used by researchers from commercial enterprises seeking to benefit
financially from the analysis of the samples. The Zlrich consent does not prohibit such use. The
Zirich consent form also included an "opt out" that allowed the subjects to indicate that they
did not want their samples stored at the NIMH repository or used by researchers external to the
project. No subjects enrolled in the project opted out.

GAIN The Genetic Association Information Metwork

Upstate Medical University - Medical Genetics Research Center

+ Participants: 2835
+ Type: Parent-offspring trios

Individual-Level Data

Use restrictions
o Consent Group

ADHD
= Consent limited to genetic studies of the pathophysiclogy or eticlogy of ADHD
or its complications.
= This consent group does not require IRB approval.
= Participant set: 2835

Embargo Release Date: March 26, 2008
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Conners' parents rating scale - revised (1)
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Download PDF version

International Multi-Si

Description of Scoring
Desmond Campbell

15 November 2006

Table of Contents

Purpose
+ Conners
+ Strengths and Difficulties Questionnai
Purpose
This document describes the algorif
« Conners N Subscale T score

« SDQ Hyperactivity subscale 1

used in the IMAGE project.

Conners

International Multi-Site ADHD Genetics Project

CONNERS' PARENTS RATING SCALE - Revised (L)

C. Keith Conners Ph.D.

Identifier:

Center numberl
Family numberl
Individual numberl
Subject's date of birth

Gender
© Male
 Female

Age

In what situation was the child rated?
© what are the values?

Instructions: Below are a I of ci probl that children have. Please rate each item according to your child's behaviour in the last
month. For each item, ask yourself "How much of a problem has this been in the last month?’, and check the best answer for each one. If none,
not at all, seldom or very infrequently, you would check 0. If very much true or it occurs very often or frequently, you would check 3. You

would check 1 or 3 for ratings in between. Please respond to all the items.

Done
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dbGaP Study Configuration Report ﬂf},m,ﬂm.,,
The Framingham Heart Study )

Distribution Set General_research_use
This consent group is released with the filename pattern phs000007.FHS.v1.p1.c1.GRU

Data Use Restrictions

General Research Use

The informed consent document signed by the Framingham Heart Study Participants allows
use of these data by investigators employed by non-profit and for-profit organizations. These
data may be used by private companies in the development of diagnostics and therapeutics
under the current consent.

Model Tree \I Pages\IE Signatures \i Bookmarks

Yes

http:/fwww.ncbi.nlm.nih.gov/projects/gap/cgi-bin/study.cgi?id=phs000007#restricted-access

Set Information

1
6907

This data set phsD00007.v1.p1.c1 (SHARe Framingham) is composed of 8907 individuals who gave consent for
GENERAL RESEARCH USE. These individuals are specific to this distribution set within dbGaF and separate from
permission set 2 - NOT-FOR-PROFIT USE OMLY. This distribution set includes the following components: 117
substudy files of phenotype traits; complete set of genotype calls (unfiltered set) in two formats (INDIVIDUAL,
MATRIX) for 6775 participants; subsets of high quality genotype calls (filtered to exclude Mendelian transmission
arrors) in MATRIX format; genotype QC information; and genotype intensity files (Affymetrix CEL format).

Comments \l\ Aftachments

Files distributed in this set
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Distribution Set General_research_use |L‘

embargo release 2008-10-01

Se e

filesize, kilobytes

Comments \l.\ Aftachments

Refer to index number at the end of this report for a detailed description of each file.

General research use (GRU) participants. Table columns include IDTYPE, RELIAB_A, OTOSCOPRI, EXAM_15, CONSENT, HHIE,

l.1ude|'||§ PEI SignatL|§ Bookmarks

EXAM_18_ EXAM_181, Q_COMPLE, QUAL_PAR, PART B R, PTA R, PTA_L, W22 R_PC, W22 R_HL,W22_L_PC, W22 L HL,
DPOAE_CO, RELIAB_B, CID_R_FC, CID_R_HL, CID_L_PC, CID_L_HL, OD_R_ 50, 0D_R_ 70,0D_R_ 80, 0D_L_ 50,0D_L_ 70,
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ra description nearing exam 22 GRU participants

(4]

L ncation NHLBI/SHARe/Framingham/phs000068v1/p1/phs00006S. pht000158 w1 p1.c1.heard(_22s gz

z 204

2 release date 2007-10-01

phenotype-individual-iraits

Cohort exam 1 - 7 GRU pariicipanis

NHLEI'SHARe/Framingham/phs000008v1/p1/phs000008. pht0000089 vl pl.c1.ex0_Ts.GRU txt.gz
Embargo release after 2008-10-01
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0 OoD_L__ &0, PL_R_HL,PL_L_HL, MCR_R_10, MCR_L_10, MCE_R_0, MCR_L_0, MCR_RTST, MCR_RTS1, FIRST_EA, DSI_R_PL,
E DSI_L_SC,DS|_L_PL, DSI_R_SC, 38W_R_PL, S8W_L_PL, SSW_RNC, 33W_RC, S5W_LC, S8W_LNC, SPIN_R_B, SPIN_L_B,
E SPIN_R_P, SPIN_L_P, SF’IN_R_E SPIN_L_F, SPIN_R_H, SPIN_L_H, SPIN_R_L, SPIN_L_L, SPIN_R_1, SPIN_L_1, DECLINEB,
2] edate_a, edate_b, shareid. Table has 285 rows representing 285 individuals. The data dictionary is available at 1
ey fio-ifto ncbi.nim.nih.gov/dbgap/MHLBI/'SHARe/Framingham/phs000007 w1 p1-Framinghamisubstudies
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dbGaP Study Configuration Report Hﬂmmmwm
The Framingham Heart Study

genotype-calls-unfiliered-matrix-format

phgl00004: Affy 50K unfiliered genotype data (QC unfitered). NFU pariicipants. Matrix content = genotypes
MHLBI'SHARe/Framingham/phs000007v1/p1/phg000004v1/phgl00004 FHS genotype-calls Affyd0K v1.p1.c2 NPU unfiltered. matrixfmt genotype tar
Embargo release after 2008-10-01

Filesize 37 megabytes

genotype-calls-unfiltered-matrix-format

phgl00004: Affy 50K unfiliered genotype data (QC unfitered). NPU pariicipants. Matrix content = confidence scores

Model Tree \| Pages\ii Signatures \| Bookmarks

NHLBI'SHARe/Framingham/phs000007v1/p1/phg000004v1/pha000004. FHS genotype-calls. Affy50K.v1.p1.c2.NPU unfiltered. matrixfmt. confidence. tar

Embargo release after 2008-10-01

Filesize 957 megabytes

genatype-calls-unfiltered-matrix-format

phg000004: Affy 50K unfiltered genctype data (QC unfiltered). NPU participants. Matrix content = allele 1 intensity
MHLBIFSHARa/Framingham/phs000007v1/p1/phg000004v1/phgl00004. FHS .genotype-calls Affy50K. v1.p1.c2 NPU unfiliered. matrixfmt.allele_intensity far
Embargo release after 2008-10-01

Filesize 539 megabytes

genotype-calls-unfiltered-matrix-format

phgl00004: Affy 50K unfiliered genotype data (QC unfitered). NFU pariicipants. Matrix content = allele 2 intensity
MHLBI'SHARa/Framingham/phs000007v1/p1/phg000004v1/phgl00004 FHS genotype-calls Affy50K w1 p1.c2 NPU unfiltered matrixfmt allele2_intensity tar
Embargo release after 2008-10-01

Filesize 895 megabytes
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