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Supplemental Figure 1. Face blurring of the structural MRI data induces noise into
morphometric estimates. Scatter plots display the correlations between morphometric
estimates derived from face blurred and raw anatomical scans across estimated (a)
brain volume, (b) amygdala volume, and (c) medial prefrontal cortical thickness.
Estimated values were defined using FreeSurfer version 4.5.0 (see Methods). The
medial prefrontal subregion (c) includes portions of the left rostral anterior cingulate

cortex and the subgenual anterior cingulate cortex.
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Supplemental Figure 2. Atlas normalization corrects for head size variation in regional
and whole-brain morphometric analyses. Histograms of brain (a), amygdala (b), and
hippocampal (c) volumes are reported for females and males. Graphs on the left reflect
raw morphometric estimates. Graphs on the right reflect values after correcting for

estimated intracranial volume*°.
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Supplemental Figure 3. Additional measures of functional rest scan data quality.
Histograms of (a) number of relative movements in 3D space (>0.1mm), and (b)

maximum absolute movement in 3D space (mm) for the first and second rest runs.
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Supplemental Figure 4. Estimated fractional Amplitude of Low Frequency Fluctuations.
(a) Histograms of mean fractional Amplitude of Low Frequency Fluctuations (fALFF)
values across subjects. (b) The mean voxel-based fALFF map of the first rest run from
the full sample (n=1,570) illustrates spatial variance in data quality across the cortical
surface. The map is displayed for multiple views of the left hemisphere in Caret PALS
space. A, anterior; P, posterior; D, dorsal; V, ventral. Note the regions of reduced fALFF
near temporal and orbital frontal cortex echo reduced SNR near to the sinuses and inner

ear space (Fig. 2b).
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Supplemental Figure 5. Scan quality is not uniformly distributed across the sample.
Figures reflect the mean and standard deviation for (a) mean slice based signal-to-noise
values, (b) number of relative movements in 3D space (>0.1mm), and (c) maximum
absolute movement in 3D space (mm) for the first rest run from the full sample (n=1,570).
From left to right each graph reflects data quality for participants with one or two rest
runs, individuals with and without available behavioral data, the scanner/site of

acquisition, the console version at the date of scan, and for each sex.
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Supplemental Figure 6. Distribution of online estimated full scale 1Q. Histograms reflect

(a) matrix reasoning, (b) and Shipley derived estimates of full scale 1Q.
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Supplemental Figure 7. Participants exhibit expected personality characteristics. Scatter
plot of available data reflects expected relations between TCI novelty seeking and
Barratt Impulsiveness. Histograms of both novelty seeking and impulsiveness are

represented on the x and y axes respectively.
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Supplemental Figure 8 Participants exhibit expected behavioral characteristics. Graphs
reflect Flanker task (a) percent correct and (b) reaction time across blocks of non-switch
and switch trials. Data are presented as histograms. Black and grey areas reflect

standard error and standard deviation respectively.



Amygdala and Medial Prefrontal Cortex Associate with Negative Affect (n = 897)
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Supplemental Figure 9. Opposing structural differences in the amygdala and medial

prefrontal cortex are present in the young adults with the most extreme negative affect.

The scatter plots display the correlation between trait negative affect and left (a)

amygdala volume and (b) medial prefrontal cortical thickness (mPFC), as well as

representative segmentations of the left amygdala and mPFC. Scatter plots (c,d)

represent the distribution of values for the left amygdala volumes and left medial

prefrontal thickness estimates for the (c) low-medium and (d) high negative affect groups.
Reported r values reflect Pearson correlations after partialing out variance associated
with collection site, scanner software, estimated 1Q, age, and sex. Estimated intracranial

volume was additionally partialed from the amygdala volume estimate.
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Supplemental Figure 10. Estimates of intrinsic functional connectivity are not uniformly
reliable across the cortex. The correlation matrix shows the complete test-retest
reliability of the full cerebral cortex measured at rest (n=69). Regions determined based
on the 17-network solution from Yeo et al. (2011)"°. Values reflect Pearson correlations

of the correlation values between visits 1 and 2 where independent data were acquired.
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Supplemental Figure 11. The topographic organization of the human cerebral cortex
estimated by intrinsic functional connectivity. A fine-resolution 17-network parcellation of
the human cerebral cortex based on 1,570 participants. These results generalize those
of Yeo et al.®. Colors represent regions that are estimated to be within the same
network based on similarity in correlation profiles. The approach, which represents just
one of many different ways to analyze functional correlations, uses a winner-take-all

solution such that every vertex on the surface is assigned to its best-fitting network.
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Supplemental Figure 12. Intrinsic functional coupling provides information about
between-network interactions. Spring-loaded graphs show selected nodes of the
frontoparietal control network, dorsal attention network, and default network. Regions
determined based on the Yeo et al., 2011 17-network solution®. Note the clear
separation of two networks that are known to be negatively correlated (anticorrelated)
with one another (the Default Network and Dorsal Attention Network). Nodes of the
Frontoparietal Control Network show coupling with both networks, with subsets of nodes
aligning more to one network or the other, consistent with the notion that the
Frontoparietal Control Network interacts with adjacent networks. A challenge in such
analyses is spatial blurring of the low-resolution functional MRI data, which may induce
differences in coupling strengths between adjacent regions. Spatial blurring should be

considered in analysis of network properties of the present and similar datasets.
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CONSENT TO PARTICIPATE IN NEUROIMAGING RESEARCH:
Brain Genetics Study
Healthy Volunteers for Add-on Scans

Please consider this information carefully before deciding whether to participate in this research.

Purpose of the research:

The purpose of this study is to promote our understanding of the effects of genes on brain
structure and function. All living things are made of cells. Genes are the part of cells that
contain the instructions that tell our bodies how to grow and work, and determine characteristics
such as hair and eye color. Genes are inherited (that is, passed from parent to child). DNA is the
material (chemical letters) that makes up your genes. Three thousand healthy volunteers will
participate in this study. This study is being added on to the study you are already participating
in. You do not have to participate in this additional study. If you do choose to participate, this
additional study will add approximately 20 to 40 minutes to your time in the MRI scanner and
you will complete an additional 20 minutes of forms before or after the MRI session. You may
be asked to participate in cognitive tasks. Some of these tasks may be done on the day of your
appointment while others can be done online. The optional online cognitive tasks will take up to
3 hours and can be completed from home at any time. If you choose to provide a phone number
on the re-contact form, a follow-up call will be made to discuss your experience with the online
portion of our study.

What you will do in this research:

MRI

Pictures of the shape and function of your brain will be taken while keeping your eyes open. The
scanning itself will last approximately 20 to 40 minutes. Additionally, you will be asked to fill
out some demographic forms and questionnaires before and/or after the scan. Some of these
questionnaires will ask you about your personality and day-to-day behavior. We may also ask
you fill out questionnaires about your social interactions with friends and family members.
Furthermore, women will be asked about their hormonal patterns including questions regarding
their estrogen levels. Because of the effects of medication and mental illness on the brain, you
will be asked a series of questions about whether you are presently taking or have ever taken
medication for depression, anxiety, and other forms of mental condition (e.g., schizophrenia).
You will be asked about any history of neurological and psychiatric illness. If you have
previously taken such medications or are currently taking any you should not participate in this
study. If you feel uncomfortable in discussing such information, you should not participate. You
do not need to tell us why you have chosen not to participate.

Genetic Analysis

In order to collect DNA that provides genetic information, you will be asked to spit into 1-2
saliva collection cup(s). After your DNA has been analyzed, we will freeze any “leftover” DNA
and send it to the Center for Human Genetics Research (CHGR) located at Massachusetts
General Hospital. We will assign your sample with a code number and staff at the CHGR will
store it in a freezer. They will not be given your name or other information that could identify
you with your sample. There is no scheduled date on which your samples and information in the
bank will be destroyed. Your samples may be stored for research until they are “used up.”

With the exception of your DNA samples, all of the data collected as part of this study
(genotypes, brain images, cognitive, and diagnostic/demographic information) will be shared
with the investigator of the study that initially brought you to the Northwest Science Building
today. This will include personally identifying information so that the investigator that referred



you to this study is able to link the data we provide with the data they collect. No one other
than members of the current study staff will be able to connect the DNA samples to your
personally identifying information.

Your coded genotypes, brain images, cognitive, and demographic information will be shared
with other research investigators within and outside of Harvard (e.g., MGH). The coded
information will not contain your name or other information that could likely identify you, and
investigators will not be given any information that could link the coded information with
identifying information.

A coded portion of your DNA sample will be sent to the Broad Institute for whole genome
analysis. Usually researchers study a few areas of your genetic code that are linked to a
disease or condition. In our whole genome analysis, we will be using all or most of your
genes for research related to the brain and individual differences in the brain ranging from
typical variation to psychiatric illnesses. The information will be sent with only a code
number attached, and your name or other identifiable information will never be given.

In order to allow researchers to share test results, the National Institutes of Health (NIH) and
other central repositories have developed special data (information) banks that collect the results
of whole genome studies. The NIH or other data store genetic information and give it to other
researchers to do more studies. We do not think there will be further risks to your privacy and
confidentiality by sharing your whole genome analysis with these databanks; however, we
cannot predict how genetic information will be used in the future. The information is sent with
only a code number attached, and your name or other identifiable information is never given to
them. There are safeguards in place to protect your information while it is stored in repositories
and used for research.

Research using your whole genome information is important for virtually all disease and
conditions. Therefore, the NIH data bank will provide study data for researchers working on any
disease, which could include conditions such as Alzheimer’s disease, mental illness, cancer, and
others.

Cognitive Testing

You will be asked to complete a series of cognitive tasks (thinking processes) on any computer
with internet access. In order to access the tests, you will be provided with a unique ID code that
you will enter into a specific website. The online testing is expected to take up to 3 hours to
complete.

The results from this study will be pooled with those of other similar studies and shared among
researchers or used for teaching purposes. For example, a researcher at another institution may
wish to reexamine the results of this study. When results are shared, only a code number
identifies them. At no time will any identifying information such as your name be shared. Please
choose not to participate in this study if you are uncomfortable with your coded data being
shared.

In some cases, we may be interested in re-contacting you for additional information or to
participate in a follow-up experiment. If we do, your participation is completely optional
and you would be compensated appropriately for your time. If you would prefer that we
refrain from re-contacting you, please initial below to indicate this.

Initial if you would prefer NOT to be re-contacted following this study:

Time required:

This study takes up to 1.5 hours (approximately 20 to 40 minutes of scanning plus paperwork) at
the Northwest Science Building scanning facility, located at Harvard University. Approximately
3 hours are requested for the optional take-home online computer tasks.



Risks:

MRI

There are no known or foreseeable risks or side effects associated with scanning procedures
beyond those that have already been discussed as part of your primary study.

Genetic Analysis
Saliva collection (i.e. spitting) is generally considered safe and painless. The main risk of
allowing us to store and use your samples and certain limited health information for research is a
potential loss of privacy. However, we will take the following steps to protect your privacy:

*  We will store your samples only with a code.

* Information that could be used to identify you will only be shared with researchers within
Harvard who have approval of the Committee on the Use of Human Subjects in Research
(CUHS). This committee is a group that independently reviews and watches over all
research studies involving people at Harvard University. The committee follows state
and federal laws and codes of ethics to make sure that the rights and welfare of people
taking part in research studies are protected.

* Information that likely could be used to identify you will never be shared with
researchers outside Harvard.

Genetic information that results from this study does not have medical or treatment importance at
this time. The study is conducted for research purposes only, therefore, we will not be sharing
genetic information with you.

Cognitive Testing

There are no known or foreseeable risks or side effects associated with the cognitive tasks being
administered in the study. Occasionally individuals may experience fatigue; therefore, we have
allocated designated resting breaks throughout the online portion of this study.

Benefits:

At the end of the study, we will provide a thorough explanation of the study and of our
hypotheses. We will describe the potential implications of the results of the study both if our
hypotheses are supported and if they are disconfirmed. If you wish, you can send an email
message to and we will send you a copy of any manuscripts based
on the research (or summaries of our results).

Compensation:

You will receive payment of $50 for the scan and saliva sample. You will receive an additional
$60 after completing the computer based take-home portion. You may also participate for course
credit (1 credit per hour) in replacement of monetary payment. Monetary payments will be made
by check through the mail and we will need your social security number to process the payment.
In addition, please expect your check payment within 4-6 weeks of participation.

Confidentiality:

Your participation in this study will remain confidential, and your identity will not be stored with
your data. Your responses will be assigned a code number, and the list connecting your name
with this number will be kept in a locked room. When data are shared, your name will never be
shared.



Participation and withdrawal:

Your participation in this study is completely voluntary, and you may refuse to participate or
withdraw at any time without penalty or loss of benefits to which you are otherwise entitled..
Furthermore, you may skip any questions you do not want to answer. You will receive full
payment for the MRI session and saliva sample even if you withdraw early. The online tasks are
divided into 3 sections; you will be paid for partial completion of the online tasks in the amount
of $20 or 1 course credit for each section.

You are allowed to withdraw your saliva sample at anytime within 1 month of your saliva
collection date. However, once the DNA has been extracted and placed in the repository we will
not be able to remove your sample. Please use the contact information listed below to notify us if
you wish to withdraw your saliva sample from our study.

To Contact the Researcher:
If you have questions about this research, please contact

Whom to contact about your rights in this research, for questions, concerns, suggestions, or
complaints that are not being addressed by the researcher, or research-related harm:

If you are injured during the course of the study and as a direct result of this study, you should
contact the investigator at the number provided. Although compensation is not available,
Harvard will assist you in obtaining medical treatment, including first aid, emergency treatment,
and follow-up care as needed. Your insurance carrier should be billed for the cost of such
treatment. If your insurance carrier denies coverage, Harvard is under no obligation to pay for
the treatment but may do so in its sole discretion. By providing financial or other assistance,
neither Harvard nor the researchers are stating that they are legally responsible for the injury.

Further information regarding compensation for injured research subjects may be obtained from
the Committee on the Use of Human Subjects at the above number.

Agreement:

The nature and purpose of this research have been sufficiently explained and I agree to
participate in this study. I understand that I am free to withdraw at any time without incurring
any penalty.

Subject Signature: Date:

Subject Name (print):

Researcher Signature: Date:




Partners HealthCare System
Research Consent Form

Research Tissue Bank Subject Identification

Version Date: November 2005

Protocol Title: Effects of Genotype on Brain Structure and Function
Principal Investigator:
Site Principal Investigator:

Description of Subject Population: Healthy Volunteers for Add-On Scans

Collection of Samples and Health Information for Research

About this consent form

This form contains important information. If you have any questions about the research or this
form, please ask us. If you decide to take part in this research study, you must sign this form.

Why is this research study being done?

The purpose of this study is to understand the effects of genes on brain structure and function.
Genes, which are inherited, are the part of cells that instruct our bodies how to grow and work,
and determine characteristics such as eye color. DNA is the material that makes up your genes.
Five thousand healthy volunteers will participate in this study.

What will happen in this research study and how long will it take?

This study is in addition to the study you are already participating in and will add 20 to 40
minutes in the MRI scanner. You will be asked to keep your eyes open while pictures of your
brain are taken. You will also be asked to fill out forms that may ask you questions about your
age, race, general health and educational background. You may skip any questions you do not
feel comfortable answering. If you choose to provide a phone number on the re-contact form,
a followup call will be made to discuss your experience with the online portion of our
study.

Genetic Analysis

You will be asked to spit into 1-2 saliva collection cup(s). DNA will be removed from the
collected sample and typed for genes that may play a role in brain function.

Cognitive Testing

You will be asked to complete 3 hours of online cognitive tasks from any computer with internet
access. A computer will be available at the Martinos Center. If you do not have internet access
and are unable to complete the online cognitive tasks at the Martinos Center, we will provide a
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Partners HealthCare System
Research Consent Form

Research Tissue Bank Subject Identification

Version Date: November 2005

portion of the cognitive tasks as a take home paper version along with a self-addressed, pre-
stamped envelope which should take 2 hours to complete.

What is a tissue bank and what is the purpose of storing my “leftover”
DNA in a research tissue bank?

Our research tissue bank is located at the MGH Center for Genetics Research (CHGR) located in
the Simches Research Building. The purpose of this research tissue bank is to collect, process,
and store information about DNA until researchers need to study questions related to the brain
and diseases of the brain; for example, what causes, helps prevent, treat, or cure a disease, and
how it may be passed on in families. Tissue banks have rules about which researchers can get
samples and what kind of research they can do using the samples.

We will freeze any “leftover” DNA and send it to the MGH CHGR. Your name or other
identifying information will not be kept with your sample. Your sample will be assigned a code
number to connect it to your personal and health information. This information will be stored in
a password protected computer database. Only research staff will know the password.

We are asking your permission to freeze and store your samples in a tissue bank and to store
some of your health information with your samples. We do not plan on re-contacting you unless
the DNA collection fails or your DNA sample runs out.

May we re-contact you to request another DNA sample for the reasons just indicated?
[ 1Yes [ |No Subject Initials

If a new study is developed we would like your permission to re-contact you. At any time you
may request that we stop contacting you.

May we contact you in the future to ask your interest in participating in future studies?
[ 1Yes [ |No Subject Initials

For what type of research will my samples and imaging data be used?

We are interested in how genes affect the brain in healthy people and those with neuropsychiatric
illnesses. In healthy people we may look at how genes that are thought to play a role in brain
development affect brain structure and function. We may also examine how genes that have
been linked to mental and neurologic illness affect the brain, both in healthy individuals and in
people who have been diagnosed with these disorders.

Which researchers can use my samples and imaging data and what
information about me can they have?
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Partners HealthCare System
Research Consent Form

Research Tissue Bank Subject Identification
Version Date: November 2005

With the exception of your DNA samples, all of the data collected as part of this study
(genotypes, brain images, cognitive, and diagnostic/demographic information) will be shared
with the investigator of the study which initially brought you to the Martinos Center today
including personally identifying information. No one other than members of the current
study staff will be able to connect the DNA samples to your personally identifying
information.

Your coded genotypes, brain images, cognitive, and demographic information will be shared
with other investigators within Partners (i.e. MGH, BWH) who are not study staff members. We
will also make your data available to researchers at other academic institutions, which are not a
part of Partners. These are often scientists affiliated with Harvard University working with
researchers at MGH and BWH. The coded information will not contain your name or other
information that could likely identify you, and investigators will not be given any information
that could link the coded information with identifying information.

Your coded samples/data, may be shared with for profit companies that are working with
Partners researchers. Researchers at for profit companies will never be given your name or other
information that could likely identify you. Your samples and/or data will not be sold to anyone
for profit.

A coded portion of your DNA sample will be sent to the Broad Institute for whole genome
analysis. Usually researchers study a few areas of your genetic code that are linked to a disease
or condition. In our whole genome analysis, we will be using all or most of your genes for
research related to the brain and psychiatric conditions. The information will be sent with only a
code number attached, and your name or other identifiable information will never be given.

In order to allow researchers to share test results, the National Institutes of Health (NIH) and
other central repositories have developed special data (information) banks that collect the results
of whole genome studies. The NIH or other data store genetic information and give it to other
researchers to do more studies. We do not think there will be further risks to your privacy and
confidentiality by sharing your whole genome analysis with these databanks; however, we
cannot predict predict how genetic information will be used in the future. The information is sent
with only a code number attached, and your name or other identifiable information is never given
to them. There are safeguards in place to protect your information while it is stored in
respositories and used for research.

Research using your whole genome information is important for virtually all disease and
conditions. Therefor, the NIH data bank will provide study data for researchers working on any
disease, which could include conditions such as Alzheimer’s disease, mental illness, cancer, and
others.
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Partners HealthCare System
Research Consent Form

Research Tissue Bank Subject Identification

Version Date: November 2005

May we share your whole genome analysis and genetic information with the NIH and other
central repositories?
[ 1Yes [ |No Subject Initials

How long will my DNA samples and information be kept?

There is no scheduled date on which your samples and information in the bank will be destroyed.
Your samples may be stored for research until they are “used up.”

Can I stop allowing my DNA samples and information to be stored and
used for research?

Yes. You have a right to withdraw your permission, at any time and if you do, your samples and
your information will be destroyed. However, it will not be possible to destroy samples and

information already given to researchers within Partners or at other academic institutions. If you
decide to take away your permission, contact

Will I get results of research done using my samples and imaging data?

No. This research is only a stepping stone in understanding the genetic effects on brain function.
The investigators cannot share genetic or imaging information with you. This information will
not be placed in your medical records and will not be useful in directing your medical treatment.

What are the risks and possible discomforts from being in this study?

MRI
There is no extra risk posed by spending an additional 20 to 40 minutes in the scanner. The MRI
scan being done is designed to answer research questions, not examine your brain medically.

Genetic Analysis

Saliva collection (i.e. spitting) is generally considered safe and painless. The main risk of
allowing us to store and use your samples and certain limited health information for research is a
potential loss of privacy. However, we will take the following steps to protect your privacy:

¢ We will store your samples only with a code in a password protected database.

* The tissue bank database will use the code to connect your sample to certain limited
health information about you, but not your name.

* Information that could identify you will only be shared with researchers within Partners
who have approval of the Partners ethics board. The board follows state and federal laws
and codes of ethics to make sure that the rights and welfare of people taking part in
research studies are protected.
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Partners HealthCare System
Research Consent Form

Research Tissue Bank Subject Identification
Version Date: November 2005

* Information that likely could be used to identify you will never be shared with
researchers outside Partners.

Genetic information that results from this study does not have medical or treatment importance at
this time. However, there is a risk that information about taking part in a genetics study may
influence insurance companies and/or employers regarding your health, or have a negative
impact on family or other relationships. If you do not share information about taking part in this
study with your employer and your medical insurance company, then you will reduce this risk.
The study is conducted for research purposes only and we will not place information about the
study or the results of study tests in your medical record.

We will do everything we can to keep others from learning about your participation in the
research. To further help us protect your privacy, the investigators have obtained a
Confidentiality Certificate from the Department of Health and Human Services.

With this Certificate, the investigators cannot be forced (for example by court subpoena) to
disclose information that may identify you in any federal, state, or local civil, criminal,
administrative, legislative, or other proceedings.

Disclosure will be necessary, however, upon request of DHHS for the purpose of audit or
evaluation.

You should understand that a Confidentiality Certificate does not prevent you or a member of
your family from voluntarily releasing information about yourself or your involvement in this
research. Note however, that if an insurer or employer, learns about your participation, and
obtains your consent to receive research information, then the investigator may not use the
Certificate of Confidentiality to withhold this information. This means that you and your family
must also actively protect your own privacy.

Finally, you should understand that the investigator is not prevented from taking steps, including
reporting to authorities, to prevent serious harm to yourself or others.

A Certificate of Confidentiality does not represent an endorsement of this research by the
Department of Health and Human Services (DHHS) or the National Institutes of Health (NIH).

Cognitive Testing
There are no known or foreseeable risks or side effects associated with the cognitive tests.

What are the possible benefits from being in this research study?
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Research Consent Form

Research Tissue Bank Subject Identification

Version Date: November 2005

There are no direct benefits to you for participating. We hope the study results will help us better
understand the effects of genes on the brain.

Will I be paid to take part in this research study?

You will be paid $50 for the MRI and DNA collection via a saliva sample. You will receive an
additional $60 for completing the online cognitive tasks or $40 for the take-home paper version.

What are the costs to me to take part in this research study?

There will be no cost to you for participating in the study.

Can I still get medical care within Partners if I don’t take part in this
research tissue bank or if I stop taking part?

Yes. Your decision will not change the medical care you get within Partners now or in the
future. There will be no penalty, and you will not lose any benefits you receive now, or have a
right to receive. Taking part in the bank is up to you. You can decide not to allow your
specimens and information to be placed in the bank. If you decide to take part now, you can
change your mind and drop out later.

Whom do I call to answer questions about the bank?

You may ask more questions about the bank at any time. is in charge of this
research study. You can call him at with questions.

Whom do I call if I have concerns about my rights as a research subject?

If you want to speak with someone not directly involved in the bank project, please contact the
ethics board office

You can talk to them about:
* Your rights as a research subject
* Your concerns about the research tissue bank
* A complaint about the research

Also, if you feel pressured to take part in the research tissue bank, or to continue with it, they
want to know and can help.

Consent to Collect Samples and Health Information for Research

I confirm that the purpose of the BWH/MGH bank and the potential risks and benefits have been
explained to me. All my questions have been answered. I have read this consent form. My
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Partners HealthCare System
Research Consent Form

Research Tissue Bank Subject Identification

Version Date: November 2005

signature below indicates my willingness to have samples and health information about me
collected and stored in the bank and used and shared as described above.

Signature of Subject:

Adults or Minors, ages 14-17 Date/Time

OR

If you understand the information we have given you, and would like to give your permission for
your child/the person you are authorized to represent to take part in this research study, and also
agree to allow his/her health information to be used and shared as described above, then please
sign below:

Signature of Parent(s)/Guardian or Authorized Representative:

Parent(s)/Guardian of Minor Date/Time

Statement of Study Doctor or Person Obtaining Consent

= [ have explained the research to the study subject, and
= [ have answered all questions about this research study to the best of my ability.

Study Doctor or Person Obtaining Consent Date/Time

Consent Form Version Date: 05/28/2013
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Phenotypes Legend

Phenotype Description
Subject_ID The anonymous data release ID.
Delay The number of days between test and retest scans.

Subject_Rescan_ID

MRI
Behavior
Sex

Age_Bin

Hand

Educ

Race_ Ethn

Scanner_Bin

Console

Coll

ANAT

BOLD1
BOLD1_sSNR
BOLD1_MotMicro
BOLD1_MotAbsMax

BOLD2

The anonymous data release ID for subjects who were re-scanned
within six months of their initial scan date.

Reflects the number of eyes open rest runs available (1, 2).

Reflects the presence of behavioral data (Present, Absent).

Sex (M, F).

The binned age (2 year bins) of each participant at the time of image
acquisition. Participants who were from 18-19 years of age at the
point of scan are coded as 19, participants who were 20-21 years of
age are coded as 21, etc.

Participant handedness (RHT, LFT, AMB).

Years of education. Please note, due to the characteristics of the
sample education is truncated by the age of the participant and
should not be interpreted as an accurate reflection (nor a proxy) of

SES.

Participant race/ethnicity (White not Hispanic = W_NOT_HL, all other
race/ethnicities = Other).

Site/Scanner bay where the data were acquired (A, B, C, D, E).

Console software version on scanner at the time of image acquisition
(B13, B15, B17).

Coil version (currently all 12-channel coils = Tim_12).

The run number for the T1 MEMPRAGE anatomical scan (1).
The run number for the first eyes open rest run (2).

Slice based SNR for first eyes open rest run.

Number of relative translations in 3D space >= 0.1mm.
Maximum absolute translation in 3D space (mm).

The run number for the second eyes open rest run when present (3).



BOLD2_sSNR
BOLD2_MotMicro
BOLD2_MotAbsMax

Flank_S_CORRpc

Flank_S_meanRTcorr

Flank_S_medRTcorr

Flank _S_score

Flank_NS_CORRpc

Flank_NS_meanRTcorr

Flank_NS_medRTcorr

Flank _NS_score

Flank_CORRpc
Flank_meanRTcorr
Flank_medRTcorr

Flank_TOT_score

MenRot_0_CORRpc

MenRot_0_meanRTcorr

MenRot_0_medRTcorr

MenRot_80 CORRpc

Slice based SNR for second eyes open rest run.
Number of relative translations in 3D space >= 0.1mm.
Maximum absolute translation in 3D space (mm).

The percentage of correct responses for the flanker task during
switch blocks.

The mean reaction time (RT) for correct flanker task trials during
switch blocks.

The median RT for correct flanker task trials during switch blocks.

The number of correct trials minus the number of incorrect trials for
the switch blocks.

The percentage of correct responses for the flanker task during non-
switch blocks.

The mean RT for the correct flanker task trials during non-switch
blocks.

The median RT for the correct flanker task trials during the non-switch
blocks.

The number of correct trials minus the number of incorrect trials for
the non-switch blocks.

The percent of correct responses for the flanker task.
The mean flanker task RT for correct responses.
The median flanker task RT for correct responses.

The number of correct trials minus the number of incorrect trials for
the flanker task.

Percent of correct responses for mental rotation 0-degree rotation
trials.

Mean RT of correct responses for mental rotation 0-degree rotation
trials.

Median RT of correct responses for mental rotation 0-degree rotation
trials.

Percent of correct responses for mental rotation 80-degree rotation
trials.



MenRot_80_meanRTcorr

MenRot_80_ medRTcorr

MenRot_120_CORRpc

MenRot_120_meanRTcorr

MenRot_120_medRTcorr

MenRot_160_CORRpc

MenRot_160_meanRTcorr

MenRot_160_medRTcorr

MenRot_ TOT_CORRpc
MenRot_TOT_meanRTcorr
MenRot_TOT_medRTcorr
ICV

BrainSegVol

BrainSegVolNonVent

postCorCall_Vol
midpostCorCall_Vol
centCorCall_Vol
midantCorCall_Vol
antCorCall_Vol
R_AvgCortThick

L_AvgCortThick

Mean RT of correct responses for mental rotation 80-degree rotation
trials.

Median RT of correct responses for mental rotation 80-degree
rotation trials.

Percent of correct responses for mental rotation 120-degree rotation
trials.

Mean RT of correct responses for mental rotation 120-degree rotation
trials.

Median RT of correct responses for mental rotation 120-degree
rotation trials.

Mental rotation percent of correct responses for 160-degree rotation
trials.

Mean RT of correct responses for mental rotation 160-degree rotation
trials.

Median RT of correct responses for mental rotation 160-degree
rotation trials.

Percent of correct responses for mental rotation task.

Mean RT of correct responses for mental rotation task.

Median RT of correct responses for mental rotation task.
Estimated total intracranial volume (mm?; Buckner et al., 2004).

The volume of brain as the sum of the volumes of the segmentations
that are in the brain.

The volume of brain as the sum of the volumes of the segmentations
that are in the brain excluding the ventricles.

Posterior corpus callosum (mm?).

Middle posterior corpus callosum (mm?).

Central corpus callosum (mm?).

Middle anterior corpus callosum (mm?).

Anterior corpus callosum (mm?).

Right hemisphere average cortical thickness (mm).

Left hemisphere average cortical thickness (mm).



R_TotCortSurfArea
L_TotCortSurfArea
R_Amy_Vol

L_Amy Vol
R_Hipp_Vol
L_Hipp_Vol
R_rACC_Thick
L_rACC_Thick
R_cMF_Thick
L_cMF_Thick
R_10cc_Thick
L_IOcc_Thick
R_lingual_Thick
L_lingual_Thick
R_cACC_Thick
L_cACC_Thick
R_PCC_Thick
L_PCC_Thick
R_isthmusACC_Thick
L_isthmusACC_Thick
R_Parahipp_Thick
L_Parahipp_Thick
R_Fform_Thick
L_Fform_Thick

R_supF_Thick

Right hemisphere total cortical surface area (mm?).

Left hemisphere total cortical surface area (mm?).

Right hemisphere amygdala volume (mm?®).

Left hemisphere amygdala volume (mm?).

Right hemisphere hippocampal volume (mm?).

Left hemisphere hippocampal volume (mm?).

Right hemisphere rostral anterior cingulate cortical thickness (mm).
Left hemisphere rostral anterior cingulate cortical thickness (mm).
Right hemisphere caudal middle frontal cortical thickness (mm).
Left hemisphere caudal middle frontal cortical thickness (mm).
Right hemisphere lateral occipital thickness (mm).

Left hemisphere lateral occipital thickness (mm).

Right hemisphere lingual thickness (mm).

Left hemisphere lingual thickness (mm).

Right caudal anterior cingulate thickness (mm).

Left caudal anterior cingulate thickness (mm).

Right posterior cingulate thickness (mm).

Left posterior cingulate thickness (mm).

Right isthmus cingulate thickness (mm).

Left isthmus cingulate thickness (mm).

Right parahippocampal thickness (mm).

Left parahippocampal thickness (mm).

Right fusiform thickness (mm).

Left fusiform thickness (mm).

Right superiorfrontal thickness (mm).



L_supF_Thick
R_iPar_Thick
L_iPar_Thick
R_Ins_Thick
L_Ins_Thick

Health_Rating

Health_Satisfy

STAI_tAnxiety

STAI_sAnxiety

NEO_N

NEO_E

NEO_O

NEO_A

NEO_C

BISBAS_BAS_Drive

BISBAS_BAS_Fun

BISBAS_BAS_Reward

BISBAS BIS

Left superiorfrontal thickness (mm).

Right inferiorparietal thickness (mm).

Left inferiorparietal thickness (mm).

Right insula thickness (mm).

Left insula thickness (mm).

Compared to other people how would you rate your physical health?
(1 — much worse than average; 2 — worse than average; 3 — average;
4 — better than average; 5 — much better than average).

How satisfied are you with your present health? (1 — not at all
satisfied; 2 — not very satisfied; 3 — neither satisfied nor dissatisfies; 4

— somewhat satisfied; 5 — extremely satisfied).

State-trait anxiety inventory for adults; Measure of trait anxiety (Score
range 20-80; Spielberger and Gorsuch, 1970).

State-trait anxiety inventory for adults; Measure of state anxiety
(Score range 20-80).

The NEO Five-factor model of personality; Neuroticism score (Score
range 0-48; Costa and McCrae, 1992).

The NEO Five-factor model of personality; Extraversion score (Score
range 0-48).

The NEO Five-factor model of personality; Openness score (Score
range 0-48).

The NEO Five-factor model of personality; Agreeableness score
(Score range 0-48).

The NEO Five-factor model of personality; Conscientiousness score
(Score range 0-48).

Behavioral inhibition (BIS) and behavioral activation (BAS) scale;
BAS drive score (Score range 4-16; Carver and White, 1994).

Behavioral inhibition (BIS) and behavioral activation (BAS) scale;
BAS funseeking score (Score range 4-16).

Behavioral inhibition (BIS) and behavioral activation (BAS) scale;
BAS reward score (Score range 5-20).

Behavioral inhibition (BIS) and behavioral activation (BAS) scale; BIS
score (Score range 7-28).



MindWandering_ Freq

Barratt_tot

Barratt_2atten

Barratt_2mot

Barratt_2nonplan

Barratt_1atten

Barratt_1mot

Barratt_1selfcontrol

Barratt_1complex

Barratt_1persever

Barratt_1instability

DOSPERT _taking

DOSPERT perception

POMS_TotMdDisturb

POMS_T_TensionAnxiety

POMS_T_DepressionDejection

POMS_T_AngerHostility
POMS_T_VigorActivity

POMS_T_Fatiguelnertia

Imaginal process inventory; 12-question mind wandering subscale
(Score range 12-60; Singer and Antrobus, 1970)

Barratt Impulsivity Scale; Total score (Score range 30-120; Patton et
al., 1995).

Barratt Impulsivity Scale; 2nd order attentional impulsiveness factor
(Score range 8-32).

Barratt Impulsivity Scale; 2nd order motor factor (Score range 11-44).

Barratt Impulsivity Scale; 2nd order non-planning factor (Score range
11-44).

Barratt Impulsivity Scale; 1st order attentional factor (Score range 5-
20).

Barratt Impulsivity Scale; 1st order motor factor (Score range 7-28).

Barratt Impulsivity Scale; 1st order self-control factor (Score range 6-
24).

Barratt Impulsivity Scale; 1st order cognitive complexity factor (Score
range 5-20).

Barratt Impulsivity Scale; 1st order perseverance factor (Score range
4-16).

Barratt Impulsivity Scale; 1st order cognitive instability factor (Score
range 3-12).

Domain-specific risk-tasking scale; Risk taking (Score range 40-280;
Weber et al., 2002).

Domain-specific risk-tasking scale; Risk perception (Score range 40-
280).

Profile of Mood States; Total Mood Disturbance score (Score range -
20-100; McNair et al., 1971).

Profile of Mood States; T-score Tension/Anxiety (Score range 30-67).

Profile of Mood States; T-score Depression/Dejection (Score range
32-69).

Profile of Mood States; T-score Anger/Hostility (Score range 36-76).
Profile of Mood States; T-score Vigor/Activity (Score range 36-80).

Profile of Mood States; T-score Fatigue/lnertia (Score range 30-76).



POMS _T_ ConfusionBewilderment

TCI_Novelty

TCIl_RewardDependence

TCIl_HarmAvoidance

Shipley Vocab_Raw

EstlQ_Shipley_Int_Bin

Matrix_WAIS

EstlQ_Matrix_Int_Bin

Profile of Mood States; T-score Confusion/Bewilderment (Score
range 33-75).

Temperament and Character Inventory (TCI-9); Novelty-seeking
(Score range 20-100; Cloninger, 1987).

Temperament and Character Inventory (TCI-9); Reward Dependence
(Score range 20-100).

Temperament and Character Inventory (TCI-9); Harm Avoidance
(Score range 20-100).

Raw number correct for the Shipley vocabulary task (Score range 0-
40).

Estimated IQ derived from Shipley-Hartford Age-Corrected T-Scores.
Reported values are in integers. IQ scores are binned (2-point bins).
Participants who scored from 124-125 are coded as 125, participants
who scored from from 98-99 are coded as 99, efc.

Matrix reasoning Wechsler Adult Intelligence Scale (WAIS) score.

Scoring rules are as follows:

1. Examinee receives 1 point for each correct response.

2. If the examinee obtains perfect scores on items 4 and 5, give full
credit for items 1-3.

3. Discontinue after 4 consecutive errors or 4 errors on five
consecutive trials.

4. Count trials with RT < 300ms as errors.

Estimated 1Q derived through the OPIE3 formula (Schoenberg et al.,
2002). Reported values are in integers. IQ scores are binned (2-point
bins). Participants who scored from 124-125 are coded as 125,
participants who scored from from 98-99 are coded as 99, efc.

Note: Phenotypes listed in italics are available when requesting the extended data release
(http://neuroinformatics.harvard.edu/gsp/get/).
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