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« [HE A skewer #E1T adapter trimming 2 ¥E{ETE N

skewer v0.2.2 [April 4, 2016]

Parameters used:

-- 3' end adapter sequences in file (-x): adaptersl.fa
A AGATCGGAAGAG

-- paired 3' end adapter sequences in file (-y):
adapters2.fa

01: AGATCGGAAGAGCGTCGTGTAGGGAAAGAGTGT

—— maximum error ratio allowed (-1): 0.100

—-— maximum indel error ratio allowed (-=d): 0.030

-— minimum read length allowed after trimming (-1): 25
-- file format (-f): Unknown format (auto detected)

Sat Aug 17 15:24:55 2019 >> started
| ===ssssssms s e e s s s s s s s s === m====> | (100.00%)
Sat Aug 17 15:24:56 2019 >> done (0.2¢7s)
10000 read pairs processed; of these:
0 ( 0.00%) degenerative read pairs filtered out
0 ( 0.00%) short read pairs filtered out after trimming by

size control
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Agreement for BTRIS Limited Data Set Use and
Exclusion from IRB Review

Yi-Ming CHEN B3 RIS
’ P 10 Center Dr Bethesda, MD 20814
National Institutes Building 3B05, Tel: 301 402 6307

of Health
NINDS, NINDS DIR ITBP

The NIH Office of Human Subjects Research Protections has determined that the following research with
Limited Data Set(s) from BTRIS does not meet the definition of human subjects research pursuant to 45 CFR
46 and OHRP guidance:

Title of Proposed Research Study:
Investigation of cerebral vascular accidents associated factors in lupus patients.

Description of Proposed Research Study:

To study the pattem and seventy of cerebral vascular accidents in lupus patients To compare with a group of contrel subjects from BTRIS with
cerebral vascular accident but no SLE. To sludy demegraphic, immt gical bles, idities, lupus disease activity and
pharmacological therapies associated with cerebral vascular accidents in SLE.

OFFICE OF HUMAN SUBJECT

The NIH researchers will comply with all NIH policies for data security, confidentiality and privacy. This document
serves as a record of the BTRIS Data Use Agreement between the user and BTRIS.
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Agreement#:BTRIS_2019_1597_CHEN_Y_NINDS
Date: Monday, October 21, 2019
Query performed on behalf of:  Fann Yang

Other researchers having access to data:

Note: Some NIH conducted or supported research involving coded private information or specimens may be subject to Food and
Drug Administration (FDA) regulations. The FDA regulatory definitions of human subject (21 CFR 50.3(g), 21 CFR 56.102(e)) and
subject (21 CFR 312.3(b), 21 CFR 812.3(p)) differ from the definition of human subject under HHS regulations at 45 CFR 46.102(f).
Anyone needing guidance on such FDA-regulated research should contact the FDA.
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Research Projects with A/l of Us Data

Research Projects with All of Us Data

Here is a list of research studies that approved rescarchers are conducting with AY of Us data. This data came from All of Us parlicipants. As
this list grows. you will sce how rescarchers are studying many different things about health,

These projects use data from the registered tier B This tier has individual-level data from electronic health records, surveys, and
measurements. The data does not have any identifiers, such as names and addresses.

You can find more details on the Research Hub . From there you can let us know if you have any concerns about the research projects.

Note: Rescarchers themselves provided these project descriptions. Any views expressed belong to those rescarchers. They do not represent
those of the All of Us Research Program
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AD prediction from polygenetic and lifestyle data CLOSE -

PROJECT PURPOSE(S):
Discase Focused Rescarch (Alzheimer's discase)

Social / Behavioral

1ethods Development

Ancestry

SCIENTIFIC QUESTIONS BEING STUDIED

Within the genetics study of Alzheimer's discase (AD), previous studies have identified multiple genetic risks for the discase, including
APOL, CD34. and more. Many rare vanants have also been implicated, such as in PLEG2 and ABI3. However, these identifications are
essentially from univarniate analyses (excluding pleiotropic effects), ex. GWAS, and hence they remain only risk factors but do not have
sufficient predictive power for diagnosis. Recently, studies have shown the usefulness of using mullivariate machine learning (ML) models
to identify new rare vanants that can also predict abdominal aortic ancurysm (AAA) with good accuracy. He ¢ hypothesize that there
cxist novel rare variants in whole genome sequence (WGS) that are identifiable through complex ML and capable of AD diagnosis
Additionally, we also aim Lo incorporate lifestyle data Lo further increase the predictive power.
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Linear Classification

cv = sklearn.model_selection.StratifiedKFold(5, random_state=42)
lin_avg_r2 = Avg()
for i, (train, test) in enumerate(cv.split(X,y)):
X_train, X_test, y_train, y_test = X[train], X[test], y[train], y[test]
1r = sklearn.linear_model.LogisticRegression()
lr.fit(X_train, y_train)
test_r2 = 1lr.score(X_test, y_test)
print("Cross fold ", 1, ":", test_r2)
lin_avg_r2(test_r2)

Random Forest Classifier

cv = sklearn.model_selection.StratifiedKFold(5, random_state=42)
lin_avg_r2 = Avg()
for i, (train, test) in enumerate(cv.split(X,y)):
X_train, X_test, y_train, y_test = X[train], X[test], y[train], y[test]
1r = sklearn.ensemble.RandomForestClassifier()
lr.fit(X_train, y_train)
test_r2 = 1lr.score(X_test, y_test)
print("Cross fold ", 1, ":", test_r2)
lin_avg_r2(test_r2)
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Research Projects with All of Us Data

Here is a list of research studies that approved researchers are conducting with All of Us data. This data came from All of Us participants. As
this list grows, you will see how researchers are studying many different things about health.

These projects use data from the registered tier [4. This tier has individual-level data from electronic health records, surveys, and
measurements. The data does not have any identifiers, such as names and addresses.

You can find more details on the Research Hub [4. From there you can let us know if you have any concerns about the research projects.

Note: Researchers themselves provided these project descriptions. Any views expressed belong to those researchers. They do not represent
those of the All of Us Research Program.
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PROJECT PURPOSE(S):
¢ Disease Focused Research (Alzheimer's disease)
+ Social / Behavioral
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