Data search/collection

As Exposed human gene expression Analysis

(Human gene expression + Arsenic (As) exposure)
Studies identified N= 19

with those genes

o
/
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Human cell line data
Humans with pre-existing conditions such as cancer,
skin lesions etc
Eligible studies Organ specific studies such as lung, kidney, prostate
Human exposed to As through drinking water (N =
2) - - .
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Differently expressed gene in Arsenic exposed human Named as:
n= 1183 “Arsenic exposed gene list”




As Exposed human gene related to cancer cell line

Differently
expressed genes
within each cell line

1. Common genes:

As exposed genelist and

cancer celllines genes

2. Assocated networks

Testing the prediction of cancer (Bladder cancer)

Cell line data: Cancer cell lines treated with arsenic trioxide (ATO)

Q=5
288

=

8

3,

o

(]

T3

22

Gt K2

Q@

o =it TR []

e =

R z

A
AS exposed cancer associated gene list
N=147
Bladder cancer prediction
with the help of those genes
v

Training dataset (Kim et al.)
Primary Bladder Cancer N=165

Normal- Bladder Mucosa N= 10

Methods applied

-logistic regression
3 -Monte Carlo cross-validation
: j (MCCV) (100-fold)
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Validation dataset (Dyrskjot et al)
Primary Bladder Cancer N=13
Normal- Bladder Mucosa N=9
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