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Figure 3

-log,,(p-value) E2

&
A g
Q n
= < a0
S =
1 (ap] E
= e
o
o N 2
Qo o
O >~— '_ L] LR ]
— d T T T T T
' o g o 5 10 15 20
L
-log,,(p-value) E2+CHX
c g
o
— o
S o 3
—_ M [sT4]
o k=
3 E
=1 <
= 2
& o
= [
1 o 6 —
Q Y—
& g N
O o

Mario Medvedovic, Environmental Health,
University of Cincinnati



Figure 4
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Figure S1
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Supp Fig S2
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Supp Fig S3
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Supp Fig S5
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