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* Nochange in MSC morphology upon sgkEAPL
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[Fig.5]
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[Fig.6]

qRT-PCR
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[Fig.7]
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ctgcatccaccacaacagtyg

sgKeapl exon3#23 ACAGCGACGGTTCTACGTICC

Target sequence (without PAM)
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[Fig.8]
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* sgKEAPL: 44 survival under oxidative stress condition
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[Fig.12]

P7, CCK8 assay
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[Fig.14]

[Fig.15]
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[Fig.16]

Major changes in
cytokine array

qRT-PCR of changed factors in

Cytokine array

B Mock

= 19000 # sgSHS231 =3 B Mock

Z SgKEAP1 2 30. W sgSHS231
g 10000+ < 25 i sgKEAP1
XW ;z 5“'

£ &

& & 4

O 5000- £ 3

-4 & 2

1
@ 0- 0-
Q‘ﬁ Q&Q
& &
* sgKEAP1

[Fig.17]
Day 1 post-in

Bght  Dposweiil3ms Geln2
Med  BposwesOsec  Gancl
e + SgKEAP1 survived longer in vivo (IV route)

10/10



