
Supplementary Information for

G9a methyltransferase governs cell identity in the lung and is required for KRAS G12D lung tumor development and propagation.
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Table S1

Summary of 11 transcripts with 100% sequence identity
o Enmt2 shRNA seed sequence reported in Rowbotham et al., 2018

s Max Total |Query |E Percent
Description Score | Score | cover | value |identity
Mus musculus serine/threonine kinase 32B (Stk32b), mRNA 38.2 68.4 90% 0.041 | 100%

Mus musculus coiled-coil domain containing 155 (Ccde155), 382 38.2 90% 0.041 | 100%
mRNA

Mus musculus kinesin family member 7 (Kif7), transeript variant | 38.2 382 [90% | 0041 |100%
1 &2 mRNA

PREDICTED: Mus musculus vesicle transport through 382 382 90% 0.041 [ 100%
interaction with t-SNAREs 1A (Vti1a), transcript variant X11,

mRNA

Mus musculus euchromatic histone lysine N-methyltransferase | 38.2 90.7 90% 0.041 | 100%
2 (Ehmt2), transcript variant 1-4, mRNA

PREDICTED: Mus musculus predicted gene, 38655 38.2 96.6 90% 0.041 | 100%
(Gm38655), transcript variant X1, mRNA

Mus musculus predicted gene 12295 (Gm12295), long non- 38.2 946 90% 0.041 | 100%
coding RNA

Mus musculus cyclic nucleotide gated channel beta 1 (Cngb1), | 38.2 193 90% 0.041 [ 100%
transcript variant 1, mRNA

Mus musculus neurogenic differentiation 1 (Neurad1), mRNA 38.2 38.2 90% 0.041 [ 100%
Mus musculus interleukin 27 (1127), mMRNA 382 382 90% 0.041 [ 100%

Screen capture from NCBI BLAST showing overlap of
seed sequence and Babam1 mRNA

Mus musculus BRISC and BRCAL A complex member 1 (Babam1), mRNA
Sequence 1 NM_O26636.2 Length: 1592 Numberof Matches: 1

36.2 bts(19) 0041 19/15(100%) 0/15(0%) Plus/Plus
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