(a) % |: SDG724
SDG110
{ASHM(SDGZ“
100 99 ASHH3(SDGT)

SDG707

100 SDG736

67 ASHR3(SDG4)

Joo—————— 806725
L AsHHsDGE)

ASHH1(SDG26)

2 SDG102

SET  Post-SET

O

SDG26 m— 492 aa

SDG708

— - —

SDG102 m— 513 aa

(c) spe26

SDG102
SDGT08

SDG26
SDG102
SDGT08

SDG26
SDG102
SDGT08

SDG26
SDG102
SDGTO8

DISICECKFDFGDPDSACGERCLNVITNTECTPGYCPCGVYCKNQKFQKCEYAKTKLIKC
DIAVCECQYDILDPESPCGDRCLNLLTNTECTPGYCRCGVYCKNQRFQKCQYARTRLVRT
DIAVCECQYNLLDPDSAC TSTECTPGYCLCGVYCKNQRFQKSQYAATRLVKT

Lok R

BGRGWGLVALEEIKAGQF IMEYCGEV LSWK
GGRGWGLVADENIMAGQFV IEYCGEV LSH
EGRGWGLLADENIMAGQFVMEYCGEV

AKKRAQTYETHGVKDAYITSLNASEAIDA
EAKRRAQAYETQCLKDAYITYLNADESIDA

TKKGSLARF INHSCRPNCETRKWNVLGEVRVGIFAKESISPRTELAYDYNFEWYGGAKVR
TRKGNLARFINHSCQPNCETREWNVLGEVRVGIFAKQNIPFGTELSYDYNFEWYGGVMVR
TKKGSLARFINHSCQPNCETREWNVLGEVRVGIFAKQDIPIGTELSYDYNFEWFGGAMVER

<ok . 2 koL %k ok sk

CLCGAVACSGFLG 193
CLCGAASCSGFLG 193

CLCGAGSCSGFLG 193

Figure S1 Phylogenetic analyses and sequence alignment of maize SDG102 to rice SDG708 and

Arabidopsis SDG26. (a) Cladogram of the Ashl SET domain proteins of maize, rice, and

Arabidopsis. (b) Schematic diagrams of the maize SDG102, rice SDG708, and Arabidopsis

SDG26. Colored boxes represent conserved protein domains: associated with SET (green, AWS);

Su(var) 3-9, Enhancer of zeste, Trithorax (red, SET); and Post-SET (yellow). (¢) Sequence

alignment of amino acid. Identical regions are marked with asterisks (*).
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Figure S2 Differentially expressed genes (DEGs) GO enrichment analysis of AS1 and OE3.

(a) Downregulated DEGs GO of AS1. (b) Upregulated DEGs GO of OE3. Adjusted P-value (padj)

for each ontology term are displayed with a color reflecting its level of significance.
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Figure S3 Significant GO terms on genes with downregulated H3K36me3 in AS1 (a) and up-

regulated H3K36me3 in OE3 (b). Adjusted P-value (padj) for each ontology term are displayed

with a color reflecting its level of significance.
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Figure S4 Schematic diagram of vector construction of SDG102-RNAi (a) and crossing scheme for

SDG102 down-regulation lines (b).
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Figure S5 The secondary structures of target-sgRNAs targeting the third exon (left) and the seventh
exon (right)

~c-c-C

/



W1
304
W2
20 W3
10
~
"’.
I~
Al
(8}
O
o
0 -
“10710E® BEg Ro -
AS®R3
OE@R3
30 20 10 0 10 20

PC1 (42.83%)
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