Qs1
Qcl
Qcl-N8

Qsl
Qcl
Qc1-}

Q=1
Qcl
Qcl-N8

Q=1
Qcl
Qcl-Ng

Qs1
Qcl
Qcl-Ng

CLNVESPADSGTS GGG GEFP? GFVIRQ SPEG GGOAPAPAPMAFVWGPRRAEELLYV
LCLNVESPALSGTSSSSVLN 3 L IDDDC RQ £ G MGGGAPAFAFPMA
CLNVESPADSGTS ALCAC ! } GEPZ GEVIRG BSEE( GECAPAPAPMAP

SALDAC GVIMGRQRPAPAFMAEV

4 S ARRYCRAAIRFNGREAVINFESSSYNGDAPPDAENEAIVODADALLDLLDLERMSQ
GRWEARMGQLL L $MRHYEFIAI§IR EN VIK APPLORENERTH
YRGVTLHECGRWEARMGQLLG {LGL ":E“B‘-, YCRAAIRENGRER B
YREGVILHRCGRWEARMGQLL L ".-‘EE?-;RAYER ARIRFNGREAVINFESSS

ETRHLF RII‘-]II&GLI;LTEBSPE 'ETHIS'.);.-'
PTAHCPRROCNIIAGLGLTFCSPESSTIMISSG

STAAAGANLAFPPPFYFOHHREYFPRPFDN|
NLRFFFFYP FYFPREEDN

oW W
0000
o O

oo

o b B Wb
0000
o000

447
447
447
447

Figure S1. Alignment of the deduced amino acid sequences encoded by the Q, Q°%, Q“, and

Q<-N8 alleles. Seven previously described conserved domains (motif 1, motif 2, nuclear
localization signal, AP> domain R1, AP> domain R2, motif 3, and AASSGF box) are presented.
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Figure S2. Effect of Q“-N8 on agronomic traits during the 2021-2022 growing season. (a)
Spikes of the wild-type (WT) (left) and NS8 (right) plants. Scale bar, 1 cm. (b) WT (left) and
NS8 (right) plants. Scale bar, 10 cm. Comparisons of the grain length (c), grain width (d),
thousand kernel weight (e), grain protein contents (f), grain number per spike (i), plant height
(j), tiller number (k), spike length (1), spikelet number per spike (m), and spike density (n) of
the WT and NS8 samples. **, P < 0.01; *, P < 0.05; ns, not significant. Data are presented as the
mean * standard deviation. ‘+ and ‘-’ indicate more and less than the WT control,
respectively. ‘+ 0.09" in panel (c) indicates the NS8 grain was 0.09 mm longer than the WT
grain (on average). ‘+ 1.44%’ in panel (c) indicates that Q“-N8 increased the grain length by
1.44% (on average). (g) Kernel width of the WT (upper) and NS8 (lower) samples. Scale bar, 2
cm. (h) Kernel length of the WT (upper) and NS8 (lower) samples. Scale bar, 2 cm.



