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Table 1 Primers for CCX2 gene mapping

FRic NALEEY) 514
Marker Forward primer(5°-3) Reverse primer(5°-3”)
RM15567 TGCATCGATCCTTTCTTTGTCC CCGGGACGCTATATGTTCTTCC
RM6468 CTTGTGGCCGAGGACATG AGAGAAGCAGAGGCCCTGAC
CMO02 CCCTTTTGAGCGATTGTGAT GTGAGCTCTAATCGCGAAGG
CMO03 CCATCCGTTGAGCAATTCTT CAAGAATTTCCCGCTTTCAA
F2 CCX2 ERERIEL T
Table 2 Genetic analysis of the CCX2 gene
IRAEFRA 1B AL RE ps¥-i4 x(L:3)
Cross Parents Normal Plants Mutant Plants Total
cox2/WYJ7 327 108 435 0.33
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Table 3 Annotated genes within the molecular localization interval
E i HRAE R
Gene ID Annotation
LOC_0s03g45370 AR TR E A

LOC_0s03g45390

LOC_0s03g45400

LOC_0s03g45410

LOC_0s03g45420

glucan endo-1,3-beta-glucosidase precursor, putative, expressed
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TraesCS4A02G298400
E HORVU.MOREX.r3.4HG0333170
0sCCX2

Zm00001¢b005222
Zm00001¢b003285

0sCCX4

TraesCS5D02G030700
HORVU.MOREX.r3.5HG0424860
CAX7 Arabidopsis thali
0sCCX3

— L owcaxs

HORVU.MOREX.r3.2HG0114130

4|_E TraesCS2B02G135500
TraesCS2A02G116000

0sCCX1

I: Zm00001eb126650

CCX4 Arabidopsis thali

I CAX9 Arabidopsis thaliana

CAX11 Arabidopsis thali
CAXS Zea mays
0.60 050 040 030 020 0.10 0.00
BT AR CCXICAX ZRE A AR P VI R G R AR . IAEARIC I OsCCX2.
Phylogenetic tree constructed based on the amino acid sequences of CCX/CAX family proteins from different
species. OsCCX2 is indicated in bold.
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Figure. 1 Phylogenetic analysis of CCX2
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Homologous proteins of the CCX/CAX family from rice, maize, wheat, barley, and Arabidopsis thaliana were
selected for multiple sequence alignment. Different colors represent different types of amino acid residues, and
regions with clustered identical or similar residues indicate relatively high sequence conservation.
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Figure. 2 Multiple sequence alignment analysis of CCX2 and its homologous proteins



