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Supplementary Fig. 1 The structure of HvHox2. The translated bases are 126-186, 327-682, and 784-1077bp and the

GACGCACTCCCCTCCTTCAACTAGTGCCTTGCGGCCGGTGGTCCTCCTCTCGATCCAGTT
CCTCAACCCACCAACACAAATCACCATCCCTCTTCTCTCCCCTCCTCGGCTCCGAACAGC
AAGGCATGGACAAGCAGCACCTCTTTGGTTGCTCCTACGTGGACGCGCCTTTCTTCGCGG

M D K QO H L F G C s Y v D A P F F A A

CCACTGGCACGTACGATACGACGTCGGGCGAGCGCGCGCCCGGTGTTTCTTTGCGCATGC
T G

GATGATGCAGCTGCAGGAGTTTCAGTTTCACCGGCCAGGACGCGCATGTGATGCCTTTTT

TTCTGATTCCGTTTGTGTATGTGCAGGCACGGCGCAGGGGGAGAGCCGGCCTAGAGCGCG
T A Q G E S R P R A R

GCGCAGGCGGCGGAGGGCTGCGAGATGCGGCGGAGGGGACGGTGACGGCGTGGAGATGGA
R R R R RAAURCG G G D G D G V E M D

CGGGGGAGGGGACCCCAAGAAGCGCCGGCTGACCGACGAGCAGGTGGAGGGTCTGGAGCT
G G G D P K KU RURULTUDE Q V E G L E L

GAGCTTCCGGGAGGAGCGCAAGCTGGAGACCGGCCGGAAGGTCCATCTCGCCGCCGAGCT
S F R E E R KL E T G R K V HL A A E L

CGGGCTCGACCCCAAGCAGGTCGCCGTGTGGTTCCAGAACCGGCGGGCGCGCCACAAGAG
G L D P K Q VA VWV F Q NRU R AIRUH K S

CAAGCTTCTCGAGGAGGAGTTCTCCAAGCTCAAGCACGCCCACGATGCGGCCATCCTACA
K L L EEZEF S K L K H A H DA A I L H

CAAATGCCACCTCGAGAACGAGGTATGCTTGCTCGCACACACTCACACTGCCATACATAT
K C H L E N E

GGCGCCGTACATCATCAATTCCCCTCCGTTCTTGCACAAGCTGGCTGACACACACATGAC

CAGGTGCTGAGGCTGAAGGAGCGGCTGGGAGCGACCGAGGAGGAGGTGCGGCGCCTCAGG
V L R L K E R L G A T EE E V R R L R

TCGGGAGCTGGGAGCCAAGCGGCATCCGGCGACGGCGGAGACGCCGCTGGCGCCGTTGGC
s G A G S O A A S G D G G D A A G A V G

CTGTGCGGAGGGAGCCCGAGCTCGTCCTTCTCGACGGGAACCTGCCAGCAGCATCCTGGT
rL ¢ 6 G s Pp S S S F s T G T C Q Q H P G

TTCAGCGGCGCAGACGTGCTGGGGCCGGACGATGACCTGATGATGTGCGTCCCCGAGTAT
rF S G A DVL G P DD DL M M C V P E Y

GGTGGCTACGTCGATAGCAGCGTGGTCGAGTGGTTTAGCCTGTATGGGCTGATTTGAAAT
G G Yy v DS S V V E W F S L Y G L I *

TGAGACGGGCTGGGCATCAACAGCATGCATAATTTGCATATCGATTACTATTCTAGTTAG
GCATAGTGTTAATTAAGCTGGGATGATCTGTAGGCGTGCGTGTGTTTAATTATGTAGATA
GTGTTGATTAATGGCAAAAGCTTGCAAGCTAGCAAGTGTAGTACCGGTAGCTCTCTTGAA
GTTCAGAGACGATGTGTTGTGTTATCATTTGATAGTATATGTTTTACTTCAGC
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deduced polypeptide consists 236 residues. Intron sequences are underlined, and the homeodomain is shown in bold font.
Leucine zipper motifs are double underlined, and red double lines indicate the insertion point of the 300bp in Vrsi. The stop
codon is indicated by an asterisk. Genome sequence of HvHox2 in the two-rowed type (KNG and Haruna Nijo) and six-
rowed type (AZ and Morex) were the same as far as determined for the region between nucleotide positions 86 and 1174.
Accession AB490233 (cDNA) and AB490234 (genomic DNA).



