Figure S2

Comparison between CpPGM1A and CpPGM1B at nucleotide and protein levels, showing that CoPGM 1A and CpPGM 1B
genes are tandemly duplicated. They are highly conserved at both protein and nucleotide levels

Gene arrangement in the chromosome
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DNA sequence alignment
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A CGAATTTACATTGAA GAGTGATCAAACAAAAG TAGC TCAAACGAAATCCTTGGCGATTTG u ATCGACAGGA. GATAG AACTGTTATA,
u AGGGTATATATGGAG TAAAAACCCTCAGGAATTTG, AA ACCCAACAAGCTCTAAATCACTTA C| GATTACTGGT. AGC! u AATT,

Protein sequence alignment
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