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[bookmark: _GoBack]Figure 1: Nucleotides along deduced amino acids indicated below codons of Met_Chit1 gene of M. anisopliae isolate Tn-16. Substrate binding and catalytic domains are highlighted while start and stop codons are represented in bold
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TCC BAT TTA GGG GTT ARA AGC CCA TGC TCA CGT GGC TIG AGA ATG AAT
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BAC TIC CCA GCC GCG GCC TCG ACG GCA GCC ACT CGA AGC AAC TTT 6CG
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AT AAG TIG CAC CTT GGC GAC CIC GGA ARG GIG TTG GAT TAT ATC AAT
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CIT 3BT GCC ACA CCA TIC AAC ACG GAT GAT GCT GIC AAT GAT TAC ATT
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GCC AGC AAG ATC GIT CTT GGC ATG CCA ATT TAT GGA ARG TCA TIC CAG
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GGA ARG CCA TIC TCT GGT GIT GGC GAC GGC AGC TGG GAG AAT GGA ATC
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CIT GOC AR GCC GGC GCG ACG GIT ATA TAT GAT GAC GIG GCA AAG GGT
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3AC COC ACC CAA GAA CTT ATT TCC TAT GST ACC CCT GAT ATT ACC BAG
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