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RESULTS AND DISCUSSION

The sequence of the 1771 bp DNA fragment isolated during this work received the accession number
AY217015 in the Genebank database.

On the basis of the existing homology of said sequence with the cDNA previously obtained and
coupled with the GT-AG rule of the intron splice sequences, it was possible to predict its intron/exon | g T
structure. Comparison of these sequences revealed a peroxidase gene consisting of 1698 bp of L
protein-encoding DNA, that is interrupted by 597 bp of intervening sequences. The intron splice
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Jjunction sequence formation sites strictly adhere to the GT-AG rule, and all of the putative internal
Lariat formation sites conform to the NNHTNAY rule.

As shown in Figure 1, most classical MnPs are clustered
together (Group I), as well as most classical LiPs (Group II).
Versatile peroxidases appear in fwo separate groups (Group
The 367 amino acid deduced-sequence that is depicted in Table 1 includes a 27 amino acid IT and III), where Pleurotus VP appears together, and
This table highlights heme pocket residues ( and where RBP is associated with manganese peroxnda;es and
), that include both distal and proximal histidine residues, H48 and H177. There are also calcium other peroxidases from Trametes sp. not clustered in group
potential binding residues ( ), and 8 cysteine residues, L
characteristic of other fungal peroxidases.The sequence also includes residues involved in substrate
oxidation, three acid residues putatively involved in manganese binding, and
putatively involved in oxidation of aromatic substrates. Peroxidase RBP
does not contain tyrosine residues. The sequence includes one potential N-glycosylation site (N103)
according to NXS/T consensus, which could account for the 5.6% N-linked carbohydrate.
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