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in each pair were shuffled and the similaritv of these randomized seauences was scared
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using FASTP. The mean and standard deviations of the scores from 150 such shuffles
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sequences. FASTP scores greater_ than three standard deviations above the mean were

iU

considered significant (39,40,41).
Dot matrix plots were used to display amino acid sequence similarities. Eleven residue

long segments were compared by_sliding two windows independentlv over the two.

‘ uences. The similaritv of the two seements was scored bv using the metrics of DIAGON -
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Alignments

To produce a global alignment of the set of similar seauences we develoned a new

L

procedure. A complete description of the aleorithms used and their implementation will
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BspRI Haelll Phi3T

. 7 regions of (a) BspRI. (b) Haelll and (c) Phi3T (horizontal axes). The DIAGON program with a window length

of 11 and a threshold of 130 was used.

found that some enzvmes that recognize the same seauence such as BsuRI, BspRI and

Haelll. which recognize GGCC. show recognizable diagonals in pairwise comparisons

«
[N




Nucleic Acids Research

Block number Motifs
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Figure 6. Predictive sequence motifs of m>C MTases. The block number corresponds to the numbering of figure _
%—'
4. At positions where more than one amino acid is acceptable the alternatives are listed. Dashes signify that
any amino acid can occupv that position. Blocks VI* and X* are the modified motifs necessarv to accommodate

the NgoPIl sequence.

sequence also contains three of the five motifs identified above (Figure 7a). The ‘ENV’
and 'Y ¢ GN’ motifs (the abbreviations within the guotes denote the complete motifs derived

from blocks VI and X. e marks a specified distance between two conserved amino acids)
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three mvarlant residues of basw block VI (NV_from ENYV) are grescng in_the murine

) sequence. although the match in this rggnon to the other positions of the motif is very eood
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. ___at the translated level in all reading frames would be a useful tool. It could be used to

8

for possible errors.
The putative MTases that we suggest are encoded by the B. subtilis phages Phi3T and

Rhol 15 lie immediatelv upstream of the known multi-specific MTases of these two phages.
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