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A single deletion in gene SAOUHSC_02245, at bp 780 inside gene (total 846 bp). It’s a run of 8 As, frameshift leads to a loss of A in codon 263 (AGG). C-terminal of WT protein:
Arg Leu Asn Asn Lys Ile Val Leu Met Lys Tyr Lys Val Pro Lys Arg Gln Arg His STOP
 
C-terminal of mutated protein:
Gly STOP

Changed Arg to Gly and lost 18 aa. 

This gene encodes a class I SAM-dependent methyltransferase. Note that the methyltransferase domain extends from ~aa 4 – 177, does not include the amino acids lost due to this mutation (263 – 282, bold below)

>SAOUHSC_02245
MKQLVGIPESMLIPLIARAKEYENEKPIIKDALSKKIFDGLDDMYKNVTCDDMSQIGISIRTVIIDCVTKRLIKDNKDLIVVNIGCGLDTRFQRFNKEKISWIDLDVPESIEIRKTFFKESNSYKMISKSMLDYSWIDDVKNYKFFNSKSDILFIIEGVLMYFDESVMTQLLDTIIKKMGDHNLTFAIEFCSKTIANNTKRHQSVSKLSSQPVFKYGYNDLKKLNEILPNTIRVIHEYNYFDYYKNRWGLFGYCRFIPYLKKRLNNKIVLMKYKVPKRQRH

Bold: missing
Underlined: methyltransferase

Phyre2 results:
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Description automatically generated with low confidence]
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Description automatically generated]
Note that number 7 is from E. coli and is a protein that modifies tRNAs. 
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