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Abstract

A selection of genes from the microorganism Kytococcus
sedentarius were annotated, using the collaborative genome

Results
Ksed 00480:

Ksed 00740 (cont):
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embedded in the
membrane?

seen by the test results of the PSORT-B, as they are all

Kytococcus sedentarius, codes for an enzyme. The
computer predicted protein was “Methyltransferase,” which

under 7.50. From the Signal P test it's shown that the
protein produced by gene Ksed 00740 doesn’t have any
signal peptides suggesting that it is not a neurotransmitter or
a hormone/steroid. The BLAST results suggest that this
gene sequence codes for peptidase, an enzyme that plays
an important role hydrolysis. This is a process that breaks
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computer?
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coincided with most of our information. Methyltransferase is
a broad category of enzymes, with many classes of them.
Class lll of the methyltransferases is membrane based. The
TMHMM results showed that there was a greater probability
that the protein would be excreted rather than residing

TIGRfam, Pfam, PDB Are there functional domains

in my protein?

Module 5- Structure-Based
Evidence
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In what process does my

Function

Number,

protein take part?

down proteins into smaller parts, which could be the size of
peptide chains or as small as amino acids. A peptidase
identifies amino acids required for catalysis.

inside the cell or cell membrane. The Signal-P results
showed that there was no signal peptide, but, it is not
necessarily going to remain inside the cell because of the
lack of a signal peptide.
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