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Kytococcus sedentarius IS an aerobic, gram
positive organism found on a partially submerged
slide. Students at Westfield Academy and Central
School have annotated individual genes in order

Modules of the GENI-ACT (http://www.geni-act.org/)
were used to complete Kytococcus sedentarius
genome annotation . The modules are described below:
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to further understand the function of this
organism. Eight modules on GENI-ACT were
completed in order to reach conclusions on the
function of each gene. It is through these steps

Modules

Module 1- Basic Information
Module

Module 2- Sequence-Based
Similarity Data

Activities

DNA Coordinates and
Sequence, Protein Sequence

Blast, CDD, T-Coffee,
WebLogo

Questions Investigated

What is the sequence of my
gene and protein? Where is
it located in the genome?

Is my sequence similar to
other sequences in

0.2 b
°é
5 10 15 20 25 30 35
transmembrane cytoplasmic non cy

Figure 4. Left. Phobius of Ksed 04890 Hypothetical
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[Propionibacterium_2 -0.00319
[Kineosphaera 0.04124
[Mycobacterium_3 0.00371
[Mycobacterium_4 -0.00371
[Nocardia 0.00965
[Mycobacterium_2 -0.00038
[Mycobacterium 0.00026

that the gene product Ksed 04890 was found to
be a hypothetical protein of un-known function.
However, a hypothesis was formulated that it can

Genbank? [Mycobacterium_1 -0.00026

Is my protein in the
cytoplasm, secreted or
embedded in the

protein of unknown function. Right. Phobius graph of

Module 3- Cellular Ksed 04880, a known transposase.
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Figure 5. PsortB of Ksed 04890 Hypothetical protein of
unknown function (shown left) as compared to a PsortB
of Ksed 04880, a known transposase (shown right).

Kytococcus sedentarius cells are spherical and
occur predominantly in tetrads K. sedentarius is
Gram-positive, nonmotile, non-encapsulated, and
not endospore-forming. Kytococcus sedentarius

According to the website used gene
Ksed 04890 is a hypothetical protein of
unknown name and unknown function. After
looking closely at this gene product it was
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Figure 3. SignalP of Ksed 04890 Hypothetical protein of transposases of Kytococcus that have a short amino acid
unknown function (shown left) as compared to SignalP length. Short ranpososases and Ksed 04890 are conserved in
graph of Ksed 04880, a known transposase. (shown the areas shown.
right)

Figure 1. K. sedentarius
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