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Abstract

The successive grouping of the two genes derived from the organism
Listeria monocytogenes were supported and analyzed in their structure,

Modules of the GENI-ACT (http://www.geni-act.org/) were used to
complete Listeria monocytogenes genome annotation . The modules
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Immunocompromised individuals are more susceptible to Listeria, along
with people on drugs for ftreating conditions such as cirrhosis,
hemochromatosis and chronic renal, failure (those who require

presence of well-curated protein functional domains within the amino acid
sequence, the transmembrane topography of the amino acid sequence
and amino acid types as seen in WEB LOGQO, and the cellular location of

Figure 5 — Shows the ABC transporter
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tranSfUSionS). What they also found was the process of pathogenesis the amino acid sequence (belng outside the cell, done USing TMHMM) permease structure, Its structure allows 1.86033E-52 . "1 1:20 19 T m wm m w om o we aw
within listeria, as it travels through the intestine, where the bacteria As such, the proposed annotation is an ABC Transporter ATP Binding the substrates to pass through according |
undergoes several divisions (Ramaswamy et al., 2007). These are usually protein. to  enzyme/protein  regualtion and )

controlled with a cell-mediated response from the body, but LMOSLCC2372_1001: activation of the opening of the protein Conclusion

immunocompromised individuals are unable to respond and thus leading
to low-level bacteremia and invasion of brain and gravid uterus. Some of
their interesting findings include differences in invasion capacity from
different kinds of cells between clinical and non clinical strains of Listeria,

with Caco-2 and HepG2 cells showing differences in invasion capacity, database they had stored on their gene data banks. The proposal that this Gene Locus Geni-Act Gene Proposed
showing that both these liver carcinoma cells are hugely affected by was the gene product was shown through the top hits being ABC Products Annotatiom
Listeria (Ramaswamy et al., 2007) . There are however some aspects that transporter permease protein located in the cytoplasmic region near the LMOSLCC23721000 | ABC Transporter ATP | ABC Transporter ATP

aren’t known, including specific characteristics of the disease that Listeria

The main gene expression product for this bacterium is ABC transporter
permease supported through the gene analyzing tools in GENI-ACT.
Based on the gene searching program that we used such as NCBI
Protein Blast, where we compared the nucleotide sequence with the

membrane boundary of the bacterium for more than the top 10+ hits with

The gene product proposed by Geni-ACt and the database correlate with our
findings that these genes code for an ABC Transporter ATP Binding Protein
and an ABC Transporter Permease ,

Binding Protein Binding Protein

Figure 6 — This image shows the prevalence of Listeria Monocytogenes in
our daily lives, as it has been found in cheese and has led to small outbreaks
of Listeriosis

varying E values, but upper hits of the range having significant E values.
There is also evidence through the cellular localization data discovered
found using THMM, creating a WEBLOGO to demonstrate the structure

Monocytogenes causes specifically, the timing for the onset of a serious
form of Listeriosis and the timing for the gastrointestinal symptoms of it.

Our research of this gene from Listeria Monocytogenes is meant to reveal

LMOSLCC2372_1001 ABC Transporter ATP

Binding Protein

ABC Transporter ATP

Figure 7: Demonstrated by the Binding Protein
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