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Abstract Methods

A group of 4 consecutive genes (locus tags: MCR_RS00120,

many types of bacteria. Bacteria use many CRISPR-associated genes
(Cas) that bind foreign DNA from invading viruses and incorporate that

DNA into the bacterial genome (Cooper et. al, 2018). This DNA then will
allow the bacteria to transcribe it and make a guide RNA that will detect B P e P EERRERRES AT

Cooper LA, Stringer AM, Wade JT. 2018. Determining the specificity of Cascade binding, interference,
and primed adaptation in vivo in the Escherichia coli type |-E CRISPR-Cas system. mBio 9:¢02100-
17. https://doi.org/10.1128/mBi0.02100-17

First Med Urgent Care OKC & Edmond. (2015, Sept). Urgent Care Reports: Signs of Ear Infections for
Children and Adults. Retrieved from http://firstmedok.com/2015/02/25/signs-of-ear-infections-for-
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the foreign DNA in the future and degrade it before invading the bacteria
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(HiIIe et. al, 2016) (See Figure 2). Hille, F. and Charpentier, E. (2016). CRISPR-Cas: biology, mechanisms and relevance. Phil. Trans R.

Soc. B. 371:20150496. Retrieved from http://dx.doi.org/10.1098/rstb.2015.0496

Jackson, R. N,, Lavin, M., Carter, J., & Wiedenheft, B. (2014). Fitting CRISPR-associated Cas3 into the
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annotation ngsitg GENF-ACT. T,his bgcteria 's @ nonmotile pathogen that i | i The initial proposed product was a CRISPR associated protein, Csy2. This i ________________________________________________________
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Moraxella catarrhalis is a non- motile type of bacteria that spreads rapidly | 6 small gaps which indicates similarities to other sequences in Genbank. 1 (Hille et. al, 2016). The Cas3 protein then unwinds and degrades the foreign
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Figure 1-Moraxella catarhalis SEss Guery 242 HGYOMISEQFEAGKDIVRIPESQIVEIYGLGGYBHHL -~ ONIETAFURQH 26
http://microbe-canvas.com/Bacteria.php?p=1195 Figure 2 Explanation of how CRISPR-Cas immunity Query 297 YD-ETGLYLLTQNE 389
works. (Ledford, 2017) Sbjct 388 xgaansgrtggqa 321 Award Number 1311902
Figure 7 — Top Hit of NR Blast for Locus Tag
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