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Omics approaches to elucidate the molecular physiology of lantibiotc NAI-107

production in Microbispora ATCC-PTA-5024
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Touch DNA a quarter of g century after the fact
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A broken sl.lolg}lgl‘ forestock was collected at a homicide scene in 1988. The object was repeatedly scrutinized

by experts in different fields in the following years, until DNA analysis was ordered in 2013. The genetic
profile of 4 suspect and those of eight experts that had came in contact with the object were made available
for comparison. Single-point swabbing methodology was used to probe the entire surface of the object; in
total, 40 spots were sampled. Genotyping was performed by an ABI PRISM 3500 Genetic Analyzer with the
software Gene Mapper IDX v1.3 using the PowerPlex® ESX-17 kit and AmpFLSTR NGM SElect™ Kit. In
the end, 78 independent amplifications/detections of 16 autosomal STR markers were obtained. Most sample
profiles were complex mixtures: however, a single major contributor was inferred in two spots; one of the
two (named El) remained unknown, the other (A18) turned out to be first- or second degree relative of the
suspect with probability > 99%. Analysis of allele sharing between each of the eleven available single-person
profiles (the eight experts, E1, A18, and the suspect) and all the 78 sample profiles (analytical threshold = 50
RFU) showed that, namely, two experts, A18, and the suspect, ranked highest. Suspect’s profile was fully
compatible with a single spot (composite method), and the likelihood ratio computed by the Forensim
package for four different scenarios was 105 — 5 x 105; the corresponding value for the consensus method
(four dropouts) was 103 — 3 x103. The value of the RMNE (random man not excluded) statistics for the same
spot was < 10-6. For a second spot, suspect’s profile showed two dropouts (composite method), and the LR
for the same four scenarios was 400 — 4000, The report to the jury asserted that the data provided very strong

support to the hypothesis that suspect’s DNA was present on the object.

Cigarette smoke alters the DAB2IP expression in epithelial cells from COPD
patients: a risk factor for lung cancer
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Cigarette smoking, one of risk factor of Chronic Obstructive Pulmonary Disease (COPD), activates epithelial
cells. The alteration of the methyltransferase EZH2 has a role on the expression of the oncosuppressor
DAB2IP and therefore, the cancer progression; it is often ovgrexpressed and it promotes cell proliferation
and invasion, inhibits apoptosis and enhances angiogenesis in lots of tumor. We evaluated the effect of
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