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Introduction. Results
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The phylum with changes under non-obese group by statistical analysis

We acknowledge the help and dedication of J.J. Gomez, S. Chambers, and the many excellent
animal caretakers, technicians, and veterinarians of the Southwest National Primate Center. This
% colon (non-obese) investigation used resources which were supported by the Southwest National Primate Research
Center grant P51 RR013986 from the National Center for Research Resources, National Institutes
¥ placenta (non-obese) of Health and which are currently supported by the Office of Research Infrastructure Programs
through P51 OD011133. This investigation was conducted in facilities constructed with support
from the Office of Research Infrastructure Programs [ORIP] of the National Institutes of Health

Taxonomy identification
The Ribosomal Database Project (RDP) classifier through Grant Number C06 RR015456 and C06 RR014578. The research was also supported by
New Investigator [UTHSCSA and UTHSC] grants and Southwest National Primate Center Pilot

(http://rdp.cme.msu.edu) was used to arrange study grant to N.S-L., TTUHSC start-up dean funds to NSL, NIH grant HD21350 to Dr. Peter
taxonomic identification with a confidence threshold Nathanielsz [UTHSC—San Antonio],

of 50%, which was recommended by RDP for

fragments shorter than 250bp. (After trimming, the

average length of reads in every group is around

200bp). Sigmaplot 13.0 was used for drawing

figures.

Relative abundance



	Slide Number 1

