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Introduc�on

Research Aim
Our aim is to determine the effects of lactocrine
insufficiency from birth on the gut microbiome and 
uterine transcriptome in gilts on PND14 using whole-
genome shotgun metagenomic and transcriptomic 
sequencing approaches.

Design and method
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Maternal effects on offspring phenotype do not end at birth.
Previous research established that lactocrine insufficiency         

from birth in pigs altered the postnatal uterine developmental 
program and reduced life�me fecundity in adult, neonatally 
lactocrine insufficient females. 

Lactocrine insufficiency from birth in pigs can be indicated 
by reduced serum immunoglobulin immunocrit (iCrit) ra�os. 
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The most abundant phyla in the adult swine fecal microbiome are 
Firmicutes and Bacteroidetes, consistent with PND14 microbiome. 

PND14 differen�al expressed genes between low/high iCrit groups

Enrichment of 
Bacteroidetes (P=0.002, 
paired Mann-Whitney 
U test) was iden�fied in 
high-iCrit as compared 
to low-iCrit samples.

Overall, 148 genes 
displayed differen�al 
expression between 
the two groups at a 
nominal P-value cutoff 
of 0.05, including the 
FOXA2 gene, known to 
be downregulated in 
low-iCrit uterus 
samples. 

GO enrichment analysis results indecated that lactocrine
deficiency from birth affects PND14 gilts reproduc�ve process.
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