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INTRODUCTION MATERIALS & METHODS

Gastrointestinal nematodes (GIN) infection is one of the most important economic constraints in small ruminant production. For the last 50 years control strategies have been based mainly on the use of anthelmintics.

Due to the rise of anthelmintics resistance throughout the world, alternative control strategies are needed.

The development of breeding programs for resistance to GIN is a promising strategy. However, there is a need to improve knowledge on the mechanisms underlying genetic resistance.

In this study we compare the transcriptome profiling of abomasal mucosa from cannulated resistant and susceptible infected Creole goats using RNAsequencing at different time point of infection to identify the molecular pathways associated with the genetic resistance. .

• Isolate mRNA from abomasal mucosa tissues (NucleoSpin ® kit )

• RNA sequencing for samples (Illumina TruSeq RNA)

• Identify genes and read counts (FASTQC, Salmon)

• Differential expression analysis Resistant kids had significantly lower fecal egg count (FEC) than susceptible kids (Fig. 1).

The top 20 upstream regulators, canonical pathways, diseases and biological function showed higher activation (blue) or deactivation (red) when comparing 0 versus 35 day post infection (d.p.i) than day 0 versus day 15 d.p.i for susceptible, resistant and all infected kids (Fig. 2).

Comparing resistant versus susceptible, there were activation for TGFB1, IFN-ɣ, IL1B, TNF and IL1A upstream regulators at 35 d.p.i which regulate immune and inflammatory responses * ; while it didn't happen at 15 d.p.i (Fig. 2). 

Fig. 1 .

 1 Fig. 1. Least square means of fecal egg counts (FEC) in resistant and susceptible Creole kids infected with 10,000 L3 H. contortus