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Campylobacter jejuni is one of the leading causes of human gastroenteritis and acts as commensal in poultry. Among a huge number of aspects, motility is key factor that cause virulence; in this perspective, very intensive research has been commenced in the past few years. This piece of work is another series of this field. A stochastic event, that influenced by external factors is responsible for the phase variable genes that are homopolymeric G/C tract. The main focus of this research to find out a relation of these genes to motility factors in C.jejuni.  Ion torrent PGM has opened some new paths to the Next Generation Sequencing (NGS) that made possible to sequence the motile and non motile variants of NCTC11168 strain which is used as a reference strain in this research. The sequencing data of these two mutants was analyzed through CLC workbench 7.5 software. They were mapped against each other and reference strain. Most of the phase variable genes that identified, they were hypothetical.  On the otherhand maf1, maf 4 and maf 7 genes were spotted that actually related to motility. Among these three genes first two didn’t show any difference between two strains, although mutation in maf 7 was significantly detected. BLAST is another useful tool through that similarity was examined between all the phase variable genes (hypothetical and motility related) and the genes available in NCBI database. Only one gene named maf11318 got resemblance to maf_flag10 that is responsible for flagella glycosylation and motility. Data generated in this research would be a great help for further investigation in this field and it would be possible to search more about Campylobacter motility that is the leading cause of virulence around the globe.
