Activity: Re-sequencing of Foc isolates representing races to understand the pathogenicity mechanism
Objective: To understand the pathogenicity mechanism and genes governing pathogenicity as well as relationship between different races existing in Foc.
Materials and methods: Total 56 isolates of Foc representing different races and locations in India where chickpea is grown has been used for the re-sequencing study. Raw data was subjected to filtration and correction steps using Trimmomatic v0.33, to reduce sequencing errors and get high quality data. The high quality reads obtained were aligned to Foc reference sequence (unpublished) using Bowtie2 v2.2.4 with default parameters. The alignment results in form of bam files were then used to calculate various alignment statistics like depth, coverage etc. Samples with lower alignment percentage (≤ 75%) were removed from analysis. Further, these bam files were adjusted for PCR duplicates and improved using Picard tools v1.119 and GATK v3.3. Further analysis is in progress.
Results and interpretation:  Preliminary analysis indicated race –specific grouping in dendrogram constructed using sequence data of the Foc isolates. Based on dendrogram, the Foc isolates were grouped into three major clusters have some race-specific footprints. The data is being compared with the earlier information generated on Foc races distribution and whole genome sequence of other Fusarium species.
Next steps: Validation of pathogenicity causing genes and SNPs is being progress.
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