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Figure S7: lllustration of changes Iin RIP, GC content, gene content and
nucleotide similarity in 10 randomly selected LRARs and neighbouring
genomic regions of FSP34, and comparison with homologous regions In other
Isolates of F. circinatum. The top panels illustrate changes in RIP composite
Index values (values above 0 indicate RIP), the second panel illustrates
changes in GC content (%). Below synteny plots based on NCBI pairwise
alignments (visualized using Kablamo software) for homologous regions for
each isolate investigated In this study (UG27, CMWF567, FSOR, FFRA).



