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Supplementary Fig. S3. Alignments of amino acid sequences of chitinases among the different nematophagous fungi. The chitinases
are from Dactylella cylindrospora (kaf3934333), Drechslerella brochopaga (kaf3910283), Dactylellina cionopaga (kaf3910915), Dactylelli-
na haptotyla (eps44564) and Arthrobotrys entomopaga (kaf3902836), respectively. Areas shaded in black are high degree homology
(100%) and unshaded areas are regions of variability between the chitinases; ***represent chitinase conserved sequence.



