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S3 Fig. ClustalW multiple alignment of selected gDNA sequence variants from the central
region of the B-tubulin isotype-1 gene from S;,preq and RS: worms showing amino acid

codon positions 167, 198 and 200 (bold), SNPs and positions of introns (shaded areas).



For the purposes of genotyping individual male worms from Sinureq and RS? populations, three
“alleles” were recognized (S4, R1 and Ry) and allele-specific PCR strategies designed to
distinguish between these. In both S; and R; alleles, codon 200 encoded Phe, but in the case of
the R, allele a mutation at codon 198 resulted in a Glu/Leu substitution. In all R4 variants amino
acid codon 200 encoded Tyr. Note that in order to accommodate the presence of SNPs in
sequence flanking codon 200 in variants of the BZ resistant R, allele, the allele-specific primer

TubRASFwd was designed to be degenerate in three nucleotide positions (see Methods).



