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Fig. S1. Alignment of 5� UTR region of the resistant and susceptible alleles in Jemalong A17 and F83005.5, respectively.
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Fig. S2. Alignment of transcript variants (tv) from the 3� UTR region of the RCT1 allele in Jemalong A17. tv1 � the regular transcript with an 80-bp intron spliced
out; tv2 � the transcript with only 67 bp of the 80-bp intron spliced out; tv3 � the transcript with retention of the 80-bp intron.
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Fig. S3. Alignment of coding sequences of resistant and susceptible alleles in Jemalong A17 and F83005.5, respectively.
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Fig. S3. Continued.
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Fig. S3. Continued.
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Fig. S3. Continued.
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Fig. S4. Sequence polymorphisms between resistant and susceptible alleles in Jemalong A17 and F83005.5, respectively. The 299-bp 3�end of RCT1 cDNAs and
the 119-bp 3� end of the rct1 cDNAs are not shared and thus not included in the alignment.

Yang et al. www.pnas.org/cgi/content/short/0802518105 7 of 8

http://www.pnas.org/cgi/content/short/0802518105


Fig. S5. Alignment of transcript variants (tv) from the 3� UTR region of the rct1 allele in F83.005.5. tv1 � the regular transcript with an 80-bp intron spliced out;
tv2 � the transcript with retention of the 80-bp intron.
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