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Fig. S3. Verification of heterologous expression of the PKS23. (A) A schematic diagram of the PKS23 (atrl)
gene structure in Stereocaulon alpinum. Black boxes are exons, and grey lines are introns. The numbers indicate
the size of exons and introns in base pairs (bp). P1 and P2 are primer pairs used in RT-PCR analyses. These primer
pairs are designed to include one or more intron regions so that mMRNA expression can be distinguished from
genomic DNA (gDNA) amplification. (B) RT-PCR analyses of two putative transformants (T16 and T25) carrying
the plasmid soll1::atr1/pDS35. No band corresponding to gDNA amplicon for Actinl reference gene (633 bp; cf.
482 bp for mMRNA; see ref. (11)) is observed, indicating that there was no genomic DNA contamination (lower left
panel). The transformant T25 shows stronger expression of the introduced atrl than the transformant T16 (upper
left panel). Splicing of the four introns in the atrl is confirmed by comparison of band sizes between the plasmid
soll::atrl/pDS35 (C) and RNA sample (T25), using P1 and P2 primer pairs. The expected band sizes for mRNA
expression and plasmid DNA amplification are indicated by numbers to left and right sides of the gel image in bp.
M, 100 bp DNA ladder.



