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Supplementary Figure S1. Sequence alignment of the inverted repeat sequences of AlSmi1. Alignment of S20, S50, S39, S13, 
S16, S14, and S18 haplotypes of AlSmi1. Class-IV AlSmi1-a sequences and predicted AlSmi1-b sequences are highlighted by 
solid and dashed red boxes, respectively. 



 
Supplementary Figure S2. Genomic regions of the class-IV, class-III, class-II, and class-I S haplotypes of SP11, and se-
quence similarity between sRNAs and their SP11 target sites. Schematic diagram of haplotypes S20, S50, S13, S16, S14, S18, and 
S1. Sequences of S20-AlSmi1-a, S39-AlSmi1-a, S50-AlSmi1-a, AlSmia-b, and AlSmi2 and their sRNA target sites in SP11 are 
shown. Black boxes indicate SP11 exon regions. Red, magenta, and blue boxes indicate target sites of AlSmi1-a, AlSmi-b, 
and AlSmi2, respectively. Bases in red indicate mismatches with each SP11 target site. Numbers in parentheses indicate 
the mispair scores between each sRNA and the SP11 target site. Mispair scores <5.5 are shown in red. 



Supplementary Table S1. Number of sequence reads obtained. 

sRNA Obtained Reads Number 
S20-AlSmi1-a 100 
S13-AlSmi2 2889 

Results of massively parallel sequencing of S20S13 heterozygotes. A total of 44,553,252 bp sequence reads were obtained. 


