
File S3: Assignment of Choristoneura fumiferana linkage groups (LGs) to Bombyx mori and Melitaea 

cinxia chromosomes. C. fumiferana LGs were assigned to chromosomes based on the number of TBLASTX 

hits obtained for reads containing LG-associated SNP markers. 
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*LGs corresponding to two chromosomes in B. mori and M. cinxia are indicated in red characters, and B. mori 

chromosomes corresponding to two LGs in C. fumiferana are in blue fonts. For linkage groups which markers 

hit different chromosomes, the chromosome numbers are followed by the number of hits and the most likely 

orthologue chromosome is underlined. One C. fumiferana LGs could not be directly assigned to M. cinxia 

chromosomes as it generated no hits in TBLASTX searches against M. cinxia chromosomes; in this case, LG 

assignment (shaded in grey in the last column) was first inferred, and then checked with the published M. 

cinxia–B. mori synteny analysis (Ahola et al. 2014), which was then crossed-referenced with the results of our 

C. fumiferana–B. mori synteny analysis. 

 


