
Description of Additional Supplementary Files 
 
File name: Supplementary Data 1 
Description: FastQC reports of raw and trimmed reads. 
 
File name: Supplementary Data 2 
Description: Quantification of genes from RSEM. 
 
File name: Supplementary Data 3 
Description: Reciprocal best BLAST hit for each M. leidyi gene model and corresponding e-
value. 
 
File name: Supplementary Data 4 
Description: Lists of DEG from each method, used to generate the consensus DEG. 
 
File name: Supplementary Data 5 
Description: DEG Lists with p-vales/log2FC values from EdgeR, NOISeq, and EBSeqHmm 
as shown in Supplementary Figure 2. 
 
File name: Supplementary Data 6 
Description: Enriched terms for each time interval and each direction (Up or Down). Under 
each interval contains the ML gene associated with that term and its corresponding reciprocal 
best BLAST hit. 
 
File name: Supplementary Data 7 
Description: Tree files associated with the BZIP and ETS protein family trees (see 
Supplementary Figure 5 and 6). 
 
File name: Supplementary Data 8 
Description: RNA probe sequences aligned to ML gene models. 


