
Supplementary Data

Table S1. Collection dates of samples.

Table S2. Quantity of sequencing data for each sample measured in billions of 
base pairs (gigabases/Gb).



Figure S1. Principal components analysis of TPM and log2 normalized gene 
expression data. Two outliers, MA2 and TA7, have been removed due to the effect 
of sample degradation on data reliability.



Figure S2. Cluster dendrogram describing the co-expression network constructed 
from gene expression data. Colors correspond to modules of correlated genes, 
and genes not assigned to any module are left grey.



Table S3. Size of each module in number of transcripts.



Table S4. Top 10 transcripts in Module Orange by module correlation.

Table S5. Top 10 Transcripts in Module Darkred by module correlation.


