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              Figure S1. Expression levels and patterns of TE and non TE                        

                                             transcripts. The  three heatmaps are for, Genes with TE insertions   

                                             (TE+Gene), transcripts of only TEs (TEs) and genes  without  

TE insertions (TE-Gene). The tissues in each heatmap are, from left to right, CHX+: C. arabica 

callus treated with cycloheximide,  CHX-: C. arabica callus untreated, I59_I: C. arabica  irrigated 

leaves from drought tolerant cultivar Iapar59, I58_NI: C. arabica non-irrigated leaves from 

Iapar59, 14_I: C. canephora irrigated leaves from drought tolerant cultivar, 14_NI: C. canephora 

non-irrigated leaves from drought tolerant cultivar, Rubi_I: C. arabica irrigated leaves from 

drought sensitive cultivar Rubi, Rubi_NI: C. arabica non-irrigated leaves from Rubi.  On the left of 

each heatmap are the Gene bank identifiers of the respective transcripts. 



Figure S2. Relationship between expression patterns and class of TE transcripts.  A hierarchical clustering of TE transcripts based 

on their expression patterns across eight tissues and conditions. TE classes are Rt (Retrotransposons) and T (DNA transposons). 

Tissues and conditions are CHX+: C. arabica callus treated with cycloheximide, CHX-: C. arabica callus untreated, I59_I: C. arabica  

irrigated leaves from drought tolerant cultivar Iapar59, I58_NI: C. arabica non-irrigated leaves from Iapar59, 14_I: C. canephora irrigated 

leaves from drought tolerant cultivar, 14_NI: C. canephora non-irrigated leaves from drought tolerant cultivar, Rubi_I: C. arabica irrigated 

leaves from drought sensitive cultivar Rubi, Rubi_NI: C. arabica non-irrigated leaves from Rubi.  
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Figure S3. Expression variation within and between TE families. Intra and Inter TE  family variation of expression as measured 

by average Manhattan distances. 
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Figure S4. Cell culture vs none-cell culture TE expression.  Average TE expression levels ± standard 

errors within cell-culture and none cell-culture tissues. 

0

0.1

0.2

0.3

0.4

1 2

0.0 

0.1 

0.2 

0.3 

0.4 

T
E

 e
x
p
re

s
s
io

n
 

P-value = 0.49 



-2 0 2 4 6 

0.0 

0.5 

1.0 

1.5 

2.0 

D
e
n
s
it
y
 

Expression Differences (CHX+) - (CHX-) 

Significantly different 

Not significantly different 

Figure S5. Histogram of distributions of  TE expression differences between CHX+ (C. arabica 

callus treated with cycloheximide ) and CHX- (C. arabica callus untreated).  Values marked in red 

are significantly different from the average difference (z-test). 



Figure S6. Examples of alignments between unigenes containing TEs and the highly related 

unigenes using sequence similarity searches by BLASTn. (A) Putative alternative splicing event. 

Non-conclusive splicing evidences. (B) The unigenes present one or more similarity regions, 

however, these regions finish before the start or begin after the TE insertion. (C) The similarity 

regions do not include the TE insertion site. (D) TE-cassette is within the similarity region between the 

unigenes. Hatched boxes represent the transcribed nucleotide sequence, the dashed lines represent 

the regions of similarity evaluated by BLASTn. 
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Figure S7. Effect exonized TEs on gene expression.  (A) Comparison of overall expression levels of 

genes with TE cassettes (TE+Genes, n=88) versus genes with no TE cassettes (TE-Genes, n=80).  

Average expression levels ± standard errors were compared using the Students’ t test and the Mann-

Whitney U test (MWU) as indicated.  (B) Differences in overall expression levels between CHX+ and CHX- 

conditions for TE+Genes versus TE-Genes.  Average expression levels ± standard errors were compared 

between CHX+ and CHX- conditions for TE+Genes and TE-Genes individually using the Students’ t test 

and the Mann-Whitney U test (MWU) as indicated. 


