
 
 
Supplemental Figure 6. Linear regression analysis of the relationship between (A) total TE, (B) Copia, (C) Gypsy element abundance and 
genome size for 20% sampling effort of genome wide coverage. Asterisks (*) next to r2 values denotes significant p-values at the ɑ = 0.1 level. 

300

600

900

40 50 60 70
TE genome fractions

G
en

om
e 

si
ze

 (M
bp

)

Bataceae

Brassicaceae

Capparaceae

Cariaceae

Cleomaceae

Moringaceae

Resadaceae

A

300

600

900

10 20 30 40
Copia genome fractions

G
en

om
e 

si
ze

 (M
bp

)

B

300

600

900

10 15 20 25 30
Gypsy genome fractions

G
en

om
e 

si
ze

 (M
bp

)

C

Brassicales

r 2 = 0.3796*
r 2 = 0.4526*
r 2 = 0.6294*
r 2 = 0.9649*

r 2 = 0.2156*
r 2 = 0.2147*
r 2 = 0.3793*
r 2 = 0.2345

r 2 = 0.08812*
r 2 = 0.03229
r 2 = 0.5998*
r 2 = 0.9227*


