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Table S9.  
SIM sampling depth at Q40 plus the total numbers of assembled bp.

X 2L 2R 3L 3R total

mean 3.42 3.92 4.01 3.94 4.20 3.88

median 4 4 4 4 4 4

bp 44,488,065 62,987,720 57,347,630 65,118,060 81,020,800 310,962,275

Table S10.  
Average sampling depth of coding regions on the X and on the atusomes.

MW RAL

X autosomes X autosomes

Q30  6.66 5.19 31.61 32.05

Q40  5.81 4.55 24.95 28.15

Table S 11.  
The correlation of divergence or expected heterozygosity in 1000 bp windows across each of 

the five major chromosome arms for the indicated pair of samples.

Divergence Expected Heterozygosity

RAL-MW RAL-SIM MW-SIM RAL-MW RAL-SIM MW-SIM

X 0.98677 0.56509 0.56513 0.55434 0.29756 0.46922

2L 0.98273  0.61971 0.61706 0.73564 0.39305 0.45000

2R 0.98369 0.64671 0.64276 0.74692 0.36125 0.38505

3L 0.97959 0.63912 0.63543 0.75501 0.33818 0.32805

3R 0.98272 0.63757 0.63603 0.70080 0.32807 0.33591

Table S12.  
Genetic-map-based estimates of the rate of recombination per bp, in “lettered” cytogenetic 
intervals of the five major chromosome arms.  The assigned map position in cM is given in 
column two of each of the five sets (one for each of the chromosome arms). 
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