PAML analysis using the Goldman-Yang (1984) method (implemented in Codem1). 

Table S1

Average rates of DNA sequence evolution for the species pairs D. pseudoobscura/D. affinis and  D. melanogaster/D. yakuba
	 
	D. pseudoobscura/D. affinis
	D. melanogaster/D. yakuba

	 
	DN
	DS
	DN /DS
	DN
	DS
	DN /DS

	3L-XR
	0.0354
	0.3272
	0.1081
	0.0311
	0.3342
	0.0931

	(SE)
	(0.0042)
	(0.024)
	(0.0135)
	(0.0034)
	(0.0116)
	(0.0119)

	Autosomal
	0.0198
	0.3332
	0.0594
	0.0174
	0.2822
	0.0616

	(SE)
	(0.0034)
	(0.0442)
	(0.0116)
	(0.0029)
	(0.0122)
	(0.0131)

	X-XL
	0.0360
	0.3443
	0.1045
	0.0376
	0.3499
	0.1073

	(SE)
	(0.0064)
	(0.0277)
	(0.0165)
	(0.0079)
	(0.0263)
	(0.0193)


The average DN / DS is estimated from the ratio of the averages of DN and DS. SE is the standard error.

Table S2
Proportion of genes with higher rates of evolution in the

D. pseudoobscura/D. affinis pair compared with D.melanogaster/D. yakuba
	
	DN / DS (p = 0.37)
	DN (p =0.86)
	DS (p = 0.003)

	3L-XR
	65%
	54%
	35%

	Other
	55%
	56%%
	61%


The p-values were obtained using Fisher exact tests.

Table S3
Number of slow, medium and fast evolving genes with higher DN / DS, DN and DS in the two clades
	 
	DN
	 

	
	Number of slow evolving genes with a higher Ka in
	

	
	D. pseudoobscura/D. affinis
	D. melanogaster/D. yakuba
	

	non-3L-XR
	20
	8
	p-value

	3L-XR
	15
	7
	1

	
	Number of medium evolving genes with a higher Ka in
	

	
	D. pseudoobscura/D. affinis
	D. melanogaster/D. yakuba
	

	non-3L-XR
	10
	10
	p-value

	3L-XR
	11
	12
	1

	
	Number of fast evolving genes with a higher Ka in
	

	
	D. pseudoobscura/D. affinis
	D. melanogaster/D. yakuba
	

	non-3L-XR
	7
	10
	p-value

	3L-XR
	11
	11
	0.75

	 
	DS
	 

	
	Number of slow evolving genes with a higher Ks in
	

	
	D. pseudoobscura/D. affinis
	D. melanogaster/D. yakuba
	

	non-3L-XR
	15
	14
	p-value

	3L-XR
	7
	16
	0.16

	
	Number of medium evolving genes with a higher Ks in
	

	
	D. pseudoobscura/D. affinis
	D. melanogaster/D. yakuba
	

	non-3L-XR
	12
	8
	p-value

	3L-XR
	7
	16
	0.07

	
	Number of fast evolving genes with a higher Ks in
	

	
	D. pseudoobscura/D. affinis
	D. melanogaster/D. yakuba
	

	non-3L-XR
	13
	13
	p-value

	3L-XR
	10
	4
	0.05

	
	DN / DS
	

	
	Number of slow evolving genes with a higher Ka/Ks in
	

	
	D. pseudoobscura/D. affinis
	D. melanogaster/D. yakuba
	

	non-3L-XR
	19
	8
	p-value

	3L-XR
	18
	5
	0.75

	
	Number of medium evolving genes with a higher Ka/Ks in
	

	
	D. pseudoobscura/D. affinis
	D. melanogaster/D. yakuba
	

	non-3L-XR
	10
	10
	p-value

	3L-XR
	14
	9
	0.55

	
	Number of fast evolving genes with a higher Ka/Ks in
	

	
	D. pseudoobscura/D. affinis
	D. melanogaster/D. yakuba
	

	non-3L-XR
	7
	10
	p-value

	3L-XR
	13
	10
	0.52


p-values were obtained using a Fisher’s exact test.

Supplementary legends:

Figure S1: The mean and standard error of DN, DS and DN / DS for all classes of genes. On the X-axis, the Autosomal class includes all the genes that are autosomal in both groups. The D. pseudoobscura/D. affinis and D. melanogaster/D. yakuba values were compared using paired Wilcoxon Signed Rank tests, and the significant p-values are shown (NS stands for non significant).

Figure S2: The percentage of control and 3L-XR genes (classified as slow, medium or fast evolving according to their DN / DS value in D. melanogaster/D. yakuba) with higher rates of evolution (DN, DS and DN / DS) in D. pseudoobscura/D. affinis (P-A) than in D. melanogaster/D. yakuba (M-Y). 
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Figure S1.

[image: image4.wmf]

0%


10%


20%


30%


40%


50%


60%


70%


80%


Slow-evolving genes Medium Fast-evolving genes


%
 w
ith
 h
ig
h
e
r D
n
 in
 P
A


control 3L-XR






[image: image5.wmf]

0%


10%


20%


30%


40%


50%


60%


70%


80%


90%


Slow-evolving genes Medium Fast-evolving genes


%
 w
ith
 h
ig
h
e
r D
s
 in
 P
A


control 3L-XR






[image: image6.wmf]

0%


10%


20%


30%


40%


50%


60%


70%


80%


90%


Slow-evolving genes Medium Fast-evolving genes


%
 w
ith
 h
ig
h
e
r D
n
/
D
s
 in
 P
A


control 3L-XR






Figure S2.







