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Genes used in the study: 

 

D. miranda:   ade31,  Adh2,  amd1,  bcd1,  Bruce1, Ddc1,  Eno1,  Gapdh21,  Gld1,  hyd1,  

Lam1,  rosy1,  scute2,  sesB2,  sisA2,  sry-alpha2,  Uro1 
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Supplementary Table 1: Summary of the data for D. pseudoobscura.  

Columns denote:  

A:  Gene name, total number of sequences analyzed, number of codons, total number of 

synonymous base pairs, number of polymorphic synonymous base pairs, total number 

of non-synonymous base pairs, number of polymorphic non-synonymous base pairs, 

total number of silent sites, number of polymorphic silent sites, chromosome where 

the gene is located. 

B:  Average pairwise diversities (Pi) at synonymous sites (S), non-synonymous sites (A) 

and silent sites (s) are given together with the ratios of uncorrected Pi(A)/Pi(S).  

C:  WATTERSON'S estimator θW (Theta). Rest, see B. 

StDev gives the standard deviation and StErrMean the standard error of the arithmetic mean.  

 

 

A 
No of 
sqces 

No 
codons  

No of S 
sites  N(S) 

No of A 
sites N(A) 

No of s 
sites N(s) Chr  

   analyzed analyzed   analyzed   analysed    
Adh/Adh-

r 139 529 385 132 1202 16 1948 439 4 
Amy1 7 494 350 24 1132 9 825 52 3 
bcd 21 379 278 33 859 12 475 45 2 
EcR 103 87 63 10 198 0 132 21 3 

Est-5A 8 546 390 24 1248 19 1283 49 2 
Est-5B 17 545 385 69 1250 34 909 88 2 
Est-5C 8 545 382 33 1253 13 1066 53 2 

eve 101 101 76 14 227 1 147 24 3 
exu-1 106 77 52 3 179 0 176 14 3 
Hsp82 12 240 158 6 565 1 1305 34 X 

per 16 314 228 26 735 7 548 53 XL 
rh1 18 312 220 16 716 2 725 85 2 
run 40 41 29 5 94 0 316 48 XL 
rosy 9 520 390 45 1170 16 390 45 2 
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B Pi(S) Pi(A) Pi(A)/Pi(S) Pi (s)  
Adh/Adh-r 0.0269 0.0013 0.0480 0.0181 

Amy1 0.0269 0.0033 0.1218 0.0261 
bcd 0.0246 0.0024 0.0974 0.0186 
EcR 0.0167 0.0000 0.0000 0.0173 

Est-5A 0.0217 0.0043 0.1983 0.0144 
Est-5B 0.0401 0.0068 0.1687 0.0211 
Est-5C 0.0318 0.0037 0.1157 0.0180 

eve 0.0249 0.0001 0.0036 0.0236 
exu-1 0.0025 0.0000 0.0000 0.0074 
Hsp82 0.0079 0.0005 0.0685 0.0059 

per 0.0277 0.0021 0.0754 0.0227 
rh1 0.0149 0.0003 0.0208 0.0189 
run 0.0199 0.0000 0.0000 0.0168 
rosy 0.0338 0.0041 0.1200 0.0338 
Mean 0.0229 0.0021 0.0742 0.0188 

Variance 0.000101 0.000004 0.004310 0.000050 
StDev 0.0100 0.0021 0.0656 0.0070 

StErrMean 0.0027 0.0006 0.0175 0.0019 
 

 

 

C Theta(S) Theta(A) Theta(A)/Theta(S) Theta(s) 
Adh/Adh-r 0.0622 0.0024 0.0386 0.0409 

Amy1 0.0280 0.0033 0.1162 0.0257 
bcd 0.0330 0.0039 0.1176 0.0263 
EcR 0.0303 0.0000 0.0000 0.0305 

Est-5A 0.0237 0.0059 0.2474 0.0147 
Est-5B 0.0530 0.0081 0.1519 0.0286 
Est-5C 0.0333 0.0040 0.1200 0.0192 

eve 0.0357 0.0009 0.0238 0.0315 
exu-1 0.0111 0.0000 0.0000 0.0152 
Hsp82 0.0126 0.0006 0.0468 0.0086 

per 0.0309 0.0027 0.0868 0.0291 
rh1 0.0211 0.0008 0.0384 0.0341 
run 0.0399 0.0000 0.0000 0.0357 
rosy 0.0425 0.0050 0.1185 0.0425 
Mean 0.0327 0.0027 0.0790 0.0273 

Variance 0.000197 0.000006 0.005071 0.000099 
StDev 0.0140 0.0025 0.0712 0.0099 

StErrMean 0.0037 0.0007 0.0190 0.0027 
 

 

 


