
-4

-2

0

2

4

-1.5 -1.0 -0.5 0.0 0.5 1.0 1.5
-0.8

-0.6

-0.4

-0.2

0.0

1500 1000 500 0 500 1000 1500
-1.0

-0.8

-0.6

-0.4

-0.2

0.0

-2

-1

0

1

2

-0.8

-0.6

-0.4

-0.2

0.0

ρ=-0.332
P<10-25

ρ=-0.685
P<10-26

ρ=-0.243
P<10-11

ρ=-0.225
-5

ρ=-0.415
P<10-3

ρ=-0.186
P<10-3

P<10

ρ=-0.360
-49

ρ=-0.483
P<10-4

ρ=-0.352
P<10-44P<10

ρ

ρ

ρ

(N=854)

(N=335)

(N=1589)

(N=73)

(N=66)

(N=190)

(N=1516)

(N=289)

(N=664)

N=73 N=73

N=66 N=66

N=190 N=190

-6

-3

0

3

6

1500 1000 500 0 500 1000 1500

1500 1000 500 0 500 1000 1500

P<10
-300

P<10
-300

P<10
-300

-1.5 -1.0 -0.5 0.0 0.5 1.0 1.5 -1.5 -1.0 -0.5 0.0 0.5 1.0 1.5

-1.5 -1.0 -0.5 0.0 0.5 1.0 1.5 -1.5 -1.0 -0.5 0.0 0.5 1.0 1.5-1.5 -1.0 -0.5 0.0 0.5 1.0 1.5

-1.0 -0.5 0.0 0.5 1.0 1.5 -1.0 -0.5 0.0 0.5 1.0 1.5 -1.0 -0.5 0.0 0.5 1.0 1.5

A B  All                            Complex                    Non-complex

M
am

m
al

s
Fl

ie
s

W
or

m
s

∆
E 

   
   

   
Hs

-M
m

∆
E 

   
   

   
Dm

-D
s

∆
E 

   
   

   
Ce

-C
b

logS           Ce/Cb

logS   Hs/Mm

logS Dm/Ds

logS           Ce/Cb logS           Ce/Cb

logS Dm/Ds logS Dm/Ds

logS   Hs/Mm logS   Hs/Mm Count

Count

Count

Supplemental Fig. S2. A comparison of the genes encoding protein complex subunits versus the genes 
that do not encode protein complex subunits supports adap�ve mRNA dosage rebalancing following 
gene duplica�on events in mammals, flies, and worms. (A) ∆EA-B and log SA/B values were nega�vely 
correlated for all of the ortholog sets (black, le�), as well as the complex ortholog sets (red, middle) and 
the non-complex ortholog sets (blue, right) (A: Hs, Dm, or Ce; B: Mm, Ds, or Cb). The rank correla�on 
coefficient, ρ, and P-value under the null hypothesis of no correla�on are indicated for the total, 
complex, and non-complex ortholog sets. (B) ρ for the complex ortholog sets (the distribu�on is shown 
in red in the histogram) is more nega�ve than the ρ for the non-complex ortholog sets (the distribu�on 
is shown in blue in the histogram). The distribu�on data were obtained by resampling the complex and 
non-complex ortholog sets 10,000 �mes with the sample size indicated each �me. The numbers of 
ortholog sets for each group (N) are indicated for each panel. Hs: H. sapiens; Mm: M. musculus; Dm: D. 
melanogaster; Ds: D. simulans; Ce: C. elegans; Cb: C. briggsae. 
 


