
GLUCOSE PDB PYRUVATE SUCCINATE

15
20

25

0.4 0.6 0.8 0.4 0.6 0.8 0.4 0.6 0.8 0.4 0.6 0.8

0.3

0.4

0.5

0.6

0.7

0.3

0.4

0.5

0.6

0.7

0.3

0.4

0.5

0.6

0.7

True CUE

In
fe

rre
d 

C
U

E

Phylum
Acidobacteria

Actinobacteria

Alphaproteobacteria

Bacteroidetes

Betaproteobacteria

Firmicutes

Gammaproteobacteria

Planctomycetes

Verrucomicrobia

GLUCOSE PDB PYRUVATE SUCCINATE

15−20C
20−25C

15−25C

0.5 1.0 1.5 2.0 2.5 0.5 1.0 1.5 2.0 2.5 0.5 1.0 1.5 2.0 2.5 0.5 1.0 1.5 2.0 2.5

0.5

1.0

1.5

2.0

0.5

1.0

1.5

2.0

0.5

1.0

1.5

2.0

True CUE Q10

In
fe

rre
d 

C
U

E 
Q

10

a.

b.

rho=-0.63**

rho=-0.82**

rho=0.85**

rho=0.38.

rho=0.63**

Figure S5: Plot of observed mean CUE (A) or CUE Q
(

B) for each isolate and incubation condition vs. the
predicted mean CUE based on phylogenetic reconstruction using ancestral reconstruction techniques. Each
point represents an isolate, the x-axis the observed mean CUE, and the y-axis the mean CUE predicted for
the isolate based on ancestral reconstruction. The 1:1 line, indicating perfect agreement between predicted
and observed CUE, is drawn in solid grey, and the correlation for significant relationships between observed
and predicted mean CUE for each isolate is drawn as a heavier line. Spearman’s rho is presented for those
correlations ** P < 0.01,* P < 0.05, and . P <0.1
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