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S1. Effect of terbinafine on GDGT cyclization in S. acidocaldarius : Normalized peak areas for GDGT 0-8 rings in (A) Exponential phase and (B) stationary phases of growth. Error bars represent standard error of the mean. Dots represent biological replicates.
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S2. arCOG mapping of significantly affected genes after growth with 0.31 mM terbinafine (p < 0.05): Density plot illustrates the distribution of log2 fold changes for the five genes affected by terbinafine after three hours of growth
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S3. Effect of terbinafine on the proposed fatty acid metabolism cluster in S.acidocaldarius (p <0.05) : The proposed catabolic fatty acid metabolism/lipase gene cluster in S.acidocaldarius is based on genomic annotations and predictions. Violet/orange arrows indicate upregulated and downregulated genes respectively, numbers correspond to log2 fold change values. Unaffected genes are colored grey. This scheme has been adapted from (Wang et al., 2019).
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S4 . Effect of terbinafine on the archaellum (p < 0.05): Colors represent log2fold change values in the diagram. No color signifies unaltered transcript levels.

image1.png
Terbinafine [ omm 5] 122mm

0.03
@
4
< l )
x
3 002} [
3 I
© .
X I l
[4 .
E o001 I . ! :
S . 1 I .
z I : T 4+ .
) = o
0.00F . ) ! ! |
0 1 1 3 7 B
Number of Rings
B
0.03
0.02}
001 : l I .
A I I
F ! T . 1
I_,,_l | T . .
0.00 [ I ] [ 1 1L | ]
) | | ) | ) | |
0 1 2 3 7 5 7 B





image2.png
aceA (saci_2191)

C : Energy production and conversionf~

saci_2320 argH (saci_1618) argG (saci_1617)

leu2 (saci_0253)

E : Amino acid transport and metabolism|~

H : Coenzyme transport and metabolism





image3.png
Saci_1105-06
Saci_1116

Triacylglyceride ——

Esterase
Lipase
Acyk-CoA esterase

Saci_1108 -0.90 §
Saci_1113 1.2

Saci_1111
Saci_1122 Saci_1115
Saci_1126 Saci_1123 +1.14 %
i - Saci_1109 +0.92 1
Fatty Acid 4—— Acyl-CoA(C ) 4—— Acyl-2-enoyl-CoA e e
3-hydroxylaxyl
Acyl-CoA synthetase Acyi-CoA dehydrogenase consronat
Acyl-2-enoyk-CoA
denydrogenase 3-hydroxyacyl-CoA

Saci_t114
L Saci_1104
saci_tt21 +2.38 1 / Sac 1108
Acyl-CoA (C P > Acetoacyl-CoA Acety-CoA rductase
Y () Y 3 hydroxyacy-CoA dehydrogenase

Acetoacyl-Con (x3)

Acetylransferase

- ketothiolase

2NADH
34TP

Classical mevalonate pathway (MVA)




image4.png
log2 fold change

-3
[ |

[ |
m-+27





