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Supplemental Figure 1: Bathymetric map of the sampled region of the East Pacific Rise. Bathymetric data from Wu et al., (2022) and
map adapted from Achberger et al. (2024).



a) 16 - Vent M b) M
: Bio9
: M vent B
12 + ; Marker 28 20
P vent N
- Riftia —
% ] Tica g :
Q 8 k- [e]
(@) (@) _
_ 10
| :h:lj I
0 1 ) 1 _, 1D 0 1 [ | 1 [ 1 I] B] 1 1 D
0 2000 4000 6000 8000 0 10 20 30 40
[Fe*] (umol/kg) [H,S] (mmol/kg)
C) 25F -
__20¢F ,
2 o
= °
o ° °
E 15} i
— 5 o
2 .o . L1
T 10} . g
& ° . °,
qu;) ’ ° ¢ o
05} Jk - e
1‘30- ° : .
0.0} W, e i

Bio9 M vent Marker 28 P vent Riftia Tica
Vent

Supplemental Figure 2: The density distribution of dissolved Fe?* (a), HS (b), and the molar
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Supplemental Figure 3: Relative abundance of Campylobacteria Genera (A) and Zetaproteobacteria OTUs (B).
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Supplemental Figure 6: Venn diagram of shared ASVs at A) high-temperature locations for short
and long durations, B) low-temperature locations for short and long durations, and C) both duration
and temperatures.
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Supplemental Figure 7: Non-metric multidimensional scaling plot generated using Bray-Curtis dissimilarities for the MGC microbial
communities. Ellipses represent 95% confidence intervals for the temperature of the vent site.
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Supplemental Figure 9: Phylogenetic tree of cluster hubs and closest hit to the BLAST Refseq
NR database. Branch lengths represent substitutions per site, and the scale bar indicates the
expected number of substitutions per site. Tip labels are shown for all taxa.



