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Supporting information: Four pages, eight tables, and two figures.
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Supplementary Table S1: (A) Details of metagenomes used to construct the DWGC. (B)
Accession numbers for isolate genomes obtained from NCBI and their isolation sources (see
Excel spreadsheet).

Supplementary Table S2: SILVA v138.1 Phreatobacter sequences used for comparative
analysis (see Excel spreadsheet).

Supplementary Table S3: Summary of metagenome assembly and bins across different
distribution systems (see Excel spreadsheet).

Supplementary Table S4: Detailed taxonomy and genomic information for 1141 MAGs within
the DWGC. Taxonomy was estimated using GTRDB (release 207 v2),
completeness/redundancy were estimated using CheckM2, while presence/absence of
tRNAs/TRNA genes was determined using Prokka v1.14.6 (see Excel spreadsheet).

Supplementary Table SS5: Relative Abundance of Species across the 80 distribution systems
used to determine the core microbiome (see Excel spreadsheet).

Supplementary Table S6: Detection frequency and average relative abundance of genera in the
DWGC (see Excel spreadsheet).

Supplementary Table S7: Metabolism annotation results for Lineage 1 (L1) and Lineage 2 (L2)
MAGs (see Excel spreadsheet).
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Supplementary Table S8: Complete list of names proposed in the current register SeqCode list.

N.L. masc. n.
chloraquaticus
, relating to
chlorinated
water

partof a
unclassified
genus
"Raskinella"
under the
family
Phreatobacterac
eae.

Proposed Registry
Taxon Etymology Description Parent Taxon | Type URL
Raskinella is a
novel genus
[Ras.ki.ne'lla] | under the
N.L. fem. n. family
Raskin, Phreatobacterac
Derived from | eae and order
Genus Dr. L'ut.garde Rhlzot?lales. Phreatobactera | Raskinella seqco.de/i:46
: Raskin; N.L. | Organisms "
Raskinella . DI ceae chloraquaticus™ | 679
fem. dim. n. within this
Raskinella, genus were
Named after identified in
Dr. Lutgarde | disinfected
Raskin drinking water
distribution
systems.
Raskinella
Chlorumaquati
cusisa
[chlor.a.qua'ti. globally
prevalent and
cus] N.L.
abundant
neut. n. .
species that has
chlorum, . .
chlorine: L been identified
Species masc a&' ) within NCBI
Raskinella a uaticus].o ¢ disinfected Raskinella Assembly: seqco.de/i:46
chloraquatic d > | drinking water GCA_00236517 | 680
T or from water; : s
us systems. It 1s 5.1
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89  Supplementary Figure S1: A) Detection Frequency Vs Log of Average Relative abundance of
90 the DWGC genomes at Family level. B) Detection Frequency Vs Log of Average Relative

91  abundance of the DWGC genomes at Species level.
92

Sphingomonas UBA4765 Mycobacterium Hyphomicrobium Novosphingobium

2
2

60

9
2
2
8
2
4

a0

Relative Abundance (%)
3
Relative Abundance (%)
Relative Abundance (%)
8
Relative Abundance (%)
8
Relative Abundance (%)
»
8

N
8
.

]

20

»
s
N
S
N
8

0 ateie od 0 o —-— » o 0 sames oo 0 sems lﬂ. 0 etda o= o

Post-Disinfecti isinfecti Post-Disinfecti Pre-Disinfecti Post-Disinfecti Pre-Disinfecti Post-Disinfecti Pre-Disinfection Post-Disinfection

Treatment Stage Treatment Stage Treatment Stage Treatment Stage Treatment Stage

93

94  Supplementary Figure 2: Relative abundance of MAGs from five genera observed in more than
95  60% of the systems Pre- and Post-disinfection in studies where Pre-disinfection metagenomes

96  were available.
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