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Supplementary Table 1 | Detailed molarity and mapping information. Mapped genome includes chromosome and plasmids (if
present). Average fold coverages were: 1698X (genome), 516X (chromosome) in the lllumina, and 1.4X (genome), 0.5X
(chromosome) in the PacBio shotgun datasets.

Organism Molarity Genome lllumina PacBio lllumina PacBio
copies
per ul
% % mapped % % mapped % % % %
mapped chromosome mapped chromosomegenomechromosome genome chromosome
genome genome covered covered covered covered
T. roseus 4.79E- 155 2.07 2.13 4.40 4.23 83.95 83.95 38.16  38.16
15
C. 491E- 10 0.30 0.31 0.47 0.45 99.34 99.34 8.20 8.20
glutamicum 16
N. 2.67E- 6 0.00 0.00 0.00 0.00 0.54 0.34 0.00 0.00
dassonvillei 17
O. uli 3.40E- 304 2.26 2.32 1.64 1.58 100 100 31.39 31.39
14
S. rotundus 1.22E- 149 1.41 1.45 2.46 2.36 99.96 99.96 34.88 34.88
14
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T. composti

E. coli

F. aurantia

H. baltica

P. stutzeri

S. bongori

S. enterica

S.
Ssmaragdinae
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F.
pennivorans

C.

akajimensis

H. ruber

N. gregoryi

N. occultus
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Supplementary Fig. 1 | DNA concentration of each MBARC-26 member used to
generate the mock community. Quadruplicate measurements of DNA
concentrations using the PicoGreen assay showed large standard deviations for
some of the DNA samples. Colors denote phylum association as defined in Fig.

1.
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Supplementary Fig. 2 | Percent genome coverage (including plasmids) and fold
coverage of each MBARC-26 mock community genome by sequencing platform
using unassembled sequences. Colors denote phylum association as defined in

Fig. 1.



B lllumina (HiSeq) X PacBio
16<30% 30-40% 40-50% 50-60% 60-70% >70%
14
12

10

% mapped reads
(o]

N
(/77777

0 m- E [ _
S o) o o\ S o o
.b?\" 93\ qu\ pr\ N . \eQ) ?g\oq/ \o
> ‘\'b(b&(\\ \\\P\ & ‘\'\\
QQ’O% 09’5 QQ\\QO‘ SR\ A\
{\{\(\ %Oq ° RN \\Q & $
Q Q Q O‘ O ‘?‘
O \Y

Supplementary Fig. 3 | Percent mapped reads by sequencing platform.
MBARC-26 community members are grouped according to their respective GC
content. Detailed GC content is displayed in the x-axis and available in Table 1.
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