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Table S1: Regression of abundances against primer mismatches and 16S rRNA gene true
copy numbers. The results are shown for EM community samples from MS (n = 26), 454 (n = 12),
IT (n = 3), and PB (n = 3). We considered the community members (n = 53) for which true gene copy
numbers were found in the ribosomal RNA operons database https://rrndb.umms.med.umich.edu/.
For each sample, the primers (Table 3) were aligned against the reference sequences (n = 128) and
number of mismatches were calculated. Where multiple sequences were available in the reference database,
the number of mismatches were averaged. We then fitted a linear regression model log(abundance) =
Bo+ Batismatehes Mismatches+ Boopy numbersCopy numbers using 1m() in R for each platform and primer
(by collating the data from all those samples where the specific primer was considered). Note that the g
estimates along with p values and significances are shown.

Platform

Primer 1D ﬁO ,BMismatches /BCO;Dy numbers

454 F515A -6.4176 [3.2798e-18 ***| | 0.91934 [0.26518 | 0.2307 [0.16687 |
TtP1_Kn805rev | -6.0102 [1.7795e-30 ***] | -1.5194 [5.1285e-07 ***] | 0.24347 [0.031585 *|
454 F341 -6.0963 [8.4806e-16 ***] | -1.2067 [0.0017117 *¥] | 0.3355 [0.021154 *]

-6.8797 [2.068e-17 **¥|
PB PBvIR -6.8797 [2.068e-17 **¥]

0.33488 [0.078993 ]
0.33488 [0.078993 .]

0.34099 [0.035795 *|
0.34099 [0.035795 *]






