Supplementary Figure S1

a 100 100
90 90
80 80
3 X
2 70 < 70
o] Q
2 c
S 60 £ 60
e c
250 2 50
© ©
(]
£ a0 2 40
b ©
(T -_—
2 30 & 30
20 20
10 10
0 0
BDA BDA BDA
I|ve live hi DNA h| hi DNA DNA
E.coli E.coli E.coli E. coli E.coli E.coli E.coli E. coli
® S. aureus ® Staphylococcus @ Propionibacterium
@ M. osloensis @ Moraxella @ Methylobacterium
@ M. luteus ® Micrococcus @ Alysiosphaera_FM253654
® E. coli @ Escherichiacoli @ Unknown Micrococcaceae
@ C. pseudodiphtericum @ Corynebacterium Unknown Corynebacteriaceae
b TEE L kg X 100 ek vex
§ § L] *kk  kkk
§ 60 5 T T e 5 ’s o=
3 b 5
c e}
3 ]
® 40 v
2 % 50
E E
< =
= 20 [<)
8 © 25
H w
. = e ate=
EA BISA BBA BbA CA BDA CA BDA
live hi DNA hi hi DNA DNA
E. coli E. coli E. coli E. coli E. coli E. coli E. coli

Benzonase digest approach efficiently depletes dead bacteria and free bacterial DNA
reads. Microbial DNA was extracted using a conventional approach (CA) or the
benzonase-digest approach (BDA) before bacterial lysis. a) Microbiome analysis of a skin
mock community supplemented with live E. coli cells, heat inactivated (hi) E. coli cells or
E. coli free DNA. b) Relative abundance reads resulting from E. coli in the mock
community. ¢) Microbiome analysis at genus level of forearm skin samples spiked with hi
E. coli or E. coli free DNA. d) Relative abundance of E. coli reads in spiked skin samples. P
valued were calculated using Wilcoxon-Mann-Whitney test. * p < 0.05, ** p<0.01, *** p
<0.001.



