Table S1 and Table S2 (see excel documents).

Table S3.
ORF
start ORF stop  Distance
Protei position  position to peak
Gene ID niD (bp) (bp) SNP (bp) KOG definition IPR definition
ABC transporter-like;ABC
Pleiotropic drug
. . transporter-like;CDR ABC
fgeneshl_pg.P resistance proteins
HYCAscaffold_ (PDR1-15), ABC transporter;AAA+ ATPase,
62_# 1 20330 22463 26716 -164252  superfamily core;ABC transporter-like
Biopterin transport-related
fgeneshl_pg.P
HYCAscaffold protein BT1;MFS general
62_# 8 20337 110345 108642 -76370 NA substrate transporter
ABC transporter-like;ABC
estExt2_fgene Pleiotropic drug
. . transporter-like;ABC-2 type
shl_pm.C_PH resistance proteins
YCAscaffold_6 (PDR1-15), ABC transporter;AAA+ ATPase,
20005 530348 114899 119014  -71816 superfamily core;ABC transporter-like
Major facilitator superfamily
MFS-1;MFS general substrate
e_gwl.62.86.1 126238 142989 141670 -43726 Predicted transporter transporter




e_gwl1.62.160.

1

Predicted transporter

Major facilitator superfamily
MFS-1;Major facilitator
superfamily;MFS general

substrate transporter

estExt2_fgene
shl_pg.C_PHY
CAscaffold_62

0022

DNA-directed RNA

polymerase Il subunit

RNA polymerase Ill Rpc4

estExt2_Gene

wiselPlus.C_P

HYCAscaffold_

620123

rRNA processing

protein Rrp5

RNA-processing protein, HAT

helix

e_gwl.62.85.1

Predicted transporter

Major facilitator superfamily
MFS-1;Major facilitator
superfamily;MFS general

substrate transporter

fgenesh2_kg.P

HYCAscaffold_

62 # 28 # C

ontig1951.1

Uncharacterized
membrane protein,

predicted efflux pump

Multi antimicrobial extrusion

protein MatE



Figure S1
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Figure S2
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Figure S3
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Figure S4
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