A

P-loop containing nucleoside triphosphate hydrolase MacB-like periplasmic core domain Permease FtsX-like

) [ C——)

BC transporter, macrolide export, ATP-binding domain
C D

NP_455432.1
macrolide transporter ATP-binding protein/permease
Salmonella enterica subsp. enterica serovar Typhi str. CT18

Ul

6 ) ¢ D TRANSMEMBRANE
100 200 300 400 500 648

[y

BLAST hit (bit score: 167)

YP_004957306.1
ABC Transporter

Planktothrix phage PaV-LD 1 100 200 251
BLAST hit (bit score: 508) | I
SRR s ——)
DevA transporter
Planktothrix agardhii NIVA-CYA 126/8 1 50 100 150 200 251
B VP 000025083 |
D-alanyl-D-alanine carboxypeptidase
Escherichia coli C )
1 50 100 150 200 250 300 350 390
BLAST hit (bit Score: 81(0) [N
Peptidase S11, D-alanyl-D-alanine carboxypeptidase A, N-terminal Peptidase S11, D-Ala-D-Ala carboxypeptidase A, C-terminal
YP_002274288.1
penicillin-binding protein 6b - - - /
Stx2-converting phage 1717  CEEEEEE——ee e e s BetarLactamase / Transpeptidase-like
1 50 100 150 200 250 300 350 390
BLAST hit (bit Score: 84) |
ABS72056.1 —> S S | Peptidase S11, D-alanyl-D-alanine carboxypeptidase A, N-terminal
. beta-lactamase TRANSMEMBRANE ) Beta-Lactamase / Transpeptidase-like
Ruminococcus gauvreauli
1 50 100 150 200 250 300 356

C

WP_026202710.1 o
NAD-dependent dehydratase

Bradyrhizobium sp. WSM2793

)
1 50 100 150 200 250 300 338

BLAST hit (bit score: 22/ ) |

YP_007674402.1 o
nucleotide-sugar epimerase

Synechococcus phage S-SKS1 i )
1 50 100 150 200 250 297

BLAST hit (bit score: 743) HOAAF F(F?!?% oo oo o e e e e e

Formyl transferase, N-terminal

B7LM76.1
Bifunctional polymyxin resistance protein ArnA 4 NAD(P)-binding domain
Escherichia fergusonii ATCC 35469 | C—— )
1 100 200 300 400 500 600 660
Formyl transferase, C-terminal NAD-dependent epimerase/dehydratase

BLAST hit (bit score: 72.4) [y
YP_004324978.1

PRGA-formyltransferase ( > Formyl transferase, N-terminal
Prochlorococcus phage P-SSM7 1 40 80 120 160 191
BLAST hit (bit score: 151) I
WP_031375377.1 ¢ D> Formyl transferase, N-terminal
phosphoribosylglycinamide formyltransferase
Pantoea sp. 3.2 1 40 80 120 160 212

Supplementary information S5

Comparison of functional domain identified on antibiotic-resistance proteins (in bold), phage proteins (in italic) and bacterial proteins not identified as related to antibiotic resistance properties. Significant BLAST hit between two
succesive sequences are indicated in light red for bit score lower than 100 and dark red for scores greater than 100.
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