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Supplementary figure 1. Gel image of extracted DNA. DNA was run through 0.8% agarose gel in 1X TBE (Tris-Borate-EDTA) running buffer. Lane 1: 1 kb DNA ladder. Lane 2: Elution 1 of Strain 01. Lane 3: Elution 1 of Strain 02. Lane 4: Elution 1 of Strain 03. Lane 5: Elution 1 of Strain 04. Lane 6: Elution 2 of Strain 01. Lane 7: Elution 2 of Strain 02. Lane 8: Elution 2 of Strain 03. Lane 9: Elution 2 of Strain 04.
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Supplementary figure 2. Original unprocessed gel image of extracted DNA upon request after desk assessment. DNA was run through 0.8% agarose gel in 1XTBE (Tris-Borate-EDTA) running buffer. Lane 1: 1 kb DNA ladder (GelPilot 1 kb, Cat. No. 239085). Lane 2: Elution 1 of Strain 01. Lane 3: Elution 1 of Strain 02. Lane 4: Elution 1 of Strain 03. Lane 5: Elution 1 of Strain 04. Lane 6: Elution 2 of Strain 01. Lane 7: Elution 2 of Strain 02. Lane 8: Elution 2 of Strain 03. Lane 9: Elution 2 of Strain 04. Lane 10: 100 bp DNA ladder (Promega G2101). * In lane 10, the 100 bp ladder did not run properly, likely due to the use of 0.8% agarose gel instead of the recommended 2% concentration.
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Supplementary figure 3. Results of What’s In My Pot (WIMP) Analysis.
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[bookmark: _Hlk164802320]Supplementary figure 4. Genome map of strain 01. The bacterial chromosome (C) with 4.9 Mb in size. Antibiotic resistance genes are highlighted in red.
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[bookmark: _Hlk164802412]Supplementary figure 5. Genome map of strain 02. The bacterial chromosome (C) with ~ 4.9 Mb in size and three plasmids (P) with 8 kb – 0.17 Mb in size. Antibiotic resistance genes are highlighted in red.
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[bookmark: _Hlk164802458]Supplementary figure 6. Genome map of strain 03. The bacterial chromosome (C) with ~ 4.9 Mb in size and tree plasmid (P) with 11 kb – 0.17 Mb in size. Antibiotic resistance genes are highlighted in red.
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[bookmark: _Hlk164802503]Supplementary figure 7. Genome map of strain 04. The bacterial chromosome (C) with ~ 4.9 Mb in size and three plasmids (P) with 9 kb – 0.17 Mb in size. Antibiotic resistance genes are highlighted in red.













[image: ]
[bookmark: _Hlk164802614]Supplementary figure 8. Genome map representing the location of resistance genes, CRISPR, and mobile genetic elements of strain 01. 
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Supplementary figure 9. Genome map representing the location of resistance genes, CRISPR, and mobile genetic elements of strain 02. 
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Supplementary figure 10. Genome map representing the location of resistance genes, CRISPR, and mobile genetic elements of strain 03. 
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Supplementary figure 11. Genome map representing the location of resistance genes, CRISPR, and mobile genetic elements of strain 04. 
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Supplementary figure 12. KNIME workflows to analyze WIMP results by filtering ≥ 750000 scores.
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Supplementary figure 13. Built up GALAXY workflow.
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Supplementary figure 14.  Genome-wide similarity comparison using D-GENIES.
(A) Dot plot generated by D-GENIES showing pairwise alignment between each genome. Each dot represents a syntenic block; diagonal lines indicate conserved regions, while breaks or shifts suggest structural variations.
(B) Similarity matrix derived from the same alignment, representing the percentage identity between corresponding genomic regions. Higher similarity is indicated by darker shades.
image5.png
Enterobacter hormaechei Strain 02 buarencd Mcos
o i HRNA
& . s VA RNA
P 172120 e\ LT :mRNA
C_4894268 deterntnant_of_pLsomyen e sty
ea ‘\ﬁjf T s M OoRF
" i \ N ez M ARG
e . L . M GC Skew+
— i - </ B GC Skew-
N M Ge Content

Starting fom the outermost ing
Ring 1: Antbitic Resistance Genes (ARGS) (+)
Ring 2: ORFs (+3) {
Ring 3 ORFs (+2)
Ring 4 ORFs (+1)
Ring 5: Features (+)
Backbone (Contigs)
Ring 7: Features (-)
Ring 8: ORFs (-1)
Ring 9: ORFs (-2)
Ring 10: ORFs (-3)
Ring 11: Antibioic Resistance Genes (ARGS) ()
Ring 12 GC Skew

Ring 13: GC Content




image6.png
Enterobacter hormaechei strain 03 s s Mcos
©_4893849 PR s I RNA
PL172113 sty VA HRna
P_53660 s ffesatnant_of.sigomyetn_reststance
P_10885 ctts srom Serec R\ A g~ :‘(';;FNA
. \ W’ - M ARGs
- - W GC skew+
M GC skew-
M Ge Content

Starting from the outermost ring
Ring 1: Antibiotic Resistance Genes (ARGS) (+)
Ring 2: ORFs (+3)

Ring 3: ORFs (+2)

Ring 4: ORFs (+1)

Ring 5: Features (+)

Backbone (Contigs)

Ring 7: Features (-)

Ring 8 ORFs (-1)

Ring 9 ORFs (2)

Ring 10 ORFs (3)

Ring 11: Antibiotic Resistance Genes (ARGs) ()
Ring 12 GC Skew

Ring 13: GC Content




image7.png
Enterobacter hormaechei Strain 04
P_9508
P_53614
P_172118
C_4894171

Starting from the outermost ring

Ring 1: Antibiotic Resistance Genes (ARGS) (+)
Ring 2: ORFs (+3)

Ring 3: ORFs (+2)

Ring 4: ORFs (+1)

Ring 5: Features (+)

Backbone (Contigs)

Ring 7: Features (-)

Ring 8 ORFs (-1)

Ring 9 ORFs (2)

Ring 10 ORFs (3)

Ring 11: Antibiotic Resistance Genes (ARGs) ()
Ring 12 GC Skew

Ring 13: GC Content

catIl from Escherichia coli K-12 Mcos

o e
Py i

siaterd MmRNA

MoRrF

M ARG

W GC skew+

M GC skew-

M Ge Content

seraza

w17
detarninant_of bleomycin_resistance
planon-15

s ooy =

N

AN

her

A





image8.png
Enterobacter cioacae strain 01 M ARGs
C_4949914 bp M CRISPR
M ORF_insertion_sequence

Starting from the outermost ring
Ring 1: Mobile Genetic Elements (MGES) (+)
Ring 2: CRISPRCasFinder Annotation (+)
Ring 3: Antibiotic Resistance Genes (ARGS) (+)
Backbone (Contigs)
Ring 5: Antibiotic Resistance Genes (ARGS) (-
Ring 6: CRISPRCasFinder Annotation (-

Ring 7: Mobile Genetic Elements (MGES) (-)





image9.png
Enterobacter hormaechei Strain 02
P_8417
P_53660
P_172129
C_4804268

Starting from the outermost ring

Ring 1: Mobile Genetic Elements (MGES) (+)
Ring 2: CRISPRCasFinder Annotation (+)

Ring 3: Antibiotic Resistance Genes (ARGS) (+)
Backbone (Contigs)

Ring 5: Antibiotic Resistance Genes (ARGS) (-
Ring 6: CRISPRCasFinder Annotation (-

Ring 7: Mobile Genetic Elements (MGES) (-)

APH(S)-1d
o
)

cattt grom Escrerkinta cott k12

A

M ARGs

M CRISPR

M ORF_insertion_sequence
|_RiE]




image10.png
Enterobacter hormaechei strain 03
C_4893849
P_172113
P_53660
P_10885

Starting from the outermost ring

Ring 1: Mobile Genetic Elements (MGES) (+)
Ring 2: CRISPRCasFinder Annotation (+)

Ring 3: Antibiotic Resistance Genes (ARGS) (+)
Backbone (Contigs)

Ring 5: Antibiotic Resistance Genes (ARGS) (-
Ring 6: CRISPRCasFinder Annotation (-

Ring 7: Mobile Genetic Elements (MGES) (-)

50

asce')m-crs
i

Ccontta 1.1

T

f_bloomycin_resistance

M ARGs

M CRISPR

M ORF_insertion_sequence
|_RiE]




image11.png
Enterobacter hormaechei Strain 04
P_9508
P 53614
P_172118
C_4894171

Starting from the outermost ring

Ring 1: Mobile Genetic Elements (MGES) (+)
Ring 2: CRISPRCasFinder Annotation (+)

Ring 3: Antibiotic Resistance Genes (ARGS) (+)
Backbone (Contigs)

Ring 5: Antibiotic Resistance Genes (ARGS) (-
Ring 6: CRISPRCasFinder Annotation (-

Ring 7: Mobile Genetic Elements (MGES) (-)

<atIl from Escherichia coli K-12
156

M ARGs

M CRISPR

M ORF_insertion_sequence
|_RiE]




image12.png
/5 KNIME Analytics Platform

File

& | A 0:KNIME_DNMT_drug_d

&

£
&

&

Edit View Node
N-EE@0: v|§=AR00DO0OOE®E

CSV Reader

Help

Row Filter ‘Math Formula Number To String

-I-I-B-l

(BEZ&co0 ¥

Only dassmed Only Bamodem Score >= 750000 Convert seme_boo! Only >= 750000 score

FEEE

° °
WIMP data Only classified  Only Barcode02 Score >=750000

RowFilter  Math Formula

-I-I-B

Only dasslﬁed Only Bacode‘B Score >= 750000

RowFilter  Math Formula

II-B

Only dasslﬁed Only BacodeM Score >= 750000

o

L Type here to search

GroupBy Sorter Math Formula
w BB B
° Group byName  Descending create 0-1scale -
order  $Mean(score)$Maximum score
column to string of
mean score
GroupBy Math Formula
SN S
o

-+

Convert smfbou' Only>= 750000 score

column to string

Number To String

-I-I

Cﬂweilsmfbod Only>= 750000 score

column to string

Number To String Row Filter

-8

MSW97M Only>= 750000 score

column to string

| final report o A knime

Group by Name——Descending _ create 0- 1scale
order  $Mean(score)sMaximum score { =
of
‘mean score .
Bar chart
Sorter Math Formula Donut chart
oW
°
° Descending create 0-1scale Component
Group byName ———Order_ SMean(score)Samum score e
mean score B > _
o
Bar chart
Sorter Math Formula Donut chast
e e
- o -
" LI® —— Descending Get0to 1scale Component
‘Group by name order <calculate Mean score/Highest score value .
of - -
mean score —»

@ Final resul. @ Genomic

- X
Q

= g '5
)

A

-

75

2

&

9:28 AM

L TR N T E o %}




image13.png
LS @ O | Newtab

< C

Tools A

search tools x

Inputs
Get Data
Send Data

Collection
Operations

Expression Tools
GENERAL TEXT TOOLS
Text Manipulation
Convert Formats
Filter and Sort

Join, Subtract and
Group

‘GENOMIC FILE
MANIPULATION

Convert Formats
FASTA/FASTQ
Quality Control
SAM/BAM

BED

L Type here to search

) https://usegalaxy.eu/workflows/edit
Galaxy Europe

Workflow constructed from history 'Barcode®2' (unsaved changes) < > s

>

X = Galay X

1e491319b9b5bd77 A

User~ 1@

4 Workflow Visualize Data~ Help~

z o >

a

# Porechop v & ~
adapter

trimmer for

Oxford

Nanopore

reads

(Galaxy

Version

0.2.4+galaxys)

P —— —

\R——

Label

Add a step label.

Step Annotation

“
Add an annotation or notes
to this step. Annotations
are available when a
workflow is viewed.

Conditionally skip step?

@ No M
( G )
<4 »
e 1103 AM
it ~ )
=i eGaIaxyand1mcre T File Explorer ﬁ & @ v) 8/24/2024 %}




image14.png
aw

e

m® 800

H
Nomakn 762% 0 Moren s
s mwn o se wmn
<% 2w B on s
s oz B s 0w
S1s% oun wome osn
F R R

No match' 0.00 %

<25% 000%
<50% 000%
<75%  009%
S75%  9991%

P

sow

s am

w

snsk

s W s o

O Nomatch 000%
O <25% 000%
B <50% 000%
| <75% 000%
. 75%  10000%




image1.png
!
i
1Kb | Elution 01

Elution 02

' I
Ladder.StramuStram.StramuStram.StramuStramuStramIStram
1 01 1 02 1 03 104101 1 02 1 03 ! 04

1 2@3 s a5 sl

[Tl —"

10000 bp

5000 bp

1000 bp





image2.tiff




image3.png
1047

Strain01 Strain02

Enteropacter angtangensis

Entrobactercoscan

Enterobacter cloaca:

ngtangens®

Strain04g,.

robacter clo

Strain03

Enterobacter jangtange

Enterobacter




image4.png
Enterobacter cioacae strain 01 Mcos
IONs o603 cdia 2
C_4949914 bp W RNA

I RNA
MmRNA
MoRrF
M ARG
W GC skew+
e v M GC skew-

e D i .

AL M GC Content

tang 2~ .

gt

CLINIONS._04032~dea_2:gryrs—
Bk1D_2~rosa- 7= |

s

1

ettas—
care—

oyt

seca—

Starting from the outermost ring

Ring 1: Antibiotic Resistance Genes (ARGS) (+)
Ring 2: ORFs (+3)

Ring 3: ORFs (+2)

Ring 4: ORFs (+1)

Ring 5: Features (+)

Backbone (Contigs)

Ring 7: Features (-)

Ring 8 ORFs (-1)

Ring 9 ORFs (2)

Ring 10 ORFs (3)

Ring 11: Antibiotic Resistance Genes (ARGs) ()
Ring 12 GC Skew

Ring 13: GC Content

o1651




