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biosciences & nanosciences

~§= SRR16508428
= SRR16508429
~§= SRR16508430
~§= SRR16508431
~§= SRR16508432
= SRR16508433
= SRR16508434
= SRR16508435

Acinetobacter baumanniih*5E5N=8DDU — R5-—4 (fastq)
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biosciences & nanosciences

Choose database: © Nuclectide () Protein () EST
Organism ~ | acinetobacter baumannii m
Definition/Title ~ | complete genome m
Add search parameters f:? Start search
-n!:_!r ﬂ Append wildcard (*) to search words
| | Hit Accession Drescription Maodification Date  Length
1 NZ CPO434659  Acinetobacter baumannii strain 18BWIARLNG021 chromosome, complete g..  2026/08/28 3908609
Crorernibciad 2 AP051988 Acinetobacter baumannii strain KPSE34 complete genome 2026/08/22 3956519
3 APDS1585 Acinetobacter baumannii strain KPSE33 complete genome 2026/08/22 3976552
4 APD51982 Acinetobacter baumannii strain KPSE32 complete genome 2026/08/22 4007363
& Search for Reads in SRA 5 APDS187S Acinetobacter baumannii strain KPSE31 complete genome 20:26/08/22 4007375
= & APDS1976 Acinetobacter baumannii strain KPSE30 complete genome 2026/08/22 4007379
dﬁﬂfﬂﬂ:l‘l for Sequences at NCBI.. Cirl+B 7 APDS157T3 Ac!netobacter baLmannH stra!n KPSE29 complete genome 20:26/08/22 4007384
8 NZ CP107610  Acinetobacter baumannii strain 1326924-3 chromosome, complete geno..  2026/08/23 3965229
&5ean:h for PDB Structures at NCB.. 9 NZ CP107590 Ac!netobacterbaunann!! stra!n132EEE: chromosome, complete genome | 2026/08/23 4062852
10 NZ CP107601  Acinetobacter baumannii strain 1326589 chromosome, complete genome  2026/08/23 3966293
i . . . 11 NZ CP107612  Acinetobacter baumannii strain 1326927-1 chromosome, complete geno.  2026/08/23 3964660
Search for Sequences in UniProt..  Ctrl+Shift+ P — : = —
& a 12 NZ CP107614  Acinetobacter baumannii strain 1326927-2 chromosome, complete geno..  2026/08/23 3901216
13 NZ CP107581  Acinetobacter baumannii strain 1326525-2 chromosome, complete geno..  2026/08/23 3961871
14 NZ CP107608 Acinetobacter baumannii strain 1326924-2 chromosome, complete geno..  2026/08/23 3965152
15 NZ CP175827  Acinetobacter baumannii strain AB-40_FGL chromosome, complete geno.  2026/08/17 3584000
16 NZ CP196959 Acinetobacter baumannii strain 17978rif chromosome, complete genome  2026/08/17 3860341
17 NZ CP175853  Acinetobacter baumannii strain AB-25_FGL chromosome, complete geno. | 2026/08/16 3958658
18 NZ CP175876  Acinetobacter baumannii strain AB-12_RGL chromosome, complete geno.. 2026/08/16 4082851
19 NZ CP175843  Acinetobacter baumannii strain AB-34_FGL chromosome, complete geno. 2026/08/16 3925934

NCBI Searchtégez=FIBA L. JIREDS ) ABHEZWNS DT I>O0—-—RUTHEL

10



WREFEWNRDY T 7 L 2 XA Z2BS

Filgeng
biosciences & nanosciences A

L——_I--g Microbial Genomics hModule
ﬁ Metagenomics

ﬁ' Typing and Epidemiology
- Functional Analysis

E'?I Drug Resistance Analysis
=lal§ Databases

- [ MLST Typing

. da Create MLST Scheme
I_E Download ML5T Scheme
‘el [mport MLST Scheme
EEI-EE Amplicon-Based Analysis
E]E Taxonomic Analysis

[+ (@ Functional Analysis
E]E'?I Cirug Resistance Analysis
Eﬂ--% Panel Support

Download MLST SchemeZ{E/R L.

B Download MLST Scheme

Download settings
1. Choose where to run

2. Download settings
3. Terms of use
4, Authorization

Select scheme
5. Minimum spanning free

parsmeters Scheme to download iAcinetobacter baumannii MLST (Pasteur)

B Download metadata
6. Reswit handling

Help Reset Previous Mext

Cancel

MHRBOF 1L —> 3 VFHRAF—LZTDI>O—-R
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biosciences & nanosciences

B Type with MLST Scheme g

Select sequence or sequence list
1. Choose where to run

. . . Mavigation Area Selected elements (18)
L—‘I g Microbial Genomics Module 2. Select sequence or Q- | <enter search term> = i= SRR16508428
T ﬁ . sequence list T = SRR16508429
MEtﬂgE Mamics ﬁ Comparative Analysis of Three Bovine Genor SRR16508430
E}EE T-_lll.p”-“; -ﬂnd EpIdE I'I"|I1:I|1:r|;'_'.|' 3. Typing parameters ﬁ Expression Analysis using RNA-Seq SRR16508431
" ﬁ De Movo Transcript Discovery using Long an SRR16508432
- . Find Best Matches using K-mer Spectra 4 Novel aiele detection 5 Fusion Detection Using Qlaseq RNAscan Par SAR1E505423

parameters ﬁ De Novo Assembly Using Long Reads and SF

E Find Best References using Read Mapping E[55 MLST-based Outbreak Analysis with Custom

= : . Resuit handling EHER Reads
5% Type with Consensus Refinement B 4. bsumannil isolates metadsta

SRR16508434
SRR16508435
GCA_000695855.3
GCA_000746605.1

w

! Create K-mer Tree SRR16508428 GCA_OD0T46645.1

: SRR16508429 GCA_000761175.1

. roH Create SMP Tree 2::::2&:?‘ GCA_000794125.2
= . - . GCA_000814345.1

~ 2%z Spoligotype Mycobacterium Tuberculosis SRR16508432 GCA_000828935.1
. SRR16508433 GCA_000830055.1

El% MLST Typing SRR16508434 GCA_000963815.1

SRR16508435

E Add Typing Results to MLST Scheme 3 References e
~[E&= Type with MLST Scheme |
Compare MLST Typing Results

~-EE |dentify MLST Scheme from Genomes
G+-f@ Functional Analysis

EEP"E@ Drug Resistance &nalysis

E}-&_; Databases

Eﬂ--ﬁ Panel Support

[+ ad hoc mist tutorial data

[ Batch

eset Previous MNext Finish Cancel

o]

Help

Type with MLST SchemeT. HMRD'J— RF—FH OS> 0O—- RUEESIZST1E> D

12
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B Type with MLST Scheme

Typing parameters
1. Choose where torun

2. Select sequence or
sequence list

3. Typing parameters SrlemoTiae
4, MNovel allele detection MLST scheme === |Acinetobacter baumannii MLST (Pasteur) (2026-07-27)
parameters

Per allele setti
5. Result handling TR lEETAnL

Kmer size |21

Sequence type settings
Minimum locus presence |0.95
Comparing a known to a missing allele

() Counted as same alleles

o Counted as different alleles

Help Reset Previous MNext Finish

A2 0—-RURAF—LZEE

s

Cancel

B Type with MLST Scheme

MNowel allele detection parameters
1. Choose where to run

2. Select sequence or
sequence list

3. Typing parameters

4, Movel allele detection Set novel allele search
parameters

5. Result handling
Set threshold parameters

Minimum required fraction of kmers |0.9
Set acceptance parameters

Minimum length 50

Minimum length fraction | 0.8

Help Reset Previous

Mext

Filgen

biosciences & nanosciences

Cancel

=

13
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biosciences & nanosciences

% Combine Reports

B Combine Reports *
-5 ad_hoc_mist_tutorial_data ez
. mEm ) .. 1. Choose where to run
i mmm Arinetobacter baumannii MLST (Pasteur) (2026-07-27) Mavigation Area Selected elements (19) @
EIE?_,-‘ SRR16508428 hatch 2. Select reports Q| <enter search term> = [®] srR16508428 (Typing Report)
. . F-CT Fusion Detection Using UlAseq RNAscan Fan E SRR16508429 (Typing Report)
!-%I SRR16508428 [Typing Report) I 3. Set contents -- De Movo Assembly Using Long Reads and Sh [®] srRR16508430 (Typing Report)
~i== SRR16508428 (Alleles) -5 MLST-based Outbreak Analysis with Custom [®] srR16508431 (Typing Report)
----- = SRR16508428 (Typing Result) i =D Reads [¥] sRR16508432 (Typing Report)
|:—:|E’_'.’ 9 hatch m A, baumannii isolates metadata IEI SRR 16508433 (Typing Report)
- <[5 References [&] sRrR16508434 (Typing Report)
g E SRR165084249 (Typing Report) I B RR 16508435 (Typing Report)
i SRRTRS0A42G [A” ﬁ SRR16508428 ba i igati CA_D00B95855.3 ing Report]
= eles) = ﬁ' Show in Navigation Area L (Typing Report)
..... B : SRR16508429 ba CA_0DOT46605.1 (Typing Report)
E,—-L == SRRT6508429 (Typing Result) 5 sRR16508430 ba [ Add folder contents CA_000746645.1 (Typing Report)
=l =% SRR16508430 batch £ SRR16508431 ba - CA_000761175.1 (Typing Report)
Add folder contents vel =
SRR16508432 ba =] e CA_000794125.2 (Typing Report)

-[®] srR16508430 (Typing Report)
~T= SRR16508430 [Alleles)

""" E SRR16508430 (Typing Result)
=1-E5 SRR16508431 batch

5RR16508433 batch

[®] Gca_oo0814345.1 (Typing Report)
a [®] &ca 000828935.1 (Typing Report)
[®] cca_000830055.1 (Typing Report)
GCA_000695855.3 batch [®] cca 0009638151 (Typing Report)

GCA_000746605.1 batch [®] Gca_009035845.1 (Typing Report)

. E SRA16508431 [Typing Report) I £3 GCa_000746645.1 batch [Z] srR16508428 (Combined report)

-T= SRR1G508437 (Alleles) £ GCA 0076175 baten

----- B2 SRR16508431 (Typing Result) (25 GCA_000814345.1 batch
=3 SRR16508432 batch % GCA 000828835, pasen

-] SRR16508432 (Typing Report) GCA_000963815.1 batch

T SRR16508432 (Alleles) & £3 GCA_009035845.1 batch

----- == SRR16508432 (Typing Result)

[ Batch
Help Reset Previous Mext Finish Cancel

B2 TILS &AM ESTLIR— ROMERRENDDT. Combine ReportsTHEE T D
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LB

2.1 Typing result

The table iz bassd on 18 samples.

Sample name
SRR16508428 (Typing Report)
SRR16508429 (Typing Report)
SRR16508430 (Typing Report)
SRR16508431 (Typing Report)
SRR16508432 (Typing Report)
SRR16508433 (Typing Report)
SRR16508434 (Typing Report)
SRR16508435 (Typing Report)
GCA_000695855.3 (Typing Report)
GCA_000746605.1 (Typing Report)
GCA_ 0007466451 (Typing Report)
GCA_000761175.1 (Typing Report)
GCA_000794125.2 (Typing Report)
GCA_0008714345 1 (Typing Report)
GCA_000823935 1 (Typing Report)
GCA_000830055.1 (Typing Report)
GCA_000963815.1 (Typing Report)
GCA_ 0090358451 (Typing Report)

5RR16508428 (Combined report)

Conclusive
Conclusive
Conclusive
Conclusive
Conclusive
Caonclusive
Conclusive
Caonclusive
Conclusive
Conclusive
Conclusive
Conclusive
Caonclusive
Caonclusive
Conclusive
Conclusive
Conclusive

Conclusive

2HLTFILDYA B I ERO—ERN

N

Typing

F5N3D

Sequence types
5T158
372
372
372
ST
5T
572
8T2
872
3TE38
3T79
ST79
5T
ST464
5T622
3T
ST
3752

Filgen

biosciences & nanosciences

=
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biosciences & nanosciences

B Create MLST Scheme bt

Select contigs or genomic sequences
Mavigation Area Selected elements [4)

1. Choose where to run

2. Select contigs or genomic Q- | <enter search term= = i= GCA_000655855.3
. . . Sﬁ]uences ?_ﬂ AOOOITETmmT SO Tes TrreTaT GCA_M]?M-IES.Z
= & Microbial Genomics hModule GCA_000B30055.1
ﬁ MEtﬂgEl'bDl'l"liG 3. Assembly Parameters i= GCA_000963815.1
E‘E Typing and Epidemiclogy 4, MLST scheme parameters
Iﬁ Functional Analysis 5. Allele grouping
£ Drug Resistance Analysis parameters SRR16508434
: SRR16508435
E}m Databases 6. Functional annotation 55 References
=) ki MLST Typing parameters iE GCA_000695855.3 o
| B - GCA_00DT46605.1
| -am Create MLST Scheme = ing GCA_D00746645.1 |

GCA_DMTE1175.1
GCA_DD0TI4125.2
GCA_D00814345.1
GCA_828935.1
GCA_B830055.1
CA_000963815.1

- = Download MLST Scheme
“mm |mport MLST Scheme
EEI"@ Amplicon-Based Analysis
E]E Taxonomic Analysis

[+ (@ Functional Analysis GCA_009035845.1
(- £ Drug Resistance Analysis ?%_ggﬂ;ﬁ?iﬁm
[+-figh Panel Support =

= rmnarraoann Ao

[] Batch

Help Reset Previous Mext Finish Cancel

Create MLST SchemeZ{ERU. U D7 L > XEHIN S RXF—LZZ/FRk
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P Create MLST Scheme

. Choose where to run

. Select contigs or genomic
SEQUENCES

. Assembly Parameters

Assembly Parameters

B Create MLST Scheme

. Choose where to run

. Select contigs or genomic

SEQUENCES

. Assembly Parameters

MLST scheme parameters

MLST options
ﬂ Whole genome

Filgen¢

biosciences & nanosciences

-

. MIST scheme parameters . MLST scheme parameters c] Core genome
5. Alfele grouping Assembly grouping 5. Alele grouging C] Custom fraction
parameters parameters Minimum fraction | 0.9
Assembly grouping Each input element is one assembly ~ R~
6. Functional annotation Assembly annatation type |Assembly 1D s 6. Funciional annotation
pErsmeters seste b LR AR, S : parameters Handle genes without CDS annotations
s y ) lgnare
7. Result handling 7. Result handling Ola
ﬂ Search alleles before clustering
[:J Search alleles after clustering
Help Reset Previous Finish Cancel Help Reset Previous Finish Cancel

18
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biosciences & nanosciences

<enter search termz Filter Selection.. Shicw All Rows: 2249 =&

Locus Locus category Mumber of alleles

locus0 1
locuws 1| |
locus2

locusd
locus5
N locusk
== GCA (O0FS5855.3 (wgMLST) locus7
locus8
locusS

1 T e n

A i e )

Select Loci in Cther Views

Allele name Sequence length Creation date Gene info

ABUW_2361 (locus3 allele 1) 840 Thu Dec 18 20:19:46 J5T 20..
BLO1_02650 (locus3 allele 2) 840 Thu Dec 18 201944 J5T 20..
MH10_ 002231 (locus3 allel.. 840 Thu Dec 18 20:19:44 15T 20..

B FRRICHITDT7LIVED, PUILDEMEZHR TED
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Filgeng

EI--% Microbial Genomics Module
ﬁ Metagenomics
EFE‘ Typing and Epidemiclogy
-8 Find Best Matches using K-mer Spectra
E Find Best References using Read Mapping
5@ Type with Consensus Refinement
! Create K-mer Tree
—AEi Create SNP Tree
e Spoligotype Mycobacteriom Tuberculosis
[=)- s MLST Typing
E Add Typing Results to MLST Scheme
~[E&= Type with MLST Scheme |
Compare MLST Typing Results
~-EE |dentify MLST Scheme from Genomes
G+-f@ Functional Analysis
EEP"E?_.' Drug Resistance &nalysis
E}-ﬁ Databases
[

}ﬁ Panel Support

Type with MLST SchemeT. WHRD'J—RF—F=ESF1E>D

. Choose where to run

. Select sequence or

sequence list

. Tying parameters

. Novel allele defection

parameters

. Result handling

Help Res

i

i

B Type with MLST Scheme

Select sequence or sequence list

Mavigation Area

all

Q- | <enter search term>
o =TV
&-E5 covz
ﬁ Comparative Analysis of Three Bovine Ger
ﬁ Expression Analysis using RNA-Seq
ﬁ De Movo Transcript Discovery using Long i
ﬁ Fusion Detection Using QlAseq RNAscan |
ﬁ De Novo Assembly Using Long Reads and
ElE‘ MLST-based Outbreak Analysis with Custc
E}E'_': Reads
BB A. baumannii isolates metadata
HEl SRR 16508428 [y
SRR16508429
SRR16508430
SRR16508431
SRR16508432
SRR16508433
SRR16508434
HB SRR 16508435
E}- References
-3 ad hoc_mist_tutorial_data
-5 Create MLST Scheme results
B3 Ad hoc typing results
#-F3 Framnle Natax

biosciences & nanosciences

Selected elements (8)

SRR16508428
SRR16508429
SRR16508430
SRR16508431
SRR16508432
SRR16508433
SRR16508434
SRR16508435

[ Batch

Previous

Mext Finish Cancel
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biosciences & nanosciences

B Type with MLST Scheme X B Type with MLST Scheme *

Typing parameters Movel allele detection parameters

. Choose where to run

. Select sequence or
sequence list

. Typing parameters

. Novel aliele defection

Select scheme

MLST scheme == |GCA_DD0695855.3 (wgMLST)

. Choose where to run

. Select sequence or

sequence list

Typing parameters

. Movel allele detection

Set novel allele search

ﬂ Search novel alleles

parameters Per allele settings parameters
5. Resu't handling Kmer size |21 5. Result handiing Set threshold parameters
Minimum required fraction of kmers | (.9

Sequence type settings

Minimum locus presence (0.75 Set acceptance parameters

Comparing a known to a missing allele Minimum length 50
() Counted as same alleles Minimum length fraction | 0.8
a Counted as different alleles

Help Reset MNext Finish Cancel Help Reset Previous Finish Cancel

R UTE AF— L2 i8TE
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% Combine Reports

SIS ECTAETLIR—

2 Type with MLST scheme

2.1 Typing result

The table is based on 8 samples.

Sample name Typing
SRR16508430 (Typing Report) Conclusive
SRR16508428 (Typing Report) Mot possible
SRR16508429 (Typing Report) Conclusive
SRR16508431 (Typing Report) Conclusive
SRR16508432 (Typing Report) Conclusive
SRR16508433 (Typing Report) Conclusive
SRR16508434 (Typing Report) Conclusive
SRR16508435 (Typing Report) Conclusive

2.2 Typing summary

The table is based on 8 samples.

Sample name Loci identified Movel alleles Loci not identified
identified
SRR16508430 1,816 49 433
(Typing Report)
SRR16508428 543 316 1,706
(Typing Report)
SRR16508429 1,715 90 534

(Typing Report)

%(F E ERERICCombine Reports THEE T D

Movel

Movel
Maovel
Maovel
Movel
Movel

Movel

Sequence fypes

Locus presence

NOMERN SND DT,

(%)

80.75

2414

76.26

Estimated sample
coverage

20.30

42 33

32.89

Filgen

biosciences & nanosciences

=
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Filgen

i

[ O ey Oy O |

B Add Typing Results to MLST Scheme

biosciences & nanosciences

Select MLST Typing Results

1. Choose where to run

EI--% fdicrobial Genomics Module 2. Select MLST Typing
- Hg Metagenomics Results
= g: Typing and Epidemiclogy 3. Add typing result
- & Find Best Matches using K-mer Spectra parameters
E: Find Best References using Read Mapping 4, Minimum spanning tree
@ Type with Consensus Refinement parametsrs

-Agi Create K-mer Tree
~IE2 Create SNP Tree
S ==z Spoligotype Mycobacterium Tuberculosis
(=l MLST Typing
L% Add Typing Results to MLST Scheme I

- == Type with MLST Scheme
) Compare MLST Typing Results

L5 |dentify MLST Scheme from Genomes
[ Functional Analysis
]Eﬁ Drug Resistance Analysis
}ﬁ Databases
]ﬁ Panel Support

5. Result handling

Mavigation Area

Q- | <enter search term=

1

:
:
5
:

!+l [ A UOUTIoU LT T
-5 GCA_D00963815.1 batch
-5 GCA_D09035845.1 batch
|53 Create MLST Scheme results
E\‘ E_",-' Ad hoc typing results

E B SRR16508428 batch

-3 Example Datax

B e e g e B B B

(] Batch

SRR16508431 (Typing Result]
SRR16508428 (Typing Result]
SRR16508428 (Typing Result]
SRR16508430 (Typing Result)
SRR16508432 (Typing Result)
SRR16508433 (Typing Result]
SRR16508434 (Typing Result])
SRR16508435 (Typing Result])

Help Reset

Add Typing Results to MLST Scheme T4 E>J#HER%E X+ —Al(C

Previous

MNext

Finish Cancel

BINY 3
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B Add Typing Results to MLST Scheme

. Choose where to run

. Select MLST Typing
Results

Add typing result parameters

B Add Typing Results to MLST Scheme

biosciences & nanosciences

r Select scheme
. Add typing result MLST Scheme == |GCA_000695855.3 (wgMLST)
parameters
Sequence type label |5T
. Minimum spanning tree
parameters ~Movel allele qualification parameters
. Result handling Qutlier range factor 100
Allowed length variation fraction |1.0
B ~liow incomplete novel alleles
rSequence type qualification parameters
Minimum average kmer fraction | 1.0
Help Reset Previous Finish

BB UTEAF— L2 i8TE

. Choose where to run

. Select MLST Typing

Results

. Add typing result

parameters

. Minimum spanning tree

Minimum spanning tree parameters

r Minimum spanning tree

ﬂ Create minimum spanning tree

rComparing a known to a missing allele

parameters
(O) Counted as same alleles
- Result handling © Counted as different alleles
rCalculate clusters
() Add clonal cluster metadata
Allelic distance clustering levels |1,2
Help Reset Previous Finish Cancel

Filgeng
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== (GCA_000695855.3 (woMLST, updated)

ST
5T
sT2

g ST3
5T4
5TS

Ei! 5T6
STT

sT8

50

1619

1675

Number of loci Run Accession

1808 SRR16508435
1813 SRR16508434
1694 SRR16508433
1706 SRR16508432
1820 SRR16508431
1816 SRR16508430
1715 SRR16508429
543 SRR16508428

PFGE Apal

ONEEEE@@

PFGE Smal

Filgen

biosciences & nanosciences

Locus Locus category MNumber of alleles Percentage of sequence types
locusd 2 87.50
locus 1 25.00
locus2 1 75.00
ocus?3 ./ 3 5
locus4 1 75.00
locus5 1 75.00
locuse 1 75.00
locus7 1 75.00
locus8 1 75.00
locus9 1 62.50
locus10 2 87.50
locus11 1 62.50
locus12 1 6250
locus13 1 6250
locus14 1 62.50
locus15 1 62.50
locus16 2 62.50
locus17 2 87.50
locus18 2 87.50
locus19 1 87.50
locus20 1 25.00
locus21 1 87.50
locus22 2 87.50
locus23 1 62.50
locus24 1 6250
locus25 1 62.50
locus26 1 6250
locus27 1 6250
1 a9 4 cagn
Select Loci in Other Views
Allele name Sequence length Creation date Gene info Sequence types Percentage
ABUW_2361 (locus3 al. 840 Thu Dec 18 20:19:46 JS.. 0| 0.00%
BLO1_02650 (locus3 all... 840 Thu Dec 18 20:19:44 JS.. 5 62.50%
MH10_002231 (locus3 . 840 Thu Dec 18 2001944 J5.. 2|2500%
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