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Sequencing
method

Input data format

Criteria
for identification

Definitive species ID

Processing time
per strain

Extra Information

Available
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TrueBac ID-16S

Sanger

FASTA

98.7%
sequence similarity

Not possible

Minutes

None

Web and API

TrueBac ID-Genome

NGS
(lurina, PacBio®, lon Torrent,
Oxford Nanopore®)

Assembled contigs as FASTA/JSON

or Raw data as FASTQ

95-96%
average nucleotide identity (ANI)

Possible

Minutes

Antibiotic-resistance gene
and Virulence gene profiles

Web and API
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TRUEBAC €~ TrueBac™ ID - Genome Result

andidate species

@Sample name, Decision status, 24"/ ABESIDFEHEN RSN TWVE T,

@Download: AT DETHERZSY I>O—RIDZENTEFET,

- ID results (Candidate species, antibiotic resistance genes, virulence factors): excel&/Z(FISONT A —Y W b
- Sequence file (Assembled genome, 16S rRNARX E): FASTAD A —<X W b

© Decision statement (iEFEDREER) NRSNTWLET,

@ Candidate species: Average Nucleotide Identification (AN)ZEH 9 DI (C&HE & U CGREIRSNIZllEE
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B. VMEY)EMMIEZELF (Antimicrobial resistance gene) D& #EER

Antibiotic resistance gene(s) (1) ® (3] @ @ [ @

$% Coverage ¢ % Identity § Alignmentlength § Closestacc

7 676..1476 + erm(F) 23S rRNA {adenine(2058)-N(6))-methyltransferase Erm(F) MACROLIDE 100.00 98.87 266 WP_002682030.1 NF012223.0
17 52023. 53372 + ar NAD(+)-rifampin ADP-ribosyltransterase RIFAMYCIN NA NA NA NA NF033144.1
20 53465..55390 + blaESP ESP-1 family subclass B3 metallo-beta-lactamase BETA-LACTAM NA NA NA NA NF000455.2
49 £6951..7814 - aadS aminoalycoside 6-adenylyltransferase AadS AMINOGLYCOSIDE 100.00 99.65 287 WP_003013318.1 NF033387.1
4 1209612980 + bla class A beta-lactamase, subclass A2 BETA-LACTAM NA NA NA NA NF012000 1

Showing 1 1o 5 of S entries

@Sequence name: Antimicrobial resistance genes (AMRS)DEIGF I 7 = —4%
@Class: AMRI(CE#E9 BDrug class

©% Coverage: queryiELF(CK D H/\—ENTzreference Bz FDEIS

@% Identity: query EreferencefBidD 77 = BERCHIDE—4

@ Alignment length: alignmentD&EHR

(®Closest acc: Genbank®accession number

@HMM id: AMRFINDER HMM database®ID
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Virulence factors (1) (2] 3

SRIRERF (Virulence factors) D& SR

% Contig 4location #Description 4 E-walue 4 % ldentity % Coverage

6728 25.315 NP_752613 (entB) izochorismatase [Enterobactin (VF0228)] [Escherichia coli CFT073] 2.700e140 9759 100
66635 25..330 NP_752608 (fepD) ferrienterobactin ABC tranaporter permease [Enterabactin (YF0228)] [Escherichia coli CFTO73] 7.660e-135 94 44 100
6230 c(22..351) NP_757247 (imG) FImG protein precursor [Type 1 fimbriae (VF0221)] [Escherichia coll CFT073] 7.770e-167 99.09
5023 o(5.310) f\l.i_]%m 10 (cegG) curli production assembly/transport protein CegG [Agf (VF0103)] [Salmonella enterica subsp. enterica serovar Typhimurium str 3.3700-05 8413
Lie
4726 15..200 NP_752613 (entB) isochorismatase [Entercbactin (VF0228)] [Escherichta coll CFTO73] 1.19Ce-01 99.46 100
ana e PP S SO S Tt Stoseml 0 memnsnaate " . L sana) ac ™

Showing 1

to 186 of 185 entries

@ Description: Virulence Factors Database (VFDB)®®Virulence Factors(CEH 9 D5C &k
@E-value: 5 >4 LAIRECHIDLEER T, BRAICRICUAOT7HECDETEEH. BV ERBMENT.
©% ldentity: query&referencefiD 77 =/ B&HECSI DR —14%

@% Coverage: 5 —4" v MEEH(C KD )\ —=NTzqueryBedI DEIE
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Service Name TrueBac ID-Genome

License Type Basic 100 Basic 200 Premium 100 Premium 200
PUCE ¥250,000 [ >R — A ) ¥350,000 [ >R A ]
(e e ¥280,000 ¥420,000
Number of analyses 100 200 100 200
Input file FASTA FASTQ & FASTA
Data input to be up to 3 Gb
processed
Data storage period 1 year
-Bacterial identification via whole genome |-Bacterial identification via NGS whole
sequences genome sequences
- Taxonomic assignment, List of Top hit - Assembly, Taxonomic assignment, List of
Outcome taxa (up to 20), ANI(%), ANI coverage, Top hit taxa (up to 20), ANI (%), ANI
16S Similarity, Information about coverage, 16S Similarity, Information
antibiotics resistance gene and virulence |about antibiotics resistance gene and
factor, etc. virulence factor etc.
- Export in excel - Export in excel

¥ 2020 12H18HZF D E THOF v > R—EHE T,
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