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Choose MinION if you:

®\would like access to sequencing for $1,000
®want to sequence immediately, not wait
®\want to sequence outside a labneed
®10-20Gb per 48 hours
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WIMP [rev. 3.2.3]

Taxon Cumulative Reads ~
I Microcystis BN 20
I Acidovorax M 10
81% ] BACTERIA I Pseudomonas Mo
17% ] EUKARYOTA I Homo Ho
< 1% ] VIRUSES
< 1Y% ARCHAEA I Limnohabitans . 8
I Flavobacterium W
I Burkholderia H7
I Ramlibacter B
I Rhodobacter 4
I Rhodoferax 4
1 ’2 1 8 304 I Methylobacterium I3
I Porphyrobacter I3

ARMA CARD [rev. 1.1.4]

EvtLE-BEEOH(RIA7ZDENEHD)

name score

Lachancea lanzarotensis 1017457
Beauveria bassiana ARSEF 2860 27010
Microcystis aeruginosa NIES-843 20647
Orgyia pseudotsugata multiple nucleopolyhedrovirus 19881
Microcystis aeruginosa NIES-843 16687
Microcystis aeruginosa NIES-843 15736
Gryllus bimaculatus nudivirus 14400
Thielavia terrestris NRRL 8126 13225
Microcystis aeruginosa NIES-843 11526
Microcystis aeruginosa PCC 7806SL 10686
Candidatus Planktophila vernalis 10441
Comamonadaceae bacterium Bl 8681
Microcystis aeruginosa NIES-843 7414
Klebsiella oxytoca 7208
Raoultella ornithinolytica 6826
Aeromonas aquatica 6320
Microcystis aeruginosa NIES-843 5205
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The EPI2ZME platform is a cloud-based data analysis service

Workflows WIMP (What’s In My Pot) methods: The WIMP application is optimized for Oxford

Nanopore Technologies DNA sequence reads.
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- ARMA (Anti-microbial Resistance Mapping App)
FASTQ ANTIMICROBIAL a minimap2 DNA sequence alignment

WIMP classifies DNA sequence reads against WIMP database which is prepared
from RefSeq and provide taxonomic classifications.

alignment: The ARMA performs

RESISTANCE against references sequences downloaded from the CARD ( Comprehensive

Fastg Antimicrobial Resistance with filter

0 corresponding CARD ontology.

Antibiotic Resistance Database) reference database , and annotated from the
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Barcord Sample# AMR 16srRNARIEFER MinlON Top Hit Reads AMR genes

Exiguobacterium indicum strain _ _
BCO1 29 SAM20 Exiguobacterium sp. MH3 104/162 None

HHS 31

Escherichia fergusonii strain o _ ) )
BCO02 27 SAM?20, CLR15 Escherichia coli 1140/2182  efflux pump >50, polymixn resistance >7, etc

ATCC 35469

Chryseobacterium tructae strain o
BCO3 31 TE30, SAM?20 1084-08 Chryseobacterium indologenes 90/185 CGB-1 beta-lactamase
BC04 47 LVX5 Bacillus cereus ATCC 14579 Bacillus thuringiensis 94/374 16S rRNA (rrsB) m utation 4

SAM?20, AN30,

BCO05 51 LVXE Bacillus cereus ATCC 14579 Bacillus cereus 345/683 16S rRNA (rrsB) mutation 10, EF-Tu mutant, rpoB mutant
BCO06 60 SAMZ20, CLR15  Bacillus cereus ATCC 14579 Bacillus thuringiensis 420/1517  16S rRNA (rrsB) mutation 21, class B (metallo-) beta-lactamase 1, EF-Tu mutant 1, rpoB mutant 1
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Adaptor for single-use flow cells
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Automatic library preparation
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MinlION Mk1C

A complete, portable, connected device for sequencing analysis.
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