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/‘ ,%éﬁ%ﬁ tu T {R1F Flow cell warranty and storage

& F {#7F Flow cell storage
A En 2-8C R  BALED @ BENEBRCRNBETLIK

DNA & H{REEA Flow cell warranty period
ORI FLRE/NR LIS E » B BIEAS R IIZETS -

Flow Cell RNLE REHA
PromethION 5000 12 Weeks
MinION 800 12 Weeks
Flongle 50 4 Weeks

& B R EREEE

Q) erEETAnEER Q) &4 ERxREEE g




RS Sh B 12l DNA/RNA quality

DNA QC

EFIIAREZ A FRE Input DNAIEE -

BATE8 B8R/ 25T 44 DNA (51218 ~EDTA ~EHE «BHAH )
AHEEH NHAREAEARE R ETETE -

BEEIR

o BREUER - 214E - BAENeREEES L EHE - RAELH
BRARK
HASTAY) - tNEHE DNA ~ RNA ~ EREMER - hAlaEREERS BReK
DNA 9B = ] BUE R Nanodrop (3 FSEE >20 ng/ul AIEAN) ﬁuﬂﬁ

3R OD {8 © 260/280 ~ 1.80 # 260/230 ~2.0-2.2
= ~1.8 9 260/280 =~ RNA B721E
1A ~1.8 #9 260/280 AT IR IAE B E BN RITEIE
4R 260/230 BAFEER 2.0-2.2 » KRG ETEY) - DNA FEXEIMNIAEL

sample 1
sample 2

10mm absorbance

AN
220 230 240 250 260\ 270 280 290 300 310 320 330 340
AN Wavelength (nm)
N
}»s ample ID_| Nucleic Acid Conc. | Unit | A260 | A280 |2wll§0M’SampleType Fan%
samplew 2075 ng/ul 4150 (2410 172 099 DNA 50.00

mple 2 | 1080.1 Ing/ul 21,601 [12.369 [1.75 217~ [oNa [s0.00 |

B 119 260/230 % ~1.0 + A BRI ELEFHITRRIFAE ©
MREFETEINDFE - WLUER PCR MARIERFRE °




RNA QC
RIN 2 T #ZEH RNA AIRREEKEAVRIZE @ #1612 10 EAR 10 2R
ROH o ETRAKILEREEFEZR » 23 RNA IZEWIA RIN & 7 E

|E_|°

BEEIH

o FERGIIER ~ BER
B2 AP ES
HASTFZY) - 40 DNA ~ EEBEZR - AT RERRERE S BRIRCR
« RNA FYEERILIZE1E Nanodrop ( H79EE >20 ng/ul BB S ) T34

« EZHBA OD & : 260/280~2.0 1 260/230~2.0-2.2
« {K ~2.0 9 260/280 =7~ DNA B7Z7E

- (B ~1.8 A9 260/280 AJUFRAE R BN IE

N 260/230 PARER 2.0-2.2 * KRGIETEY * RNA FERRSMVAEAL
+ FHHRIN &

RIN {EFB% » N50 KE TF% RIN {E R » SCEEEH ThE

1200 250
1000 |
800
600

200

Yield (ng)
g
|

400 100

200+

Read N50 (bp)

50

RIN of sample RIN of sample




== 15 FLZ& Pore occupancy improvement

AR R EEEFAFUREMBIEFRNED L - AFLERR 90% @ 7]
PUSEEE 2 data » B 80% 15FLERMZFF - IHY data BRERLEERD - (5L
1K » SURZERVELIR - TEEFFIIE—E/NSRER 70% 895 + AR BEREE 5
MER M E - REIIREGR » FRLEFIEREZ Library » B3 E#

£ Display settings

RERSFHEER (50 fmol 5 FHEIFERIEAE )(Qubit EE )

DNA £
1kb 2kb 5 kb 10kb | 15kb | 20kb | 25kb | 50 kb

m 165 ng | 330 ng 660 ng | 825 ng | 1650 ng




TE & AR HERS: Bubbles or blocking

E- 310

EFFBREFEILNL  ARGEBREEMABERIEE - KEEISHI B

DEBEESRS - REEEIATA ( unavailable ) FUF o
MTE  ERREASERENES O

Mux Scan Results

® Adapter
Single pore

Unavailable

Active foad
® NoPore Fr.. ~

Out of rang...

AT e—

RGFOLIERIIPESE - BEEREIYI - RAANFKILBESRHEL N - S ATARBAZEE -
XEEME - = DNA REHRE - IRBREEBN » WAEREAE LA BEMEKIL - Al
Fl Wash kit & BhEREEILRNYE - TE—LIUR -

Wash kit AJ{#F37E MinlON 4 PromethlON Flow cell £ ' & nuclease * B¢Z<Fx 99.9% IR
4 library




HIRH/EAE
EFEMERMNNRABRERN  ERANAENCEREIGEE @ FLR
BARBEERKILMERIES -

Minknow HIF A EE@ &S
RIALEFEARE » kAR  BEMIE RSN ELUTLUIERF

R B EEE
1T T 5 5 O
EOENREECEREEEEEEE




[E|UASCJE Library recovery

em AT EAER - TS EEE IR R A

£ MinKNOW #Z{Z 1L B Priming 25 5K & F &
Stop sequencing for .
o the original flow cell e Prime asecond flow cell
800
+200 pl
FLO-MIN106D
FLO-MIN114
Priming
port
500 pl
(ST |
FLO-PRO002 I" T‘D 500
FLO-PRO114M =
mﬁ; /?
Inlet port
(Port 1)
RETMERA S A FPEUEE FRIRRTHIE R

Remove the library from the original flow cell Start sequencing for
and transfer it directly to the second flow cell the second flow cell

75 pl

v

SpotON
sample
port

2 N REB RS A

T @
O Kit 14 : 200 pl
—=) Kit9,10, 11:150 pl

Intet port
(Port 1)




fAEAER - BXEEBMML - WHESCEEHMEET R A

1E MinKNOW %=1t EF KB RA & PE X E

Stop sequencing for ° Remove the library from the original flow cell
the original flow cell and SPRI clean before storage

) || 4XSPRIdean
75l @
FLO-MIN106D )
FLO-MIN114
SpotON
sample
port
R E
= —
FLO-PRO002 4X SPRI clean
; b Kit 14 : 200 pl ?
FLO-PROT14M @_. Kit 9,10, 11 : 150 pl

e

Inlet port
(Port 1)
Priming 25 3R & A% A RN EEHNE A PRI E R

e Prime a second flow cell ° Transfer the library to the second flow cell e Start sequencing for
the second flow cell

800 pl —
+200 pl = ’J
2 o ©
Priming
port SpotON
sample
port

2 N REBETNE A

500 pl
== |
:" J +500 p > i@
ﬂm /y \¢ Kit 14 : 200 pl
== Kit 9,10, 11 : 150 pl
Inlet port
(Port 1) %
Inlet port
(Port 1)




PACRE Y

B EE Library recovery

SR - & AR EER

£ MinKNOW 32 (EE R

o Pause sequencing for

the flow cell

® @
FLO-MIN106D j
FLO-MIN114 .

= -
FLO-PRO002 .
FLO-PROTI4M | 0

|

BN

Device

PromethlON 48 A-series
PromethlON 2 Integrated
PromethlON 2 Solo running on
GridION

GridION

MinlON Mk1C

Standalone MinKNOW on Apple
M3 (MinION Flow Cells)

& A L Wash Mix 55355

e Wash the flow cell

+400 i

RERE &8 A P S E

Remove the library from the flow cell

Priming

port
Kit 14 : 200 pl

V.
1)
=l y4
Kit 9,10, 11 : 150 pl JU“—_.
Inlet port
/&? (Port 1)

Inlet port
(Port 1)

# B2 1T Real-time basecalling

EFES » EELIFRERDINEE ?
1 Ctrl + R B8 - BR - HEHMBRERK (B2SIRER )

Fast model
No. of keep-up flow cells

Basecalling Native Barcoding 96 , Basecalling Native Barcoding 96
. . Alignment ) .
only demultiplexing only demultiplexing
48 48 48 48 48
2 2 2 2 2
2 2 2 2 2
4.8 5 4.8 4.9 5
0.8 0.7 0.9 0.2 0.2
1 1 1 1 1




Reprime & H Reload X & % Resume 187

° Prime the washed flow cell e Transfer the library to the washed flow cell e Restart sequencing

the washed flow cell

800 ~_
+200 i = [
/&; 2 150 pl
Priming Sﬁ;ﬁ
rt
PO sample
port

500 pl 5 =
= +500 pl = —@D
\¢ Kit 14 : 200 pl
U % Y Kit 9,10, 11 : 150 pl B_.
Inlet port /y
(Port 1)

Inlet port
(Port 1)

ERFEE 24 F& /e LIETT real time basecall ?
B¥E =78 basecall 23 : Fast, High Accuracy (HAC), Super Accuracy
(SUP), E2{EAfH1{=R

HAC model SUP model
No. of keep-up flow cells No. of keep-up flow cells
Mod bases 5mC + | Mod bases 5mC + Basecallin Native Barcoding 96 Mod bases 5mC
Alignment 5hmC (CpG 5hmC with 9 reocing Alignment | +5hmC (CpG
. only demultiplexing
context) alignment context)
48 48 46.2 12.6 11.4 11.9 11.5
2 2 2 2 2 2 2
2 2 2 0.8 0.8 0.8 0.8
4.8 4.9 4.8 24 27 24 23
0.4 0.2 0.2 N/A N/A N/A N/A

1 1 1 0.2 0.2 0.2 0.2
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Home
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Results

AL EEEEMS - PromethlON

2k GridION /&8

Ed macOS -~ Windows
0 Linux A&

Workflows

Alignment
Aligh Nanopade reads and visualize mapping statisties

® digrment s mapping » minmap? =]

165
Identification of the origin of single recds from 165TS amplicon sequen.

* metogenomics » metoborcoding = Ms

Amplicon
Anatyse Nonopore reads generated Dy Omphcon Sequencing.

* amplicon

Basecalling
Helper workfiow for bosecalling ONT reads.

 basecaling  ® utlity =}

TEES
https://labs.epi2me.io/downloads/ E.

B35 247 EPI2ME workflows

TE8¥]87Y > 15 {& open-source
workflows ( Nextflow HEZ2 )

BH KN EZ command line
iR B A

RAIEARM S E IR PEST

~ Import workflow w Filter workflows.

Bacterial Genomes
Assemibly, variant calling, and annatotion of bocterial ganomes.

s denove e olignmens  » mosdepsh =]

ARV-QC

ARV plasmid quality controd workdiow.,

®aav  ® genetheragy  ® quality connal

Artic
Aun the ARTIC SARS-CoV-2 an

MIndON, Gricl

®son-cow-z e covid e oric

Cas-9

Summarise the results of Cos? anrichment sequencing

= quaiity contral
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