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Long-read sequencing for non-small-cell lung
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Aberrant splicing isoforms detected by full-
length transcriptome sequencing as
transcripts of potential neoantigens in non-
small cell lung cancer
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Requiring amount of DNA: 10- 50 ng




KRR — o H—
(L 3—k)—F)

!i

- sessocaoco

( |
J I

:: - sl wivS
- = 1) PCR =

150bp § l

|

5 25

cocoo0ncOocO0O

se00c000C0COCOCOORES
oococC

(T

——

L Tl :

seosssee

EmoooseRD
EBEe90C000

i
JA—tJ/LE
HAS Sequencing by synthesis (SBS;%)

== P4
5o

Nl

€9€00200000600

.
q

[«]
D
:
Kl
U '
\ A " ' ®
ey --,’ ,:‘_ . @ --’>
O \C 45y E
- W ‘(—3 = $
L3 7Javy &
A A
A A :
- £ ]
&» &P :
- IRYSNT: = -
. -V~ '
AN
o= 4C :
'
-

G
JOvokkEC

'
- '

i C I

RO ESEINTPELY 1A H

'nd
©

)

efﬂ\"‘ ™
Y GY G
WA

0900000000000




nawture

Y4z XM P
HRBURS ~ BB 10xAo « My Naturearsia VAT T tl‘?%ja?j—ﬁ/-ha)ﬁmbtyﬁié

“Howsare-pastnerships
- <itheo 2
f"."f[‘“'lg,’?'c‘}!?‘ th‘c ‘gTobe .

Nobwe Japan Netwo 9151 R ) Vol 12No. 2  Nows fS¥73) Y JOESICEN

IN FOCUS I:Im

550 7o nesscnt Platinum’ genome shapes up

Disease sites targeted in assembly of more-complete version of the human genome sequence.
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Read

MET /) Lo—DOT R 13

Number of reads 12,394,985 920,828,388
Max length (bp) 796,770 (150 x2)
Average length 7,212 (150 x2)

% mapped 78 97

Total read length 86,316,187,095 58,933,016,834

X Depth 52.90
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De novo assembling
(HGC R/\3 250GBAE!)/5CPU/2 ~ 3B &)

(D. PromethlONEL 5l Z {8 > Twtdbg2 &wtpoa-cns Tlst contig
“ER

. PromethlONEL 4% {8 > Tminimap2 T1st contiglZ E&VU
R1)w 3, Wtpoa-cnsT2nd contig? 4 Ak,

. Z{E->Thwa mem DPBHLrgap NFJL
T4—T2nd contiglZ< YT 7R1) v 1% 1Tl \wtpoa-cns T3rd
contigZ & ik

@. 7z {5 T bwa mem (default parameter)C3rd
contlgl VIR 1% Tl \wtpoa-cns T4th contigZ & X
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MEDIHRT /LT ET)
| ARsUCDL2 (1sample) | WGDB_denovo (64 sample)

Assembly GCA_002263795.2 WG_1
Constructer USDA ARS University of Tokyo
Genome coverage 80.0x 85.74x (F 1)

2,715,853,792
(chr1-29, X: 2,628,411,261)

Total assembly gap length 28,162bp (30Kbp55) 9.5Mbp (H#E5E) (chri~chr29)
TEATHEBICMA ., BLEBIERIZE

Total sequence length 2,548,196,231

Gaps between scaffolds 0 BAMFFIRE DX vy T b3
Number of contigs 2,597 5,531

Contig N50 25,896,116 10,454,269

Contig L50 32 93

SNP (LEEZH!) - 15,934,570

indel - 12,916 ~ 19,910

Other SV (& ZHY) - 344~ 1,477
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Novaseq6000
L asucotz | ] @x

Hread¥ 50,961,865 12947 )L

BEEIN~ADIVEYT (%) 97% 129 T IL DT
EYBRERETFE (EEAFA—B) 11,845 129927 ILOFH

BHBEFH (EBAM—) 27,874 12942 7)L, ARS-UCD1.2(34,256: 815 F)

MinION
[ amsuemrz | | o@mE |

#read¥ 2,028,224 229 7))L
E#readf 1,397bp 229 TIILDFH
B Kread& IMbp 22H2TL
SHEENADTIELYT (%) 78% 2L TILDFY

EHREBEFR (BEAE—H) 8631 122HUTILOFEH
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' s prime UTR variant

Jl splice donor variant
[] start retained variant J| splice acceptor variant

N intron variant

[] start lost

l intergenic variant ‘ E] synonymous variant
[l upstream gene variant | | [] missense variant

| ] inframe insertion

' | inframe deletion

' [ stop gained

| |l frameshift variant
B coding sequence variant|

stop_gained 39,229
stop_lost 1,198
start_lost 1,898
missense_variant 698,961
stop_retained_variant 390
synonymous_variant 596,052
coding_sequence_variant 110
splice_acceptor_variant 8,985
splice_donor_variant 6,331
splice_region_variant 173,839
mature_miRNA_variant 220
5_prime_UTR_variant 437,651
3_prime_UTR_variant 1,236,421
non_coding_transcript_exon_variant 697,336
intron_variant 9843047
non_coding_transcript_variant 13,089,990
upstream_gene_variant 9,470,836
downstream_gene_variant 9,470,933

intergenic_variant 17,383,561

*

*
*
*
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*
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l stop lost
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DNA methylation analysis of PromethlON

& .Direct Methylation Sequencing
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{NANOPORE

Technology

Introduction to O
nanopore sensing

The GridiON™ system (O

>10M reads/chip

S1000/chip

MIinlION™ Access Programme

Status update 14th February 2014: Oxford Nanopore has started to issue invitations to a number of applicants to take part in the first
part of the MinlON Access Programme (MAP). Applicants should receive an email within the next few days, either inviting the applicant to

review some information and register for the MAP, or notifying the applicant that we are unable to invite them into the first wave of
participants.

l:d and although we can notinclude every applicant in the first part of the programme,
me progresses. We understand if you wish to withdraw your application at any time.
jes than they applied for; this has been done so that we can maximise the number of
5 the broadest range of projects.

FIMINnION

No initial cost needed
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Pint-sized DNA sequencer
impresses first users [

Portable device offers on-the-spot data to fight dlsease catalo gue species and more.
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GMA-> Naturally-Occuring
“Better” Plant
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2 z . Genome characterization of
Comparative Analysis Between Traditional Soil-borne wheat mosaic
Fertilizers & MicrobeBio® virus variants




S bbb /INEE, FEEA
~ B[R EE/FRREBRF ORI
 %¥  i ‘HI

T YA TEE

(AY FTOELIZT)

mik, =EFE, L& K- - -


https://londoncallingconf.co.uk/lc18/venue#image31971864
https://londoncallingconf.co.uk/lc18/venue#image31971864
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