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Cluster Generation

2. Amplify sample

Bridge Amplification
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Cluster Generation
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Dual Index Sequencing
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Dual Index Sequencini‘

1. Read 175A4~N—D)\A T

[ SBS Sequencing Primer Hybridization ]




Dual Index Sequencini‘

1. Read 175A4~<X—®D/)\14JY
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[ Sequence (Cycle 1) ]
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Dual Index Sequencini‘

1. Read 175A4~<X—®D/)\14JY
2. Read 1D —4 > ARt

[ Sequence (Cycle 1) ]
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Dual Index Sequencini‘

1. Read 175A4~<X—®D/)\14JY
2. Read 1D —4 > ARt
3. Index 1ERHFDBETSA~<—DI\A TV

- E [ Index 1 Seq Primer Hybridization
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Read 17S54A~N—D/\AJL)

Read 1D>—4o > ARG

ndex 1ZAHFORBTSA~N—D/\A TV
ndex 1DFEH+ELD

Dual Index Sequencini‘
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Index 1 read — 8 cycles ]
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Dual Index Sequencini‘
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ndex 1DFEH+ELD

Wb

NI




akrownpE
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Index 2M5EA+ER D £

Index 2M5EHELD

Dual Index SequencinciJ

Index 2 index read
8 cycles

7 dark cycles

§ i

P5 grafting primer J

J.

~
i




Dual Index Sequencingi‘
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Dual Index Sequencingi‘

Linearization
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Dual Index Sequencingi‘
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Dual Index Sequencingl‘
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Technology Spotlight : 1 ILEF—H5 2V XATH/ AD—
— Pub. No. 770-2013-J001 20MAR2013

— http://jp.illumina.com/content/dam/illumina-
marketing/apac/japan/documents/pdf/technote illumina seguencing techno

logy-].pdf
Technology Spotlight : 1 L2 F2®8ESBS —4 VAT / AY—

— Pub. No. 770-2013-J054 10APR2014

— http://jp.illumina.com/content/dam/illumina-
marketing/apac/japan/documents/pdf/technote two-channel sbs.pdf
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Paired End Sequencing l‘ ]

Reference This is really the best way to do sequencing

Single-reads  Thisis

IS really
really the
the best
sequencing
Paired-reads  This is (----100 characters------- ) sequencing

PEIITUNEBICRD *Sip Overview
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Read Name: SRRO03094. 10299552
Poation: 37613635

Read Length: 51 »
Mate Position: *: 0

TIR  RE
(Read depth)
EJ =P
ALy D
(Fold coverage)

VANAIRY
(Coverage uniformity)
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WEM  Whole genome sequencing  TruSeq PCR EEMH 30x
Free
Whole genome sequencing Nextera XT LEEN 40x
de novo Assembly Nextera 7/ LBRFIIRE  60x
MatePair
E k Whole genome sequencing TruSeq PCR e & 30x
Free
Exome Sequencing Nextera Rapid ATEAR & 100x
Capture
Amplicon Sequencing TruSeq Custom A FEHIEER 30x
Amplicon
Amplicon Sequencing TruSeq Custom AL E 500x
Amplicon (7 LILEEE 5%)

https://genohub.com/recommended-sequencing-coverage-by-application/
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MiSeq

EnL s\ TILE
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HiSeq

BTEHHTILE

150bp x2 = 4.5Gb

NextSeq 150bp x2 = 120Gb

100bp x2 = 50Gb/lane

AIL—T v + (bp)

2=y k4 X (bp)

Human = 3.3Gb

Ecoli = 4.6Mb
Exome Capture = 37Mb

X

h\Ly o

Enfzi+)—F%
BERHEMN?

% 4,500,000,000 = 19

4,600,000 x 50
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QA7

QAR O7 (Quality Score) Q30
_ —15THELNE)—FDOQR
= Phred scale
a7 Z i85t
AR ONT-IEEIMEEINTH S ~ Q30UULEDEEEERBZ LT,
ﬁE& FUDRBEEHE
Q00000000-A891R All Lanes Both Surf. All Reads All Cycle
18005
Phred | % Error Error DFE®E -}
Score |
Q10 10% Tin 10 g — 1200}
Q20 1% 1in 100 |
= 800}
Q30 0.1% 1in 1,000 = sool
Q40 0.01% 11n 10,000 E'
10 20 30 40
Q Score
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» An Introduction to Next-Generation Sequencing Technology
http://www.illumina.com/content/dam/illumina-
marketing/documents/products/illumina sequencing introduction.pdf

» Next-Generation Sequencing Systems
http://www.illumina.com/content/dam/illumina-
marketing/documents/products/brochures/nqgs-buyers-quide.pdf
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