CekBeHnpoBaHue

lon Chip. TexHonorna CMOS 1 yCTpPOMNCTBO Yuna ang
CeKBeHUpoBaHUS.

[logrotoBka obpasua 1 ymna K CEKBEHMPOBAHUIO, CO34aHNe
nnaHa 3anycka npubopa, nosiydeHne gaHHbIX.

Personal Genome Machine™ (lon PGM ™). XapakTepucTuku
npubopa. BapuaHTbl Ymnos.

lon Proton ™. Xapaktepuctuku npundopa. Yumn Pl n ero
BO3MOXHOCTMN.

«AreHTCTBO XM3KCNepT»

XUMBKCNEPT



lon Chip




TexHonornsa

oea: cekBeHMpoBaHUE CUHTE30OM
C QNIEKTPOXMMUNYECKOU AeTeKUMEN CUHTESA

Kaxgaa peakunsa MMeeT cBOW CEHCOP

Bcé opraHn3oBaHO Ha 4Yune ¢ 6onbLINM
KONM4YeCcTBOM napansesisHo
PaCMoNOXXEHHbIX CEHCOPOB

B ocHOBe 4unne TeXHOMornsa NoCTPoeHns
9NEKTPOHHbLIX cXxeM CMOS (complementary
metal-oxide-semiconductor)

JPI

™

"




TexHonornsa

CMOS — KMOI'1, komnnemeHTapHasi CTPYKTYP
METannN-oKkCcna-nonynpoBOaHUK

NopasnstoLlee 60MNbLLUNHCTBO COBPEMEHHbIY
NTOrMYecKnX MUKPOCXeM, B TOM YUCTIE,
NpPoLLEecCopPOB, NCMOMb3YIT CXEMOTEXHUKY

KMOI l J §

"

Mukpocxembl KMOIM n3BecTHbI C 60-X T.T. ™

Mwukpocxembl KMOIT CTOAT B 3N1EKTPOHHbIX i
Yyacax U KaribKynsaropax. Aﬂ —Q




TexHonornsa

» NMonynpoBoAHUKOBOE CeKBEHUpPOBaHNE —

perncrtpaumnga fnokarnbHoOro usmeHeHus pH Ha
NonynpoBOAHNUKOBOM MUKpO4MNe nNpu nocriegoBaTesfisHOM
yaANMHEHUN ONUroHykneoTnaHoun 3atpaskun IHK-nonnvepason

Primer

ion torrent
bxAOXO+= <ﬂ ’e’o’o.o.e'e’o'e

3\ 5

by ,éi{é technologies”

Template




Kak paboTaeT MOHOYYBCTBUTENLHbIN
NoneBon TPaH3UCTop?




Kak ycTpoeH lon Chip?

Chip 3 D Cross Section Wafer Chip

Semiconductor Design Semiconductor Manufacturing Semiconductor Packaging

Chip Sensor array

Sensor interface and readout circuitry

Column receiver Sample-and-hold and mux  Column select register




lon Chip: MmacwuTabupoBaHune

A B
Chip  Sensors

314 1.2 M
(1.5 M)

316

318

Proton| 154 M
(165 M)



lon Chip: MmacwuTabupoBaHune

3-Series Signal Proton PI Signal Proton PII Signal

Nucleotide Incorporatiol Nucleotide Incorporation Signal

A

B

RIR|RIRN

11M wells (318) 165M wells (PI) 660M wells (PII)

X
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3arpyska Ha 4umn

Centrifuge
adapter bucket




LieHTpudoyrmpoBaTb Ynn «BBEPX
Horamu» ans yganeHuns octaTKoB
XNOKOCTU

Simplified lon PGM™ Chip Loading with the lon PGM™ Weighted Chip Bucket
Publication Number MANO0OQ7517 Revision 1.0

11



3arpyska
peakyMoOHHOM
CMECU B 4u.

[log yrnom 90°

Simplified lon PGM™ Chip Loading

with the lon PGM™ Weighted Chip

Bucket

Publication Number MANQ0Q7517

Revision 1.0 12



Ynanutb U3NULLIKUN XKWOKOCTU C Yuna
[log yrnom 45°

k._-._

Simplified lon PGM™ Chip Loading with the lon PGM™ Weighted Chip Bucket
Publication Number MANO0OQ7517 Revision 1.0

13



lon 316™ Chip:

lon 318™ Chip:

BHewHun Bua 4mnos.: lon 316 ™ n lon 318 ™

3arpy304Hbii
0opT

14



KnoyeBble npenmyLlecTsa TEXHONOMM lon Torrent

* [lpmeHeHne HemoanPNUNPOBAHHbIX
HYKNeoTUO0B

* He TpebyeTcsa AOPOroCTOALLNX U
CKOPOMNOPTALLMXCA PryopeCLEHTHbIX
peakTBOB

* He TpebyeTca onTU4eCcKnx 4ETEKTOPOB
N NCTOYHMKOB N3MyYeHUS

 KOMNaKTHOCTb noJrtydaemMblX AaHHbIX

X




=% cenoME

W4 SEQUENCING

Personal Genome
Machine™



TexHundyeckmne
XapaKTepUCTUKA
cuctembl lon PGM ™

,D,J'II/ITeJ'IbHOCTb 3anycka

[Mpon3BoanTENbHOCTL®

Kon-Bo

TposTeHY

lon 314™ A

Uun v?2 ' 2.3 vaca 3.7 4aca
lon 316™ [5%

Uun v2 o 3 4aca 4.9 vyaca
lon 318™

Uun v?2 4.4 yaca 7.3 4aca

30-50 Mb 60-100 Mb
600 Mb — 1

300-600 Mb Gb
600 Mb -1 Gb 1.2-2 Gb

400-550 TbIC.

2-3 MIH.

4-5.5 mnH.



Touchscreen 3kpaH

3aXXum ymna

3a3eMJ'|eHme—r ==

Bkntoyenn —o— g __ Cnus
e = * -

Wash 2
Peaktus
bl Wash 3

Wash 1



CekBeHaTtop lon PGM (Personal Genome Machine)




CekBeHupoBaHune Ha lon PGM

MpurotoBneHne
oubnunoreku

MNMpuroroBneHue
MaTpuLbl

/? OTXur npanmepa

CBasbiBaHue MaTpulbl C nonumepa3017|

AHanus
AaHHbIX

CeBeHMpoBaHue i

3arpys3ka Ha uun

3anyck nporoHa

BB 0

e S S’ S’




3arpyska HOBOro 4una B npudop

BaxHo: paboma 6e3
nepyamok?

AneKkTpocTaTUYeCKN paspsi MOXET NMPUBECTU K NPoboto 3aTBopa
TpaH3MCTOPa Ha YMne 1 BbIXoOQy MUKPOCXEMbI N3 CTPOSI.

21



torrent browser Member Name Password

o

Monitor

= Co3gaHue nnaHa 3anycka (paHa)

1. Bontu B Torrent Browser BaLlero cepaepa (Torrent Server), NOAKMOYEHHOIO
K cekBeHaTopy lon PGM™,
2. [nsa co3pganusa Planned Run BonTK B Plan. Co3gaTtb nnaH paHa.

22



YnpaBrieHne npubopom 4yepes CEHCOPHbLIN AKpaH




CekBeHMpoBaHMeE: NogaeTca “noTok oykB”

4 dNTPs 5

I | g
I
Template 4

MMMMMMMMMM



CekBeHnpoBaHue: nogaeTca “rnoTtok Oyks”

* “TMoTok” (“flow”) — aTO NponyckaHne ogHoro 3 aHT (T, A, Cunu G)
Yyepes Ynn c nocrenyoLlnm aTanomM NPoOMbIBKA

* [lopagok nponyckanma gHT® nosTopsaeTcs:
— ‘TACGTACGTCTGAGCATCGATCGATGTACAGC’

@@@@@@@@@@@@)}@@@@@@@@

.. UT.A.

Linkn 1 Linkn 2 Linkn 3

5’-Sequencing Primer-3’

3'-ccATCTCATCCCTGCGTGTCTccGAC AGTCAAGCGTCCCATG ...==—fon Sphere™
Particle

CIGICXC,

Adaptator A " Key Seq " Sequence of Interrest P1 seq

Linkn 1



CekBeHnpoBaHue: nogaeTca “rnoTtok Oyks”

* “TMoTok” (“flow”) — aTO NponyckaHne ogHoro 3 aHT (T, A, Cunu G)
Yyepes Ynn c nocrenyoLlnm aTanomM NPoOMbIBKA

* [lopagok nponyckanma gHT® nosTopsaeTcs:
— ‘TACGTACGTCTGAGCATCGATCGATGTACAGC’

@@@@@@@@@@@@)}@@@@@@@@

5’-Sequencing Primer-3’

3’-CCATCTCATCCCTGCGTGTCTCCGAC

.. UT.A.

Linkn 1 Linkn 2 Linkn 3

=
AGTCAAGCGTCCCATG ....—4lon Sphere™

Particle

CIGICXC,

Adaptator A " Key Seq " Sequence of Interrest P1 seq

Linkn 2



CekBeHnpoBaHue: nogaeTca “rnoTtok Oyks”

* “TMoTok” (“flow”) — aTO NponyckaHne ogHoro 3 aHT (T, A, Cunu G)
Yyepes Ynn c nocrenyoLlnm aTanomM NPoOMbIBKA

* [lopagok nponyckanma gHT® nosTopsaeTcs:
— ‘TACGTACGTCTGAGCATCGATCGATGTACAGC’

@@@@@@@@@@@@)}@@@@@@@@

5’-Sequencing Primer-3’

3’-CCATCTCATCCCTGCGTGTCTCCGAC

.. UT.A.

Linkn 1 Linkn 2 Linkn 3

=
AGTCAAGCGTCCCATG ....—4lon Sphere™

Particle

@00

Adaptator A " Key Seq " Sequence of Interrest P1 seq

Linkn 3



CekBeHnpoBaHue: nogaeTca “rnoTtok Oyks”

* “TMoTok” (“flow”) — aTO NponyckaHne ogHoro 3 aHT (T, A, Cunu G)
Yyepes Ynn c nocrenyoLlnm aTanomM NPoOMbIBKA

* [lopagok nponyckanma gHT® nosTopsaeTcs:
— ‘TACGTACGTCTGAGCATCGATCGATGTACAGC’

@@@@@@@@@@@Q@@@@@@@@

.. nT.O.

Linkn 1 Linkn 2 Linkn 3

5'-Sequencing Primer-3' ORG(QGGGGG’G’(QGG

3’-CCATCTCATCCCTGCGTGTCTCCGACA G TCAAGCGTCCCATAG

Particle

® 0000

Adaptator A " Key Seq " Sequence of Interrest P1 seq

nT.g....



AHann3 gaHHbIX Ha cepBepe
Torrent Server

:

*'||| tienndlall ; 1| s
T T TR AT P
; (HIATH LU OB LR
CRRERIR I RIS EE LI LIRS LRSS G LR TI IR RS
b ), |

TATTR

0880k 0oy

Torrent Torrent OueHka ka4yecTBa B B nporpamme Cneu,maanble MOAYynn .
Server Browser Torrent suite 0714 pa3HbIX NMPUINoXeHUn



2640 wells

413 M 74

Total Bases Key Signal

2%
ISP Loading

ISP Density

SN1-23-Run_18
Loading Density (Avg ~ 72%)

100 %

90 %

800 50 %
170 %

0 160 %
150 %

400 -
30 %

200 [ 20 %

10 %

0%

2736 wells

[1aHHbIE O
3anycke



3,172,273
Total Reads

70%
Usable Reads

ISP Summary

72% RIEEELIN 28%
Loading Empty Wells
1000/0 4;535;527 00/0

Enrichment No Template

81% [ELLIIPEP 19%
Clonal Polyclonal

1% Test Fragments
87% ERYPNIE 0% Adapter Dimer

Final Librar 12% Low Quality

[1aHHbIE O
3anycke

Addressable Wells 6,348,218

With ISPs 4539481 71.5%
s 4535527  99.9%
Test Fragment 31,195 00.7%
Library 4,504,332 99.3%
Library ISPs 4,504,332
Filtered: Polyclonal 874,295 19.4%
Filtered: Low Quality 455,551 10.1%
Filtered: Primer Dimer 2,213 00.0%

Final Library ISPs 3,172,273 170.4%

A
1

XUMIOIKCNEPT



130 bp
Mean Read Length

Read Length

Read Length Histogram

150 200 250 300
Read Length

350

[1aHHbIE O
3anycke



All Plugins

(46 Plugins)

Commercial
&5
r—

(5 Plugins)

Genome Resequencing
(4 Plugins)
Microbial Resequencing

(3 Plugins)

RNA-Seq

(8 Plugins)

Variant Detection /
Annotation

(13 Plugins)

ChiP-Seq

|xC26
(1 Plugins)

de novo Assembly

(2 Plugins)

lon Supported

(8 Plugins)

miRNA

E

(0 Plugins)

Targeted Resequencing

®

(9 Plugins)

Visualization

=

(14 Plugins)

Cloud-based Software

(7 Plugins)
Epigenetics
)
o
(2 Plugins)
Metagenomics
(0 Plugins)
Quality Control
(7 Plugins)
Utilities

(22 Plugins)

[lpegycTaHOBNEHH
ble nnaruHbl ang
aHanusa gaHHbIX



bbicTpoe pa3Butne texHororum lon PGM ™ nossongaer
nonyyarb JaHHble, NpeBbILLaoWLne HavyanbHble
cneundomnkaymm

lon 318™ Chip

lon 316 ™ Chip

Sequence Output

lon 314™ Chip

10MD - IR - - - - - - - -~ - - e e e ee—e e e

Read Length: 100bp 200bp 400bp +
Q4:2010 Q2:201 Q4:201 2012
lon PGM™ lon User Total bases
Chip
lon Community 314 mack? 392,020,376

RecogntlON Runs
316 sandrapintocardoso 1,538,390,202

318 cnhservice.ion 2,906,007,128




RUN RECOGNITION LEAGUES
League Total
923 Gb

Ion 314™

Total Bases

Pe3ynbrartbl 3anyckoB Ha Yune lon 318

Ion 316™

v

Ion 318™

*Only Total Bases rankings qualify for run recognition points

0000000000

2,906,007,126

cnservice.ion

2,552,754,781

sivakumarni

2,531,032,693

ajuantony

2,460,076,539

inaba-hiromi

2,431,739,583

inaba-hiromi

2,418,934,609

biotechnology

2,413,864,491

inaba-hiromi

2,314,240,254

inaba-hiromi

2,298,199,223

brendag

2,294,712,408

inaba-hiromi

Ion PI™

=

B EHHEHE 2 HBE M-

Added: 2013-08-15
Run: 2013-08-16

Added: 2013-06-22
Run: 2013-06-22

Added: 2013-07-28
Run: 2013-07-17

Added: 2014-05-20
Run: 2014-05-20

Added: 2014-04-24
Run: 2014-04-24

Added: 2014-09-27
Run: 2014-09-20

Added: 2014-07-24
Run: 2014-07-24

Added: 2014-05-27
Run: 2014-05-27

Added: 2013-07-25
Run: 2013-07-22

Added: 2014-04-253
Run: 2014-04-25

http://ioncommunity.life
technologies.com/comm
unity/programs_and_eve
nts/run_recognition




[1pouTeHna gnmHoun 400bp

* Jlyywne nokasatenn ongs et el e g ot )
de novo cbopkn, no -
CpaBHEHUIO C 2 X 1n =1

* Eo. Wisg
25Obp éO.G T— :150 g
4,@” & & K @g, & @Q, &Q, @Q,

* [NoppepxunBaetca npu

paboTe ¢ ynnamm lon
314, 316 n 318

* De novo Sequencing on lon PGM — Application Note



3Ha4YnTENBbHOE yNy4lleHne Ka4yecTBa
3a 18 mecsLesB...

> 100.0%

O

©

| -

o 99.5%

© Q3:2011

<q§ 05 05 Q3:2012
. 0

% Q1:2011

o

0 98.5%

[0)

al

[0) 98.0%

=

-

©

=S 97.5%

&

S

O 97-0% 1 T L] T T T T 1

0 50 100 150 200 250 300 350 400

Position



TOYHOCTb NPOYTEHUSA

...[Jaxxe bonee 3Ha4ynTenbHOE ANS
CIOXHbIX NMocrnenoBaTernbHOCTEN

100.0%

99.5%

99.0% Q3:2012

98.5%

98.0%

=Q2:2011

97.5%

97.0% Q1:2011

96.5%

96.0%

95.5%

95.0% T T T T )
1 2 3 4 5 6
[nnHa romononnmepHoro y4yacrka



HapgexxHoe cekBeHnpoBaHne MyTaunm
lon AmpliSeq BRCA1/2 Community Panel

BRCAZ: insA (TTGTGAAAAAAAACAGG) K=::)
BRCA1: delTTCA (GCTGACATTCAGAGTGAA) UMC i§/} St Radboud
BRCA1: dup (ATAAAAAAGCAAGAATAT)

BRCA2: delGAGAA (AAAAAGAAGAGAAACTAG)

BRCAZ2: delTTAA ATGAAACAATTAAAAAAGT)

(
BRCA2: G>A (AAGACTAGG>AAAAAAAATTTTC)
BRCAZ2: delGT (ATAAAACTGTAAGTGAAAAAAAT)
BRCA1: G>C (GCAAAAAAGG>CGTAATGGCAAA)
BRCA1: delA (AAAGAAAAAAAAGTACAA)
BRCAZ2: dupA (GGAAAAAAAATACCGAAAGAC)
BRCA1: delAG (TCTTAGAGTGTCCCATC)
BRCAZ2: del4 (TGATAAACAAGCAACCC)
BRCAZ2: delG (TACGTATGGCGTTTCTAA)
BRCA1: del4 (CACATCACTTTAACTAATCTAA)
BRCA1:insC (AGAATCCCCAGGACAGA)
BRCA1:insCC (TGGAGCCAAG>CCAAGAGTAACA)
BRCA1: delCT (GTGTCCAACTCTCTAACCTTGG)
BRCAZ2: delTT (ATTGCATAACTTTTCCTTAA)

(

BRCAZ2: dupl20 20 nucleotides duplication)



BbicokoTo4Hasi nonimmepasa Hi-Q™ ana goctoBepHoOro
BbIABNEHNS UHCEPLUUN U Oeneuunin

* CKPpUHMHI METOOO0M MOJSIEKYNAPHOWN 3BOMNOLUM
6onee 10,000 mytanToB [JHK-nonuvepasobl

* ObHapyxeHo 6onee 10 BbICOKO-TOYHbIX
KaHOnOaToB

* CosgaHue HoBoro pepmeHTa Hi-Q™ nossonuno
CYLLLECTBEHHO CHU3UTb KONMMYECTBO OLLNOOK Npu
BbISIBNEHUN MHCEPLU U Oeneunn

420 bp library
40| _
=
o 0 ;o - \
* TOYHOCTb AN BCEX OCHOBaHUM S 20 / |
Hoeas nonumepasa Hi-Q™ 0dns nonydyeHus 420- . Q30
HYKeomuoOHbIx rpodmeHul Ha lon PGM™
o 100 200 300 400

Base Position

ThermoFisher | Downloqd d.ata today atllon Community
SCIENTIFIC http://ioncommunity.lifetechnologies.com/docs/DOC-8251




lon Proton ™
System



lon Proton ™ System
Cawmbit beicmpbilU MosfTHoO2eHOMHbIU ceK8eHamop

* Runs all lon P-Series chips
(no paid upgrade required)

* Benchtop system containing
state-of-the-art electronics to support
the highest throughput

— Dual 8-core Intel® Xeon® Sandy
Bridge processors

— 128 GB of RAM

— Dual Altera® Stratix V FPGAs

— NVIDIA® Tesla® C2075 GPU

— 11 TB of hybrid (SSD&HDD) storage
— Ubuntu® 11.10 operating system




TexHn4yeckne xapakTepuUCcTUKM CUCTEMbI lon
Proton ™

,D,J'II/ITeJ'IbHOCTb 3anycka [MponsBoanTENbHOCTL® Kon-Bo

TpoNToHY

1.8 yaca 3.4 vyaca [Jo 5 Gb 1010 Gb 70-90 mMnH

lon PI™ I
YUnn .,

g

lon PII™ (7Y
Uun . He 6onee ogHoro AHA o 30 Gb No 60 Gb  200-300 mnH
J

-



Yun lon PI™ ang
9K30MOB U TPAHCKPUNTOMOB;
Yun lon PII™ ang uenbiXx reHOMOB

p

lon PI™ Chip lon PII™ Chip

165 M nyHoK 660 M nyHok

Mo 10 Gb [[eHoOM 4yenoBeka ¢ 20X

NMPOYTEHNEM

240-320M
70-90M OTPUNBTPOBAHHbIX

OTPUNBTPOBAHHbIX NPOYTEHUN

NMPOYTEHUN
P 4-8 3K30MOB

1-2 3k3oma 4-16 TPaHCKPMNTOMOB

1-4 TpaHcKkpuntToma

The content provided herein may relate to products that have not been officially released and is subject to change without notice



RUN RECOGNITION LEAGUES

Ion 314™ Ion 316™

Total Bases

v

RUN RECOGNITION LEAGUES

Ion 318™ Ion PI™

*Only Total Bases rankings qualify for run recognition points

0000000000

20,573,877,042

richard.allcock

20,188,674,746

richard.allcock

19,454,437,130

amisel

19,420,792,934

richard.allcock

19,225,981,604

moonsrsr

19,046,449,295

aikow

18,958,764,759

richard.allcock

18,870,720,047

richard.allcock

18,682,624,903

kyap

18,568,455,554

vanhar

DNA
Link

Ly - R
ks s ¥
'd

League Total
5,222 Gb

Added: 2012-08-25
Run: 2013-08-29

Added: 2014-05-22
Run: 2014-05-22

Added: 2014-08-14
Run: 2014-08-10

Added: 2014-03-06
Run: 2014-03-06

Added: 2012-07-28
Run: 2013-07-25

Added: 2014-03-20
Run: 2014-03-18

Added: 2014-03-20
Run: 2014-03-20

Added: 2014-02-26
Run: 2014-02-25

22

Added: 2014-02
Run: 2014-02-2

Added: 2014-04-04
Run: 2014-04-03

http://ioncommunity.lifetechnologies.com/community/p
rograms_and_events/run_recognition

Pesynbrathl
3arnycKkoB
Ha 4Ymne PI™



>200 bp
10-15 Gbp
70-80*10°



YUwnn PII

p w

B

T

LT

PCL#120726011 W#2051711A-15C Die Edge (BOE) PCL#121202002 W#2110504-23C Die Center (FIB/BOE)

DF-S4800 5.0kV 2.7mm x10.0k SEU) 7/2812012° = ' ' LD-54800 5.0k 2.5mm x10.0k SE(U) 12/3/2012 5.00um

Pl 1.68 um pitch PIl 0.84um pitch
165 M 660 M
CEHCOpOB CEHCOpOB

X

XUMIOIKCNEPT



MacLitabupyemocTb
10,000-kpamHas om lon 314™ g lon PIII™

TPaHCKPUMNTOM
Manble reHombl naHernv reHoB leHom YenoBeka
3K30M
0 I | e S -- m‘ - -
‘ lon PIII™
L
lon PII™
T
5 10G --
o
®
™
n
|_
O
2
5 1G -
=
(O]
|_
s
(=)
o
Q
< O
o 2 100M - -~
[oX
®
C o
10M

-

| 31 OT 1.2 MJTH CEHCOPOB. ......cvennnennn. K 1.2 Mnp4 ceHcopoB X
on

The content provided herein may relate to products that have not been officially released and is subject to change without notice



CepBep lon Reporter™

Simple push-button informatics enables any lab to do next generation
sequencing

= HIPAA compatible

= Combined hardware / software solution
= Data remains on site — greater control

= Faster uploads

= Unlimited users / analyses

= Support for up to 4 PGMs / Protons

Hardware specs
Dual 8-core 2.9 GHz CPUs
128 GB RAM
2x NVDIA Tesla GPUs
20TB of usable storage
Ubuntu 10.04




Uun lon PII™: Buoeo kamepa Ha 660 meranukceneun

[1o cpaBHeHUO ¢ Ymnom Pl ™:

* B 4x pasa bonbLie
TPaH3UCTOPOB ANs1 YBENTMYEHUS
NpPOn3BOANTENBHOCTU

« B gBa pasa bonbLluasi CKopoCTb
nepegavn AaHHbIX Ans
YCKOPEHUA aHanusa

» bonee BbICOKOE COOTHOLLEHNE
curHan/wym

The content provided herein may relate to products that have not been officially released and is subject to change without notice



MacltabnpyemocTb NIYHOK Yymna — OT MUTOXOHOPUN
K BUpycam

[ -
Pl lon Proton — PII
'er

lon Proton — PI




CoTpyaHM4YecTBO BHYTPU KoMnaHuu: Life
Technologies/Dynal™

Mukpocdepbl

» [NapTHepcTBO B R&D € HOABPA (450 Hm)

2010

Ry
 ONTMMM3aLUs MPOM3BOACTBA U1 g ’-;‘f‘ (W,
KOHTPOIb pa3mepa &=

S B

(BOCNPOW3BOAMMOCTb 20 HM) "5 e \ P f
b

» KntoyeBble acnekTbl: ,} S i tu’

_ . £yl

YMeHbLUeHWe aare3nm '& o 1 ~,a '.,"

— YnyJlwieHne 3arpy3ku yuna



CekBeHnpoBaHue doparMeHTHON BMDONMOTEKN HA Yunne
lon PII™

100 %

G32-524-r56369 0% Consensus Key 1-Mer - Library Ave. Peak = 134

Loading Density (Avg ~ 87%)
140 -
80 % 130}
700 120 B [\
70 % 110+ [\ (A
600 100+ b ‘ \
o 90| §
» 500 60 % w 80| “ \ '
T S 70r | \ | \
= 400 i v il 50 % 3 60 | 4 “ \
S R <] 50 | i ‘, "
o - 40+ ‘ [ .
300 ‘ : ‘
40 % ok
200 20| |
30 % 10 )
100 | i 0 ; : ; :
' 20 % E
A . :
200 400 600 800 FI
1200 wells 10 % ows
119b 120 b 119b
P P P 0%
Mean Median Mode

» 125 nH doparmeHTHaa 6ubnuoTteka, reHom
YyesrioBeka

* 371 M NpoYTEHNI (SKCTpanonauma ¢ 0gHOro
KBagpaHTa)

Read Length

0 50 100 150 200
Read Length



Pe3ynbraTbl CEKBEHMPOBAHUSA TPAHCKPMNTOMA Ha Yune
lon PI|™

100 %

DB8--570--R553B63-0201 L9650 _4x-jk
Loading Density (Avg — 89%)
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