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MiniSeq High Output Kit (75 Cycles) FC-420-1001 144,000H
MiniSeq High Output Kit (150 Cycles) FC-420-1002 169,000H
MiniSeq High Output Kit (300 Cycles) FC-420-1003 270,000H
MiniSeq Mid Output Kit (300 Cycles) FC-420-1004 99,000H
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Local Run Manager
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Local Run Manager
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' Local Run Manager =
« C # [ localhost#/hame

i Apes For quick sccess, place your bookmarics here on the boobmarks bae. [mport boolomarks now..

Local Run Manacer

Raady In Frograss Compiete Todal -&-'"F.l“'.':?l" oS

Amphcon
A Enrichment
GeneraleFASTO
RUN HAME ! ID MODULE STATUS LAST MODIFIED =
Ftr_’"sc'_-l]l,lr_'nol‘:;_:
Small RMA
._.;li.‘_:n':lq}::l RMA

HOOMWL_TargetedRNA_ELMA_Poold ARGETED HHA

160111_ML-PI-14_0059 AHOCNNY

2016-01-11

Analyses Compleiod

HOOGS2_ PoolT_TruSightTumor AN ICON

16008 ML-P2-14 0058 AMDOGS

HODKNK,_PoolT_TruSightTumor AMPLICON

16010:5_ML-P2-14_0055_AHIOKN

TruSeq_Amplicon_Lowinput_Po AMPLICON
151220_ML-P2-14_0051_ATruSe

TruSight_Enrichment_Poalx MA, EMEIRC MW

151296_ML-P2-14_00d8_ATHsSi Analysss Compigtad

o Showing 1-5 of & | Active Rung =
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Create Run ramceren e - i
7?% DAA = TE
» Run Hame® | Run D‘itﬂpllbn

Run Settings :/_/7'\/10)%14516-%&7?

Library Prep Wit TruSeq Targeted RMA Expression Read Type® =1 Single Read Paired End

Index Reads® 4] 1 & 2 » READ 1 INDEX 1 INDEX 2 READ 2
Read Lengths® 51 6 8 =
Cusiom Primers Read 1 Index 1 Index 2

Module-Specific Settings —F /\Z7 a— l/

O o module-specific seflings available for the salected Library Prep KL

Show advanced madule seflings

A Remember o upload the manifests. Rin cannol be saved unlil mandesis are uplodded
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' Loscal Run Manager »
Lz C [ localhost/#/runupload/Targeted RNAWorkflow ¥ =
2 Appr  Forquick scoess, place your bookmarks here on the bookmarks bar, [mport bookmarks now,.
Ingex Reads: 30 2 -1 w 2 READ 1 INDEX 1 INDEX # READ 2 =
Read Lengths® g1 & 8
Cuslom Primers Fead 1 index 1 Index 2

Module-Specific Settings

@  No module-speciic settings availabie for the selected Library Prep Ka

Show advanced module setlings

O RTEHYUTIVIRHREAN Tempiate | Expon

SAMPLE ID" SAMPLE MAME® | SAMPLE DESCRIPTION IMDEX 1 (I7)" INDEX 2 (15)° MANIFEST GENE NORMALIZATION

Libwary_1 Samphe_A ..ﬁ._brl:-bgltal_u:plrca'.c R7O01 | as0 TruSeq CRT Manifest o
i TCOOZBTSE-CRT b

Lewary_2 | sampie_a | A_viclogical_replicate | R702 | As0z | TruSeq CRT Manifest | | %
Fl TCOO2ETS6-CRT 1

Libvary_3 Sample_B .B_brulugltal_a‘rplrca'.e | R7oa | 503 TruSeq CRT Manifest =
3 TCOOZETSE-CRT

Livrary_4 | sampie_B |B_wiological_replicate | R704 [as04 Truseq GRT Manifest [ x
4 TCOOZETSE-CRT i

n 3 Rows

Pyt d )
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MiniSeq Control Software

LR ML-P2-10

i

S Dtyk
7y I EitA

Welcome to MiniSeq

Sequence

Perform wash
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MiniSeq Control Software
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HoF I —RDEIR

B8 ML-P2-10 | admin ‘E ‘ m
P -'t:l-,l .".:5-. é.:::l..l

( 13 ()
"l WA WA

LogIn Select Run L;éd Run‘getup Check Seq:;ence
@ Select a run from the list of runs from Local Run Manager. Select Next to show run details.
Q Search for Run Name
Created by ——
Targeted_RNA_160119 Date
t Read 1 Index 1 Index 2 Read 2

FURHEER

Run Description ——

|

»

Next =p
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MiniSeq Control Software Ho7Ly—tnREHER

LB ML-P2-10 | admin ‘EE \ | ‘ Z \

S = ey
( 1t 3 ) 14 I
A" ) 2] L&)

LogIn Select Run Load Run Setup Check Sequence

@ Select a run from the list of runs from Local Run Manager. Select Next to show run details.

Q Search for Run Name E *R Lz T: 5 y % 14:

Created by Admin User

Date 1/13/2016

Targeted_RNA_160119

Run Description

-
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ER ML-P2-10 | admin

F=gea

© © o
LogIn Select Run Load Run Setup Check Sequence
@ Load the flow cell and reagent cartridge, and empty the spent reagents bottle. Select Next.
Flow Cell
000HOOMYT

v Flow cell clamp

+/ Flow cell door

Reagent

€ Reagent cartridge
v Spent reagents

v/ Reagent door

HEOLYRTYTRR

ES
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SURDY—RRREET=SYY

2 mir210 S —r U ADEATRIEERT omerr2 ||| | )

Menoﬂm | Index 1 | PE | Index2| Read 2: Cycle 0 of 151 | Wash )

Run name: HOOCH3_PoolA1_NexteraXT_1.8pM

6000f A= Cluster density
v VJ\%\ = 199K/mm2
2 5000+ e
v
o Clusters passing filter
4000F m—‘—/\‘/—w—_—%;—_‘ 88.5%
2
[T}
— 1 | § 3000+ . .
E Estimated yield
2000} 9.3Gb
== ~ » —
Z VI FIVBEEERT
5 1000 Flow Cell
k= 000HOOCH3
i T 1 : T — Reagent
10 20 30 Cycle a0 50 60 70 ML2005021-REAGT
Completion On ( I;I
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MiniSeqDF7 7 )r—ay

ERRH AAGHIRZE R
Fo)aAvo—F R Fo)aAvo—F R
064> 7))L+ | 2 B4 84T | 2 B RS
TruSeq Custom Amplicon Low Input TruSight Tumor 15
R, IR AR BEEEFORM ., ZRRBH
22—y RNA 2—7yERNA
3844271 | 1.58m8 8427 | 4 8R4
TruSeq Targeted RNA TruSight RNA Pan-Cancer

small RNA—4 2 X

5427 | 1.587
TruSeq Small RNA

007 T DIBE ,
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MiniSeq 7—4270—
TruSeq Custom Amplicon Low Input

BaseSpace’

or
Local Run Manager

TruSeq Amplicon

3HH

54751 —ERH =R T—3E M
6 B 24 BFfE 2 BFfE
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BaseSpace TruSeq Amplicon Sy £#ny<)—

BaseSpace’ @ AT - m . ' illumina

< of Horizon samples and NA12878) | ﬁ TruSeq Amplicon Horizon samples
hd ﬁ
. . Wiew Trash
Lownload Analysis
1 Analysis Info Aggregate Summary
a Inputs
—
= Amplicon Summary 7\ I —
|=] Output Files ' pric = = J
Fead Leve i o
|I|| Analysis Reports Sample * Sample Name Total Aligned Reads (R1/R2) Percent Aligned Reads (R1/R2) Overall Aligned Reads :
Summary I HD701-rep2 1,752,951 / 1,763,108 93.59% /94.13% 93.86% @
HD701-rep4
HD701-rep4 1,736,843 / 1,746,096 94.17% / 94.67% 94.42%
HD701-rep3
[ HD200-rep4 2,177,036 / 2,197,990 91.50% / 92.38% 91.94%
HD200-rep4 HD200-rep3 2,035,933 / 2,054,105 93.53% / 94.37% 93.95%
HD200-rep2 HD200-repl 2,221,159 / 2,238,305 92.41% /93.12% 92.77%
HD200-repl
HD701-repl 2,208,827 /2,223,237 94.42% / 95.03% 94.72%
HD701-repZ
HD200-rep2 1,950,528 / 1,963,673 93.33% / 93.96% 93.65%
HD200-rep3
HD701-rep3 1,912,418 / 1,926,364 93.35% / 94.03% 93.69%
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BaseSpace TruSeqg Amplicon H 7 ILDH<)—

BaseSpace' = A E& | @ Gl ) Stephencross v illuming

< Mini rusSe stom Amplicon Low Input (replicates of Horizon samples and NA12878) . @ TruSeq Amplicon Horizon samples
1‘
b R View Trash A
JOWNLOSO Analysis
1 Analysis Info Results for Sample HD707-rep

E Inputs

S BREYTILDOHT)—

Amplicon Surmmary 1

il Analysis Reports
Number of Amplicon Reglons Total Length of Amplicon Regions

Summary

HD701-rep4 212 36,024 bp

HD701-rep3

HD200-rep4

Read Total Aligned Reads Percent Aligned Reads
HD200-rep2

1s 2,208,827 94.43%
HD200-repl

] 2,223 237 95.03%

HD7D1-rep2

HD200-rep3
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BaseSpace TruSeq Amplicon  H/\LyPDERFR

~  illumina

Public Data
€ MiniSeq: TruSeq Custom Amplicon Low Input (replicates of Horizon sarmSeeiseesey 72 78) ﬁTrLlSeq Amplicon Horizon samples

1 Info
Coverage Summary 1
EI Inputs (LT _19.; SILIMIMIEny
=k
e Amplicon Mean Coverage Uniformity of Coverage
204285 92.92%
il Ans
Summary
|5} Export [C5V)
IIIIIIIIIII ™ ' L, " . - -t Y %aee o -
ol BT L S AR P e e i e (B ws
s - > b 8 i s
a -
. L
g
fi]
Regio

7oFT)arDEYH/LYP(E20,000
EHINLYDD20%EL T DT T ) AV IEFTRER
1000H/ ALY RLTO T ) AV d34
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BaseSpace TruSeq Amplicon #HULEZEDO®RH

BaseSpace’ ; illumina

Dashboard

< MiniSeq: TruSeq Custom Amplicon Low Input (replicates of Horizon samples and NA12878) @ TruSeq Amplicon Horizon samples

lll
, A aleis View Trash A

i Analysis Info @ Export (CSy

2] Inputs Chr ‘ Pos ‘ Ref ‘ Alt ‘ Type ‘ Context ‘ Conseguence ‘ dbSNP ‘ COSMIC ‘ Clinvar ‘ Qual
E Output Files ‘ ‘ ‘ ‘ ‘ ‘ ‘ ‘ ‘
chri 1152.. A Deletion Intergeni.. downstream_g... 49
chri 1152... A SNV Intergeni... downstream_g... 81
il Analysis Reports chr3  4126.. A SNV Coding missense_varia... r ... COSM566... other 100
Summary chr3 4126... C Deletion Coding inframe_deletion COSM336... 100
HD701-rep4 chr3 1789.. C A SNV Intron intron_variant r 100
e — chr3 1789.. G A SNV Coding missense_varia... I ... COSM125... other 100
chr3  1789.. A G SNV Coding missense_varia... I ... COSM249... other 100
T I chrd  1806.. C T SNV Coding missense_varia... 100
FpIDG-rens chr4 1807.. G A SNV Coding SYNONymous_v... rs76886... 100
HD200-rep2 chr4 5514... A G SNV Coding SYNnonymous_v... rs18737.. COSM143... 100
HD200-repl chr4 5515.. C T SNV Coding synonymous_v... rs22282... COSM224... 100
[ chr4 5556... G T SNV Coding SYNonymous_v... rs56411.. 100
200 chr4 5559... A G SNV Intron intron_variant 579820... 100
chr4 5559... A T SNV Coding missense_varia... rs12191... COSM127... pathogenic 100
chr4  5559.. T C 086... 100

SNV Intron intron_variant

BHELENYT7UrDLE., 3147,
HEZEDFMEREZLAR—F
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MiniSeq, MiSeq, NextSeq
SHMZT LI

I
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MiniSeqDBMNT=/\TH—IT2 R

MiniSeqs 27 L MiSeqs AT L NextSeqs X7 L
T—5E 7.5Gb 15Gb 120cb
5 RS 7 — 2455 5 — 55k ] 11 —298:R8
5;‘1'{ ;F& 5000751 —F 500075 —K Q& _p
mXK)—FE& 150bp x 2 3000bp x 2 150bp x 2
TEAMN)— 2F v #JLSBS AF ¥ 2 )LSBS 2F v #JLSBS

SUBFEIAEELY,
MiSeq, NextSeq& tEEIL T B K —R#EMiSeqtRIL.,
150bp X 2E THD T T ) r—av iz,

pl &I EBERIEEENES A, 2016F4 5 4B REDMHETT . llumina



MiniSeqDEWIARMTH—TU R

MiniSeqs X T L MiSeqs R T L NextSeqs AT L
7 37 3t 8245H 1,6505 M 4,16075 M
BR=F {4 805M 22675 M 4005 M
TR BR . 90075m  10.1-27.65M  18.676.4%F
LIS (%’"’jjg 33 OS(%E/C'G) (\}38 ﬁg:gf)ci) (‘.%561 933 go(zci?de)

: AR, RFERNI—XFTIL
MiSeq, NextSeq&lEEBRL T Fy ML, MiSeq&lFIXRIC,

42 &I HERIEEENFTFE A 2016 F4A4BREDEIRTY,

lumina’



MiniSeqld&2—4 vk /AR IILE & 258

H i
MiniSeq¥ AT L MiSeq AT L NextSeq AT L
TruSight Cancer 80H T 80H 7L 96T
225 kb 3.380H 3,350 3,100H
AL T L eel 80T 80Yv I 96H LTIl
35 kb (212 amplicons) 3,380H 3,350H 3,100M
TruSeq Smjill RNA 5427 )L 547U 48H T )L
(500")—F) 30,000M 30,600M 5,190M
TruSeq Exome 05927 )L 059> )L 79T
(8Gb) 338,000H 316,000 68,200M
TruSeq mRNA 1927 1927 165>
(50003 ')—F) 169,000H 158,000 29,900M
: MiSeqéRIHFDIARMMN DY T IL B TEIERTEE,

MiSeq, NextSeq&EERL T 2SN NI NERR S S I o= k-

43 I EBR T ENE A, 2016E4 AR BEDEIETY, llumina
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MiniSeq> AT L Mieq*“/Z?A NextSeq> AT L
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A—4"FRNA O
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16SE E T
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9 Th—L
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5/ L O
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