AEMTIE, PhiXx ZAVEEEVCHEDRIIS VDEBAEEZFTLEHTWND,

1.
2.

PhiXx 3>~ FA—JL DNA DEMN & FRAE
=T URTUDERE
Local Run Manager (LRM)Z D5 E
BaseSpace Sequence Hub ZFIFEDIHE

MiniSeq TOD L —4 D RIZ{EHAT B Phix 3> FO—JL DNA DZEM. FRAEIZDOWTESEH LT
WD, XEMIZ 1.50M DEMEFEH PhiX BREFFAET D,

o

HERES K WHER
UTOENSA TS —DEMEFRICDHDEL LS,
Consumable Supplier
PhiX 10 nM [llumina, catalog# FC-110-3002
RSB (Resuspension Buffer)
HT1 (Hybridization Buffer) [llumina, Component of MiniSeq Kit
1.0 N NaOH, molecular biology-grade Generallab suppplier
200 mM Tris-HCI, pH 7.0 Generallab suppplier

RRAMTIS94R

-S4 TSY—DEMIZHERAT S NaOH iFR&IL. BEI1.ON R by IBBRMNOHFRLEL -
LOEFERATH L,

MOAN [CHFIRUIRETHEYVBE TS L. pHHAEHL. THSHIENET T S,

- ERy FREMN NaOH DREBBEEICEZ D2 EEMZ 5126, MY KZWMAREDO/NESNE
ARy K TOO0.1NNaOH DAE (FEE (TS, P1000 ERY FEFERAL. £9EAm)EEBEER
ERAE

AT HREDOERE

LTOREZRT MiniSeq AIITDZ4 T3 —%EMH. B&LUHRT 5,
0.1NNaOH : W FRAERAAEL. FERE 12 FHELIAICERT S &,

HT1 : HT1(Hybridization Buffer)(&. ZE4F&EH PhiX DFHERIZFEAT 5,

RSB buffer (or Qiagen EB Buffer) : RSB or EB Buffer [&. ZEM4RTD Phix DFRIZERT S,

NaOH O F IR

1. TYRYFa—TATUTORETHEFREE. 1ml D 0.1NNaOH B R FHFHT 5,
s DFEMET L— FDK (MilliQ 7K) (900 ul)
* 1.0NNaOH R kv ¥ i8i&k (100 ul)



2. Fa—JZEMREMNGEIRH¥EL. PR ZEES.

NOTE
H 2 FJLDNA P PhiX a2 bO—)LOZEHIZIE, EEFHL <A LELT0.1NNaOH &
BEFERT S &,

7% >1- 0.1N NaOH iF%& (&, &% 12 BEAUATHNENDS A TS ) —DEMIZFEH
L CRIREL LY,

12 BRI L., ROFEAE TITHEMNZECHEIX, B o= 0.1NNaOH BRITEET 5,

. HTI DB R

1. HT1(Hybridization Buffer)Z-20°COAEEMNIRY B L., EETARIE5,
2. ERITHEMF=5, NaOH TEMHLEY Y TILOFERICERAT 2ETA4CIZELVTH <

RSB O) % fi#
1. RSB #-20COAEEMNIRYHE L. EETAMBIES,
2. TRIZBETFEL, YU TILOFERIERTSHETACIZELNTHS,

PhiX D E L FHR
PhiX 1> FEO—)L DNA DZE M, REFZBIILTOFIEIZHD > TITI,

NOTE

Phix # 2 BRI L REFET BB EIZIX. 4orlonM DEET20CIZRET HZ L 2E1DH 5,
200M ETHFRLE-RET2ABUELERE TS E. REFIELEARNTY SR —HEEHIE
T 5%,

. PhiX%Z anM [ZFERT B

1. 10nMPhiX (Fa—TICA-=R&) #EEBTHAMBIES,
2. 15mIEDFa—TDHRTUTORETAHEBRERESL. PhiX Z 4nM IZFRT 5,
* 10 nM PhiX library (2 pl)
* RSB (3 )
COEEIZE Y. 4nM D PhiX [Bi& sl BB BN D,
3. 4nMPhiXBRERILT VI RATELERLIZE. REVADUT 5,

NOTE
AnM [ZFERLI=PhiX AKX, 20°CT3 WA FE CTLEIZRETE S,



b. PhiXx @O ZEH - thfll

C.

1.

ke W

1L5mERDFa1—TDHRT, UTOLSICHELEFESET D,

* 4 nM PhiX ;&% (Sul)

- # L <EAR LT=0.INNaOH (5 pl)
PhiX AEZEZRILT VI ATELIER LR, REVAOUT D,
FRTSHBAFaR—FkL, PhiX 54 TS5 —%—KEHDNA IZEMT 5,
5 ul @ 200 mM Tris-HCl (pH=7.0)% PhiX {&&IZINZ %,
BRERILTY I ATERR LR, REVAHOUT S,

Loading /= E 1.5pM ~ PhiX ZHF R

1.

THHD PhiX JBRIZ, KALEHTL /Ny 27 —%985ul 1A 5,
COBEIZEY. 1ml D 20pM PhiX BENB LN S,
20pM D PhiX SBRELTDLETHTL Ay I 7—EREL. 1.5pM IZHERT S,
- 20 pM ZEEF A PhiX (38 pl)
s KA LEHTL /N 77— (462 )
CDEBEIZEY . 500u D 1.5pMPhiX BEMNELNS,

BRENRHTES LR, REVEI VT S,



Local Run Manager, & f=Id BaseSpace Sequence Hub ZFIFA T BED. SV DHREFILHT S,

a. Local Run Manager (LRM)% Fl| A DIFE
1. LRM #B< ., Cromium 35D 7 KL X/3\—[Z http://localhost’ & AFIL . adminID &
IRAT—KTIRM 254 2T B,

€ BT | pe—
llumina
Local Run Manager
2. ‘CreateRun’Z3EIRL. FOw THH 1) X kH 5'Resequencing’ #EIRT 3,
a o awm llumina
0 0 0 0 0

RUN NAME / 1D MODULE STATUS LAST MODIFIED ~




ocal Run Manager Q &

FIRTHE S 1=F//INF A =8 —[2, TEDFEBREANT 5,

Run Name: PhiX Validation run
Library Prep Kit: TruSeq LT
IndexReads: 0
(PhiX &AM T v RBEHEHF-H M=, Index1 FizI1E2 Z:FIRT S L5 UHIE
BICETLEWRR LG D)
Read Type: Paired End
Read Length: 26 cycle Ll E#F A /1
(ERTB—7RREXY FOY A VILBICEDETANT S)
Module-SpecificSettings: R 3, #IHiREDNEFFE TK L

[ 1
)

Create Run

Run Name” Run Description

PhiX Validation run

Run Settings

Library Prep Kit* TruSeq LT - Read Type” Single Read (w) Paired End

Index Reads* 1 2 READ 1 INDEX 1 INDEX 2 READ 2

Read Lengths* 150 - - 150
Custom Primers Read1 - — Read 2
Module-Specific Settings
Aligner* BWA-MEM - ® Flag PCR Duplicates” m ©
Variant Caller* Starling - @ Indel Realignment” m e
Export to gvCF* off )

Show advanced module settings

4. BIE FANRXYB—)LL. Import Samples MIEB (24 5. Sample ID #&IZ’PhiX' & ANT B,

5. GenomeFolder ¥&8IZT. SPECIES 715 LH5'PhiX ZE S,



Module-Specific Settings

Aligner* BWA-MEM < | i@ Flag PCR Duplicates™ m @
Variant Caller* Starling v~ © Indel Realignment* m e
Export to gVCF* o ©

Show advanced module settings

Import Samples Template = Export

SAMPLE ID* SAMPLE DESCRIPTION GENOME FOLDER®
1 | Pnix PhiX |
SPECIES AGENCY VERSION |
1 Rows

PhixX lllumina RTA
Rattus_norvegicus uCsC md

Cancel Rhodobacter_sphaeroides 241 NCBI 2005-10-07
Saccharon':yces_cerevisnae UCSC sacCer2
Staphylococcus_aureus_NCTC_83... NCBI 2006-02-13
XiaoLongBao ShanghaiFood  Salty v

6. ‘SaveRun’ ZERT 5,

7. TS5 % —%F L T. MiniSeqControl Software DEIEIZR %,
8. Availableruns 1J X kH 5, ‘PhiXvalidation run’ 28U, o —47 U RITHEHD,
b. BaseSpace Sequence Hub Z FIFIDIZ &

1. BaseSpaceSequence Hub [Z7H X L., AY A >F B,
https://basespace.illumina.com/dashboard

2. BaseSpace Sequence Hub MEIEI T, PREP 2 T &V ) w4 5,

SEQUENCE
Basespace Il HUB v DASHBOARD PREP RUNS PROJECTS APPS PUBLIC DATA


https://basespace.illumina.com/dashboard

3. ManualPrep - Biological Samples Z3&iR¥ %,

SEQUENCE
BaSeSpace Il HUB hd DASHBOARD PREP RUNS PROJECTS APPS PUBLIC DATA Q E ]il' &l

Prep functienality currently works with NeoPrep, NextSeq, and MiniSeq instruments. Learn more...

£+
=)

NeoPrep

k0
H — - e-O n = O
|
1 Biological Samples 2 Libraries 3 Pools 4 Planned Runs

4. a.BE(Z. SAMPLEID IZ “PhiX” Z#{ER L TULBIEEIL. 7 PhiX” DEIZH By I XIZF
v &%ANT, Preplibraries Z3&5,

Biological Samples Libraries 'ools Planned Runs
S + [x] -
Biological Samples Cromte B | rep Lirarice
B SAMPLE ID NAME SPECIES PROJECT MODIFIED ON OWNER # LIBRARIES
#  Phix Phix Phix

4. b.SAMPLEID [Z “PhiX” Z{ER L TULVEUMEAIX. Create Z:E V. TRENEBFHTET
%, Project DIEEHTIL, New 232U, 7O Y +2%” PhiX” &9 %, Confirm %35
RLTTAD Y FEERL. PreplLibraries [TED,



5.

Biclogical Samples Libraries

Create Biological Sample

Sample ID*

Name*

Phix

Phix

Poaols

Planned Runs

Select Project(s):

Project*

Nucleic Acid*

Phix

Cancel

‘ Save & Continue Later

Library Prep Kit [Z TruSeq LT Z3ER L. PlatelD # A9 %, Libraries H 5 PhiX ZE,
FSw 572 REOyJTPlate® 1 DBEDY T UIZERET 5.
Pool Libraries &R L. ROE@EIZHED,

Biological Samples Libraries

Prep Libraries

Pools

Planned Runs

Library Prep Kit *

TruSeqLT

Plate ID *

enter plate ID here

Notes

Libraries [l

) sampem PROJECT WELL

[ Phix = PhiX A01

t

—
B x]
Set Project Export
INDEX 1 INDEX 2
A001 - -
ATCACG

Plate

(- Index By Wel

Clear Plate
F
Auto Prep m OF

Prep Libraries

sh 1DEIUOD

SNIPRIUOD

a &8

| )
NN

I I {
_ A A A

=
g

s
<

L 4 2 &

4 AD13

4 AD14

4 AD1S

4 AD16

4 AD19
4 AD21
4 AD23
4 A025

Cancel Save & Continue Later

4 AD27

Pool Libraries



6. Pate W54 T35 —%RY, KSvF 72K KO T TPools [T, Pool DI ANJL
%”Phix”& L. PlanRun (2D,

Plate Pools -
Clear All Add Pool

Plate Pools -
Clear All Add Pool

Cancel Save & Continue Later =
J Plan Run

7. SVUERET S, D) —FROPENSTA—-EF, FRITZIAESTY FONN—D 3D
PRrSTLLa—FOBMIZE->TER S,
BlELT, 150 AT ILDRTFIU RSUETHISBAIK. TREOLSIZHET 5.



Plan Run

Instrument*
[Miniseq R

Run Information

Name* PhiX Validation run e

Reagent Barcode

Use Custom Primer: E] R1 D R2 D Index

Enter Cycles

© Single Read

© paired End  €Cm—
Read 1 Cycles* 150 e
Read 2 Cycles* 150 G

Review Indexing

0 Override default indexing scheme

Single Index
Dual Index
© No Index e
Index 1 Cycles 0
Index 2 Cycles 0
@ Pool ID: PhiX run
Library Prep: TruSeqlLT

8. Sequence % ') w4 L. PlannedRuns IZRET 5,



