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N _

— GENCODE 7OE&—%— — Ensembl Regulatory Features — fEEFEN DMR
— DNase | ;&= MmEE i — Open Regulatory Annotation
|
S BE
T B =t 16 RIS 96 It
SureSelect XT Human Methyl-Seq 84 Mb 5190-4661 5190-4662
FrIFvI1ISY SureSelect XT Mouse Methyl-Seq 109 Mb 931052 5191-6705
SureSelect XT Rat Methyl-Seq 97 Mb “JL=7F HiSeq 931143 5191-6703
_ SureSelect XT Methyl Reagents G9651A G9651B
HREFvk -
SureSelect Target Enrichment Reagents (PBAT A) 930671 930672

¥ B DNA hBDE— 7y b AF IS —4 V2R ETBEC §5 PBAT (Post Bisulfite Adaptor Tagging) ¥ D& AHHICOVTIEBRVADEE T,
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oAV AV—=r O RERFIN—A—FTHRTA
HaloPlex HS

B LICHIGD HaloPlex HS 2—4w kT UwF X >k
SRTLIE PCR DAE—RENATILAAE -2 a vl LB
RIGERBOFN S EEAEHDEZILICELD 1 F2a—TT
200,000 57> T AV HIBRT ZRMTT, X—7 vk
IVYFAVEDBETHEHMAENZDF/N—O—RFEF H
LT 77Uy s— Y ROBED—I)LOEEE = RE
MICALESEz. BENA SR TLTY, YIERIRTA1bIETT
DT RMEBIIAET, TR TV =T Y EHE
DU TERTZCTHAOEFEELET, FFPEY > 7ILICH
ERWEITET,

R

- DFN—I—RWE 10 BEORRFI T, =48I 100 MU L
— 58ng ® DNA A5 X2 —hk

- SATSURAREBRETH

— FFPE 4> LIS

- F/N—O—RDF Deep Sequencing Tk DIEREICIAMMRZE R
SEE R IEH

By MREZEROT TV THN— BHTEVWI—TYMANLYS ERETERZREH

RROT7FIVAV—T IR
z8  zm
7 7

chuE

_ét:t(—? =%
® ZER?I5-?

l

F—=yhEEE 1 D2O7 > UV THN—
PCR TAB TS —EREDXRIHHEE

HaloPlex HS ®&W&E . Deep Sequencing TD
PFN—O—RDO#HR

n=14

6
5
4 Y7

HapMap OE/LZ1>

KRAENEREE

3 -
NA18507 & NA10831 %
2 TUISEEA 0.5-5% O
L * BEEICABESICRE
0 e
5% 25% 1% 0.5% FHRORE |
SN ERAR 2/000 - 4,000x

HEHESNBTVILRED 0.5% LIEREICEVERD, BFHEISEVEET
&

HaloPlex HS &4

ClearSeq ) —XZ (FHA VERFHAARE VT —FEIF/NRIL

NAZLINTIL (A 5Mb OEEA R P13 2R
NRAZ LT H A
~FREMEEIT 100 fEd Coding Exon % iEfEd %/8%/L
~REAOREEERL TISTE LR RY

&)

HaloPlex HS

a3 a3

0o 0d
— T —

e— ! BEINSE

s—ro =R DT TN A cnn-
EB7>F)AVIEHDFN—I—REFB LI oY X ES%
LT PCR duplication £ >4 LTS —%BRE

- ZEBEOEEMENRENICH &

FFPE > 7L THBENI-ANLYD

100% -
90%
80%

%70% 4

5 60% -

3

8 50% 4
40%
30%
20%
10%

Sequencing Depth

DIN 5.8 DIN338 DIN 3.6 DIN 19 DIN 2.1 DIN 8.2
FFPE Sample 1 | FFPE Sample 2 | FFPE Sample 3 | FFPE Sample 4 | FFPE Sample 5 Cell line
NA18507

W On-target specificity (%) M Coverage at 20x (%) M Coverage at 100x (%) Average depth Seq Region

BEODOEWVWFFPE H > L Z2EoTciBEad. s<nicAnLyy (2—7y
MBI D 90% U ET100x) HESNELI, T 7LD DNA OB REIE
TapeStation THIZE L7z DIN (DNA Integrity Number) TFFELTWET,




Next Generation Sequencing

AR LTHA > ZBHBEEIC
SureDesign

SureDesign (&, DNA * RNA v FFv DI DEED HRZLTO—T
FETA Web W—IL T, ¥ 7FvLIcVEIEYCELTTFR. MoV RIUT
D BREEANLT. ARBZLZATSZUERBREICT YAV E2 N TE
£7, SureSelect DNA TIIHMFE 7L IV LZERD AN, KDNhE
BTHPA YA I TRBBETO—THERINET (ERDA)

REaDOFEWRTIZER LA —122—T1—R

- BREBICHMIGLIZA——>2—T1—X

— UCSC 7/ LT ZIHIHA LI NIV D RSN IcZ—7y MBIt SN
O—7%= 9 ICRENICHESSATRE

- REOFERE THRRLKETHATAE

SureSelect DNA/RNA A X2 LFX v TFv>1T35Y)

SureDesign 2 (. SureSelect DNA (& 23 #& 8. SureSelect RNA &
25 BEOEMBORIIBHRNERIN TS, 7/ L LONBBERPIE
FH. T—ER—ROT7U1v>a>ID® SNP ID. rS>X2UTHID
BEZANITBIET. FROEHZF v I Fv 2O TO—TOHET

ZIIDEHTEET, Coding Exon DA UTR ZMA IOV > DA BIHEEZEDIBED
BN TUORVWEYREICOWLWTIE, 1RE

Mb £TOTHA > HMERFIRET Y, SureDesign ICE
ZT7YTA—RLTWEKZET. DREALTH AV ZIERTEE T,

RRDNTA—IVRAZ2RRTHTO—THRAT7IIVIL

SureDesign & EHE E )

«| Refieq -
[ Ensembl
[#] CCos

7| Gencode

-, vl

=TI S

O a=F1AALT L+ UTR
O £EFM

FRtRslE ST

o VEGA
o| SHP

¥: 10 - bp 5: | 10

Synenyms CEFTT

5 UTR

=

LUT

T UTR

-=n

— Masking #7>avic&b. 7/ LEDUE—RMEIEARY TBRIF/VEE #RE
— T=RTA>TFTavic&D. ‘—ij?vb‘\%Lb\ﬁﬁiﬁdeJ/\‘l/‘y?“f&Ei%

- B8l

ISLTEERTIO—TBER X1 h'5 x5 £TEHI

=]

|CERER]

- WWEBICLE. T—RT0 0 IP A X RECRBRTO— 7R (SureSeIect DNA E+D &)

TE, BetFvIFy1X24
SRS L O —J DI EES

SureSelect RA+T—JL HREZLFvTFv>1731) (DNA/RNA &)
BE
PuIv 7O0—7# THI> 96 i
BT =Y LR H1X 16 Ri& 96 &It BEhfk
SureSelect PostPool Custom Tier1 (1-499 kb) 57,606 1-499 kb 5191-6900 5191-6901 5191-6902
SureSelect PostPool Custom Tier2 (0.5-2.9 Mb) 57,606 0.5-2.9 Mb 5191-6905 5191-6906 5191-6907
SureSelect PostPool Custom Tier3 (3.0-5.9 Mb) TIL=F 57,606 3.0-5.9 Mb 5191-6910 5191-6911 5191-6912
SureSelect PostPool Custom Tier4 (6.0-11.9 Mb) 115,212 6.0-11.9 Mb 5191-6915 5191-6916 5191-6917
SureSelect PostPool Custom Tier5 (12.0-24.0 Mb) 230,424 12.0-24.0 Mb 5191-6920 5191-6921 5191-6922
DNA RZMF—)LA & T1d RNA RN T —ILAOEEF Y b A DE THERLET,
SureSelect 7L =)l ARZLFvTFv>17>") (DNA/RNA &)
BE
Pup TO—-J¥ THA 16 B>7IL 16 B> 7L
m =it LBR H1X x 6 Hyb x 30 Hyb =Eild
SureSelect PrePool CustomTier1 (1-499 kb) 57,606 1-499 kb 5191-6925
SureSelect PrePool CustomTier2 (0.5-2.9 Mb) 57,606 0.5-2.9 Mb 5191-6929
SureSelect PrePool CustomTier3 (3.0-5.9 Mb) TILIF 57,606 3.0-5.9 Mb 5191-6933 BEVEDEETL
SureSelect PrePool CustomTier4 (6.0-11.9 Mb) 115,212 6.0-11.9 Mb 5191-6937
SureSelect PrePool CustomTier5 (12.0-24.0 Mb) 230,424 12.0-24.0 Mb 5191-6941

DNA 7L 7—ILEB&7id RNA 7L 7 — LA OEEF v A DETERLET,
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OneSeq A A LF v

#6538 CNV &m el

Iy Backbone 2=k 96 RI&
W =Y #1X H1X 16 kit 96 RIS BE#nt
OneSeq 1 Mb CNV Backbone + 12411, 1-499 kb 2.7 MB 1-499 kb 5190-9462 5190-9463 5190-9464
OneSeq 1 Mb CNV Backbone + 1% .4, 0.5-2.9 Mb 2.7 MB 0.5-2.9 Mb 5190-9465 5190-9466 5190-9467
OneSeq 1 Mb CNV Backbone + hX% ., 3.0-5.9 Mb 2.7MB 3.0-5.9 Mb 5190-9468 5190-9469 5190-9470
OneSeq 1 Mb CNV Backbone + hZX% L4, 6.0-11.9 Mb 2.7 MB 6.0-11.9 Mb 5190-9471 5190-9472 5190-9473
OneSeq 1 Mb CNV Backbone + 1%L, 12.0-24.0 Mb 1I=F 2.7 MB 12.0-24.0 Mb 5190-9474 5190-9475 5190-9476
OneSeq Hi Res Backbone + 772415, 1-499 kb 12 Mb 1-499 kb 5190-8705 5190-8887 5190-8888
OneSeq Hi Res Backbone + 72414, 0.5-2.9 Mb 12 Mb 0.5-2.9 Mb 5190-8889 5190-8890 5190-8891
OneSeq Hi Res Backbone + #X%4, 3-5.9 Mb 12 Mb 3.0-5.9 Mb 5190-8892 5190-8893 5190-8894
OneSeq Hi Res Backbone + 71X% L, 6-11.9 Mb 12 Mb 6.0-11.9 Mb 5190-8895 5190-8896 5190-8897

DNA R+ T—)LADEEF v EHAEDETERLEY,

HaloPlex HS AX&2 LJ/\N%IL
DUTITERBICIRIETE S SureDesign IC&D. Fv T FvLIEVEGFRILIBMUBBROUA S 2ERIT 57217 T BE
IC HaloPlex HS @ AR ZL/NFIDTHA VA EEETY,, BIRSNIC TV TV OMENSZ— Y MR D AN —ENEEIN
ICEtESNEY,

SureDesign { \-‘.1_
1. HaloPlex HS &7 #1 >0 —2o 70— %R ey
2. BETH. ID. 7/ LOMERERLCEAS o ol L
3. Coding Exon D, UTR £E 534 741 VAHEA —
4. “Begin probe selection” #27w2 o I;;1wf:€£:!»;:§:nclhsrl.e.mm|
5. 10 HRETTHAUART . XA—ILTLA— BB e

R

SureDesign LAR—E DB | o amsleces 19

FFPE #7723 4 #EiRmTaE Standard design FFPE design

Target Region Target Region

DNA TARGET FRAGMENT
®

& * >o

\‘|a}

Sense
Strand

AntiSense

Strand

FFPE #>FILATIELDEL
(50-400 bp) KTEHEL

3BE F 100-400 bp DEEF D
HIBRE#ZRMTH % Enrich 93

MEHDF v I FvICKD A Strand @ Artifact ZFr% EDBWTFVIVZBTESICTH L. BiRIET N7z DNA IS

XTO—THUICRED DN FFPE A 723 2R L TWEY, 7O THHBEITLRZEBBIZHBADHOFIDT. TFEELE L,

HaloPlex HS 71 XA L/NZ)L

i Z—syk 2
EO) =it H1X JO0—-7# 48 Rt 96 &It
HaloPlex HS A1X# L, 1-500 kb, 7O —7#1 <20 K T1ILZF 1-500 kb <20 K G9931C G9931B
HaloPlex HS h X% L, 0.501-2.5 Mb T1IL=F 0.501-2.5 Mb <200 K G9941C G9941B
HaloPlex HS hX4& L, 2.6-5.0 Mb T1ILZF 2.6-5.0 Mb <200 K G9951C G9951B

¥ 48 It 96 RIGF Y MMEBEELICHI .
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Next Generation Sequencing

Magnis NGS Prep System

HAENT—UFEAOERTL—h « Fa—TJERYNTBRITOBBERIEICED. FrTFrvR—RDNGS T3 UVHRTIE
Z2EHTERITLET. T7—0ER - BREOEVLELLNGS V—r70—ERHELEXT,

HAEF YTV NIRRT, HERODFEERBTE,

175 V)AREEE > X7 Magnis NGS Prep system D4§&
— HRA® Agilent SureSelect HEFvh . NUF—23 EHOTONIIL AR

- EBHAEOZYFARIDRIERB ZHE

- RSN AXSH, BETo/OERY  OMBOFNLHEEDRE B LB

- FouF bEFAVEIF—a2 T3 UV SV TENE

— YN AIT - AHEE - TIRT v IEVa—) - ST—HERE

KERIEDOZYF/INRIL

TEEMERATLICERMENLSARD—o70—
HEN 10~ 15 DDNY A2 LTH /L DNA DS NGS S TS50
EFRSEFTHARNLET (15> T8V FILERR),

Magnis AEZEF vk
— Magnis SureSelect XT HS DNA
— Magnis SureSelect XT HS2 DNA

AR ORBOMENER. BRERST U IINBEICHTERET L,

FEE : 21712 19 9 B5fE

Magnis : £1712 #9 9 E5fE

WEDNAE 110+ 50-100-200ng
DERLIERE DNAL cfDNA B ES Y > TILICHHG

mUWEBRME

NV ZAAEA Ly NV ZAAEA Ly
#12.5 B5RY 10~15% Magnis NGS Prep System (2&2 517500
DNA DMt (B3) * mE . BURLIEEEICLDFERICHITHE
v TRIFCOBVWERENMESNE L
KRiH{ETE /A-tailing
d pr— BT FFPE Y AL S LI BEICHRRLIY /L
TRATR—=S15—>3> f N ’q DNA 10 ng
hd 8 118 kb DAXLLF v ITFvI1TS) L
Magnis SureSelect XT HS DNA &3 (Magnis ).
PCR Ho )1 oo IR - SureSelect XT HS &% (X[ ) =fFH
= > .: Ex:-DREN0) On-T: t D H—4 20—k
—_ =k n-Targe ] >201)—=F
wa oo || Tme w || s 0
NATUEAE—>a T o T Fa B Magnis NGS Prep System H' 100
v %fﬁ—j‘%%’:”[@ 90 %
E_*ﬁ * Magnis SureSelect XT HS DNA (& 0%
. WiH AL L7805/ L DNA %
¥v 77 vk PCR BELTES L, * m—
v 70 %
SPRI VU—>FvT J 60%
v _
40 %
Magnis NGS Prep System &% -
1HEB 2 HH 3HHE
20 %
B & B & B & i
10 %

Magnis
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Bravo NGS B&1b > X7 L

ERNAEE. EFER7IVr—2a3> 7005 4T SENGS S 7S VARG Z—4 vy —r XA FTEBEOSVE

FEERERL. BLFHEZETVET,

SR ~¢
EXRyTa>T1% g e
Bravo - = |
BEERTLI ,r " . ﬁ
Bravo NGS #7>a> A Bravo NGS Workstation 777> 3> B
(AMPure E—XBEHOBEEELDHIEZTT X, (SureSelect 5&VZDMD NGS Z1 TS UFHR)

SureSelect 7O IO R Ty TR B EE.
HaloPlex HS ® B&1t 7 71U —>avIcitis)

7Lk NGS BENELS AT LDRE

- BEMESRTLDON—RITT7ENGS S 7ZURMAOEEZ 1 #th 5iRH. B TROB—AESNIcTR— B,

- NUF—23> EAOBELTON )L ER M,

- BHDRTVIITZaT )L,

- BB RTLOERBICEh B tERAORHEA RS,

— SureSelect XT HS2. SureSelect XT Low Input. SureSelect XT. Methyl-Seq. HaloPlex HS. SureSelect XT HS2 RNA/
MRNA (255

SureSelect XT HS2 S 7S UsASI D BENLHI ZBERBRATaTOTIL
VR, PCR. HY 7L QC MADIEL A Y DATFv T HEBE TS £, (B1&E)
MREDH 2% BRBERY TV IEENS—RICERT DR TLTY, — «JLZ7 TruSeq PCR-Free DNA-Seq

— 1)L=7 TruSeq Nano DNA-Seq
— 1JL=7 TruSeq RNA-Seq
SureSelect XT HS2 SureSelect XT HS2 — JL=7 TruSeq ChIP
S35 B—=HYyRII)yFAE ~ NEBNext ChIP-Seq
zggiss;iv ,\{7\.)5‘;;_,3\/ — Epicentre Rit?o—Zero
SIS — KAPA HTP Library Prep
FHIRE 1.5hr — KAPA Hyper Library Prep
DNAZ175Y NAZISE A — KAPA HyperPlus Library Prep
E—Ric&B — PacBio 10 kb Template Prep
777V ONAEIR — NREL AMPUreXP £— X%
- WMEHRZ L AMPuUreXP £ — Xi58

Bl =accn3FiE

7/ LR

(BE5R)

3-dA 10
TFATEZA 7 —>3>
AMPureXP
E—XHER

A2TYI2R . .
PCR &S — AMPureXP £ —XIZ & 31 XFER

- 2 7L —hTo HitPick

TTYIARCR FOMOHFED AR IILIZDWTIHERIC CHEKIZSL
IATESEE BiES ORJLIZDLY CTHERSTIE T L,
PCR /AR #AS AMPuVreXP .
E—X¥ER
Qc
PCR 18
* AMPureXP *
E—X¥E
FTHAT2FE FrIFrIhic
DNA 5175 UD5ERK S173)DRR
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Next Generation Sequencing

#>7I)L QC DI-HOEHER XIS ZAT L
Agilent 4150/4200 TapeStation System

4150/4200 TapeStation system I&. H>7F)loO—RrH
SERUKEL T—HETETHEIEINTED. TILRE
BEHD ScreenTape #ERT 3707 LA R DIEEIE
TET. BELBRETYHIILOREEBENAIETT,
KORT LI FILBICH DO 5 TERERENIEL 2 FEH
TE FYZVJARMERICE T O TILOILEBRICEDE
TURTLEBERWIZITET,

- BEIBE, YO ERARL. BBICLYNT BT

= B TIINBBICEDE TGERS 2 VT4
(4150 : ®AR 16 H>FIL. 4200 : 2R 96 H> 7))

- MBFHHED =D DIERE BEEH DIN/RIN®/%CfDNA
- PNEE 1 ~259/ 19> FIL*
*TYEAICEDRBEDET,

-,
v
A,
=
A
.
.
A
AL
P
-
A
o

KRS —T > FICERAT S /L DNAC total RNAL cell-free DNA 2 EDRE— b > FILORBHER. BLUT1TZUD
YA AR PEEE LDIRIC, BEICITOICECNAIRTY,

7'/ Ly DNA D73 fRE %2 EZHMICFTMES 51542 DIN (DNA Integrity Number)

Intact Genomic DNA v h%EfFRAL. &
B2 /L DNA DD REZERT
BLENTEET, REYVTILE
EFhh1uL. NyI77EES
FPTOBEBY >V TIVEART, 7/
Ly DNA O fRE% 1 ~ 10 @ DIN
27 THRRL. DNA REOEEH
HRIEIZE L TGERTE XY,

Intact Degraded 4

Degraded €

Agilent 2100 N1 A7 =11

1990 FIZARFERIBLIZ 2100 NA AT+ HFIFH > T
i Lab-on-a-Chip 72/ 0> —% AL R0 <
IOFYTRHEBESKEBEEBETT, AT AIF 35000 UL
DFBXTHIHEINTED. DNA® RNA H> 7LD RAEEE
DI=HICHEII TNV —IL T, KRS~ > 2DF17
SDOTA R PEEZEERICEMI 5N TTET,
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Agilent Fragment Analyzer System

DEEESN., ZROMEEZRA LT EIEHTEIET,

— 5200 Fragment Analyzer system
BIRDT > TILEL 012

— 5300 Fragment Analyzer system
BEFOMT > 7ILEL L 48 or 96

— 5400 Fragment Analyzer system

(]

BRI > 7ILE 960 ORYMMIE2BEL S T ALICH G

Agilent Femto Pulse System

Femto Pulse system (&/VLR T+ —)LRERAIBHINTED. &9 FE DNA ORI 7T

LTI LLRINDIEEEEDO DDA RIEER S T LT,

A 165 kb D@7 F DNA Z0BEL. 50 fg/pl FTOKBEERHPIRERTcH. OV I U—R

NGS OZ1 7537/ L DNA. EEREDY > FILDISBLTUVET,

I 50 kb
- = ' 165 kb
o | -
2 | ‘|
A T .| o~
i L S
i i i@

60 fg/uL DNA 75Xk SO FE DNA X THRIFT

Agilent NGS FFPE QC F+w bk

FFPE B> 7L ot s DNA I&. BRI L2 /N0 B e D&, —743E DNA O
BENBVACDBHT. 7HTET1/7—3>% DNA BIROZEIME L. > —7>
2T DIERDREERIZEDHO. > — T Y ATETHIICT>TIL DNA DRE
HRITBHMENBDEY, NGS FFPE QC FvhE NGS DTS5 OREZITIRIIC.
BRIBEN /L DNADREFIVIEEEZTTD QPCR X—IXDFVHTT,

QPCRNGS 21 7ZUEEF v

BEYAVIIWVEHETTH BVWRECHREZ R IHHR mutant Tag @ Brilliant 11l
Ultra-Fast 2B NGS 51 75UDERICUEL DNA DRES A — P TFAT—75
COREE 1 DICE L BRI B YT,

LEFNILILFYESIERKBITH S Fragment Analyzer system (&, 7LDy
IWEABEDEBRIATY T ZEBEMLTHCICED. B TILOREBEICHBET 2R MNLRY D

BEVWFYETA2FVTICED, TETERT TIPS ATIUOY A IR PERICCHIA L
RITETAN—TYrDOERZIBEOETILL S FRDZ—XICE STV AT LNEIRAIEE T,

Agilent AriaMx U7 L4 L PCR AT Ls
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Next Generation Sequencing

IS5IRR—2D NGS F—H@EirY—IL

Alissa Informatics Platform

Alissa Informatics Platform 75 R EICHEEINce b/ LABRORMNR S —7 > SV OT ISy T4 — LTS, 75

AN BRI O RN %175 Agilent Alissa Reporter ¥ 7—42<-1=

> IEQZREENETTS Alissa Interpret TR

INTVWET,
Analysis Interpretation Reporting
Aligning Reads to Identifying . Decision Support
. t.
the Genome Variants Common variants Biomarker-Based Therapy
Selection
ATCCGATCCATC A dd —
TCCGATCCATCG ; ; == Approved drugs —
— —_— TCCGATCOATCG Benign variants : pp g
————— A AT |==" Off-label therapies

CCGATCCATCGC
AATCAATCCGATTCATCGCTAA

= ==} == Clinical trials

x_

1
l— — % Drug interactions

Alissa Reporter |, BRI TEEBILSNI TRV )2—23> TS, COVIRITTIE VIT7LYRT J LANDT ZA XY
b HAAABADRBEEIEL Y aR—RORESNT=T /L TZoI000I1CED. SEEEDN) 7Y MEEZIRHFLET,

2220000

._ Wm{mssammr Sample Sampled RUO O }§
. <o

Laycat

Fitters
e I Lab.  Pos. [GRCHIE) &  Gene Transcript Variant AF Zyg.  Vaw oo Consequence Type Total cov. Variad cow.  Cuality Strand bias
et 151 M5 915 PIKB NM_O01369628.1  cH03CHT LT ] axns (gon 3 SnomymoLs stsibon 50 50 122206 [l
chrt: 151,768,190 oAz NM_016178.2 cANCT W @ exonic (exon 3) TORFNOMYMOUS batiuton ne "s 285406 (]
chrT: 166 208,991 M NM_002455.4 C 8T ELETU 1 exonc (exan 1) nonsynonymous subston & 5 127206 ]
— chrl 156 384 556 RHEG HW_001256395.2 © 105doupC BN » axon (wan 10) Warmashil Feron Lt 1 6429.03 L]

Alissa Interpret Research i&. 47"/ LNUT VR ENERBICEI T =0 Fal—>3>, LIR—NTIBELIICT = REITY
Ja—>3>T9, NGSBLUCGH TLADIER%E. NUT U TAILBU T T /) T—2a> b, Fal—2aveniBzig

T. LR—bORZT+ETEILTEE Y.
General Variant triage Variant review Reports

Triage & Classify P Run Classification Tree Save Classification Tree @ Qa3

} Classification Trees r.r'f = .\'\\ al =5 /"l = _\II’I o;:?- e HJ

w Molecular Variant Filters J— \ / a| / " s %

- N ok |
) e | o Popuintion = MM o manen|
Input file annotations Mot Veents| | Ot 00 | i MAE 0 et --"| Lzl Lok ot
Bl o al- | = i al—. e manich / ,, |_ o ol Lo .

& L a \ sy - ~ LI
Quality \ F. > \ \ m—u]»/
Variant allele frequency \':w_!_/; o \)_im-«n e )

Population frequency ol

Population frequency
Clinical variant databases
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RS —T Y OEKRGT— 2 BT 310DV T ITT

Strand NGS

Strand NGS (k&2 B2EBE T TV 7 — 23U RIS LIRS — 7 >V XB#ETY 7D 7 TY . GeneSpring Z\—XIC
FREIN. DIOBETHEVCTVA VE— Tz —REBITY — L2 B TVET,

W7 FVr—23>

— DNA Variation : DNA @ SNP/InDel #& H % R & 1K
DIT LY IANEDRE. SNP Effect OFF

— RNA-Seq : RPKM *® TMM. DESeq IC&2!)—FD
FE2fb. FIREMMT. Splice Variant D&

— Small RNA-Seq : miRNA/snRNA/snoRNA & O
Small RNA ORIRERIT & 2—7y MERTF O T A

— ChIP-Seq : PICS > MACS IC & 2 Es BRI FE D&
BEFEOFRCEEERTOIRNT VS

— MeDIP-Seq : MeDIP O 57— 425 XF)L1L5E
B OHEE C > T ILE DL

— Methyl-Seq : N1HILT 71 MLUBIZE S XFILED
E2. DMR ORR. AFHEGTOHEE

- Single cell RNA-Seq : t-SNE > UMAP (Z &2 A 4R
b FIBERIT. V5222078

VILOI7 : EEf

7ILTZTH

. | 4_:‘__.&_;-:'..;.-.-‘-.-.-_

HFEDIAFvyR2—TOvE

Lt~ Creste - | Delete

- & e [010.03.34)

INZT A R

FERICEZZEED NGS T—28Y—)L (ENTF/LF)

SureCall

I
PCA @ 3D 70wk

& (¥ BoCye Pustwary
¥ I Bedge 08
s Ao

W Aratadoges (20120030

W E ook 0100409
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