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TargetSeq® ZHHRMFRAR
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ERREIESHIRT, ARESEES

TargetSeq® F4IF= RATEXE GC KIFMBBELMMIT [ e | www | womw | wwew | wem wew ew
RetiiLgit, REERRUERTES, BETRH S——
EORTRIE, B0, TR0 V3 AN EENE GC RASE |t a6 M ettt o

ERHTEARMIG, BT RNEEER— R, (A o e na |
Hill—HEHEE= I

TERT g)-é’lﬁjJ%IZiﬁEg{j,ﬁ Chr51295113 (GRCh38) PKD1
# chr5:1295135(GRCh38) B &= A E EE = HEZ™ Mo 5.3 £5h © V3 HILR%E SEN P01 BEMINEFEEELENES

® 1. X 25 °v3 5EE~RTE TERT EREHFEEREHFNRERIENESRER

Aerage sequencing depth chr5:1295113(GRCh38) chr5:1295135(GRCh38)

FMEEZS IGV RE

in the target region (X) sequencing depth (X) sequencing depth (X)
AlExome® = =
Human Exome ! 127 141 173
Panel V3
A 119 23 24

ARBRERELHRY, REXBERMOGLE

HYWRENEZIHEE, 9 InDel. STR. SV, TargetSeq®

. MSI Rig
eI RE R RRINR I A RS TR, GO OmIC S qU e e —
flgn, MSIKIFFEFRFERPESHEF—H, REWIK Probe — —
BRSNS, T REIRS BN E R BRI E, 6. MSI St BB R EE

A EERA | BIRRIE#T CNV 85Rigit, 128 CNV ISl

Blgn, 3225 © V3 RERRTE SNP BRI, BRE2ERATEMNIEFR 100 kb fHistt R IVABEHE MAF B SNP =, fRIiE
SERABRFEE CNV R, [, 82 ClinGen fMAEEE CNV TEMNER (W1 oMD %) , XEERAEIZIRIERE 10 kb
JiiE SNP (i, HEGINEFMI 15 kb X1 SNP il mZEEIEINE 3 kb, UEMEBRKIFHNES DY CNV N, Leshe
V3 BERRYS CNV BN DRz = ERABERNAIA 500 kb, INEBX (BEZE SNP 8% KiE) 81X 50 kb; ERBEIUE
&R AEMNERX 500 kb LAKIAI CNV &,

+ 2. Y25 V3 EERRMER 50 kb U EMIEINER 500 kb L ERLERS T

RER chrl7 chrls chr14 chrl6 chr22 chr8 chr19
FEL G 46,111,085 30,172,500 105,740,061 35,213,828 22,037,881 39,368,817 20,415,736
=l 46,215,376 30,407,000 105,862,093 35,530,832 22,916,769 39,531,400 20,533,530
KE 104,291 234,500 122,032 317,004 878,888 162,583 117,794
=2 it dup del del dup del del del
30X WGS Rt ikl ikl o o o o
Affy 750K Rt Fiah o ikl o o T
G AL 03 3= . . . . : RIER M RIERE
eI °V3 3B IEhR i R Lol Lo ks YETE e
T e S MER FMER TR EMER FMER EMER
|
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TargetSeq One® Z#3HEFKIER

— B, LWNEEE

TargetSeq One® #XIHIAMIZEF(NE —EIRIE, BRIEREEEE. BT, & TargetSeq One® R IAFINRTHEHFTREEE
S5RBEMXERZAA, LHEERLRENENREEREE,; ,.‘J: TEZHRIZS, TargetSeq One® HIRIARNFE Wash
buffer 1 1 TargetSeq One® Wash buffer Bfg%EA, MEMRIEREFENMMTEIRF.

PRANSRUBERALE

TargetSeq® Eco Universal Blocking Oligo (for Illumina) TargetSeq® Eco Universal Blocking Oligo (for MGl DI)
99.25% 99.08% 99.56% 99.29%
100% o 100%
91.68% 90.96% 85.66%  85.60%
80% 80%
g g
£ 60% £ 60%
£ £
S 1o 8
S 40% S 40%
o o
20% 20%
0% 0%
Reads capture rate 20%X mean depth coverage rate Reads capture rate 20%X mean depth coverage rate
H 1-Plex W 6-Plex m1-Plex m6-Plex

7. TargetSeq One® H#RERRRAHRRANNEIERM, KA 944 kb panel #H1THHIR, WIRERIAEN 500 ng (1-Plex) #1 3000 ng (6-Plex), A. 1
SLE PR TargetSeq® Eco Universal Blocking Oligo (for Illumina), NovaSeq 6000 & PEL50 I, B. ##kEPERESIN TargetSeq® Eco Universal
Blocking Oligo (for MGI DI),MGISEQ-2000 & PE150 M. XIRIGHEIRBEITRIZON, HHEBIRKEBRMENS—1t,

TargetSeq One®v2.0 -- F@AL, IH—MEELERSE

2021 F 10 B, U EHRRIWHRERHITZRAL, #H TargetSeq One®v2.0 iiias, H—MMIZELEEMLSR.
99.83%99.93% 99.25% 99.70%
0/ 0,
100% 96.83% 97.12% 100% 95.069,95-86% 94.70%
89.76% 89.95%°1-28%

o 90% o 90%
I £
o ©
c 80% a0 80%
2 3
o >
v 8
X 10% x 10%
& S
o o
o~ (=3
- ]

60% " 60%

50% 50%

50kb 944 kb 2.1Mb 50kb 944 kb 2.1Mb
m TargetSeq One® m TargetSeq One®v2.0 W TargetSeq One® m TargetSeq One®v2.0

8. TargetSeq One® #l TargetSeq One® v2.0 FEFRIA R ENIBITLL, FEE AR DNA AR 200 ng #H1TRE, BEIRFIE A Fast Library Prep Kit, #8
FEFTHT, Pre BIREUN 7, RIRGHISER AN 750 ng #HITELERL, HIRAERD 5179 TargetSeq One® #l TargetSeq One® v2.0, RAREA/EY Panel i#
17483%, NovaSeq 6000 F& PE150 M.
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TargetSeq® Panel #iERM

TargetSeq® DNA Panel ¥iBRIIA S

UERRETETEHHEHFEEAR, BEIERM 700 3K TargetSeq® DNA Panel (W%, [ 5ZNATHERN. BHKE. B
ZiE. PFEM. EMHKESRA, TRAN FEBKRNESIRH = REBIEMIRAN SR,

951% BAR% 9856% B0B% g5 BE%

100%

9. FRIRFEZ K/ TargetSeq® Panel
BRI, JGEMELE DNA IR 200 ng i#
TR, BREERFAI&A Fast Library Prep Kit,
AT, Pre lBIR¥AN T, BREBHIUELN
750 ng HAT/E4RY, RAREA/NE Panel
#4787, NovaSeq 6000 F4& PE150 .
SRBHEIBHITRIZED, R BEEXIEH
KRBT 75%, H—H93TF 98%.

80%

60%

40%

Performance

20%

0%
Target reads capture rate T 20%X coverage rate
m78kb m570kb m 1092 kb m 2.7 Mb m 3.3 Mb m 43Mb

TargetSeq® RNA Panel iiBigtnti &

VERRBBINRHRAIERRASERNFRIALS, HHT RNA RIBRNEF (RNA CaptureSeq) AR, ZEAREE
RERIERAL, AURARMERNAETSHRE, B RTHREENER, IRSEMEREIBEREURFRER
AESOFIAR, MMEBERBEMNFELHERARRE. £THMPE, RNA CaptureSeq BERIIATEEMILEY). 1EY).
HE. AEMASHNERNEREES BN,

BCR-ABL1 Bt &R ETV6-RUNX1B &R
96.09% 96.49% 96.55% 96.48%

100% %
° 91.51% 90.31% 100%  90.44% 87.76%

89.24%g7 249 91.49% 91.55%

80%

60%

40%

Performance

20%

0%
Total reads Total reads Coverage rate Total reads Total reads Coverage rate
mapping rate capture rate mapping rate capture rate

10. RNA #E@illF Panel 3 RNA Bt &R /ERANIXEIE, RS ER RNA R BCR(E14)-ABL(E2)_P210 Fusion (#H&, CBP20031R) #1 ETV6-
RUNX1 Fusion (®&, CBP20091R) 100 ng #E%E, M TargetSeq®Hema Tumor Fusion RNA Panel #1{T4+32#%%, NovaSeq 6000 F& PE150 il
i RNA B ETRERFABEENHBIBLLE, BRAMENEZENRENRR.

TargetSeq® Panel R4 % M A
% 3. TargetSeq® Panel IR T HIE R G,

TargetSeq® Panel BRI 1% L EAIRT, REHHLRSE SO [ Expected allelic pooo1 Repeat?
WEEMIT; £& UM, TRIMEART (EE001%) . & frequency (%)

BhiE FFPE #7088 (GW-OPSM003, SNV %1 5%) @A 50ng,  LoFR |L858R 2% 463%  13.09%
e } ) o . EGFR | T790M 5% 2.95% 5.12%
RFBEBFEITHR, Fast Library Prep Kit 1 IGT ™ Adapter & Single- === AET46 ATSO | 5% 0% =05
Indexed Primer (fOI’ MGl) ﬁﬁﬁifﬁ, Eéi;iéﬁﬁ I:é:ﬁ@;i% PIK3CA E545K 5% 10.61% 7.83%

B Panel 3#17#83X, MGISEQ-2000 NIFF, BRI FIREN [4r4s | G120 5% 3.65% 5.18%
308X, 8 MEHMERTAIEEN 100%, BiHITES Horizon |Ar4S | G13D 5% 4.21% 5.77%

A S IR R S TR A — 5, KRAS | Al46T 5% 5.71% 5.12%

E—
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PBFRRIRAER T 3

UERRANARARRERIHBRAEFHEERFE. UDIL UMIL R BANEREY. BREFHaSfkamtigs
B—UATUER R TS 5o

SER TR AT~ mIR

=R = REHT A 'S
IGT ™ Enzyme Plus Library Prep Kit 16 rxn/96 rxn €10011/C10012
IGT ™ 2R & IGT ™ Fast Library Prep Kit v2.0 16 rxn/96 rxn €10021/C10022
IGT ™ Fast Stranded RNA Library Prep Kit v2.0 16 rxn/96 rxn €10031/C10032
IGT ™ Adapter & UDI Primer 1-96 (for Illumina, plate) 96*1 rxn C10042
IGT ™ Adapter & UDI Primer 1-96 (for MGI, plate) 96*1 rxn C10182
IGT ™ kgl & IGT ™ Adapter & Single-Indexed Primer 1-96 (for MGI, plate) 96*1 rxn C10142
IGT ™ UMI Adapter & UDI Primer 1-96 (for Illumina, plate) 96*1 rxn C10092
IGT ™ UMI Adapter & UDI Primer 1-96 (for MGI, plate) 96*1 rxn C10232
TargetSeq One® Hyb & Wash Kit (for Illumina) 16 rxn/96 rxn €10601/C10602
TargetSeq One® Hyb & Wash Kit (for MGI SI) 16 rxn/96 rxn C10611/C10612
TargetSeq One® Hyb & Wash Kit (for MGI DI) 16 rxn/96 rxn €10621/C10622
TargetSeq® R A=
TargetSeq One® Hyb & Wash Kit v2.0 (for lllumina) 16 rxn/96 rxn C10331/C10332
TargetSeq One® Hyb & Wash Kit v2.0 (for MGI SI) 16 rxn/96 rxn C10341/C10342
TargetSeq One® Hyb & Wash Kit v2.0 (for MGI DI) 16 rxn/96 rxn C10351/C10352
TargetSeq® Universal Blocking Oligo (for Illumina) 4 rxn/16 rxn/96 rxn €80490/C80491/C80492
TargetSeq® Universal Blocking Oligo (for MGI DI) 4rxn/16 rxn/96 rxn €80520/C80521/C80522
TargetSeq® ERLHERF TargetSeq® Eco Universal Blocking Oligo (for Illumina) 16 rxn/96 rxn €80501/C80502
TargetSeq® Eco Universal Blocking Oligo (for Illumina Nextera) 16 rxn/96 rxn C80511/C80512
TargetSeq® Eco Universal Blocking Oligo (for MGI SI) 16 rxn/96 rxn €80541/C80542
TargetSeq® Eco Universal Blocking Oligo (for MGI DI) 16 rxn/96 rxn C80531/C80532
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RBREEIATIE v2.0, BRIRES FEIURELE

FEamiEiT
IGT ™ Fast Library Prep Kit v2.0 2—#0&BA TS DNA (cfDNA) . FFPE HRZABYIEE DNA BRAXEREIATIZ, Zid

FIZETF AT EEFE, RIEREESE, EAT 1~ 500 ng DNA E&ERANFEHIRET R HRNE. EEENASOERESk,
HJ7E lllumina 3¢ MGl ZBENFFEHTURF; R, EED FIRERA, AIHE (IDNA RITRERNEIFER,

Fae

BHARAEMN, XERLES, XEEHRESR © BEDFRERA (UMD , EEREMESENNTR
EFAT cfDNA. FFPE DNA. gDNA &R + JEATF lllumina 7 MGl IFEE
F&EC UDI 5, AJRRUR SIS © REREESR, AERAMEIFS

ERATRERERE

3500 3005

3000
— 2500 2335
=1
£ 2130 1 9.[ 20 2155
o
.°_>" 2000 1640
Fal 1330
£ 1500
g 1165 1075
=! 1000

486.5
500 150 155.5
0
Input ing 2.5ng 5ng 10ng 25ng 50 ng
Cycles 13 11 10 9 7 6
M |GT™ Fast Library Prep Kit v2.0 mK*

11. IGT ™ Fast Library Prep Kit v2.0 iffIEFRERANEXXEF=H R, FTAEZR gDNA, £ gDNABEITEIE 150~200 bp, REBITHRIEE2LER D
AN 1ng. 2.5ng. 5ng. 10ng. 25ng. 50 ng #HITXEME, HEENSMIEIFE, IGT ™ Fast Library Prep Kit v2.0 X EF=8inE T iz LEE™
& K BRI RIS 2

iEABTF FFPE #4x

A B 100% 99.75% 99.75% 99.74% 99.74%
; 80%
. ¥
i @ 57.76% 60.52%
o 60%
=
s
£
sample 1 A £ 40%
// \\ < 22:32% 30.13%
‘\_/ \\ 20%
o - 0%
Coverage rate Target 20%X rate Target reads capture Effective utilization
rate(%) rate(%)

W FastLibrary Prep Kitv2.0  mK**

C D oo 99.75% 99.75% 99.72% 99.52%
§ 8 80%
@
é 60% 50.56% 52.07%
E
s
‘ T 40%
sample 2 s
SRR 20%
(1" pEppeiaN 7.93% 5,650
K i §
- na 0%
_— T Coverage rate Target 20%X rate Target reads capture Effective utilization
I l[ rate(%) rate(%)

M Fast Library Prep Kit v2.0 m K**

12. IGT ™ Fast Library Prep Kit v2.0 ¥} FFPE ##Zsg98iB R, 1§ FFPE DNA BRETTHET, IRRRITUBIE 2RO RN 50 ng T EME, WENX
EELERE IR, Panel A/\A 70 kb, NovaSeq 6000 F& PE 150 M. A. C: 93U 1. 2 IRILER, B. D: 93N 1. 2 AVEIERI, B8F
BEE. BRMER. 19—, BREUESLL (BFXEE dup BEMEEE / th32IEEA EABE) . FastLibrary Prep Kit v2.0 (B ERE. IR, 13
—MHRMNT, HEBIEET, BNREES.
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7 FEINES

10000 9048

8000

6731

6000

4000

Target average depth (X)

3254 2607
2000 1734
. 1154 671 441
0 - .
S$SCS DCs S$SCS DCs
10 nginput 50 ng input
B |GT™ Fast Library Prep Kit v2.0 mK

13. IGT ™ Fast Library Prep Kit v2.0 TEXE /i ~20000 X BF#9 SSCS. DCS FERM, FrAiE4ds) gDNA, ¥ DNA BBAEITEIE 150~200 bp, RERIT
WrBIEELER D FIRAN 10 ng F 50 ng #HITEMRE, HLNIEFHER IGT ™ UMI Adapter & UDI Primer (for Illumina), £/ 70 kb £9 Panel ##1{TiREt
ZAHIR, FIRETE NovaSeq 6000 SF&##1T PE 150 MFE. THEIBFERAXSEHE © BEN UMUREHITON, 23T ERIBRIESHNBRKIEREMN
WA IE ERIEARKIECRE ., 1GT ™Fast Library Prep Kit v2.0 FRfE 3 E SSCS. DCS ERIBEMURELL K BEFIES 30% ~50%.

EREL—HES

EHERRAE. HREEFMUFRE (~27000X) BIERT, IGT™Fast Library Prep Kit v2.0 FTi2E S XE 2 [BRIRE LS
£ (VAF = 0.5%) AREXFE (ICC) 7 1.000, REPEEWNMRTERSE—H

10%

IO CC(A,1)=1.000
BRI 9506 C1(1.000~1.000)
8% | .
. -~ o
" 7% -
& 6% v .
> d =
@ 5% LS jee
~N K
K 4% ahe
# 39, —p
- q"'"ir'..
1% | L
o L2 \
0% 1% 2% 3% 4% 5% 6% 7% 8% 9% 10%

BAIREHE
14. IGT ™ Fast Library Prep Kit v2.0 EE#REIZER—H1E. &\ 30 ng 1% ctDNARESR (BR, Cat. GW-OCTM009) #HITXEMRE, #XNNLESR

EEHY Insert UMI Kit (for ILM), {8 70 kb B9 Panel :3#47#83%, HB3ASCETE NovaSeq 6000 F & #1T PE 150 MF. THIEUIBERANY SHRE © EEHN UMI 7
BTN, RIBZRLERDH VAF = 0.5% WEREHE—EER,

(ESRTE SRR

BEFREATS BARERFy 1% FITFAE R IDNA AR ESE S £ 4. IGT ™ Fast Library Prep Kit v2.0 31 0.5% cfDNA BRI TSI HER
(Horizon Discovery, Cat. HD780) & Lbf5I5E &9 0.5% o F—
_ e . Expected alleli

B9 CONARESE &, 8 10 ng #ITX SIS, Gene  Variant () fequency 09 vaf vat
(for Illumina), KE/ERA 70 kb BY Panel #1733k, EGFR AET46-AT50 0.50% 0.55% 0.48%
IR G X ETE NovaSeq 6000 & _Ei#1T PE150 i EGFR T790M 0.50% 0.81% 0.40%
&, BRAANESTIFRESIMMESR, B EGFR V769-D770insASV 0.50% 0.44% 0.25%
IATIR A FIIMFRELN 10000X HIERTF, i e L
EAI 8 M ERUAIIHEILNE, BRWIENER |k e T
IFEBE—H, RYETRSIE " 97 100%. PIK3CA E545K 0.65% 0.45% 0.70%

* BRUERIEERA FRMEEUENRENERITE



HESTREIRH
ERANEERRTE, BatERFNEE
FEamiEsT

IGT ™ Enzyme Plus Library Prep Kit 2 —#F0ERTF Illumina A MGl ZiB2NEF &8I EE DNA XEMERFIE, ZdFax
AEREMNEFAR, 1BH 7 EUNBAITINGE, RIEAEEER, ERT2ERANFMRTRHBRNF, SEmLERE
B Ei%.

Eaiie
DNA FEEfb. RinfEE. 3' WA —F =R © XERKEER, BUERIT
ERTAREEIBER FFPE HAREE - ANATFLERNE. #XBERUF
XEHNREREAE - BEmEENEE
NERHES
A IGT ™Enzyme Plus Library Prep Kit E§#]] 25 min B Fast Library Prep Kit #87 30 min C K* Enzyme B84 25 min
o 50.
k] N 40 i 261 %
¥
254 é 2. 5 198 S
2 b g E i
16.7] L:i 19. 135
el \]
83 v = 89 12 ®
re) \L _ [
0 | 15 ] 03 - _
Migration time(min) N ! Migration time(min) ° -MDVMWV“E(MH] -
D
4500
4000 3,846
3’4T85 15. IGT ™ Enzyme Plus Library Prep Kit 5E{thE R
S I FABIXERI, FRARAN gDNA, B\ 200 ng i#7i2
£ o Taes i [, B lllumina F&#EEL, PCRIEIFEL 5,
T 2500 .
= 2000 | AL B. C: RREEBESAMISER EBARINRAL;
= 1500 !
D: FAREERENXEE (ng) o IGT ™ Enzyme Plus
1000 Library Prep Kit S#BRE¥THT R R s RIS /5 5%
500 kL, XEREAIMEM, BETIXERNEESES.
0

IGT™ Enzyme Plus Library Prep Kit  Fast Library Prep Kit E*Enzyme
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RETFEIRENRTERE

W 500ng
W 200ng

“ W 100ng
10ng

WFEBE FFPE A thBRIFHREME

944 kb PanelfE R R 7 7 PR EIER N

0% D% B 9066 s0, 006

100%
80%
20%

0%

saggp NI sg31%

@
3
X

Performance

IS
S
B

Performance

5] 18. K& FFPE BAHZERL, PR FFPE HEARERERE, 2
BRSTECIR. AN EIYN 200 ng, 735I5RA IGT ™ Enzyme Plus Library Prep Kit E§tI$TET 5 min
0 Fast Library Prep Kit BBAE#THT 10 min H#{TXXEGRE, [SLEA 940 kb panel #1THIR; IR
ENEZE. H—EHRINE

80%
60%
40%
1876%
_ 20%
0%

16. gDNA BB FREIGN BRI EIEE, FrAEA

gDNA, 735X 10 ng. 50 ng. 100 ng. 200 ng #H1TXEME,
ESYIBYEIS 79 20 min, IZEREFERRBIFEGHITY G, TR
BXERBOG—HEER,

17. FEIHERSEF FRIXER B 53, & 200 ng gDNA
BEAHITEEE, ESUIFTHREYIEN 15 min, EFFELLEIBIHETE
DS E, RAXERNF RFAIRIEEHITE 150~400 bp Zidl

AISRILES TR L BIER RSN A R NER, URRE
MEANRBRNNF IR KEOZER K.

99.99% 99.99% 99.66% 99.31%

100%

87.77%
82.49%

80%

60%

40%

20%

17.04%

Coverage rate T20%X coveragerate  Target reads capture
rate

WIGT™ Enzyme Plus Library Prep Kit m Fast Library Prep Kit

B 39.5 Mb X £IMERRIRREE 7574 FP Y SRR IR

10005 | DB DB DB BIV ggn9, WAV

8171% S193%

Performance

T1.71%

0% l

Duplication rate

FHEEDHRTE 500~2500 bp,

1961%

172M% 1720%

Coveragerate  T20%X coverage Target reads

rate capture rate

m IGT™ Enzyme Plus Library Prep Kit m Fast Library Prep Kit

Target duplication
rate rate

E* Enzyme W IGT™ Enzyme Plus Library Prep Kit m Fast Library Prep Kit

Coveragerate  T20%X coverage Target reads

capture rate

Target duplication

rate
E* Enzyme

19.1GT ™ Enzyme Plus Library Prep Kit SE2ES ZNRRBUERM. FrARAIYJ gDNA, BEKANE 200 ng, PCRIEIFEA 5, NRIFKMAA:
944 kb panel #1 B: 39.5 Mb X &M TIRRERE, LRER, IGT ™Enzyme Plus Library Prep Kit FI#IBIEIR S BEITIEE R ERXIIEES S

ROBEIEAMEY, HNEES.
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Illumina/MGI & UDI, B¥uk% Index Hik

Fmiéa

IGT ™ Adapter & UDI Primer (for Illumina) / IGT ™ Adapter & UDI Primer (for MGI) X 5 Z%EE © JRR TR BRI —IRES
ELAFE, ZRVERES llumina FAE MGl T a@AaEE L U RAMERN A UDI Primer, FAJIR{E 384 #h UDI FRHIMER A IER,
ERHESBRENFTFEEX lane BEHIBEFENEFE R, RS2 IENREEHIFITIEERIE, AIA YR RN
FoinlRl, et EmE.

=i

© BFEE

& UDI 5IMETUR A MIX, BRIFBTTUERER, TRFIRE 5 M7 A0 index 514, BRI RHPEBENTERS

F R,

© BREBRIIESRR

12 3 4 5 6 7 8 9 10 M 12 I
(@O0000000000| o —— "
1®O0000000000 — — o
;|@00000000000 > -
000000000000
${000000000000| |, wmm—mmm  ECECEE
1O00000000OO0)  =mm———m——
4000000000000 — e MR
HOOOOOOOOOOOO UDIE}ﬂ{EIndexﬁ'g‘e

SHMFreadsERARNRE

20. UDI B9 i5/i7 JNMIETERIEE, XX EREA, UDI FRafS— MERE LRHE—R index F7, RIZSIHHE 1% B index FEI2E. MFZizh
HIMEEES, REMIEHATRER index B reads 7 BB NEEBIFADMT, MMA 98.01% e EHILEIRY reads #RIRE, 1.98% FRECHY reads #5IF%,
0.01% $5ECHY read RIBLNVSERFIFRIRE, BB REFARZ EHEIESR,

- RENIEERE

B 4 UDI 5 53 MR B RITFE S RITACH reads BYE 99 Eb3RiTAd index hopping $2E, IERR UDI Al /ARG SRR
H3& index hopping $AZRFEEE 0.1% Ao

Reads

0.01%
0.02%

ot | [

UDI P5+P7 index

% 15 14 13 12 1 10 9 8 7 6 5 4 3 2 1

SRR
21 AR RIBIRER. LI0EEY 16 F UDI HITREMINFE ST, SFRE TR i5 M i7 i index A& L. @id 534 UDI FHI SRR R
ERFIARLEH reads BIE 73 EERiT(E index hopping BISIE, SLIOLESRIERR, UDI ] EHIRG B EIEHE index hopping SR ZE 0.1% LT
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Illumina/MGI & UMI, BhA{EsmseZsia:n

F=mITéR

IGT ™ UMI Adapter & UDI Primer (for Illumina) / IGT ™ UMI Adapter & UDI Primer (for MGIl) 28 & X UMI 33k mix #1 UDI
5|¥pELRFIE. MRS EE 64 76 bp B9 UMI #23k, A4 4096 FéHE UMI, EZEFMEMK DRI DNA 9F; UMIF
Pz E4RiEEEE = 3, AJLIEEMMFTIE DNA D FEXERE. BRKEHERAFNFSEF~ENER, BN, ZRYI=EH
=Mt lllumina & MGl & 384 # UDI FHIMEERFIEE, B AESE2NFTFEEE lane BEEF20VREER,

\ i5 indelj(Ml Ul\:l7l index / DNAEA B B
\\_—-Tl—// § FAEBENA
7200 TN (TN,
i7 index — i5 index = .
/ o°°+ x 8 AN § s
5'-_\,')\ Usll.:_ :l;{ll . ! '—Huu;‘ DNABALB a T
P DNAEAE B _I\__‘_wum\u.u__,’, _ J
o T 1)’6 § PRy
et o % bl D N A A K 2 bt
g,zmmmumA DNAG AL B T‘WHJEE.
' ¢ ,)/‘ P L] mm—— T o 8
/)oé" uuu\“\_mmu_i_ DNABAKE An FEYTNIINN,
22. IGT ™UMI Adapter & UDI Primer (for lllumina) X #4932 12 23. IGT ™UMI Adapter & UDI Primer (for MG) X EEH9 325742

LRl

&N 25 ng #9 0.1% Horizon cfDNA B& RS (Horizon HDT80) #{TEEE, /A 52 kb K/8J panel #7233 H3K, 14
B EER NovaSeq 6000 #1TllF, ATRsl BirxXIFFNERE 20000X &4F, B 8 PREM IR, R
FEMFRME 7 100% (FR5) o

$ 5. Horizon 0.1% cfDNA &£ RENIFEIERI
EGFR EGFR EGFR EGFR KRAS NRAS NRAS PIK3CA

L858R T790M delE746-AT50 V769-D770insASV G12D Q61K AS9T E545K

0.08% 0.10% 0.09% 0.06% 0.10% 0.12% 0.16% 0.21% 100% 100%

*BRUEREERA LHEEEMENHERNERITE

CtDNA (AT MR SIAD FIRER AT EERRBRAMURIRNEE, EIEETRZE, AHNE Horizon frEmRTHE
526 > VAF {EF 3% WRE; L&A UMI AT EIREA EWARMUEWTHIB#HTRE—BFFIEH (SSCSEEFIE) &,
HME] 163 > VAF<3% BIRZE; #BEbZF, A UMI #1T cfDNA D FIERERRMIE (DCS REHIE) &Ha, (URNUE 15
N VAF<3% RYISARE, HAPEHE 8 PEMREAR. EANE UM AR, MRFUEFERNIRAESIERERERLERT
97% (E24) .

A BtrXigREIa &R B REEEHFIE
300% 300%
X X
250% 250%
200% " 2.00% =
(g x L
< % < 450%
< 150% ; - N 150% .
o s
1.00% x o X % o 1.00% x
%
nm/x?.xxixx’ X x %K‘;s 050% |3 X"x X x%“
0.00% 0.00%
C SSCSEEHIE D DCSEEHIE
300% 300%
250% 250%
200% 200%
< <
S 1.50% S 1.50% -
100% | x 100%
19 x
050% _ < :: $_x : x % = 050% N .
B i sl K S S R e e iy X x X * x
000% 000%

24.1GT ™ UMI Adapter & UDI Primer (for Illumina) ST R ML SRS
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BRAMELHAERY, HERRRIMNS

TR

TargetSeq® Universal Blocking Oligo @R+ H#AHHRMIER A FHEX EEARNBERHER . ZRTIFm S5 XENELF
EE, BIERIRAXERKENGS, NMESEAHRESN, BAEFNRZE, YEREREME llumina &, MG
TERIH. MGl EENRBAHERT, UBHEFRTEARNNFZK,

s 1
&IPS R SR
BT IEFREH AN EERE
TargetSeq® Universal Blocking Oligo (for Illumina) lllumina F& TruSeq Xf&E, BE&RIR. Wik index XX, ik, Wik UMI XXE
TargetSeq® Universal Blocking Oligo (for MGI SI) MGl & & index XEE
TargetSeq® Universal Blocking Oligo (for MGI DI) MGI &3 index X, B& Wik index Mk UMI XE
E2
R TRM R
100% . . .
87.69% 86.67% 85.94% g4 0o 25. MGl F & Universal Blocking Oligo 3% & [& X /v
78.34% 76.55% dudak

panel FEEMRBT. T AN gDNA, XEIGE
% B IGT ™ Enzyme Plus Library Prep Kit, 4 35 Eg
IGT ™ Adapter & UDI Primer (for MGI) #1 IGT ™ Adapter
& Single-Indexed Primer (for MGl) 52, FE/ERA 70
kb. 1 Mb. 40 Mb K/ Panel #ITHKESE, HE
MGISEQ-2000 F & 1 A PE150 # 47 il F5, T #l #&
& 22 37 clean. Mapping f5, BALESTE] Panel B9 reads
BT ERIRE,

Target reads capture rate

TargetSeq® Universal Blocking Oligo (for MGI DI) TargetSeq® Universal Blocking Oligo (for MGI SI)
M 70 kb Panel M 1 Mb Panel M 40 Mb Panel

100%
’ 88.39% 88.75% 86.52%

78.84% 79.52% 78.43%
80%

26. TargetSeq® Universal Blocking Oligo (for Illlumina)
W REXERNENFEMERT. K04 gDNA,
XEERBNEDNHT50ng. 3ug UK6ug, XA
TargetSeq One® AR, % 1 Mb Panel #1743K,
FF7E NovaSeq 6000 F&#1T PELS0 UFE, TFHIEIES
TREMEERTE, LIS BRE B E XA reads 24,
base #5 5 it B iR A,

60%

40%

Performance

20%

0%

Reads capture rate Bases capture rate
W 750 ngXERAE W3 g ERAE W6 g ERANE
100% 88.49% 87.43% 87.37% 88.22% 87.62% 86.98%

27. MGl & Universal Blocking Oligo 3 FRISCEE#&
AERSEMERT. LA N gDNA, XERANESD
F9 750 ng. 3 pg LUK 6 ug, FA TargetSeq One® 2%
RIER, 1% 1 Mb Panel i#17#3k, F1E MGISEQ-2000
FAfEA PELS0 TR, THHIBAN RIEMILIE,
LG B R 25 KA reads #UTBEBHFRE,

Target reads capture rate

TargetSeq® Universal Blocking Oligo (for MGI DI) TargetSeq® Universal Blocking Oligo (for MGI SI)
750 ngXERAE 3 g ERAE 6 UGN ERAE
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EFEFENE

E=FaNE

VERRTHEBLBN S0 RENEXTETERESE
#h, SETE 2464.7 75K, HIKHE 4000 K5 7To

EFEMTRERSERNERIE AEBIT
1S013485 # 1ISO9001 FREEIRARIAIE. FRY, EHig
BERERARWANZEST B, tHAREFEE. BEAE
EAREE, R GMP FIMSETAFIEFTZRE, HE
ZETNMIGRERT BREREFIREINE. EERN
NirRERSEENFRNERERETRLIRBETE
ERNEHRARS REE, EREFEMSIEREBRIH
ArEdtEFRORAR, heEEFREEANTWMRR
BIARSS.

33 y: 00 = Edo

VERRFRRRSEESRERN 33 M. BEEM. BAKKEITEEK, FosiiiasiliFell. BTa8EEMRMT
EERMMER. B ELONERLN—XRRS =,

RIEFZOENR XA TargetSeq® RAHHHKMF AT MultipSeq® ZEY B FNFRA, VERRRAMRMZRITAX 100+,
S RIMAF 300+, KGN ABEIRARI R RSIRITEE (PCRPrimer Design)  (58R, HF=hR) HAFRERRIZITX
HFEELK/LBRNAEHIZER.

#2022 F6 B, ¥EHREFEHRFE 1500 25, HpZRTHRNFEGIXT KX 800+, ZEFEFNFEHHFIZE
600+; SITAEF" 200w+ FIFFABINIAFIR, 8 15w+ FIRREH 25w+ FIFAZRHBRNFER, RASS5ENHMETR
AR OFIRER A Do

IR BRI TR
U ERBHIE—H TargetSeq® Panel H£31T NGS FifE, RAMIISRARIMEA HERE, BRFIRRIRELS, @
RRBAF BRI,

Target reads capture rate T 20%X coverage rate
100% 100%

80% 80%

D
=)
B

60%

40%

Performance
Performance

20%

0%

S1 S2 S3|S4 S5 S6(S7T S8 S9 (S10 S11 S12(S13 S14 S15

HR1 #x3 #R4 #RS

28. X 25 ° V2 RHESE SR RRIEER
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TEHIEER
20 workdays 10 workdays

Panel EflEamM. RFIEHE trfEmilis

TE AR

RRFES e ancany EHILL
RIESEZEREA 3P IEERREMH KRIMAL

MIAER Panel i3tk ERlEA
EERIR EVNE iR REER
MGl EMETETES Zl 2@\
Illumina TRED TR DRSS
TR B

R 2 EF] BAERNFRRT

CDMO fE$5
A Ve :gwﬁﬂh r””“% Y ERBANEPREERT RS
/)?AT ?"“"F‘% “ () BT IVD 7= @ B L B M e
s ot LR FEENNEETRELEMHT £
a o [ 4 \ BRI R R A e
FF o ""u Q‘ HALS. B33 1500 H g M
7 5 r' il ll HESERBRES, HOR+
S o W Y |_r_1 [ ﬂWI’ - = NGS IVD TE& SRR = mmie 7 1Z0
Bt

[ 29. XL EZRER GMP (RIMS BT = (8] S E

L EHRE NGS IVD =5 CDMO IRSEZHIRE
ST BN REEN
D1~ 25 £1%30% 110100%

BAZIHFMERRS

© RERAEL REIGRELORARE. £RERAES. RREEERASRIRES.

« BTUEGTE BARAIRMEENZE~RERES, —HERENZIRERES, ANSSREKR~RE, UFREXK
EIRFIETT,

o EEAE UEHHRECRERARLIZN 24 h AMNEFEE, RETVIES.
—
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D=

PpE A R R A

N EHRRR TargetSeq® ARXHHRNFRABREI 2N AT EEF I, BHFERAMHR™ mEMEHAR. ALk, BEmE.
RSN, REFEHENEYSRA,
=fl—
gE [JETJ 5&”% Eéémﬁgﬂ*@%Emﬁﬁ Zﬁ E’\JEE*@?}W% SCIENCE TRANSLATIONAL MEDICINE | RESEARCH ARTICLE
B, BSERFF & H AT AR E 8T o
W+REBE, TZIMARF, ARARBIH PTEN status determines chemosensitivity “fmm
BORL. ERETEE. MRSy 2 ESiE to proteasome inhibition in cholangiocarcinoma Amedendeacebon
B, RIMESHEE (QEBESE) PEER e e o o S, e

PTEN BITRFG (ERPEYY & B ES (R INHIFIBUR, A
EARBEINEIF AR IRH TR ERARE

S, BMRICRA PTEN RZFERYATT IR A

Ye-Xiong Tan™*', Hong-Yang Wang**5#"

Patient-derived xenogrlhs (PDXs) and PDX-derived cells EPDGI lu Il}e'lll in pledlll(:l research. We p!rbnnqd
adrug screening assay using PDCs and identified drugs forch ino-
ma (CC Furthermore, we that phosph: d tensin h c

ten (PTEN) deficiency promotes protein synthesis and prom:me suhnmexpn_mm and proteolytic activity,
creating on the for cancer cell h and survival. Thus, targeting the proteasome
machinery with the inhibitor bortezomib inhibited the proliferation and survival of CCA cells lacking functional

FTEN. Therapeutic evaluation of PDXs, autochthonous mouse models, and patients confirmed this dependency
on the proteasome. Mechanistically, we found that PTEN promoted the nuclear translocation of FOXO1, resulting
in the increased expression of BACH1 and MAFF. BACH1 and MAFF are transcriptional regulators that recognize
the antioxidant response element, which is present in genes encoding proteasome subunits. PTEN induced the
accumulation and nuclear translocation of these proteins, which directly repressed the transcription of genes
encoding proteasome subunits. We revealed that the PTEN-proteasome axis is a potential target for therapy in
PTEN-deficient CCA and other PTEN-deficient cancers.

BUSRER, X EZRER © AIB T AMRABH PTEN £
H2KFFIEHHRNEFE T

SEXH:

Jiang TY, PanY F, Wan Z H, et al. PTEN status determines chemosensitivity to proteasome inhibition in cholangiocarcinoma[J].Science Translational Medicine,
2020, 12(562): eaay0152.

==

%= FDA Efr MAQC HEF ATUEMEITHI F i MR A RN, X
BUstrb Fde kT, S5MNRNERBREATA KARER. TR,

EEENFRERTREE, BAME.
IDT. Illumina. Qiagen. FEIK ¥,

BREES

A

Sample A Sample C Spikedin 004 = ;g:
,;‘,/f,‘;e 125% 256% 510% 10-20% 1-25% 256% 510% 1020%  ~5% § :_ o
AGL 199 87.1% 958 96.8% 594 98.8% 372 100% 1,053 90.5% 538 98,3% 277 99.5% 21399.5% 395 97.3% g 3 754 - LM
BRP 79 94.6% 407 99.6% 246 100% 155 100% 443 94.8% 22899.9% 117 100% &1 100% 395 100% ; § : gg(’;‘
DT 29 NA 152985% 75 100% 45 100% 170 NA 6998.3% 34 100% 27 100% 209 98.0% ‘g & 50 - o, -~ TFS
16T 2297.3% 131 100% 75 100% 46 100% 14598.3% 71 100% 33 100% 26 100% 354 100% E E - °.‘ g .
[IL') 38 NA 18488.8% 10798.4% 7299.8% 206 NA 100 84.9% 5299.8% 34965% 388 94.5% %-E 25 4 ¥ . s
QGN 6594.9% 300996% 17799.6% 92 100% 337 95.5% 16499.6% 72 100% 6099.3% 307 94.4% E ’ . a :2»',-
ROC 16 NA 50887% 31 100% 23 100% 62 NA 2984.2% 18 100% 7 100% 266 88.0% < i
TFS 22 NA 120 925% 54 99.8% 35 100% NOT TESTED 199 99.8% 00

T T T T T T T
>1% >1.5% >2% >2.5% >3% >4% >5% >10%

100 o

s AV ¥ f

©

2 99 4 3
T

E 95 . é [

£ SO :

iwn i 6 [ intra-lab |:| cross-lab

E

k-] 3

2 o5 2

2 90 4 :,

]

& <

AGL BRP. IDT IGT LM QGN ROC TFS

BE R

Gong B., Li D., Kusko R. et al. Cross-oncopanel study reveals high sensitivity and accuracy with overall analytical performance depending on genomic regions.
Genome Biol. 22(1):109 (2021)
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CRISPR/Cas EHE M H A E BT RNA 5|4 DNA ]
FISRITHT DNA BEE (ARRREA] RNA B, EAHRA,
MRARKRET —MEETTF/ MR T A (MESCs)
R EZERITRSNE, ©i8d DNA N S8 RNA
ARG RNARERZE, = RNAI Hl CRISPR Hiim
FNHZ I TR TURENG., XEREC
73BT AREF R B EY encephalomyocarditis virus fE 5
2KIREN&IT AR T

SEXRR: Wu J, Wu C, Xing F, et al. Endogenous reverse transcriptase and RNase H-mediated antiviral mechanism in embryonic stem cells[J]. Cell research, 2021, 31(9):

998-1010.

WEMB R

Y ERBENEBHEIR
A ZAIRREE CE IAIE. X
BT AL & i e e 1B B IREA 5o

HERTIH R

o om Cell Research
ARTICLE

Endogenous reverse transcriptase and RNase H-mediated
antiviral mechanism in embryonic stem cells

Junyu W', Chunyan W', Fan Xing!, Liu Cao', Wejjie Zeng’, Liping Guo', Ping Li', Yongheng Zhong', Hualian Jiang', Manhui Lua',
Guang Shi’, Lang Bu', Yanxi Ji', Panpan Hou', Hong Peng', Junjiu Huang, Chunmei Li' and Deyin Guo ()

Nucleic acid-based systems play important roles in antviral defense, including CRISPR/Cas that adopts RNA-quided DNA deavage
o prevent DNA phage infection and RNA interference (RNA that employs RNA-guided RNA cleavage to defend against RNA virus
infection. Here, we report a novel type of nucleic ackd-based antiviral system that exists in mouse embryonic stem cells (mESCs),
which suppresses RNA virus infection by DNA-mediated RNA cleavage. We found that the viral RNA of encephalomyocardits vinus.
o e o[ ey WA (i 80 s womse et (1T accclcl b ooy
MESCS. The VeDNA s ol and forms DNA/RNA hybrid with viral RNA. The viral
RNA in the hmguduphx is suhsaqn!m}y dmmyad by celular ANase H1, leading to robust suppression of viral growth.
Furthermore, elther inhitition of the RTase activity or depletion of endogenous RNase H1 results in the promotion of virus

proliferation. Altogether, our results provide intriguing insights into the antiviral mechanism of MESCs and the antiviral function of
endogenized retraviruses and cellular RNase H. Such a natural nudleic acid-based anfiviral mechanism in mESCs is referred to as
ERASE (endogenous RTase/RNase H-mediated antiviral system), which is an addition to the previously known nucleic acid-based
antiviral mechanisms including CRISPR/Cas in bacteria and RNAI in plants and invertebrates.

Cell Research (2021) 31:998-1010; https://doiorg/10.1038/541422-021-00524-7

IR, LUBSRIEASEAT 2020 £ 2 BOMHERFTRERSLNEHANE, FEHE 3 BT M
ERENERSHAANZITZNAFIERAE. ERCDC. EM CDC EZ N EFRMRA, FHETR

W .
nature e
COMMUNICATIONS
Article Contents ACCEPTED MANUSCRIPT
Author notss Cold-chain food contamination as the possible origin of ARTICLE
Covid-19 resurgence in Beijing &
Supplomertarydeka Xinghuo Pang, Ll Fen, Shuangshang Wu, Wonlai M, Jian Yang, Ln D, e/ sdcors 10 1038 /ra7-020-w205-0 SIS
Jie Li, Yan Xiao, Lu Kang, Shichang Du, Jing Du, Jing Wang, Gang Li, . . . .
Shuguiang Zha, iuan Ghen, Wensiong Zhov, Shengie La, Lol Gao, Genomic surveillance of COVID-19 cases in Beijing
Yang Pan @, Guanyi Wang , Mingkun Li @, Jianbin Wang ,
Vany! Huang , Jlanwel Wang , COVID-1 Field Response Group, 12 A (02 O W Zhibai m
COVID-19 Laboratory Testing Group Pengcheng Du'%", Nan Ding ® !, Jiarui Li'?", Fujie Zhang® ", Qi Wang"", Zhihai Chen® ',
‘Author Notes Chuan Song"2 Kai Han'? Wen Xie', Jingyuan Liu, Linghang Wang', Lirong Wei, Shanfang Ma', Mingxi Hua"2,
Natonsl Sclencs Review, nwas2sd, Fengting YU, Lin Wang3, Wei Wang3, Kang An®, Jianjun Chen® 56, Haizhou Liu®, Guiju Gao', Sa Wang!,
hitps2/dol.org/10.1093/nsr/nwaa264 Yanyi Huang® 7, Angela R. Wu® &, Jianbin Wang® =, Di Liu® 5610™, Hui Zeng® 2™ & Chen Chen 12
Published: 23 Octobor 2020
SENHBR: PangX., Ren.L, Wu S. et al. Cold-chain food contamination as the possible origin of Covid-19 resurgence in Beijing.National Science Review, 7:1861-1864 (2020)

Du, P, Ding, N, Li, J. et al. Genomic surveillance of COVID-19 cases in Beijing. Nat Commun. 11, 5503 (2020)

KA R A

Gg[fe?(ang | iGeneTgéﬁ)
Hom R XEHRE

Z24ev3 - EHIAR

EHKRRE

EF 2 EFNERKRNEABRIZEEEE SR
B, XEREURIBAIEXIEESIRFE WES 7™ fo
202112824 H, EcERNIEREREFL
BT AERRMB I =50 - B EBEMESS
EFREMEEEARREE LT,

MEXERR: https://mp.weixin.qq.com/s/zcRT4VYg5w-TGZIOu20-NQ
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TargetSeq® EFP X EEi%

TargetSeq® RFIEHI=mmEERBAF

RARRZER. BRIEEERMA TargetSeq® B MMIXERNEAR, UTRIBHIX

=RdEN
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15.

16.

17.

18.

Wu J, Wu C, Xing F, et al. Endogenous reverse transcriptase and RNase H-mediated antiviral mechanism in embryonic stem cells[J]. Cell
research, 2021, 31(9): 998-1010.

Wu X, Ning C, Key F M, et al. A 3,000-year-old, basal S. enterica lineage from Bronze Age Xinjiang suggests spread along the Proto-Silk Road[J].
PLoS Pathogens, 2021, 17(9): €1009886.

Xu LS, ChenY S. Phylogeny, origin, and dispersal of Dubyaea (Asteraceae) based on Hyb-Seq data[J]. Molecular Phylogenetics and Evolution,
2021, 164:107289.

Shen L, Li P, Zheng T, et al. Comparative analysis of the autismrelated variants between different autistic children in a family pedigree[J].
Molecular medicine reports, 2021, 24(4): 1-11.

Li M, Noshay J M, Dong X, et al. A capture-based assay for detection and characterization of transposon polymorphisms in maize[J]. G3, 2021,
11(7): jkab138.

Yu X C, Li M J, Cai FF, etal. Anew TEX11 mutation causes azoospermia and testicular meiotic arrest[J]. Asian Journal of Andrology, 2021, 23(5):
510.

Jiang TY, Feng X F, Fang Z, et al. PTEN deficiency facilitates the therapeutic vulnerability to proteasome inhibitor bortezomib in gallbladder
cancer[J]. Cancer Letters, 2021, 501: 187-199.

Jiang TY, Pan Y F, Wan Z H, et al. PTEN status determines chemosensitivity to proteasome inhibition in cholangiocarcinomalJ]. Science
Translational Medicine, 2020, 12(562): eaay0152.
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