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SURFSeq QE X RiFA N FEIERIT
LTFERST 7 E4310 B 2350 RUNMIFSUE, X EXE QS ERASIEXE. BIREKENFEX
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SURFSeq 5000 & 5B & EEMFN

SURFSeq 5000 R 7B ERMBIELE=HE. EaFHEEE (Q40+), EAFAELERANF. A
ERNF. ZZERANF ERANF . ERARELNE . DNA-ZEEREENRF, T2EBI AR HRIE
RIFEFE3 1T, SllluminafINextSeq 2000 R 5 E RN F T L B80T :

P HiBEM Illumina
8RB = an SURFSeq 500051 NextSeq 2000%%!

SR 374, 500 M/2000 M/3600 M 47H, 100 M/400 M/1200 M/1800 M
BZSHNSE 2 1
SSRMEN 251 %
= TR | S
T 38 = PELs0 150~2160 Gb 30~540 Gb
W B ] PELSO 22~3T7h 17~44 h
FiE H =& PEso 1400 Gb/Day 295 Gb/Day
IR B EPELS0 Q40=>85% Q30=90%

MATSE

ZMHEEAGRTREL
ITREBNEE2EES
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ANEFEEABEERRE
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SURFSeq 5000;1id #R R

MFRBIETEIREITL
FRNMFFEENFEEAEIZRERIA, SURFSeq 5000 Balanced Mode 5NovaSeq X(Q40F+4kf5) R
#83, 7£ Enhanced Mode™, SURFSeq 5000F N 7 $5 1R = T F260%LA L, £ E0.05%%k 5!

I Error rate

% 0.4%

% 0.1%

@3

NextSeq 500 HiSeq X NextSeq 2000 NovaSeq 6000 NovaSeq X SURFSeq 5000 BM SURFSeq 5000 EM

b=
1. FEARH KRB EIRRE T E. coli #TIHE.
2.NovaSeq XE{KEIZRE F Software V1.2 Q40F KR AR S it FriSo

DNANIF—A 25 RFAENRF

HA 3R {FHAgilent SureSelect Human All Exon V6 2FHG001~HGOO05# 5 MWESX

MRS BE : S5 51 A SURFSeq 5000(SF). NovaSeq 6000 (NV)F & #1TPE1S0MFE, B4R A~100 X
BRNFREREHITOMN

MIAEEIL 1 7EQ30. b X R BEEF BN L, SFANVFEF & eI, SFFF& HG001~HG005 WES SNPZR
T HAIF1-Scorety >99.4%, InDel R0 HAYF1-Scorety =>89.1%

MEEIED TSR SNP F1-Score s W
99.4% 99.5% 99.5% 99.6% 99.4%
Sample ID HGO001 HG002
Platform SF NV SF NV SF NV SF NV SF NV l
Raw Q30 90.9% 94.9% 913% 94.9%  90.8% 94.6% 91.4% 94.8%  90.9%  94.7% 99.4% 99.4% 99.4% 99.6% 993%
InDel F1-Score
MappingRatio  99.9% 99.8% 99.9% 99.8%  99.9% 99.8% 99.9% 99.8%  99.9%  99.8% 20.7% 49.6% 49.1% 49.5% 944%
C‘;";gafe 99.0% 99.3% 99.2% 99.4%  98.6% 98.5%  99.0% 99.2%  98.2%  98.0%
>
c
f;;afe 93.3% 93.6% 93.1% 92.7% 89.1% 87.2% 93.3% 92.9% 87.0%  85.4%
>
89.2% 89.2% 88.9% 89.9% 93.5%




SURFSeq 5000/ FilliF
PR E E SR TS

AR 240157 (B2 116 FFPERE SR 2R, 97| ct DNABEZNFI A PhiX4T E &a)
W F SR BE  HE R E S RI7ENextSeq 2000F1SURFSeq 5000 (BB A T FCHAMFCMS /) ERNFF & £

HITN I, BB E R R 8 1T 04

MIXLEIL : H XTI AN SURFSeq 5000 R T i i H 45 R 5 NextSeq 2000/ E— 3, HXIPhiXiRE S
SURFSeq 50007IFF f8i= 7K FBE{EK F NextSeq 2000

PHIX Error_rate(%)

W error_rate(%)

FRF & NFEIREITE

7 FCHRIFCMA&RSURFSeq 5000 FCHMFCMAYF 45 R

HABATACTIE
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B FCH M FCM B NextSeq 2000

FRFARTRIE

M F SRS : BRI E 52 5 FANovaSeq 6000F1SURFSeq 5000i# 47 % , BVAE B M EIE 2 # 1T O
Mik£EiL : SURFSeq 500040fE 53 B 45 R S5NovaSeq 6000— 4=, BMEIEEE T NovaSeq 6000

SF5000_20241211-2 | NV6000_20241211-2 | SF 50000 20241211-3 | NV6000_20241211-3

Estimated number of cells 3,219 3,200
Median fragments per cell 5142 4,932
Mean of FRiP in cells 80.50% 82.24%
Median of FRiP in cells 82.63% 84.42%
Valid barcodes 96.68% 96.70%
Q30 bases in barcode 97.12% 97.25%
Q30bases inread 1 95.39% 92.91%
Q30 bases in read 2 94.16% 93.30%
Total mapping rate 98.43% 97.09%
High confident mapping rate 92.06% 88.67%
Total fragments (after dedup) 32,477,048 29,691,089

Mitochondrial fragments 1,115,892 (3.44%)

18,269,545 (56.25%)

9,764,670 (30.07%)
79,991

76,840

956,658 (3.22%)
18,624,221 (62.73%)
7,693,923 (25.91%)

74,746
71,646

Fragments in nucleosome-free regions
Fragments in mono-nucleosome regions
Raw macs2 peaks

Peaks observed in cells

BAREATACIF Iz 4

Illumina_20241211-2

Illumina_20241211-3
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EIEFNRF

MFERNL: REBC

BB  E T SureSelect A@SMNE FVHIREEAFIZME T S1. 52, S3. ST M gDNARE AR X E

iMIFF 55 8& . FTEFASTASeq 300. GenolLab M. SURFSeq 5000 & @22 RNIF FAMAT S @2 £ ENFF
& E#ITN A EE S

MELt:ETarlFRe. ERAB SR ERALNE PR HEESX . TRUANNE BN
REFEAT L IIRIMME

EENFSHERN
Total reads 85,187,632 79,835,224 79,556,138 79,160,548 84,000,130 79,834,398 79,595,356 90,612,170
Mapped reads 85,171,990 79,824,734 79,540,935 79,135,311 83,981,840 79,823,942 79,579,812 90,583,279
Map ratio 99.98% 99.99% 99.98% 99.97% 99.98% 99.99% 99.98% 99.97%
Dup ratio 9.63% 8.46% 14.59% 30.22% 9.68% 8.63% 16.96% 33.05%
AR ERES 88.11% 87.98% 86.78% 86.59% 88.02% 87.89% 86.69% 86.57%

reads on target region
Mean depth 171.75 162.94 149.7 121.7 169.56 162.89 145.77 133.86
Percent of target base

99.62% 99.63% 99.62% 99.61% 99.64% 99.64% 99.63% 99.64%
covered at least 1X

PG ERR 99.14% 99.15% 99.15% 99.11% 99.15% 99.18% 99.17% 99.19%
covered at least 10X

ol atochase 97.75% 97.79% 97.79% 97.62% 97.73% 97.82% 97.77% 97.89%

covered at least 30X

S3_FASTASeq S3_Genolab S3_SURFSeq S3_AFMFI S4_FASTASeq S4_GenolLab S4_SURFSeq S4_ARMF{L

Total reads 87,507,016 79,844,860 79,578,274 88,721,930 89,651,756 79,839,616 79,536,922 90,201,704
Mapped reads 87,493,322 79,835,097 79,563,465 88,693,939 89,634,832 79,828,842 79,519,977 90,168,637
Map ratio 99.98% 99.99% 99.98% 99.97% 99.98% 99.99% 99.98% 99.96%
Dup ratio 9.48% 8.18% 15.11% 31.14% 9.55% 7.99% 14.09% 31.43%

Percent of paired
reads on target region

Mean depth 177.6 164.22 149.59 135.34 180.99 163.84 150.17 135.82
Percent of target base

88.30% 88.16% 87.02% 86.93% 87.93% 87.80% 86.49% 86.22%

99.64% 99.64% 99.64% 99.64% 99.64% 99.63% 99.63% 99.63%
covered at least 1X
I Coftaioetbass 99.15% 99.16% 99.16% 99.19% 99.19% 99.18% 99.17% 99.21%
covered at least 10X
Sl oliajoetbase 97.77% 97.76% 97.74% 97.84% 97.90% 97.84% 97.82% 97.95%
covered at least 30X
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MBS : QIAGEN (EAR)

B AR QIAGENIXFIEMENGS Z L E
MFEEE: EGenolLab M. SURFSeq 5000 @ £ & E N F & #1TPELSON F AR S

MELEL: NiRERRTELEEYNFFE5QIAseq NGSHENBSRA, MERABEEN—MHaRE
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Small RNAZE  QlAseq miRNA Library Kit QIAGENICLC
Genomics
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PARAFNF

MIFEGL: FREY

BREB RASAEYRAREEARTEWET S SARERPMEXE, 2512 ARS006TL,
S006T2, S006T3, SO06T4F1 ERJEHIS006TS

M F 5B : ZESURFSeq 5000 (SF) #lNovaSeq 6000 (NV) E@ 2 E RN FEF & #TPELISON FEFEIE 2
MEFELEIL 45 R 2R, SURFSeq 50007£Clean bases ratio A R B A X EFIEFHN S THEIRIRIE &,
HEHARIRBread ¥ IRFI AR E LK 4BAE A i B E EF 4R3I F NovaSeq 6000

>

C

S006T1:Counts

Q30 mNV Clean bases ratio Gene: 2316
mSF NV Cells: 7717 ] resmper
100% 100% mSF R=099,p<22e:16 .

H
IR AN

=]

S

LS

400
80%
95% 300 w« / /
60% “ T E E E “ T K E:
90% & 200
40% “f o )
0% 85% 100 7 = = i
] s -
80% of & w s /

0%
" "S006T1 SO06T2 SO0GT3 S006T4 SOO6TS S006T1 SO06T2 SO06T3 SO06T4  SO06TS 5 Wo 200 300 400 / wwwwww

NV T e W £

Samplename | Seauencing | Number.of E,i“:’,:“;ff‘ Mean_Reads | Median_Genes | Valid_Bar |ReadsMapped| Tetal_Genes_ | Median_UMI_C
Platform | _Reads | NdTO% | " per cell | _per Cell codes | toGeneme |  Detected | ounts_per_Cell
NV 421665683 7,822 53,907 1,168 9231%  9357% 24,010 1,976
5006T1 -
SE 430392403 7,845 54,862 1,202 064%  96.09% 24,295 2,060 k
sovert |
NV 426083586 12918 32983 1535 93.40%  9469% 25,349 2,781 - i
S006T2 ;
SF 434426687 13794 31493 1529 2.62%  96.5% 25,728 2,760 .
NV 468441001 7,681 60986 1,068 o188%  93.61% 23,582 1,774 i pam
HE] = "
SF 476965483 7,865 60,644 1,130 057%  96.18% 24,208 1915
NV 358251624 5417 66,134 1,351 9209%  90.28% 24,209 2371 | I 1
500674 B i
Rt

’ {-H‘ll i

SF 359860761 5563 64,688 1477 90.55% 93.46% 25,187 2690 T T an T TF SLLLIILL | | Il . ! || |_|!" .-
NV 194027428 9,068 21,39 2,167 95.59% 96.61% 21,946 5,606
5006T5
SF 196968203 9,445 20,854 2220 92.75% 97.39% 22329 6,025

EA THIEIEX L EB RAMERAXERZEW AR EC SEEREXMN LR ; BD FclusterZBAELLFIER




FhiEpaneliliE

M EA(S : TR R R

MFHA  SRIETF R EEREpanel A ffEZpanel B, fpfEpanel C—H 78/ A

M %R 8& - 7ESURFSeq 5000 (SF) AR 72 R A F By i M SUst A e T & 3470 7 AN $4E 3 4
MEFLEIL SR 2R, SURFSeq 500078 NIFRE NFRAM. ERABE S —EMT RO ERME E53F
tbF RIS

A D

100% [Total] Fraction of Mapped Data 98.80% 99.10%

95% WW [Total] Fraction of Properly paired 95.40% 94.40%
i il 66.30% 70.40%

[Target] Fraction of Target Data in all data

g 0%
[Target] Average depth (rmdup) 1,874 3,576
85% [Target] Coverage (=500X) 99.50% 100%
0% [Target] Coverage (=1000X) / 99.80%
’ [Total] Q30 95.40% 96.10%
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Nano Letters (IF=9.6) | SURFSeq 50008 HEIRA R F O F RIS RIFEREE
HIERR

HiBEMSERUERPARZROLEFIUM R GEFAENano Letters L& R T & A “Improving Seed
Shattering Resistance in Wild O. alta Rice with Mesoporous Silica Nanoparticle Delivery
Systems” IR AL R o ZIAFRIBEI N FLZ R W EEL KR TRLEIX RS (MSNS) STPUEAEFLEFE (Oryza alta)
RSERIMEHITA R B FHEIBEYISURFSeq 50005 B E N FFarERANFLER, HREIAD T &EhL
MHXER TR EHAMENALERSHBXERERAKFEEN, RIEHABXERSHO2RATIE, KEE
ARAEXEFECAD2.CCR19. PALL. COMT&RIA LI, ZREFNGOEE S AMABERE MM FHERRIS N
HXBIHE—FHND FEYFELRE, X T HNBXBERAREZ /LD TKEFRNSNMEZENEE
R, 1858 7/ NMERIHIRE . AR R IEEMSN-SiRNAB X RA R — MR E. BRNEMERSR A X, A
KEAFERUREREET —MERIRNIA,
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nes ie H H] w o
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i i éE 3 % o o &
lignin deposition . °\‘e \@% ‘g\ ° \q,s
| o -
low shattering level .
| N ]
wild rice N 74 o
S\ i
control s)PDS control  siRuby control  siRuby
MSN-siRNA E&¥1ERREE MSN @I BUAESFEREN LA SERRAR BHEMASTH MSN-siRNA

BRI F B R R

X#ik:Liu, Z., Zhang, J., Cai, Y., Wang, H., Luo, M., Li, J., Yu, H., Meng, X., and Cao, Y. (2024). Improving Seed Shattering Resistance in Wild O. alta Rice with
Mesoporous Silica Nanoparticle Delivery Systems. Nano Letters.

Molecular Cell(IF=14.5) | SURFSeq 50008 R lLKAF E£EFPA £ H 92 FmoA
iR &

FULAFRLEFRESNBFIETAEMolecular Cell L& F T & “Single-molecule meA detec-
tion empowered by endogenous labeling unveils complexities across RNA isoforms” B9 R B R
AR EFIFADART-seqiE A, BIAPOBECLI-YTHR & E BT EHMPIESMCAL R HHEAIC-to-URZE, 1L
LI EZER S YEAIMCAIR AR LI, XLEC-to-URTHIEEHRFmeALREAIE, MR FEES
MPALLR 100 ntSEEINREM . AR A XL EE10~100ntSEE N REEEB A FAREMAN S, AR
FHONT DRSHMCAREALS-merfIBIRIE S . B F XM ARIEATIC R, tAXEPAFIF7ZONT DRSEHE
FRIRENT 1,020,237 MRKKFERS-mer mPAE S, HESREREMENE, AR TEBERFIRK
KF EIRBIMCARI TRm6Aiso. tboh, AR ERE KA T HEEYBISURFSeq 5000 F & 5Em T AS494RFE %
BIGLORIMR, sm6Aiso £ % MM Z PRERIE I ERE T BEHNE, Rt KRR T SURFSeq 5000
TFalFEEEERNFEX.
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X#k: Avsievich E, Salimgereeva D, Maluchenko A, et al. Pancreatic Neuroendocrine Tumor: The Case Report of a Patient with Germline FANCD2 Mutation and
Tumor Analysis Using Single-Cell RNA Sequencing[J]. Journal of Clinical Medicine, 2024, 13(24): 7621.

SURFSeq 5000 P {838 2 1%

“SURFSeq 5000/NIF 45 R 5NovaSeq 6000 NovaSeq X plusEZ—, F=H L RIBE, B 1EEE,
AN S HE 00 M7 R R —HXRERR

“EERAAEENF{ SURFSeq 50008924, HATAMEENBEHOFE—FIBERT, XEESE
PSR (NS M REMANIE R B, BI R B SRA—MEAERBTFaENNFGE, SR A MERK
MNONAZRT, BENFNA U E2EREO0NF N BENF NS REEEELTFR L, BNaE%
TEBE RN RAMATACEXERR, XAKRTE T REMR A" —EXEHKFE
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GenolLab M RFAE "Wt/ FE+RE LR FIh8E, NBEBERE MIEREEMR, EATEE
E BB RERIHE. RN HR AN, FHEEE. Y &, SllluminafINextSeq 500/550

RINBRNMFNST LS E 0T :
HiBEEM Ilumina
GenolLab MZ5%I NextSeq 500/550%%1

REEE" N
R RS 27, 250 M/500 M 27#, 130 M/400 M
FTHRIG 2 1
SR L 5 /
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al
B/ S FRE) £ LB EKALE
. GenolLab MIZ{EfE T4
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GenolLab Ml EUERET
HEE AN F

B AR BT R ERBETER-ZymoBIOMICS™ Microbial Community DNA Standard (Zymo
Research) & Hieff NGS® OnePot Il DNA Library Prep Kit (Yeasen) & X E

MEFE R XX ETEGenoLab M (GL) . NextSeq 550 (NS) #1TSE75: N, #MEXNAE R B E# 1T 04
MiRLEie AR E R A Zymotn P IE NFEI LB ARgDNATE B i ERINE AR, 8 MBE S AIME3ID
XEHFEEGenoLab MAINST & #1T M. 7345 RRBIE R EREYIELH] (0.1%-100%) B %= B F 1
A, GenoLab MG M E MK RBXTEE 5Control INSTE & —H =

Control L3 ] HEEE EERPEE GC Content(%)
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_ ® Pseudomonas_aeruginosa
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40 g 60 522 524
12% | 488Mb - 439 46T . 483 Ll
» Sw| ome  TSBO BT
2% 18.9Mb Yeast 30 o
TnEE LB AT I R AR B RERAAREREKRGCER
[EEPEER NBREELLH X MWRFE
GenolLab M
Zymo 0% 3 SE75,1M reads
NS
GenolLab M
Zymo_9 90% 3 SE75,20M reads
NS
GenolLab M
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NS
GenolLab M
Zymo_999 99.9% 3 SE75,20M reads
NS
PUEWSES
b
100 100
SERRERR e prnninnnn
£ 60 £ 60 |
3 3 |
e c |
3 3 i %
LB hemmannnnngs
2 i
20 20
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Re) LB R R AT

AR 240 IR PRBAME MR, 1661 &E A K

MIFF R BE - 240 IR PRIAME M3 X ER A GenoLab M FCM-Dith A #47SE 75, 1FC/E &, NIF3XREE;
16l &F MK X ERBFCM-DS R #{TSETSNE, 1IFC/EE, NIF2RES
MiREEIL M IR HI91E R 426 M reads, Q303I1EIX 94.08%; D4t R BRIGAKAMEMEM I &
Z RN R EZIA100%

HERER
T1- 92.65% 519
T2-1 93.22% 495
T2-2 94.66% 382
T2-3 95.03% 359
T3-1 94.82% 376

2451 I PR R I 32 48 15 252

Mk B R AVG_Unique reads MIN_Unique reads MAX_Unique reads PRiER&

24151 i PR AT I 3% 15,996,536 9,581,389 27,568,105 100%
24150 Ilm BRI 14 M 5% T2-1 15,230,339 11,667,056 22,270,790 100%
2415 I PR A1 10 3% T3-1 11,541,234 8,375,098 17,204,958 100%
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fhEEEpanelillF
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FEASERY 2023 F B = (B RIE M (551)
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2023F B EERER (57 ER

PANT230905A EGFR p.Gly719Ala
PANT230905A KRAS p.Gly12Cys
PANT230905A  ERBB2 p.Leu7555er
PANT230905A EGrR  P-Ala763_Tyr76dinsPheGl
PANT2309058 EGFR p.Gly719Cys
PANT2309058 MET p.Asp1010Asn
PANT2309058 EGFR p.Glu746_Ala750del
PANT230905C ALK p.LeuT196Met
PANT230905C EGFR p.Thr790Met
PANT230905C BRAF p.Val600Glu
PANT230905C ERBB2 p.ASp769Tyr
PANT230905D  PIK3CA p.His1047Arg
PANT230905D EGFR p.Leu858Arg
PANT230905D KRAS p.Gly12Arg
PANT230905E  PIK3CA p.His1047Arg
PANT230905E EGFR p.Leu858Arg
PANT230905E KRAS p.Gly12Arg
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MR B R Y

PR AR E A HDNATRERNA24385 (QuarXeq Human All Exon Probes 3.0 panel)

MR B BE : 7EFASTASeq 300 (FA).GenolLab M (GL). NovaSeq 6000 (NV)i#1TPE150&F, TH1EkiEEEX
HEREPE150 35 M reads# T4 S

Mt s

Z2it:GenoLab MIIFHIERES. (U= HFE

FRFENRFHIEERALLIIER
GL

Raw Data (G 10.50 10.50 10.50 10.50 10.50 10.50 10.50 10.50 10.50
Mapped rate (%) 99.99 99.98 99.73 99.99 99.98 99.77 99.99 99.98 99.76
Duplication rate (%) 10.16 10.73 19.29 8.85 9.20 22,93 9.38 9.81 2228
Capture efficiency (%) 78.91 77.59 74.32 78.83 77.68 72.86 79.28 78.10 74.09

Average depth (rmdup; 126.88  123.53  106.64  128.51 125.79 99.55 129.10  126.18  102.62

Coverage (>0%,9 99.85 99.87 99.87 99.85 99.87 99.86 99.85 99.87 99.86
Coverage (>4X,%) 99.67 99.71 99.72 99.67 99.71 99.71 99.69 99.71 99.71
Coverage (=10X,%) 99.40 99.48 99.48 99.39 99.47 99.46 99.40 99.47 99.45

Coverage (=30X,%) 98.23 98.48 97.92 98.08 98.32 97.12 98.02 98.19 97.05

EFABIGLIINY
100%
50%
0%
Q20 Q30

TRTENFEFIEREZRM (Raw data)

B FAEGLIONV

100%
90%
80%
70%
60%
50%

Sensitivity Precision Fl-score Sensitivity Precision Fl-score Sensitivity Precision Fl-score
1 2 3

ZHEEFRERRETESNPIEH KT

EFAOGLINV
100%

90%
80%
70%
60%
50%

Sensitivity Precision Fl-score Sensitivity Precision Fl-score Sensitivity Precision F1l-score

—AEEHAERRBF S InDelt HKFTLL



RELNF

MR BB Y

FA 3R 120340 gDNA

MBS : SXES FI7EGenoLlab M (GL) #1NovaSeq 6000 (NV)FE & #47PE150NFE 2 4

MiXEEie D NFERERINNA R IBE, Q30iX92%LL L, #FIERTAZES, duplication rateffE1.6%, BE L
KESIETFE—HMES

A Raw Q20 B Raw Q30 (o] Clean Q20 D Clean Q30
100% 9 100% 4 100% 9 100% 9
75% 75% 75% 75%
50% 50%- 50% 50%
25% 25% 25% 25%
0% = 0% 1 - 0% 1 - 0% 1 -
1 GL2 NV.1 NV.Z2 1 GL2 NV_1 NV_2 1 GL2 NV NV.2 1 GL2 NV1 NV.2
E Duplication F Unique Mapping G Mean Depth H Genome Coverage
10%4 80% 6 100%
7.5% 60% - 5%
4_
5%+ 40% 50%+
24
2.5%+ 20% 25%
Du,_-- oL L ot
GL2 NV1 NV2 1 GL2 NV NV 2 1 oGl2 NVi1 NV 2 1 GL2 NV NV 2
B BUBIET
A Percentage methylation in different contexts B =
.
- .
GL1
e =§:H g . a2
40%: . cHe 3 NV_1
o . w2
-
o o
Methylation Level of CG
C oo D oo
- .
jo3 [o3
3 o bl B %M a
- GL2 - GL2
§ % N § 4% )
H e § .z
o -
o o
by ot U eweed wem e A vaman e W N Nz S v Vs Ve T v e G ) T vE B o e B 7 e e o
o o
g e o o
8 8
s s
% e oLt % e et
2 Wa: 2 Mo
3 o wio§ N1
s W g |
{ i
E 2
o o
cbs  CGland  UTR  downsteam2k  eion eANA tanicript  upsticamek Gl w10 Wil W12 1) e1s chiS 1B Chr17 o1 1B 2 oD chi2l chi22 o3 chvd b CWB o ovB  ed  ohiX
REWLBMAKFEL



BHEX
Nature Communications (IF=14.7) | GenoLab MBY hRIFEFKRIBRUSP25EF
ﬁi&'—ﬁlgG%E?&ﬁ#ﬁﬂ'\J*ﬁiﬁ
BEMEERUEPREARZRFEFREMEFRXBIBIFEAENature Communications E&
R T ) “Expression of USP25 associates with fibrosis, inflammation and metabolism changes in
lgG4-related disease” AR R . ZMR T X F 2 RFRMEBLEE25 (USP25)MIRIXASI1gGAER &
7% (lgG4-related disease,|gG4-RD) Z [EIHYXEX. EFGenoLab MEBENFFEMNERANFLER, tf
FREIASI 17 T 1gG4-RDAE R B F F@EE A4 REBKFEW, RIUSP258] 885 1gG4-RDAY A A 2 148
K BIHE—F WD FEYF LR, IEX T USP257E1gG4-RDHFREBE T, B S5 L5 SRR,
BT 1gGA-RDFF B RIRIET I, BFEA 4. RIER NS EF R R NIERIgG4-RDIVE Z L
HIR M T FrrY AR, F AR AaTT IR T BT EMIR S B eI REL,

" o
A L 2 $ 5
"
., ]
. i E
. . = ?
it
I - - : 3
* e g
] ENSMLET b
i Ehwiet '
g i
£ NG
ENGML
% . ENEML
- ENGML
- ENGML
L) ENGML
() ENGMUST
EnswueT
EntuET
c ENSMUST!
[p— e oo
Nk Doy
Up{163) Down(125) [ v e
Wouss Human Mouse Wuman ESlETIC o askiss
| R
. ey
-
P v
i ENti e Thice iy
e
Hemlse b
<sm e ]
e
] et ot
58
e G
M +— ! HC 1G4 kD W
il 10
= . |§ S = e
[+] E F L
b s
o i w . 00 oo A w-m: ===
§ e st n g
! o - _ g e T T
" 2 ' -
xi = G"PDH- - - § .usﬂzs—m‘ usm“’&-‘ . SR 2
) " 21 fact 42 BLNK----———-—N
§ RAC1 B USP25 —126 GAPDH —
i T . wr -
-- M Ract —21 gE 0 5 mn [} L WT
“ —— 1o 5| D - T =5 min_ g5 ) T
1 - —— 0 £ s LW“.-----—B
- oo : : e R
P & —igH =55 g
i Mp—y—v—v————>—g

MP1  RACT  DAPI  overiay BCR LAMP1 R).m DAPI oveday

',: -lYN -5 PBLNK -_ e - — 7]
Pl | —r W e

remsee o — 50 42 PEHIPT e — o - 140
N WT_ _KD SHIP1 45

—LYN —s53
Il - — -
‘ N 8 « —pgp P - - - - - - - -
BCR  ALDOA F-acnn DAPI  averlay ALDOA Feactn  DAPI  overlay o o _HC Hon®m .’g,_, '3’3"“31 D

v D oY . .
] LYN .-.--—:.-53
BEESS - - - ==
- —Uses 1 pFOXOA -..“- - 82

W R P86 - - e e
-———— L, U ————— —

z
E
¥
.F

30
|

RAC1Z5BARRE A EEMSEIET IgG-4RDHUSP255R AR L, BAIREE (LR

Lysate
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Nano Today (IF=13.2) | GenoLab ME4HAE¥: 4R M A iR Hhr 4 K FkiL 5 By 4R R Y
Bifx%
BEREYRAF#ZHAAHNIEIEMARZEYRZSEY IEFO AN REBEIAFUFESEVEST
TR RERENano Today &K T @A “Nano-bio interaction of magnetic nanoparticles
with cells in a tumor at the single-cell level” R R B RAKRBIFNRZ B L EBMHR
KEKL(MNPs) HE pHIEIENBKESH (pHLIP) WER Z ZEE b | EXMNPs (B F B ER M RIF 15 5 sEfE 89
FoiA) EALER /N AR B R 8 B M 99 76, fEE A BIMNPs@id [ B R A K AR B E VE A NS
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ik : Pershina A G, Efimova LV, Brikunova O Y, et al. Nano-bio interaction of magnetic nanoparticles with cells in a tumor at the single-cell level[J]. Nano Today,
2024, 56: 102300.



Redox Biology (IF=11.4) | GenoLab MEa£ARa%% 40 NI AR AR 4 K Bkl 5 BhyE ZHAR
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Xfik:Wang P, Gao R, Wu T, et al. Accumulation of endogenous adenosine improves cardiomyocyte metabolism via epigenetic reprogramming in an
ischemia-reperfusion model[J]. Redox Biology, 2023, 67: 102884.
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BNNFIRIT R, MERHEE EVURER THEHRIED I, BolLiZERS, RIEMAENL, BT
ARRE, MFREMBEME LR —HNEERE

“HiEEYRGenolab MIllFF & fEAEE, 1T
SIE.”

RE, BERE, RIFANEE T B LM AMR
— LS EHRE

EHEERE (EB) BRATLRKRERE TGenolab MESH D BN T EEREFERh= (College of
American Pathologists, fE#CAP) £H£ANGSST-B 2021 (Next-Generation Sequencing Solid Tumor,
KREERENRF) EERiT.

CAP Number: 5149820-071 Kit#: 01 KitID: 34866277
COLLEGE of AMERICAN Institution: Shanghai Jinx Med Lab Co Lid Kit Mailed: 10/25/2021
] El nx: 1 i
PATHOLOGISTS )
e A L ROk s 08 Attention: Xin Sun Original Evaluation: 02/10/2022
RN City/State: Sharghai, CH Next Mailing Date: 05/31/2022

EVALUATION

NGSST-B 2021: Next-Generation Sequencing (NGS) Solid Tumor

Evaluation Summary

Sensitivity and Specificity (%) Qverall

Testing totals Measure t Your Your Evaluation
Evaluation Criteria Result Grade {Ne. of Good grades)

Ma. of true positives (TP) 10 Sensil

ensitivi 100.0 Good
Na. of false negatives (FN) 1] =80 v Good
Mo. of true negatives (TN) 242 Specificity poory — (2 0F2)
No. of false positives (FP) 0 =95 '
Total no. of positions tested 252

1 Sensilivity = TPATP+FN) x 100; Specificity = TN/(TN+FP) x 100

Variant Summary Your Platform: OTHER
Specimen Intended Your Your Response
Gene st Response Response Classification

NGSST-04
BRAF €.1799T=A p.VEOOE Detected Detected True positive
BRCAT € .5266dupC p.Q1756fs Detected Not tested =
1DHT c385G>Tp R132L Detected Detected True positive
NRAS c.181C>A p.QEI1K Detected Detected True positive
NGSST-05
EGFR €.2573T>G p.L85BR Detected Datected True positive
ERBB2 €.2313_2324dupATACGTGATGGC Detected Datected True positive
p.Y772_ATT5dup
ESR1 £.1613A>G p.D538G Detected Detected True positive
NGSST-08
EGFR c.2236_2250del15 Detected Detected True positive
p.E74B_ATS0delELREA
1DHT €.384C>G p.R132G Detected Detected True positive
KRAS £34G>T p.G12C Detscted Detected True positive
PIK3CA c.37140A>G p.HI1047R Detected Detected True positive

Note: This evaluation includes results for the following genes that were tasted by your laboratory:
AKT1. ALK. BRAF. BRCA1. EGFR. ERBB2. ESRT, IDHI. KIT. KRAS. MET. NRAS. PDGFRA. PIK3CA. TERT. TP53.
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FASTASeq 300 &5 4T mNF . £ ERAMRE N, B R iF##H E MZN ORRERNGEERFE
I B F K. SllluminafIMiSeq i100FIMiniSeq A FIERE N FXFTLE S¥INTF
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REEET® FASTASeq 300&%! MiSeq i100%%! MiniSeq®%!
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¥MIEE, BEhiRE
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FASTASeq 300;liX B BT

4 TE#EE—CNV-Seq/PGT-A

BT  ETCNV-SeqERSE . PCT- AT & RITECNV-SeqPGT-AX E
Mt R - STZETEFASTASeq 3003 4TSET5M %
MitLEie : FASTASeq 300 R & AR ERMNEEN R

(22

GM12

GM15

GM21

GM27

GM31

GM40

GM42

H

GM02008

GM06473

GMO06097

GM13325

GM25372

GM01359

GM02767

AT

4811803
5187339
5394891
5302386
4843680
5845360

4906427

BRIER
(reads)

4641367
5123946
4964662
5330814
4115286
3914767

3872356

FHGCEE

38.15%

38.46%

38.26%

38.18%

38.50%

38.06%

38.23%

FHGCEE

39.59%

39.33%

39.43%

39.49%

39.39%

40.17%

39.47%

CNV-Seq 1 MLER—EUE (4

CNV-Seq EXREE milllist

FHESE TYNFRE

7.34% 0.159
7.88% 0.173
8.18% 0.178
8.05% 0.177
7.39% 0.162
8.82% 0.192
7.48% 0.162

HIELR

+13

+16

-X

-22 (q11.21,~ 2.96Mb)

-7(q11.23,~ 1.78Mb)

+X—31%i#% 4 ;-1 (p36.33-

3
p36.22,~ 10.65Mb)—31% &

RRZE

PGT-A MR -

PGT-A 4HREHR AR

THEEE TYNFRE

5.92% 0.169
6.70% 0.183
6.72% 0.179
7.79% 0.197
5.42% 0.151
5.84% 0.151
5.08% 0.141

HELS

-11(q23.3-q25,~ 14.7Mb)

-1(q43-q44,~ 9.9Mb)

-17(p13.3-p13.2,~ 4.2Mb)

-22(q11.21,~ 2.3Mb)

-17(p11.2,~ 1.2Mb)

+18

+21

22q11.21 (del,2.5Mb)

7q11.23 (del,1.8Mb)

XXV—30%Hi&; 1p36.33-p36.22
(del,11.0Mb)—30%Ex &

EREHFE

HELER

-11(q23.3-q25,~ 14.7Mb)

-1(q43-q44,~ 9.9Mb)

-17(p13.3-p13.2,~ 4.2Mb)

-22(q11.21,~ 2.3Mb)

-17(p11.2,~ 1.2Mb)

+18

+21



E.coli De novo4Hit

B BETE.coli MBRENFXE

NI FF 5B . STZETEFASTASeq 300, NextSeq 20003#1TPE300 N, MEXAE R 2= 1T 04

M43 - FASTASeq 300 F #BFINT B F S 48LL, THEIBRERIME, AIRIFHIZIEEEDe novo
HIERMESREERART

HIRERIE
Total (c]of Scaffold Largest
Length Content Contig
FASTASeq 300 91.78% 4657752 bp 50.80% 71 401381 bp 152302 bp
NextSeq 2000 81.45% 4657138 bp 50.80% 74 401382 bp 140510 bp

BUSCO Assessment Results

. Complete(C)and single-copy(S)

FASTASeq 300 C:440[s:438,D:2], F:0, M:0, n:440
. Complete(C)and duplicated(D)

m Fragmented(F)

NextSeq 2000 C:440[5:438,D:2], F:0, M:0, n:440 B vissingiv)

RefSeq C:440[S:438,D:2], F:0, M:0, n:440

BUSCOBEEIFH
16S rDNA(V3~V4)

FA2R  E T ZymoBIOMICS Microbial Community DNA Standard 31N 16SXX &

M 8RB - XEETEFASTASeq 300. NextSeq 20003#1TPE300 N, #EXAB B RIB#HIT O 4T

MikLEIL . FASTASeq 300 MEFF AN MERNEENIRERE R HMEREN TN TFE ESiERHN
FEIMBE—K

W FASTASeq 300_1 I FASTASeq 300_2 NextSeq 2000
o .
7%

FASTASeq 300_2

M Bacillus subtilis W Listeria monocytogenes. I Enterococcus faecalis M Escherichia coli
100% LE fermentum i W saimonella enterica W staphylococeus aureus
REMFEFEEG Zymo_16S FIRaw Q305K REMFFE Zymo_16S FELLER
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BB ETF4PNRFIZymoE BEtn & (NJREEHI: 0%, 90%. 99%-. 99.9%) #EZymo_0%.
Zymo_90%. Zymo_99%. Zymo_99.9% E
I 5R8& : &N EFEAFASTASeq 3003#1T74RSETSME, Zymo_0% 2 M reads AT 73#A,
Zymo_90%/99%/99.9% 20 M readsFA F 5347
MR LEIL - 5133 AJREL10~99.9%kI B 7, FASTASeq 3007E A MG I EHENBZE L RMKE
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50%
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50%

25%
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Zymo_0% Escherichia_coli
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Salmonella_enterica

Staphylococcus_aureus

Spe:
Bacillus_subtilis
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Escherichia_coli
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Salmonella_enterica

Staphylococcus_aureus
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Zymo-C
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2.0%
12.0%
12.0%
12.0%
12.0%
12.0%
2.0%
12.0%
12.0%

13.4%
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11.2%
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17.0%
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9.9%
1.4%
11.9%
10.7%
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2
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50%

25% [

0%
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25% [

0%
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11.3%
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17.0%
12.7%
9.8%
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10.6%
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10.0%
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Escherichia_coli
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Salmonella_enterica
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2.0%
12.0%
12.0%
12.0%

14.5% 14.5%
12% 1.2%
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8.9% 8.9%

12.0% 11.9%

11.9%

12.0% 13.9% 13.9%

2.0% 1.4% 1.4%

12.0% 14.0% 14.1%

12.0%

11.8% 11.7%

14.5%
1.2%
10.4%
11.9%
8.6%
11.9%
13.9%
1.4%
14.1%
11.9%

14.7%
1.2%
10.6%
11.8%
8.9%
11.9%
13.9%
1.4%
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14.6%
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11.9%
8.8%
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14.0%
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0.1%
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0.0%
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0.7%
1.4%
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0.9%
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12.0%

2.0%
12.0%
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14.0%
1.4%
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Zymo_99.9%
Q30>96%

Bacillus_subtilis
Cryptococcus_neoformans
Enterococcus_faecalis
Escherichia_coli
Lactobacillus_fermentum
Listeria_monocytogenes
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Saccharomyces_cerevisiae
Salmonella_enterica
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12.0%
12.0%
12.0%
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MIFF 5E8& : SXETEGenoLlab Mi#{TSESOMIA, 7fEFASTASeq 300178 Lane s ##7 SES0MIFEFPooling
JEFESESOIE, 50 M Reads/samplei#t T34

MitLEiL :FASTASeq 300 RINLMZ, HELane £, Pooling LFFMIE R M GenoLab MIERRE QNS
R E—H1M43X100%

100% . .
¢ MW Nacgleria fowleri
$0% B Plasmodium ovale
¢ B Campylobacter rectus
~ .
S 60% W Treponema dentlcc.)la
~ M Tannerella forsythia
‘ﬁ‘% M Peptostreptococcus stomatis
# 40% : :
R @ Parvimonas micra
W Porphyromonas gingivalis
g 20% ryromonas gng
B Fusobacterium nucleatum
M Prevotella intermedia
00/0
GenoLab M FASTASeq 300 FASTASeq 300
Dual index 0 index Dual index

PSR (S1550) AR EMF 75 e MR

1000 RPM*

M GenolabM
Dual index
100
W FASTASeq 300
Dual index
10
B FASTASeq 300
0index
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0.01 I I I
0.001
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FEASJEBY 529340/ Total RNA M AJRIZERE R, $20.1%F10.01%MILL FHE N EEHE (Sau) MHEE
(PEDV. PRRSV) BIRNAGER Y SZ

M FRBE : 7ZEFASTASeq 300. NovaSeq 6000#4TSET5MF, B MEAHEISETS 20 M reads#iT 94
MiH4Ei€ :FASTASeq 300N FHIBRERMM R, REMEWK L ERENS, SNovaSeq 60004 H 7k 48

B FASTASeq 300 Raw_Q30 B NovaSeq 6000 Raw Q30
® FASTASeq 300 Clean_Q30 = NovaSeq 6000 Clean_ Q30
100
N ¥ N N ¥ 8
sl N\ N\ \ \ \ \
g7 N \ N\ \ \ \
_ X N \ X N N
08 B B
o
2 AN \ N\ \ \ \
g [ O 1 O
H-1000 H-10000 M-1000 M-10000 L-1000 L-10000
AR AFEFASTASeq 300F1NovaSeq 6000 F &lF BREXRM
RPM H NovaSeq 6000 PEDV e # FASTASeq 300 PEDV

Reads per million mapped reads/ £ 1 10 100 1000
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AR B TFDONAR S T ZRIRERCBPI0016. HD734, RNABI A T S AT A& RCBPI000 1 I THHTA R E

M F SRR - ST 53 BI7EFASTASeq 300, GenoLab M ( NextSeq CN500_E#1TPE150M 54043 4f

MiR&Eie :GenolLab M5FASTASeq 3007E 2B = £ 5NextSeq CN50048 2, = il 524 HH— 2, RNAK
XS
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100.00% 2500.00
95.00% 2000.00
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60.00% 0.0
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FRENEFT & #IED T L
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e 20
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E Ewo
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250%
0
. 0 0 £o 20
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MR B KISl

3R BT Horizon FFPE-HD300f B KAPA EvoPlus KitFlHyperCap Oncology panel#gi XX &
MIFF 55 8& : FTEFASTASeq 300. NovaSeq 60003#1TPE150iNIFE

MIXLEIL :FASTASeq 300 AR THEIERE S, HRYE I — N EIE U RENRIE; FFPER A&

mPRRE(RIIERER L

On target reads rate Duplication rate Fold 80 base penalty
76.0% 14.0% 16
=——"—" .
75.5% ——— 120% 185
75.0% 10.0% ———— -
80%
745% 145
———— 6.0% —
74.0% 14 ES———
40%
735% 20% 135
73.0% 00% 13
M FASTASeq 300 [ NovaSeq M FASTASeq 300 M NovaSeq M FASTASeq 300 [ NovaSeq

F—HAERRTANNEERR
Al S EEE
BB B TR #EMSeraseq FFPE Fusion RNAfEFKAPA RNA HyperPrep KitflHyperPETE Lung
cancer fusion panel#ZX &
M F SEBE : FEFASTASeq 300. NovaSeq 6000#4TPE150i
MitLEie : FASTASeq 300X 5 R THIEIERES, Raw data Q30>94% ; K ZE>93%, X FE0.6 G raw
data, Bl paneli&itH B & T E—partnertI T 21 W, M B R TR BR T FASTASeq300:M 1Y
HaBEEN RUBE

RNA Detect results
A 5'Partner 3’Partner
Fusion NovaSeq 6000 FASTSeq300-RUN1 FASTSeq300-RUN2
Y Y Y

EML4-

e EML4ex 13 ALK ex 20
o CD74ex6 ROS1ex34 Y Y v
Lo SLC34A2 ex 4 ROS1ex34 Y Y v
e CCDC6ex 1 RET ex 12 Y Y v
K';é?” KIF5B ex 24 RET ex 11 Y Y Y
NCOoA NCOA4 ex 8 RET ex 12 Y Y v
it EGFR ex1 EGFR ex8 Y Y Y
[t EGFR ex 24 SEPT14ex10 Y Y Y
v LMNA ex 2 NTRKI ex 10 Y Y Y
JTFS('I TFGex5 NTRKI ex 9 Y Y Y
o TPM3 ex7 NTRK1 ex9 Y Y v
S ETV6 ex5 NTRK3 ex 15 Y Y Y
oA R FGFR3 ex 17 BAIAP2L1 ex2 Y v Y
Ff:c’g' FGFR3 ex 17 TACC3ex 11 Y Y Y
“glfi;;;‘:; MET ex 13 MET ex 15 Y Y Y
o PAX8 ex 9 PPARGT ex3 Y Y Y
SLCasrs- SLCASA3 ex 1 BRAF ex8 Y Y v
TVPRSS2- TMPRSS2 ex 1 (5'UTR) ERG ex2 N N N

A A EF paneliRitEENER, IFBEFES. SHpane it A ER LM AL REXER,



FASTASeq 300 P {418/ ik

“FELEESNN R BENFN, B EEEMNF YA ERKRI TS, FREASRIERERR T, BiNttE.”

M EH B E R

(E BEYIFASTASeq 3007E N E EMERE EERF SRR RN BENR, HERLEBR KRR,
BraTEREmms.” — LB 2R

“HIBEY) FASTASeq 300FF S EBRFERKINBMINEES Z, WNERSH#OTAELEE

EREFEARNEREMR.” —iLNKZF

“BRIfEARIFASTASeq 3001&1FRI BB, LE TV EERIFE @, BRiER AR RRL, REE
FEEHIMHELEMRERE, EERAZFNIFE RN AEEEFAEAT M ABRITRTHES
BirrlF TR” —RIXEERIE

e

Cancers (IF=4.5) | FASTASeq 300Bi HALKRt S ZEER SN B EZH %
HBEEYAFHZHEFTHNEIIERNKZE WD RERRPOFETEEcancers ERAR T AN “A New
Approach of Detecting ALK Fusion Oncogenes by RNA Sequencing Exon Coverage Analysis” B9%}
AR, B FEBEEYRIFASTASeq 300U FF &, AR —MINEMERF G, FIFBARNANFEHIEFRARY
HNE FBEE DT RER TN Im PR

=
M2

R 1E—/\E ) ALKF AR 230 T 969
G == g0t /J\l:l ALKFH & 9<£ng6 %
i3S E ESEST=SED
BOERAZR (100%BY RELEE, 94.9% R F 1) o
ALK 9 ALK coverage plot P_val = 0.004 (U test) NS_20 ALK coverage plot P_val = 0.845 (U test) ALK_10_TruSight ALK coverage plot  P_val = 0.006 (U test) NS_20_TruSight ~ ALK coverage plot  P_val = 0.972 (U test)
non. TK/TK coverage = 0.0/0.17 (antisense reads) non TK/TK coverage = 0.059/0.042 ( reads) non-TK/TK coverage = 0.033/3.441 (antisense reads) non- TK/TK coverage = 2.012/1.288 (antisense reads)
33 33 u K
0.4 ™ Non-TK. 15 u Non-TK 15 - NonTK
0.3 10 10
% 02 g &
4 g £
g § 5 II III § s
3 o1 I H H I 1
0.0 o 0
-0.1 -5 5
-0.2 - -1
o= o bt FOAOONNTNENSARINATACRRT 000 aneionm0oAamenomoooenmenonda MmO~ 000 OB 00 N DD
Exon number Exonnumber  SRpedsReerRRNANANAN. ey ARy

Exon number

@ RNA-seq#iEMIALKE=ZER

(b)
ALK _4_TruSight ALK coverage plot P_val = 0.004 (U test) ALK_5_TruSight ALK coverage plot  P_val = 0.004 (U test)
IHCIFISHIPCR non.TK/TK coverage = 0.0/0.168 (antisense reads) non TKJTK coverage = 0.0/1.82 (antisense reads)

SamplelD L1\ oty PrOCicted ALK Fusion ! Validated ALK Fusion? First Line TI  First Line PFS, Weeks  Second Line TKI - Second Line PFS, Weeks ' Tx

ALK_1_2 positive. yes yes ‘crizotinib. 100 alectinib unknown 15 —— B —

ALK 2 positive yes yes ensartinib 136 alectinib 6 10 10

A posie " " oy » orgaes s B

ALK 4 positive yes yes crizotinib 8 alectinib 2 H > § : I

ALK_8 positive yes yes ‘crizotinib. 64 alectinib 32 07

ALK posiive yes yes unknown unknown alectinib 2 e e

ALK10  posiive yes yes cizotinlb 5 alectinib unknown

AU postive ves v erzatnle “° brigatnd> o] reemeas, NI AONIRINTNASRES e ot et asses
ALK_16 positive. yes yes ‘crizotinib 40 crizotinib 172 Exon number Exon number
Luc_103 positive no no crizotinib. 16 alectinib 12 (©) (d

ALKEEEPRIT B EER R ETFTruSight#HiEMALKERE 24 RE

ik : Zakharova G, Suntsova M, Rabushko E, Mohammad T, Drobyshev A, Seryakov A, Poddubskaya E, Moisseev A, Smirnova A, Sorokin M, Tkachev V, Simonov A,
Guguchkin E, Karpulevich E, Buzdin A. A New Approach of Detecting ALK Fusion Oncogenes by RNA Sequencing Exon Coverage Analysis. Cancers (Basel). 2024
Nov 16;16(22):3851. doi: 10.3390/cancers16223851. PMID: 39594806.
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