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[8Z ] JLFRNAKFHY ALIMF ( RNA-based next-generation sequencing, RNA-based NGS ) R B4 AE/N 41
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[ Abstract ] RNA-based next-generation sequencing (NGS) has been recommended as a method for detecting fu-
sion genes in non-small cell lung cancer (NSCLC) according to clinical practice guidelines and expert consensus. The primary
targetable alterations in NSCLC consist of gene mutations and fusions, making the detection of gene mutations and fusions
indispensable for assessing the feasibility of targeted therapies. Currently, the integration of DNA-based NGS and RNA-
based NGS allows for simultaneous detection of gene mutations and fusions and has been partially implemented in clinical
practice. However, standardized guidelines and criteria for the significance, application scenarios, and quality control of RNA-
based NGS in fusion gene detection are still lacking in China. This consensus aims to provide further clarity on the practical
significance, application scenarios, and quality control measures of RNA-based NGS in fusion gene detection. Additionally, it
offers guiding recommendations to facilitate the clinical implementation of RNA-based NGS in the diagnosis and treatment of
NSCLC, ultimately maximizing the benefits for patients from fusion gene detection.
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it 98 A R ) K R BT T R R A — 1, GE T
A, FRGIT I OREGE T AR/ NN ( non-small cell
lung cancer, NSCLC ) BTG bR T REAKHETFZ
i ( epidermal growth factor receptor, EGFR ) . V-raffll A
IR B A SE R [R] JEAAB  ( vrafmurine sarcoma viral oncegene
homolog B, BRAF ) S5 A2 AEHY, FENSCLCH VBT X (8]
AR PR LI P4 ( anaplastic lymphoma kinase, ALK ) | c-ros
PR TR 3500 PR - 2 AR i 2 2 ( ROS proto-oncogene 1,
receptor tyrosine kinase, ROS1 ) . ¥ YtHf EHE (rearranged
during transfection, RET ) S RlE e DR A 1) 25 )t i
e AR AR bl OF 0 TR, Sy B E Ak T
FRAIFHLE, WEWGE T G SR A S R A A
Jrt AT o P, il 5 DRLAS 0 Ok 52 315G
M SEAZ B R ( deoxyribonucleic acid, DNA ) . ZHilZmg
( ribonucleic acid, RNA ) FlZE FH &2 46 0 2 ) 7 2k [A] ke
G FEEAGIM 7L BT, RlE Sk A B AR A T
BT DNAKCE PN EA 428 (fluorescence in situ
hybridization, FISH ) #:illl, A1l HI T'NSCLCH AR 2 18K
IR RIEA, P BA E A 2 —
AR A (next—generation sequencing, NGS ) W N
T NSCLCRL G JE AN . Al L T4 TDNAZKF- i — A
D7 ( DNA-based NGS ) 6, 38 [ [H 37 £33 Ji 4iE I 25
( National Comprehensive Cancer Network, NCCN ) AT
NSCLCIf RIEEAE R (2023455 shit ) 242 Hi 2 TRNA
JKFHINGS (RNA-based NGS ) Al ] i 2342 5 ROST
RET. MZEFHTZIRLZIRIMH (neurotrophin
receptor kinase, NTRK ) J& [Al fil & 11 [H) - I Bz 4 e Ak A
¥ ( mesenchymal-epithelial transition factor, MET ) [ 145
SN T BRI (MET 1486258 ) BRI AR %46 g Rl
fe i, XA Z 2 A BRI b R S BLAK Sl R DA )
(JUHRARMIAE ) 5 JER TIRNA-based NGSHEIN , DLfx
KRS M A PR G BN 2878 . b, ZIRTHE A 58
1 HI T RNA-based NGSHAANE Ay il 3 PR G 7 125
140, PROFILE 1001 LYAF5E HIVISION TLHHIF5E 42
T RNA-based NGSHlINSCLCHROSIH: il & FIMET 14
BkzE, 2TFALK. RET. AT EHL ( neuregulin-1,
NRG1 ) FINTRKRHHE A& P 4 2 5 [l 5 P F 5t 7 1
RNA-based NGSH M1, [ HINSCLCHI 25 48 55X
F AL I N S FIE Rl . RNA-based NGSAG I [A]
flA N A FIDNA-based NGSHINFE P 28748 v, DU
SERRE A ROk A, BET, — YR i DNA-based

N FIG RSB . AR TE T JLAF PIRNA-based NGSEL#
1B W] F T NSCLCHY Rl A LA, {HFRIEIRNA-based
NG S gl A 25 R A 7 FH IS BIL . R FH S R s o 6 7
W ARFRAE . AR AIR . b, ARILHXTRNA-
based NGSHl Al &5 5L A 1 B FHBSAIL . R FH s Lo ik
T TR AR, [R] B 42 HRNA-based NGSF4% Fll v FH 14 77
[F] REFNRIF R £ 0L, 5 Bl PR W6 i FHRNA-based NGSH:
DA 3L R RS2 B X, IS S PRAIEA T R MR 1)
RNA-based NGSHll, i #5745 B K A8 F AYNSCLC
HI KA AR -

1 NSCLCHIEZEmA ERFE LR

FE AR YR (chromosomal
inversion) . BB #l (tandem duplication) LR
(deletion ) B{ 51 (translocation) , S IFANRIAY . 2l ~7 Y 3
PR sl PR B sk 72, BV R AR AL (an e (A2t 4
HES S BE LA 20 A8 5 ) 385 PN B8 22 AN R R 7 43 47
s ETFA (GRSIX ) TRAHE, BT R—ERET)
(EIERZF . Rt BRSSP . Lik+5%)
FTERZT, MR s SRR e RS 5 %
Pl , JUIH SRR Y & AR R SRS DIA OC0S, mil& A
B UL T 0 R bR A S AT SR A T R e
LA ek e v Rl A R IR AR X R 204 FENSCLC
o, H UL IR SRS S N FEALK . ROSI. RET. NTRK
HMINRGIAEIs18 oAb, A AF5E 07 ESCEGFR . BRAF
META5 5 ULI 53 58 AR B Bl B PRl o 25 e A B R Rl 5 78 e
{HASE A E, MET 148k MRNAKY- R 13551
BTN FRAEREG, FEMETHE Iz R IR
ZAHI, il FEARIRAEMET 148k R A&
BEPTFE TR BRI, 10%-15% I NSCLCH #4577

FEPRI A7 S o

2 BMEEEERENSGE

LRIk PR 5 FH £ i DR R 7 2 fL 95 e e UL
2¢ (immunohistochemistry, IHC ) . FISH. ii%% 55K 4 M
BERY ( reverse transcription-polymerase chain reaction, RT-
PCR) HMINGSPY, ITAFSR, LA K A il S A I E A A
nCounterfi AL H AL RS HEPUAS I AR SCATTE rh2],
2.1 IHC. FISHFIRT-PCR IHCiE it Ff 5L S SE EHL A K

NGSHIRNA-based NGS|R]H Al (1 H A Eﬁ?ﬁ%ﬁ% {fﬁ@%ﬁ Eﬁvj‘ﬁ%‘/ﬂ , HARE . AR A3l
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A, IR — SRl AR EREI2 W (. ALKEE
4, DSF37L[E, Ventana PSSl ) siffidr B (.
ROSIflA FINTRKRA A ) o HAE Gk = e 5 1 5 i 4
PURET, THCHIR FHM: R B 248w (WNRETHI
A ) sl B A 5 A BT I THCR M FH PSS 2R, 5
25 il FH A 7 A - B A T 30 IE . FISHAR i 7ok
FRICHIDNATRET SRS B AR IR P51, Al A5 D%
gAY R ZE R (BRI EHE ), HESR A
—RE AT SRR R AR e M, X T OIR s A Rk A8 R A G 1
ATk, HErERNEE R ELE TR, W
ALKWI 2484 (break-apart ) #IA R ALKRA K 1) 4
PR SR, FISHECARWAAAE—@ i JmBR e, filln, 3
AP TRl R R 4 BT 2 5 5 67 a5 T BE A e /N TRISHA] )
B/ NS, M SRR =, Beah, Koz
T8 ZR 5 SR A JEE T T2 W 2 U 14 28 96 A i
AREEY, RT-PCRAGIN S Pl & i T BB AL & F115, A
BV B R AU AR S, SRITTRT-PCRAYBERG H AR &
i 2N P S T A D B o1 o S5 gl e 7 R S B E R
B, WAFE—E 1R B

2.2 NGS NSCLCllGIHE HIKZ , FLnl LR ok
I 22 A 35 DR 45 728 5 BN G S 2 — o ol 35 0 5 FH ) G
M FBe, RN, YFISHAITHCH Rl 3 N 45 A —2
B, NGSE—FABMMERITZE. HIll, Framptoni7)
e Smuk % PO E T NGS5 kA by o IRFISHAS I 1) #k 5%
PR TBE . 8 FISHA I Y SO B ALKEE K Al & R A
T LT S AR BL AN S I3 5 5 o N T BRI S R
I 0] 25 YV AR 5 I T REPE , X3k BEREAR ] B A 7
TNGSK . 2558 &, NGSIFESL T ALKRl& FIAFEAE
UEAh, NGSHI K CAVRER HI Al A SE R R, Rk i
AR DN 1712 3 5 I T A I B8 TG v BH A il A5 A8 i TR 1Y)
BBF . NGSAML AT LARBIREE A ) AR 5, 3 i U1 3
T AR AR S, INTPS3%8 7% AT AE 22l 55 ALK& 1Y
NSCLCIAE RT3 2721,

NGSK I %t % HDNAFMIRNA, ARG, L
DNA AR I 28 % % R BYEE 0 T 7= A A RNARY, 7E
DNA/K- L, il A Wi s Bl o R AE R KN & T IX
B, HRE WS TEARFE S T B 2R, RIINGSH)
T AR LT AL R — R T AT ARSI i . SR
1M, MDNAZK -G il G 35 DA ] sl S A A2 T SR B
APk (1) BlA LRI 2 4w B S5 AR H UK By
AREEEFHI NS F X, AR e bR 2] @A W

5455

WA AR HAR IR B (3) ARIZEEBNS 5/
AU E LTS, X —FEAR] TR FER X L,
SEM R IHERAPE s (4) B ARBEE B % 5 r Y 4
Tk, AIRESs A il G L A H BY, RNA-based NGS
A ByRAMNX — AL, F T RNA-based NGSH I i #4541
AN, AP R DNATE AL, Alfs 4%
S BIUIE B B A Rl G 78 5 . % T DNA-based NGS
R Al A FE R SR, RNA-based NGSHEMS HiE i it
A FE R ARG HE 3R 23] ) RNA-based NGSH I fUAREA £ 2
FLF R AR E & ) A WA (formalin-fixed paraffin-
embedded, FFPE ) ZHZUFEAS, I AR AEFEAS T Sk (1)
RNARF i A I PR H JT GO [z —B4 . NGSSCFE
FER S DR R RPN | PSRt B N7 R SN B a1 B P |
o, 938 iR A R AR B A R TEAIG, AR ]
U, g TR EE b AT T RINARE A5 25000 XA I 25
TSN BS37]

3 FREEERNIE AR LR

NSCLCHHIRZHZUGIN (A5 AN ) R 6
SRl R DG B PR AR REAS ST - g ZH UG AR A4
EEFRHL . PARUAL VERHRAL BA LU
4% ( endobronchial ultrasound, EBUS ) IEREHH . YR
RIRTZHAN . MR AR DO . MR BT | IR R D
R RE R ITIE 45 o WA TE A AE AL A5 A 1l B3
MR 0 . IR 0 . A LT A vk
W ETESF . FISH, THCIXRAZGAGINJ7 4% b 41
R, NGSR JH e Jed 2H S0k D R (A s ARl . i
RZHRNA-based NGSH Il il 5 K& P A BIFTE R T ZH 4L
W, AUAH DEIRNA-based NGSH I il 55 K A 52 21 H
WIS R HEA TR IN 2], A 2735 B B TR PRI DNA
( circulating tumor DNA, ctDNA ) FINGSHRA 3 PR RGN
JEVEAR T MR 24U . PRI, NSCLCRG SEI A
T RN R AH L, c DNAKI AT VRS ZH S A AN 1] I
TEOLT R AR, H R Gl = AH I RS DU AR FIRL

e

4 ETRNA-based NGSHNFA & EFE A E R LN

AR IR L T SR B O 4 BT [ 5 0 R
ok, FLEAT R IMA R W E L, S5 IR IR

Q)W%%Eﬁmﬁ%ﬁ%ﬁﬂiﬁ ﬁ%ﬁ[ﬁ%ﬁ%ffﬁﬁﬁiéﬂﬁ%#%ﬁﬁ%%ﬁmﬁﬁ
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A ) AR ) B AN R R . a2 /3 0
LRABEE, TR, BRI B B LA
S, ARIERIP N sR B R ARSI S
WL R B R Y SR R0k 2/ 3 0 75 W D s Z A
127, BRAB AR R+ AR B S A 2 2/31
IR, AMABNIR . RS FHER )
PG HIEMPENT ( Grade of Recommendations Assessment,
Development and Evaluation, GRADE ) /7%

#i0—: #HELDNA-based NGS, RNA-based NGST A

BFEh, TRAMESEENKREE. BUEEHNE

FTHAIXINSCLCH A FHIT— R M E]Z2RNA-based NGS5

DNA-based NGSHIIRFHEFHLT R (REE/RT) &M,
[GEzUEE]

TEDNA-based NGSAK H il 53 K A8 5 [ NSCLC £
HH, RNA-based NGSHI B B 2l & HL R AR R, —Ti
TS U R R S B 5T 0 % B, 7EDNA-based NGS
SN Ay IR 2 35 PR A S B 1) 2321 R B rh, RN A-based
NGSH K E| 2 s S AR S (14.2%,33/232) , M
1001 SB35 e X B AT, IR LG R R 4 . X
— 02 1F BeaubierZ: 41 ), ZachariasZF 21N A I AIF T H R R
FETE . PR EBFFEHE A IEIE ST, 1400 JL T DNA-
based NGSHM ) 3K 2 & ] BA 4 H8 5 3 1S RN A-based NGS
ZAGH T 1461 (10% ) HEHF AT FHZG RS AR 5

AHHEDNAZKF-, RNAZK - bRl 56 PR e A i 79
LRI DT Z A EEE, AZNS TR, b s
FEXT R, X —FRIE A MR TR SO0 |44t 15 R
E#, JERNA-based NGSHE.DNA-based NGSH il il 5 %
R BB R R 2 — . Benayed S5 1010A Ay BV 75 A Y
FASHAREA T, TN A TR E R B AR IR E
M, JHEERTA MRS S RE UM . Seo SR BRI G 5L
FIRNAF A AR BRI HTE T Rla R 7E A
B R A SR RIS, T R DX Sl [ s A TR SR
o A5 ity DX 37 S S 7 AR T R I mRNA, A I 3E
TFRNAKI W] BE 25 5 U B R Al . BT I,
RNA-based NGSF Il il &5 6K TC % &N & Fem, HA
AR5 T VA A Hh il A

BlENGST AW A WAL, kB 2 0 5 IRk &
e A R B, SR, UL ARG AR S 0 D g A
PR B AR A AE—E 4+ o RNA-based NGSH] J IFDNA-

WF5E R I T 1411 ZEDNA-based NGSHK I 1) 5 44 ALK
FENFE I AS 2 2 (LANCLI-ALK, L7:A20) , %
RNA-based NGSH il Ji5 i i Jhy ZS i e 240 i S8 AH DG B
4-ALK ( echinoderm microtubule-associated protein-like 4-ALK,
EML4-ALK) (E13:A20) %A, J)—Ipoe IR A &
BT RIS, B 57 % K FADNA-based NGS%4%E T 14/
ALKFER S o5 T R INSCLCH #, SHE B L g hRA
f 13451 E AN T RNA-based NGSHKG I, & 30 b 25 &
FWT S B /EDNAFIRNAN 3 2Z (B A AE W i 25 5, Ay
TR LR EARRIN T A M EML4-ALKRl G i A
AN, A ZRAE SO R X T DNAK & 5 e B
ZA AT ALKRL G B3, TSI RN A based NGS
PLBIEHINfE . %G AE RETHE F il & 78 3 h o A M 56
il . — 2 el % 4445 45 A 2 MLRE TR
4 (BRKIFSB-RETHICCDC6-RET AN RETHE & # 9 IH 2
NAELMRETRNEG ) AUBCXIDNA-based NGSHIRNA-based
NGSI 7 BAEFEAT LA b, 45 R A Ba4irEA h A 41
BIZERNAZK- EAGH T RETRES (93.2% ) o Hd, 68%
(28/41) NAMPKIFSB-RETRl G, 12% (5/41) NZH
[JCCDC6-RETHI A, 20% (8/41) NHAMAEL IG5, X~
WITEDNA JZ MG ) R AR 3 AE 4 SR ET B HEAERNAJZ T
SN2 SRETREA (80.5%, 33/41) o 7875 —IHF 58,
12/5]Z: DNA-based NGSHl i RETAE 2 HiLph 5 11 £ 2
K2 T RETRG e 5%, (AU s Rl & AR Aok
TR R 45 S5 RNA-based NGS5 —2; TEJ35120
IDNA-based NGSH il i RETHE 2 diLgih & (0 f b, i
RNA-based NGSHJ I A Kl £ RETRIA ¥4 5% . Kk, X
ALKFIRETHIA FE K A 7 WLl G A8 B2, T3 i RNA-
based NGSEiF Hfh A DIt
NSCLCHHE ] FH 24 K6 0 = B G FE P S 88 | HfA
BRI S AR FIFE R G o IR SE e, A TDNARYAS:
MHEA (NGSELPCR ) 58 il U A I 45 Ay 5 5k , ] 512
PR35 T RNA R RS B2 A il 25 RS, 1 B L 3, E i
EHAR)Z M ., 4 FHHRNA-based NGSFIDNA-based NGSTE
— AN TR B TS E . BRI, Xt — 1
G ZH SRR [ I EA T RNAFIDNARR L, Bl B RNA S
SENCDNA, FELL—7E OB SDNAREATR G, A EHil5]
YIETE IR GAR R o 8 1S d R R G AR A T
ZEPCRY MY, SCEY) LA J5 RI] [R] B R4 7 i 28
A BB RIS A ST, A iR T, DNA
FTRNA— R A ) At ARG AN S A A g ARG I A A o

based NGSH I 1= UL RS 572 B0 filtn, ﬁngﬁm] Eﬁ E’ﬁ*D H ﬁﬁ%’ﬁﬂi E I T i PR vs21 - 2% p 1) g 3 s
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e B MR LHEURBUA BR o IRT7 1 SR DL SRl i 2
Tetk, @B R BT UL X NSCLCEH L — 3 FE
AR — K M F FIDNA-based NGSH I i 5878 ol i A il 2k ¢
75 A A FHRNA-based NG 356 R il A 728 5

B BTRNA-based NGST] I F4#MALK. RET.
[5a5U

Hio—.
ROS1. NTRK. NRGIFIMETZFIRZHEFERE .
=]

NSCLC [ N M2 Y7 45 R — e A I 4 a5 56 ]
fI$EALK . ROSI, RETHINTRK. [HIt,, NSCLCH'RNA-
based NGSHKzll & K @l 5 1 2 /D ag LR SE . — 25t
X X4 HE 5 NRG 1A I HTIR 25 Zeno cutuzumab L 7E T
JRIGIRIASS, H AT O A4S 1280 % A8 FINSCLC
HH R SR BRI RLS S, X AR LA A (i
EGFR., MET. FGFRFIBARF) , AJkH4iiE % FINSCLC
SBE A MAHR AR M 259 h 3R 25, —SEAH QI PRAJE5% [se6s)
WIEFETF R, HAh, MET 148k %8 2 T RNABT 2 5 5 1
1 MMETHE N 14540 i 5%, 7EDNAJZ IR A
IR A 2 M, fREDI BN . N & T X o A
FIFEREG S8 K7 AR I A 1Al 7T RE - 2UDNA-based
NGSHBIMET 148k % YT kG Bl 42 (6068 . NCCNHE g Hi
B 42 RNA-based NGS 1] # = MET 148k 58 A H %
K AE S5 A AR V/ERT, AT % TR A R R 36 ALK . RET
ROSI. NTRK. NRGIfl#& FMMET 148k %€ H)RNA-based
NGS™ A7 248 s 5 4G

H#i1=. FHHRNA-based NGSH MW EERETIES
NSCLCRE & TR HEXHEEETT. [BIEE]

FH RNA-based NGSH I (1) filt & 3 K AT LU 4E 5 il 5 35
RIS S AR OCHE IRARYT o — TR R AELung Cancer A
FEOZER R, HIRNA-based NGSH ALK 3 [ 14 H
HHZ v R SR IR TT A T R A A7 ( progression-
free survival, PFS ) L TALKR & R R KK H B E&
(182K vs 20K, P<0.0001) , H{ifFgLifyr it ia)
B ERK TALKR A R AR 1B H (230K vs 20K,
P<0.0001 ) o [AEF, BF5E A BLIE A FOMERy Je iR T I EML4-
ALK V1/V2H#E (n=6) FtV3a/bAEMK (n=8) A HLHKH
fiPES (314K vs 192K, P=0.1743 ) FIFAiFRLLiA7 7 mtE]
(510K vs 215K, P=0.1080) , J5—Tiff5sl o152

MET 148k 58 FHAB Rl B ARSC 25 A miR YT . — 0
FHIDNA-based NGSHIRNA-based NGSK M MET 14Hk %11
DI R A 9 1 e 422 32 s M JE TR 97 K 3 I R AR I 22
R H32%, HA BT RNAKS IR 0 % W22 i R 1k 5|
36.4%, Ah, £FXFROSI. RET. NRGIFINTRKHE KA
I ETREEIG RATFFT B RNA-based NGSTE NTE S8 # AH
FHZGH2 WibpifE 2 — b5l

HTDNA-based NGSH I 13K 3fi L K B M 8 25,
RNA-based NGSHJ L2246 H110%-14.29 7] FH 2 Rl 4575 Felao74]
X F UK B 3 R B R i — 23677, BRI RS A DI R
JifJE2#4% ( Chinese Society of Clinical Oncology, CSCO )
6 FIN CCNHE 1 38 H 130 430 Ho i B 24 ko e e ik
HARITUSS MBI R BdE R, NSCLCHE#52—
LAY I PESAILE A AE ] (overall survival, OS ) 1345
T—Z Rl & S A G mARY T . B, ALEXBFSEU
ALKRlAy PR i) 3 — S 332 Bk J2 iR 7 1 h L PRSI
3481 H, HiOSHARILE], 5 —TEFXTROS T fil
ISR I, 2 — e M JEIRYT I L PESH19.3
MH, HHALOSIASLS M H o %2 —ZPUKEF BB 51k
SR E P AIPESANS. 3, Th 708 R21.94 A S, {5t Fl
FFLEC AP E A —ZIR T AT 5 8t ("R PES: 8.9
A, H6708: 2420 ) RIFEAR Kl BE mlia 7o), Rt
T BEENSCLCHE A A R RS FE AT IS IR, A
WEN ] FH 2 Bl S K JE A TRNA-based NGSH

Al A S 5 e S B R I I AR R A T
REMIRl S E M2 S HENSCLCR A BB R 2 —, #
TR A T RE 0 Rl 2R R R TR T A 1 OCHE
XF F DNAZK A fil A BH 4 17T RN A SR B 7K SF A Iy
BIME ) 835, SRl 259097 P RBYT SO, R
JEER . — 3 B AT 5T 4008 1 DN A-based NGS¥EE T
14ffINSCLCE #H MALKEE N Z 2+l 52, oMy Je xf
ALKHEH 5 226 T X 17 3005 ALK R 2 i 5T 5K
T #ESR, ZRNA-based NGSYRIIE 5 & P H DNA-based
NGS%E WALKEE A 52 25l & I A 4 N EML4-ALK
ZMP G A AR, HDNA-based NGSH:
M HH ALKHE R fil 5 TTRNA-based NGSHITHCH) A H Y
NSCLCE H 132 ALK AT 5 582 VPl e itk
J&, PESHIANE2 A, #2758 HDNA-based NGSH il /19
o KR AT 2OF R R AR SR B, RIfE7EIE D hE
PERLG, RAEZS B E ORI IR IR RS, imlG 5L 4
RNA-based NGSAAK ) sl 17 1] fiff 7 S fo] AL KA il 7797 3%

IZEH . BRALKRbA 2L 4P, RNA-based ﬁGsﬁﬁﬁ%ﬁé ﬁ&mmﬁﬁﬁ%mﬁﬂl, HHDNA-based NGSH I %) %843
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ALKRlE #3528 RNA-based NGSE{IH CH I 56 1E L [F il A5
70 S5 P A X A AR 2 R ] B B K T 248 RNA-
based NGSE(IHCA REAHIAIE K Fl 5 48 S 1Y 8% [ PFS:

11.01H (95%CI: 8.9-13.1) vs 2.0 H (95%CIL: 1.2-2.8)
P=0.001 ] , F£WHDNA-based NGSH: ] H 2 RNAR 2
IRV Bf A B Rl 5 R DR AR S 3 S8 3 B A B R T IR T
251, NI, RNA-based NGSH] HE— L B0 IFDNA)Z [
I 2] 7y A R e sk IR, M FEIKDNA-based NGS
A HH e PR il A5 2 S s 1T BB TCTR R 1R 97 TPk 25 1 AL
5o 4RNA-based NGS5IHC, FISHEZ{DNA-based NGSH::
WU LB P 45 A — B, G 3 5 = A Jy i
ATHIE, LATE Sl AR ) 124

AP0 : RNA-based NGST] T ENSCLCAEE, [4]
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AR Ry PR T 2 A A A 2 S RN A S5 £ T 5
HPEZ W, FFPEREACHE BRNAEA Tl & 25 AR 2 A
—EMHRMERE , BFEE 73 WA BRI AW 2D
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Y {8 T - R S DS o NS T AR R SRR TN
AL FEPEREAS 5 FEA TR . FEPEAEAS RN AFE IR
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