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New progress in pathogen detection technology for respiratory tract infections
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Abstract :

Respiratory tract infections are common health problems worldwide, and the diseases they cause

impose a huge burden on both human health and socioeconomics. In this field, the continuous innovation

and development of pathogen detection technology is of vital significance for early diagnosis and

individualized treatment. This paper reviews the new advances in pathogen detection technologies

for respiratory infections and related diseases in recent years, including molecular biology methods,

immunological techniques, and detection methods based on nanotechnology and gene editing

technology, and discusses the prospects for the application of these new technologies in clinical practice.
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WP SRR FH 2 PN [ A S A R RO, i ss . AT, JUES . W LA itk

2hr Ty

R WRERE . WEEA

PR, IRBEHA O MRS R, ST SR PR AR SRR E AT RIS AR, R Gk a T TR
BB o R TP RS 0 PR TR )5 S T HOTITT | PRI T 5 G R

—. KT TR RIS R R A A8 N A RS iz

(—) DFEMZFSENRF:

1 RAE MU (PCR) K H A Bl 52 1 7€ & & PCR
(qPCR) 4 TEW I R EA & RS, RBIS PR
VA RO RS B W SR AR AL TR 51 . PCRAEARF Ao
S99 5 HoR DNAFH, 1 aPCRMZE &7 PCRY ™ 55012
FEAGI, TSI ) B S BT X BRI SRR R IR
TECS JEL VA I P B v S O AU R e, BB P A A
M FR G, IR, MEMERES, HOCHAE T PaEE .
RS, A BT RS WYY (R T, SN, qPCRIE
HATE SN ERAES, SR Ehill & B A% DNA 108G, AR
AR GRS A R R 7 AR Rl . Rk, PCRAT qPCRAEARTE
WP SRR PP s V2 I, I RR S B MR il DA
TGN RAFURE | W AT

2. T PCRIMZEY HHA (Multiplex PCR ) 845 Al I 4
MR IR, R T RIRERTIS Wit . %R AR R
MR EA, e TR EER 3, B g2

ELWE: RAIRE, ARFEREIREHS (2023-16)
E—EHEN: FERK, L, B, FENFHEREREERE I RERBFR.
BRAMEH . W% X, Email: 1297041751 @qq.com

PR ANIR] 10955 J5U4 DNA BEFT988, Multiplex PCR BB ESIRIZ
N FRSERA 24 BARIIRS I XA T A s AL, TEIRE
AFNRFI IS, AE0 T PR AL 2 Ao AR I 45 1. 45
i, Multiplex PCRLAE(E—LEBKIR, 05 (¥R A0 B IR TT§ERE
Wi BE R, FIEAS RN ANIAL SR 1 2 8 25 7T R S EUE
SERREALS, G, FERHME Multiplex PCR I, FF8ids 5|
PRI . SN SRR A DL 25 S searnt, DB R IHAE
W05 SR A o ) A S R RS B e Zhao MC S5 A 7 Iz
AR T ] AR 572 (53 WP B AL A R A 11 RS 0 WP OB S 25
DR 4 32 JEUARFAI A TR TR, 87.5% HoRfAR i 28 /AT —Fiis [
oy, BT R R R Y, 2 ETOE R PCRIM L
TR T AT REE A AR . N. J.Gadsby SEEN. T
il 22 9 1 PCR (RIS AS I A 2 B 6 il 2 R BT . I
SR AT BAT S P9 1) 8BTS I WP RS B B W 7 i, % 249
RIS R ity o Il s T Moy Bea A ke

3. FE PRGN A P Dl A e ol 750 TP R T S 5 JEL R 1)
BERA R FREIREN, BT 7 MGG S R 25
FEEGL, WES T WA R, #—R0NF (next-
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generation sequencing, NGS) AR TFEE W T T WU GE 555 5AR
AR, MR T G s A A N oy i B RS i, @
PN AN FF=RMFEIET NGS, BfAK NGS 5 5
BN BT AN 1B B2 HE 2 Z A (metagenomic
next—generation sequencing, mNGS) , =YKL 1 #E A
EB R (targeted next generation sequencing, tNGS) #
ROES WA E TS, I8 5 % 5242
WIARZE G, ARSI I B R T LS 7, IR AR
TR TSI GUE P AR SR LR, GBS 7R ZT
TLRSE . THEE VHE T L2 IR SRR & IO G,
GGG A B IR P IUE R, Eera&
PR, AEJOEE MR W U, VAT RUR K, NGSHEIAR M)
Rt SRR . METE . WREEERE S 2R R, IR
TISARITT Al HERAI A BRI AN R, I8 Bl
TR BB A SR ARR S, R TN 5T R P R e B A B R
Mo FARHAET v R oy e A, BB OC T SR 1
PERYEE, GIFHEREAL, WA 2SS, Serpads 0 mNGS
TR A& T W S S 0 S AL R T 2 I B S R
ME LRI, FEIGERS U mNGS T 25t 8OR 590%
B IR Z5Y . IR, TR MR, RNAEE
#r DNA mNGS FIREE N 70%, 57N 96%, FHEEFAMERM
REER100%, F55FEER 64% T AT A8 A 24 52
5, BAFAESTE R R R R ARA SRR, R IiE I mNGS Tl
SRR 2 PEAE AR B PR R AR AT R, b7 HE—20 S 25 fualie
SERMEE G o BT "UER . BT mNGS BRI BT LGSR AR
RO E TR RN LT AR T, KT HERERTER
Mf 2 5L o PRI BOR BT I — Le Bk i, FEAAC AR 43
BriiE 2t w5 B IRl LR BB Pk 2 —; Wi Rl
BRI ERADS, BN T BORMIT T, 700 SR A r BoR
HEAT RS I AR N, AT 4% S8 SE s vt . s sl
ERIAESE T, DA R MR AT S

(Z) REFRARRNRE:

LG ENTHOR (Immunochromatography ) B2 Bl 4%
FE PR R A I AR T, & AT R BT
AR i BRI PR L Wl o KT, T AN ) JGLR U
MRS SE AT REA e 5, AR S 7 ST Al . YA
TEAEHE T MY, (PR < S AT 0 PP R S AT
1 BB EER LR, TS REWE, TUEALERE
B, PURAESBME, BURTER SRIUA R, JRIE PSS B
BURIET R e 2T E %, BT IR SRk E e e i, (E15
TR ETRZ DA NN T A G T HERRT, 7+
ARPAL AT RERE IR A AR BB NS A7, PRI ORI ok
FTTRAN TR ARG G Rk A

2. FUIRFTORFR ISR M BLA: A2 2%t ¥ (Indirect
Immunofluorescence Assay, IFA) . EH#E2OEHANRLE (direct
fluorescent antibody test,DFA), [ I5¢ 90 % W B 25 (Enzyme—
Linked Immunosorbent Assay, ELISA) . DA K& {4 2% & 't ¥
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( Chemiluminescence Assay, CLIA ) &E5uir=f 77 BB AT
FRAREE TR TR, A BT W SR i G 212 W Rl
WATIRF VA o I L85 ¥ B TATLAROT T I s S A ) i 28
NEZF, HE RS b
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ETURZ AR SR A & BEMP PR . A RCAS I B9 S (AR 5
MR o X BEHAR A B 1 R B RRE SeE, ARAg mT S
TP W R TR AR A, X 2807 v IS H T RSO 2RI
PRZ W, HABARRI AR, AT BT Bl = X 0 H A
R [, XEHORFHAEERLIR, T N
FRIT R . IFAMI ELISA SFHORMAF(E— 2R IRIE. i TR
TR, TERRSA I TTAE LB IS SR, 28 U AR
S G RE SEUR A PESTS . X Bey A o B R 55 J5 AR
ARG, T AR AR I 7 2R S A ) 8 S, SR [ A DT S e 15
o DUk, AER T IFA T ELISA &5 45 AR HEFT 9P 058 7 (A A6 30
I, FFRLREGH RIR AR L AR A 2 5, DA e
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& (IFARE) Tkl (IR vE I A I . A AR O i L
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(0 ) ERRERATEERIE RSN STRERREENR:

1 IERGREHOAR R —F AR B RS AR A TR, H
NHVEE S RREEE . BTN RS, R
BORNUE LR MU 3D ARl (1) EBUAZTR A () BT LTR
(3) ¥ SR PR AR R A% R T s (4) i PR AL A 1) 1 [B] SC LA R e
(the clustered regularly interspaced short palindromic repeats,
CRISPR)®, Horft CRISPRACET-AH R A T 4T R R AR SAFIE Sie
F 48 CRISPR/Cas9&—Hf i —3[ & RNA(single guide RNA,
sgRNA) /M5, FI I CasORZ RIS ¥E [0 B R AT HoR, A
FRE. B E, REEREER, AME 2R A Y,
CRISPR—Cas9 %5 Rl s #4511 ke 09 PR S e T A ) 2 PR

AR 2 P MR AL TR T8, A B AR LI R
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20243071



IFRERZS | CLINICAL RESEARCH

SZMER, HAAPSEMERRIE T, (3 MALDI-TOF MS
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