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ERRFANRAETEXREIEDNBSEQ FEMARRASBEENF (Metagenomic next-generation sequencing
MNGS)EARFITEREARN, HEEMFEHIT TR, KISMIinlONSIlluminaFa18tE, £AEIEDNBSEQ
NEFarETESHERE, FHRE T X FBBANRAELIINEEENERARER.
BAMMARBEF2021FLFKRFBMC Genomics#iE, @B “Metagenomic diagnosis of severe psittacosis using
multiple sequencing platforms” 1,
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MELELSR (emerging infectious diseases) & 4B, HHAFT ARIR A BBHIT R A —F L ANE 1 FiR,
TERRMEGRR, BBEARBATHEBRAHINGER, BBERKRANGIEN TR, ARFBELE
BRZIMEERRHNEE BN AR RE RS, NAS B XA LRI EMN 4 . R HRREEMEY (40
IEHEHL) 51 MR AN ERRE R IRKREERAMRFHFE. XLERRAFEZNLSFEMMERNMNES,
B AN LR R FANRRERMEMCN A EZEERARK. RS UNRMERFS S, MERNIRR. &
IR BT RIE RN R E LN EE R,

1.1981-2020F T tH IRV E A s’

WEWA D ENTEEL AT LERBRIE ° (FNFTHLBVRIN A, MR ZEREANFRAEBLEE D
3R B BEFRAREHEYRIERYB (DNA F RNA), #TSSHL R ARSI IRIRE RN D ©
(B12). B, X AB ZNAENIERTHEREL A SEMRERRNMR. K. MERLER. &
R AR SRRV, AIRPRIRME T B ABIEE, B T IFZRERENSREX, EEREEED
WAL ATT BRI AT o

A 8 Method Advantages Limitations
'3 High
R ——— Ci + Targe =
Microbes + Provides microbial isolates - Influenced by media and the environment
H * Quick analysis + PCR and primer biases
§ & Amplicon
: = (16s/1881TS) Il;“olaﬂolom . limited to genus level
v /' V iominated by noot DNA* False positive in low-biomass samples
; . o .
;} — 'f _?"*‘“““ - Time-consuming in analysis

+ Uncultured microbial genome * Host-derived contamination

- Difficult to analysis

activity M
. Transiiptievel responses  * Host MRNA and RNA contamination

v E N - Quick diagnosis Severe host.derived contamination
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WEAZ—MABHEBNARARRE, FIFH
—RITERR, SETIEREEET. BERM
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ERDEIERT, BRI SEICT AT, FHZEL
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S EHIEELLY, BEENERERANERRA
HITEEDN, BREAR, LBURMEYITFE
o ST ENRIN, ERESRHRERNA
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XERIESNF

N ERFEN=MIFRNZERLADNA, £H
MGlEasy DNA XEIREFIFHFIER (B, 2
WAEA MGl Easy i@ DNA X EFIEAFIEE) 14
EEDNASE, 2o T DR EXNEI RV 2 E A HDNA
Fr B 9300bp, £ 42810 LUK e 12 k1% 1%
f&, Z2EBPCRY EHMESYIE KR, SES 2RI
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100bp(PE100)EY MR
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DHRAE
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BHITEIE, BREBMNFEFIBER Centrifuge
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R
RS EREE AR EERHR

£ XEE DNBSEQ MEFETFax 2 SEMAERE
B RUMEFEAR DA77 10.2Gb. 11.3Gb X
R 8.7Gb BYNF#E, MFEKI 100bp. 94reh
RRIP, BWESHKRIA (Chlamydia psittaci) HE
ZRRR, DAITE NEMBRER. BUARIR
FEARFIRIF T 39,385, 30,320 A1 14,478 %% reads
(R 1) ALK SINERBONERKRA, ZF
AR RIASERETF ompA iI=A E EE
B, Hen & NESHE IR A L99 70 B ik,

M £z 7] B T B R mREE A

¥ DNBSEQ N F&BINFEIE, Xt ZEEEHEHR
KRR 199 D EHRERA, TREMEELR. &
PR i i AR BV 78 &= X33 72 51 83K 99.5%. 99.0%
IRz 88.0%, BEZREDHANLX 6.8X.5.2X L
25X, ZERWEFIRE, SREMBELR
NEMEHEHAKR R A RS ERRMEZR (E 5).

Top ten species

Number of unique reads(n)

BALF Sputum Blood
Chlamydia psittaci® 39,385 30,320 14,478
Propionibacterium acnes® 64 59 171
Stenotrophomonas maltophilia® 54 102 150
Chlamydia abortus 46 23 /
Klebsiella pneumoniae® 29 22 24
Salmonella enterica® 27 56 43
Pseudomonas aeruginosa® 20 16 29
Moraxella osloensis® 17 9 26
Micrococcus luteus 10 8 /
Escherichia coli® 8 10 50
Enterococcus faecium / / 1
Staphylococcus epidermidis f / 1

“indicates species that were detected in all three sample types. “/” indicates
species that were not among the top ten species of the corresponding sample

RLEXESTFAE=MEEFNFEEYMEH!

79.8

60.9

29.1

102 113 ¢4

99.5  99.0

mBALF

88.0
W Sputum

= Blood

68 359

Data output (Gb)

Num. unique reads(n/1000)

Coverage of genome (%)

Depth of genome (x)
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EREENFFatRRIME

XFEb DNBSEQ MEFE S Illumina LAz MinlON
FalFE#EAIL, DNBSEQ MIFFERIME M
TS, BIEEZHNE reads . EaMERAEE
EEUNESHNERE (B 6),

XA N SRR TT R, =D FarvllF
ZR8), RBEXMBPHENRE ZERERE
EBFE5EE PN FEIEERRS O, HE

A

99.5
798
102 I 68
33 .
92 ot l 00

Num. unique reads(n/1000) ~ Coverage of genome (%)

Data output (Gb)

B

BEITEHE 34 1 Contigs FUBSHEHIKRIKE X
H, RAEEABONETRZ L99 DEMKESZER
¢HISHEFAIN RIR MN 0Bk (NC_018627.1) LI
01DC12 984k (NC_019391.1) BEER (B 7).
EIRY, BT ARXLENFHIEAENSREERA
DWREI, ZABHAFEMAREFUMSZNHEA
o

®BALF-MinlON
®BALF-BGI

Depth of genome (x)

= Sputum-BGI
= Sputum-Illumina

99.0
60.9
46.8
_—
=

Data output (Gb)

C

29.1

.7
: 09 . .
—

Data output (Gb)

Num. unique reads(n/1000)  Coverage of genome (%)

Num. unique reads(n/1000)  Coverage of genome (%)

Depth of genome (x)

» Blood-BGI

$8.0 Blood-Tllumina

159
25 02

Depth of genome ()

El6. LA EIEDNBSEQNFF & S H T arNFE R

Host

[0 Cattle

| Bid
0 Human
Horse
[ Pg
[ Mouse
- Sheep
I:] Others

Host Cou
o <
<

<

<
T
.
R
<

<

<

Country

| Germany
USA

[ Australia
B Russa

China
I France
I:I Others
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ICN=H
BTN —UREEBBHREE = MOREANE

ERANFDH, ZMAEREBEFEXREES
DNBSEQ MFEFaEAN=MlIFFa, £E T
51212 B E ZRWBVRIRYIM, [FBYXY =M
SRYEREHTT T HE B, EXBENFFakE
BB BIEERS, ENBREI2ERAA
FEER . MFRERR, WlRBERS.F
REENFFaEEZiMFErRmRRLIN, &%
REVEMAVINES R,

X REFARRRFMEDCN, MFARBIHIE.
DNA $2EX. XEME. ME. TIEEDTEIRE
NERIKREF L, EREEEREE2MIENED
WHE, RERBG—ANRERELETE RS
(Platform of microorganisms Fast Identifica-
tion, PFI), SSMSHFAERRRENORE. EHRE
E, NIRXE BRIBITIR MM E IR Fo

EFAMF{X DNBSEQ-G99ARS
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HFITHER

Pk [ e g i FEmbiEs
EFMEY DNBSEQ-GI9ARS 900-000560-00
e MGISP-100RS Bhibi¥AHI& RSt 900-000070-00
MGISP-960RS B hik A& RSk 900-000100-00
L/NES PFI RIEEMIRRIRG IS HERTF & 900-000398-00
5 MGIEasy iBF DNA XEHIEIFIEZE (16RXN) 1000006985

— DNBSEQ-GIORS BB Ml 0.00010.00
N J - -
' ' (G99 SM FCL PE150)
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