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AENFEEFS Ry 2112023456 H 15 H F6 H 19 H 74 35 B & )N IR 1 #H (Houston, TX) B4R
Y72 & (American Society for Microbiology, ASM) 2 ¥t > 2023 4 % [ i 2E ¥ B2 & 1 & (ASM
microbe 2023) °

EEMAEYE ST g i 2R R KAV S R Y - B ARE R
BV SE NS o RIS RAVEIEE T3S R RS MBS - WSS ITHIT ~ BRIR - &
FRRIENBERGERS - GdiZEEEs - BEMSINNE STt - WS A -
AeAb ~ BE - T AEYIENRG KA TR - EYIEOR R ~ R Y s AR R S g
KORITTE ~ A R BT A A M S AR ST i R - B A% - BEE8E - NI E
TRIE ~ TRITIRESNT ~ 2R ~ BRI SRR IR A MRS 7 = iR RS -
RETR - RSB E M E SEPTRE - HNERIGIEA TR O ER BT - 250
EYHIBHZEEN - RIAEREL RS T AT EEREAF%E -

S B R G HRPRUCEERT R ~ Bfiobtas R SR BhReSN » TR RET - st - Bk
B SR ~ N EFEIEAVIHE RS S —E o EWHREER - ARG H P - F R ER
BB SR TR g E P R T g o = o MR OIS RO -
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~ 2EER 21

oS I A I R R R R R R R R R R R R R R

BT e, 21



— - Hify

BATEB 2012023 46 A 15 HEI 6 H 19 HXEEIFEINIR L TH(Houston, TX)Z Y 2 F5EH
A Y e @ (ASM microbe 2023) o

EEAEYE G TG RERPAEY SR TS - PR IHER N ER 2K
HEEE > AR ER - YR R bR B T RE TR S S - SR AIIE
PERTBHZERCR - Ry R ERFUEE R 2 AR 2 BT &« SINER 5 R E S 2R
BagkE - WEE— TR AR - WBiEe A B&ERSOR » IREACL SR B A Y EE A
B2 iRl ~ AR R EmBA#E 2 2% -

SIg R EEZE N Nl
(DB - BIEDUREVIEEYIB 3 KT EENE - DURS RE i Br 3 -
QARG AR T2
(3) B B pg A= P b
(DT BT R[5 58 28 S S I T A (B A W) e i B [T e il )

~ R
() ABHEFEETERA

T ARABHEPTE T

H & TR R ES TAFf=
112/06/13(# ) 5 e — e (W %) =iE
112/06/14(#H =) B[ — PEHElE— R T R

LR g E (& —)

, 2201 1 KRG & LB EERE
H12/06715GAP) It 3. SR E R R

4. S5 5 % (Opening reception)
LN 2 KRS & TS
112/06/16(E71) R 2.%7JDE§$I§EE§EL(poster session)

3.2 B

L2 ISINEIRAK G & T o HEEH
2. S NNEEH ST (poster session)

112/06/17GE7S) - 3. S WM
4. 2NN w18 (President forum)

5.2 J)10xford nanopore i i B8 55 &
LIS 4 KRR S & ol

‘ 2 BEE ST (poster presentation)
112/06/1828 1) ot 3 ST

4. SR E ¥ EEE (keynote lecture)




112/06/19GE—) rNRE| SR 5 KRR & TS
112/06/20~24 - 3 X
CH_Z57%) 3 AT )
112/06/25GAH) R HEE R P

112/06/26(3—) kE— & HESE

[E— - ASM microbe 2023 = 5 Y E

(C)EREH

gt BE T BT R TE T B O S A AT BHE 25 90 (George R. Brown convention center) » S
53 g S R JEE vt BE = S B A Y R L T S5 M A B 0P 5 (the Hilton Americas Houston) 2217 >
WS A e G - MR E - B e fem CRon &I E s -




[E — - ASM microbe 2023 €& - (A, B)George R. Brown convention center 4N ; (C)&r e 2l
g1 (D) MR NG MR ERE (B, g5 —iE -

(E)ERAE

REHFETE L E I 56 1 REFRBARU R Fl % & 5% (Opening general session) » 25 3 K B34
F i & 38 (president forum) - 25 4 K505 I B E R (keynote lecture) » 2 2-4 K E¥ s J72 /R (poster
session/poster spotlight session) ~ 55 2-4 KR~ » DLREURTIESE 1-5 KRS EHG R AT E#E
BIH & - SHEEGHLITIEY(Courses/workshops) ~ B[/ N4H 5 5 (panel discussion)
.57 i (roundtable discussion) ~ {55 € (mini conference) ~ 545 1 25 AT 55 € (cross-track
symposia debate) ~ 75 E B EITE] 2 (in-depth symposium) ~ 8 (forum) ~ 1A 7B 5 23 7t (meet
the experts) ~ &ii L BEF (poster) 557 fz R I A HENT - Mt O T LohLRER{E (track) ; HRE
$h75 78 Fl T ZCEf4 R fE (subtrack) | ERRESEEE(ETL) - Hoh 3 K BEER R > 3 233 6
Bk -

(M)BA%EEE (Opening general session)



F—RFAAZUHFEIE @3 T 0 fYGeneral Assembly theater KA &5 2 - HASMR & #i,
1T % (CEO) Stefano Bertuzzi (56 > B Ml K @55 5§ F E - B 5 0H & 1 #5855 James M.
Tiedje ~ Erica Ollmann Saphire ~ Erica Ollmann Saphire 3 {i7 fli £ )22 5% K7 0 7 B2 B 57 e o ([
S) ARKEGHEE#EY TC DEMERE 0 B RN T I E# A EE (link:
https://vimeo.com/830232520) -

1. 3#BE: EEMAEYEE KK (Future of ASM)

Ry B AE VI G BT Stefano Bertuzzi{# 1 » HEJMEFGEYE & E SAEB G K
KATEI 8t © 5 BERIEE EFS A | & K Y S (As scientists, we need to listen to
society) @A YRR Fs Al A= W) 22 fR B ESIE 2 g R0 N JHAIZ0 83+t 8 (The microbial sciences
are key for all biology and to solve humanity’s most daunting problems) ® ZE [ flZE Y2 4% 1k
R—EFEr M ERRAEZ LERPHE - 5[EHAR K (ASM strives to be a platform that
empowers scientists, and all those interested, to shape the future) o gz{%& ¢ H BB er A+ K 35 Bl
R BT YR B RN - SRR R T S )
(Microbiology is key for all biology, microbiologists need to step up and provides leadership) °

2. B REEZBMAEYE 202388 5 E4E (ASM 2023 lifetime achievement award
recognition)

i H piiRIB AP 0 A E ] 22 B B = (Pacific Northwest National Laboratory) i & 555 [ =
A (moderator) Janet Jansson & - fi B ¥ 3¢ » A& 44 5 plipk 8215 F @ PE RN IZ K2 Tames M.
TiedjeZf% 73 ZREFI TR S B2 BFERR - Tiedje 81 AP INIL R 2 AE N EHNINSF fk
PIAREEHUINCME) £ 4F: » DARAEYIRI I8 R KA 284% - 200345 88 Ry =B
EBe(NAS)FE - - M722004-2005 FHEEEE AV & (ASM) £ -

Tiedje Z% 2 FTEXHIEYEERIS 2 TTH K - Tiedje B EREEAY ELER AT
BT N — (BSR4 G &S - 1A T IR R a1 0 BB - IR B
Y Em VMR - S U AEY A EE YA R~ BCE 9 M58 A Y ERAE 225 R
(biogeochemical cycle) IR K » & AMFER&% AESE « MAEZ (o 8 )N T RSS2 21T
FEEBNNESE 22 L2207 - RAERE SRS S T E IR 20 - BT
VRN REA TR - M AR YA RREE - BB SRR » Frhl 2 E0EER - IRE 5%,
VIRV E IR - DARKIR 70 A8 T R E VIR & SR8 AL RE T 015 - AV ST HES)
THEDENERE  SEMEVUMDHEREAE N T NEREBEE - KBFG
(denitrification) 2872 25 THEE T - ¥HMEY) A B AR DI B H 5 LR B B 5t/ B m] DU
TIAPTHE TR SR AL VTSI (chloro respiration) 872 o i 7 S BINASAK BRI a3
PR B 2 B PEAR A sl R BRI R R A et R A W) ok R 3y - ARk
A REAR R TTER I TR SR & -

3.388E:


https://vimeo.com/830232520

OE P BEEIYRP B : 23K&1E (Antibodies against emerging infectious disease: a global

collaboration)

Q)EFT LT3 AlphaZ]OmicronfigFEkk: FEffisE SARS-CoV-25HH1AS AT F/ B SRy RLR
PEFRALAIE M (From Alpha to Omicron: defining variant-resistant epitopes targeted by
SARS-CoV-2 antibodies)

584 FyErica Ollmann Saphire i+ » H A 45 52 % La Jollatt T E2 1T 52 At (La Jolla
Institute for Immunology, LINWYEHY - MVIHZEE ERE R E 7 T 20N - W EED
3D 1EAY > R fifips 2 A\ AR RS (o] B SR A8 g 5 2R 1 G5 e IR B X el g R e
Thee » ACEE AT R RD RS B TS w e - RTRDTE R HG 7 -

Saphire f# - 7 Fii %6 & & IR § F % & F A& B & (Coronavirus Immunotherapy
Consortium :CoVIC)(2H #&E: covicljiorg) - E—EHEIRGIFAHEE - WIS PG E Sk
%% (Bill & Melinda Gates Foundation) % (5 Z R &) - HEVENIZRBHZE ~ (BLST Rt R
T EE(SARS-CoV-2)FiRHR/% °

Saphire {8 -5 5% b 7 25 BB 00 #T 22 /D 40078 S BR U R T 38 ~ A WiEsh 45 & o et it 38
COVID-19SARS-CoV-2 {i]Z€ £& H (spike) BE AR TLHS » (€451 L & 73 74 52 #5485 & 15k (receptor-
binding domain, RBD) HYHiAGEE % {5 F St & /2 SRR RARL iy - DATitan Krios BH{W 5 =
M FE A5 4 S 30 HH BT AGAH 4. (F FH COVID- 19 28 35 25 1 3D 1LAG4SIEE - =ik a2 8Pl
BB R BN N R L E S IE - AR PL T s 55 58 S R (variant) (1 s DU RS ) B R D)
S A B At 188 15 2 P2 B 471 #G 6E 0% (antibodly treatment cocktails) o FEAT - {55 H E 45 1 HY
TAE > ISR AR N T2 (reverse vaccinology) iR — Uk sg ke bk -

(A)

©




B = - FAEEESEEE (A)Stefano Bertuzzi (B)James M. Tiedje (C)Erica Olmann Saphine

(R)FEASE (Opening reception)
K PR CHEE R B ARG #E 1 0 A Grand Ballroom E2MBH AR S > A it
TR E &S RO SEE - tee \ LR g -

B0 PR AE

ON)BRRBREEEE S (Tracks and Sutracks)

RS - HREERS - 5 S8 multiple track) @3t -+ Fl—EAH S5 F0S
AT 0 BEE I AT [F) G s B o e TR - B AR WAH e T BRI R P& o O S A
i (track) I E () » AERE S Tl S 77 25 FH 20 il S (subtrack) U - OfEFEK E
i HEFATSHER EEEE (B 1) » RIFREMEILTE R 1-3/NF ~ pRIA3-SsEE A E
2335 N - P HCEIEN S KRR A [ENF B P 28T - R DU BBl e A BRER
(B F &AW R LR G TR (EN) - R THRAPP NEERIGE - RN &
BT At AT R R IR -



AEHREE AT HES LR S T IR R DUaer: - A BT B2 B A ~ R
SBBNAEY) ~ IRIRECREEE - B EEWMAEYIR AR  ARRECEEEY SRS -
MERFETA TR - ERUR A S SR AR al o B e 0 = -

T REIORTHHERRE (tracks)

AAR (Antimicrobial agents and resistance)

DU AR e i gt

AES (Applied and environmental science) JiE FH B IR IS R ER B AR )

CCM (Climate change and microbe) RIEEBEEY)

CIV (Clinical infection and vaccine) b PR BN S A

CPHM (Clinical and public microbiology)

EEB (Ecology evolution and biodiversity) A REE BB

HMB (Host-microbe biology)

(EER e EX YR

MBP (Molecular biology and physiology)

TTEYSE R A

POM (Profession of microbiology)

P B R RE R
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Tracks and Subtracks

Programming and posters for ASM
Microbe 2023 are organized under
nine Tracks, with multiple Subtracks
to help you find your science and
navigate the meeting with ease

AARDL

AARD2
AARD3
AARDA

AARDS
AAROG

AAROT
AARDS

ABRDI

AESOL
AESD2

AESD3

AAR
Antimicrobial Agents
and Resistance

Surveillance of Antimicrobial
Resistance in Clinical
Isolates: Molecular Typing and
Molecular Epidemiology

Antibiatic Agents: Mechanisms
of Action and Resistance

Antifungal Agents: Mechanisms
of Action and Resistance

Antiviral Agents (including
HIV Drugs}: Mechanisms of
Action and Resistance

Antimicrobial Stewardship

AESDA

AESD5

AES06

AESOT

AESD8

AESD3

AESI0

Wastewater and Drinking
Water Microbiology

Industrial Microbiology:
Bioproductions, Bioconversions
and Fermentations

Bicengineering: Synthetic
Biology, Metabolic Engineering,
Bioproducts, Biofuels & More

Source Tracking: Non-
clinical Microbial & AMR
Detection and Monitoring

Biotransformations:
Bioremediation, Biodegradation,
Biofouling and Biocorrosion
Marine and Freshwater
Microbiology

Terrestrial, Extratemrestrial

& Extreme Environments.
Microbiology

CccMm
Climate Change
and Microbes

Novel A h
Discovery and Non-Traditional CCMOL  Health, Microbes and Environment
Therapies to Combat Drug- g - E
e bty CCMO2  Microbial Diversity: Cascading
Effects of Climate Change
Antimicrobial Phamacokinetics i
and Pharmacodynamics CCMO3  Microbial Controls en
Greenhouse Gases
New Antimicrobial Agents (in o
vitro and in vivo Studies) CCMO4  Microbiome & Adaptation
Antimicrobial Properties of
Plants and Natural Praducts Civ
@ Clinical Infections
and Vaccines
AES
Appliedand CVOL  Clinical Studies of Adult
Environmental Science Infectious Diseases, including
Epidemiology and Clinical Trials
Agricultural Systems Microbiol
bl b CIV02  Infection Prevention and
Food Systems & Food Control including Healthcare-
Fermentations Microbiology associated Infections
Engineered, Built and Urban CIV03  Global Health
Eorniommicals Wity GV Transplant Infectious Diseases

CIv0s
CIv0s

civor

©

CPHMO1
CPHMOZ

CPHMO3
CPHMO4
CPHMO5
CPHMOG
CPHMO7
CPHMO3

CPHMDY
CPHM10
CPHMLL

CPHML2
CPHML3
CPHM14

CPHMLS

EEBOL
EEBO2

EEBO3

Pediatric Infectious Diseases

Vaccines and
Immunization Science

Infection Biology and Dynamics

CPHM
Clinical and Public
Health Microbiology

Administering the Clinical/Public
Health Micrabiology Labaratory

Antimicrobial
Susceptibility Testing

Diagnostic Bacteriology
Diagnostic Immunalogy
Diagnostic Mycobacteriology
Diagnostic Mycology
Diagnostic Parasitology

Diagnostic Public Health
Microbiology

Diagnostic Veterinary Microbiology
Diagnostic Virology

Laboratory Safety, Security
and Biodefense

Molecular Diagnostic Microbiolagy
Laboratory Informatics

Practical Tools for Bench
Technologists

One Health Practices
and its Impact

EEB
Ecology, Evolution
and Biodiversity

Microbial Ecology
Microbial Evolution and
Comparative Genomics

Microbial Biodiversity
and Systematics

HMBOL

HMBOZ

HMBO3

HMBO4
HMBOS

HMBOE

HMBO7

HMBO3
HMBOY

HMB10
HMBI11
HMB12

HMB13

HMB14

HMB15

O 000000

HMB MBP POM
Host-Microbe e Molecular Biology @ Profession of
Biology and Physiology Microbiology
Host Interactions of MBPOL  Cene Expression and Regulation POMOL  Microbiology Education
Homsa Pativenrs leas MBPI2  Signal Transducton POMO2  Wicrobiology Communication
Animal Mode! Systems
and Qutreach
MBPD3  Stress Responses
Basic Research of Pathogens §
) N POMO3  Career and Professional
in Human Systems MBPO4  Growth, Morphogenesis
Development
and Development
Microbial Pathogenesis POMDA  History of Microbiol
of Non-human Hosts MBPOS  Genome Dynamics, including el

nflammation and Immunity Replication, Repair and

Recombination
:’;g;‘:ﬂ“"“j o MBPOG  Melabolism Enzyme
. Mechanics and Physiology

Soaleel e i fotrs MBROT  Bioims, Moty and Other
in Eukaryotes and Inter Collective Behavi
Bacterial Competition ey
Invasion and Survival of VDR Tramsport Systems

MBP0Y  Phage and Viruses
Micrabiome Profiling MBPI0  New Microbiological Techniques

Microbiome Impact on
Host Biology/Pathology

Eukaryotic Virus-Host Interaction

MBP11  Computational Genomics/

Databases and Modeling

Phage-Host Interactions

Fitness and Virulence
Regulatory Mechanisms

Surface Structures of Commensal
and Pathogenic Microbes

Genetic and Physiological
Adaptation to the Host

Polymicrobial Pathogenicity
and Symbiosis

TRACK AND SUBTRACK LEGEND CAN BE FOUND THROUGHOUT THE FINAL PROGRAM.

et Spesker
AAR AES CccM cw CPHM EEB HMB MBP POM s

MctimwraticAgents | Appledand | Clmate hange | Clicl st | Cinicaland Public | Ecology,Eolulon | Host-Mrobe | Wolecuar Bvogy | Pofessinct s
andResistame | EminnwestsiSceme | andMimches | andVaceines | Health Microbiokgy | and Biciversity | ickagy andPoysicogy | Microbiuigy | Aiional Fee

ﬂ N K:j_’\j(@a

REERELE (subtracks)FH &

#t program Jz BEFRFEEIR (poster) (K5 9 K L HHES 1K (tracks) & aak i K 78 T
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Find Your Track

BN
With which of these 3 ,,  Areyou looking to grow —YES=p ;::"l
categories of research does and davalopin your catea? A 3

your work most closely align?

POM
(Profession of Microbiology)

! 1! !

Do you work with Do you study how Do you study molecules,
infectious diseases in e O =fp Microbes interact with === O = mechanisms and host-
a clinical setting? their environments? microbe interactions?
cv YES YES YES
(Clinical Infections L ¢
and Vaccines)
2 2 Environmental Biological
YES

Does your work Do you work on
involve vaccine drug development,
development, resistance

Does your research
involve the microbiome,
host cell interaction

Does your research involve activity
or application of microbes in
environmental settings, such

as built envionments, food
microbiology or agriculture?

emerging infectious mechanisms,
diseases or tropical susceptibility testing
development?

during pathogenesis,
orimmune response to
infection?

NO YES YES

Does your work Do you work on
involve novel drug development,
diagnostic resistance
technology, mechanisms,
biosafety, or susceptibility testing
biosecurity? development?

Does your research
address the causes/
consequences
of microbial

Does your work
involve exploring
the pathogenic and
symbiatic relationships
between microbes and
its host?

biodiversity or
examine microbes
through the lens
of ecological or
evolutionary theory?

CPHM AAR HMB MBP
(Clinical Public (Antimicrobial r (Molecular
Health Microbiology) Agents and @E {Hn::n::,';m Biology and
Resistance) B Physiology)
(Ecology, Evolution =
and Biodiversity) CCM
(Climate Change
and Microbiology)

[

7N Eah g E EEhEEE(find your track)

L DU R 7 BB B i B M - DA T8 pE % 23 52 8 SR BX % 51 DU H K (Al/machine learning

approaches for the design of antimicrobial peptides)
SR N TRRERML BEEE 14 Z (Al for antibiotics discovery)

s Ry B NINIL R E2ECésar de la Fuente 3% » HRTAEYEE ~ £V TAE U ABEERIAE
Yoy TAZRRIBAGI » BT BB B B2 A AR ) T A2 95 P (American Institute for Medical
and Biological Engineering, AIMBE ) [5it-(Fellow) - FuenteZ 71 & ki = B FIRH 22 A FHAL A
T RE T S BT 8% o FUEGE 45 120105 70 T A Y22 T A & B P52 (synthetic
biology )X » 1 H 2020F L L 2 H fir 4 ¥E2 (digital biology)FF KR - Bifir AEVIER/H R
R Ry ARG e 51 FRHITABE (sequence to function problem) » (RfiA: RGN [y S5 2EKE KX
NERE - SRR H G E » TP B gt DU RS B R RO S B
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https://directory.seas.upenn.edu/cesar-de-la-fuente/

A 2 e ZE T 1) -

$ ik antimicrobial peptides, AMPs) 117 F5 1374 4 (peptide antibiotics) s( R 245 2E
Z (natural antibiotics) » & HEHHUMEYEMNEN/ Ny TR - EEZFEERME ~ B
VI > Fuente HUFGM IS HBTERE S & AN A TR RHEI GRS, - ERATIH
KRR DA » B R T 2 49 F %I o] {452 (astronomical molecular sequence
space to explore) » HJ{{X P E I AE DL (B {E#EET (clear optimization function) » H AR5k
22 H {E F (non-specific interaction) » PRI By i B FRTE 7 1 FEORI DO RE SR ABARAY fe N T2 BERY
oMY A SRR (template) -

2. ERHEIEESRNEBEMEY - MEYERIFEEXER (Powering the future: applied

microbiology in the energy industry)

SERE A ki E LanzaTech/\ E] CarbonSmart B F|H: fit
SH FyLanzaTech/\ 5] (4EEPAL A Z hSF) Zara Summers#:H 245 (Chief Science Officer, CSO )

(1) o &H BI04 fe2 e P A ik 7 (carbon capture) - 55 JaRF A1 T A B FiT 48 SEOR oty mT
erbig [BIUST S PRI, - Tt 2 PhiciE L (microbial carbon conversion)f¥ffy » AJ#E (L%
b R FEAE R A - E DL &R/ R AR I (syngas or gas fermentation) F4E %) Thik
RPE I A A > ATF] FH &k (waste carbon)Bl " FFAfe | BLiE (bR (low-carbon) {2 A Al
i @R (hydrocarbon fuels) » fiit 35 {f FH & LA AR 8L E H H A 7EY)n « 25 Kyl -
Z A EICAT 2RSS TEESHE 1,300 THEA -

(2)LanzaTech/\ E] ARSI EFZ(E A T S5 78 41 B (rabbit-gut bacteria) | ACEEEE{E T MR T
[ 35 BEY B RS T (B H A bhR) - BEREE LA Z B RS Y (78 FyLanzanol)
H W ® & ZF B &% -~ il 2 % 8 8 & & 2 &
LanzaTechH 2021 fELIREAFE#E M 3,000 & fllmHY £ BF Lanzanol - FHE a5 T 22
R 15 EE S R = ARSI

3. RIEEBBHMAEY) - WMEYTF TR B HEHER (Microbiology technologies to mitigate
methane emission)

i 2 (1):Reduced methane emissions and changes in rumen microbiota with methanogen
inhibition

e - 2IREZENEE 22 Dipti Pittagll 4%

Dipti Pitta Bl % £y K S 818 & KAV B R - H ] J8H0 8 8% 45 22 (meta-
transcriptomics) 77 /£ ¢ 3-F F &8 L PN i (3-nitrooxypropanol, 3-NOP)fi# B B 2= 2 Bl e e
(methylotrophic methanogens) 7388 5 17 7 FH {72 (methanogenesis ) f4 ] Kz 3- 1 & 8 55 N IE 2011 52
A RAHFE - FH 3R AR Ky A DY) (methyl-CoM analog) » #&HI#IIHI &

13



HHGEE R EE- FH ARG M2 [F i (methyl-coenzyme M reductase, MCR) » DURE/V #4578 H
BERIIZ K ©
W iBE R S e T R e i i (methanogenic archaea) | fE &/ — &bk E/H
e fZ PR E 4 - |/ 800 & H 5 Z£ 8 (methanogenic substrates) - £ o} i i (feed
fermentation) 7% H1 AR S4B P (FEE B e non-methanogens) i gt FR e ~ A5 o7 g it -
T T S T AE YRS (rumen microbiome) £ k&R A5 e A R AR EE R RYIE > 275 Dipti
Pitta & A 2022 4 %F #it S = 37 {F (Pitta er al 2022. J. Dairy Sci. 105: 8569-8585.
https://doi.org/10.3168/jds.2021-21466) °

ERE(Q2): HIRAEYIRE 28 . T2 i (Methane biofiltration system and their engineering
technology)
g @ EININIZRERH Camila Arangof®-f-4F

A, g B B B A A AT ) DL I PR B B e AR W) JE PR T B B mass transfer - fluid
dynamics ~ transport phenomena Jz 2E W [ fif IR 52 > A B 4 ¥ 08 IR 5% 51 (model-based
design) » D= HARFEN: -

B. AW e PR F e iR & 78 Enitrous oxide (N20) » N2OZ BRER (LR T (GWP) = 2298 (%
(FHEZCO,) » AR YRR AR besiaE - e EYIER S " /KR & & (moisture
content) ; AEEANO JFA > #fmethanotroph A Fill 52 2 e A LACE - HIUKR ST
BRI & Y FLIE (pore) » AFIRAS S » (HEARDMAT - EEAFIZEN.0Z "R
(& (anaerobic zone) ; - A/t & F1Camila Arango i -/ #2 tH P4 $1 ¥ A VIR IR a2
BUBAL S B IE R A AR R R e A VR A EEAENLO -

(N)FESEswE (President forum)

T EmIE AT G5k 110 General Assembly theaterZ31T o DUMRE K 30T 7 A VER T 5 im £RE
Fo: fAEBA X7 L i 3% 75 5 SARS-CoV-28 % e Bt 2 3K & F (Uncovering the mystery of
SARS-CoV-2 and exploring global collaboration) o ZE[E{#4: )2 & F % Colleen KraftEil
S 4 BR R 20 T B 3R 1 A2 S 2 1 2R John Nkengasong ~ i1 & Hir K E2 Bl £ Folasade
Ogunsolafll Edward Holmes f& #1778 5 JEB B EE (R =) - B BERIPALE NYELE4E0E
https://vimeo.com/830234645 -

= ~ FEmIE (President forum)z#E K akH

Speaker HefE s
Colleen Kraft 3 B 4B ) 22 & (American Society for s ,
(ASM president) Microbiology) F & s (President lecture)

Edward Holmes EFRAAH RHERA MR EE HE R B LERE - HENBESEHF
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https://vimeo.com/830234645
https://doi.org/10.3168/jds.2021-21466

—4 =

% & COVID-19 #£J§ 5 5 19 #% 0
(World-renowned "Virus Hunter" and key
virologist at the heart of the COVID-19
origins debate)

(Connecting virus ecology, evolution and

Emergency)

John Nkengasong

EE RIRE 2 hah B3R A SNSRI
2 (US. Global AIDS Coordinator and

FBIHEN B R B B Ta T B R BRI
22 % (Impact of PEPFAR (U.S. President's

Floasade Ogunsola

Special ~ Representative ~ for  Health Emergency Plan for AIDS Relief) on global
Diplomacy) health)

ALENTRBEIREE  MERRREZES | g
E’J L\IEE Tﬁi%%%fﬁji#@ggkﬁ F}B‘ZHD ?ﬁUx%gF/J][i@E%LBﬁILé&%ﬂﬁfc @ /}5_2

(Vice Chancellor of the University of Lagos,
Director of the Center for Infection Control
and Patient Safety, Medical Doctor &
Professor of Clinical Microbiology)

e H A i Tim Al e B T HI 48 B 25|
(Combating antibiotic resistance in Sub-
Saharan Africa: building on lessions from
epidemics and pandemics in Nigeria)

(JOEREES (Keynote lecture)

SR G A Y) T
M R B -

Weird: 4 o

“F}E2E1t 57 (Science and Society)”, 58 FHHT RS IR AY
st by (AEAURESR ) #5843 The Martian CK 2 A(E7%5)E# Andy
2015 4F | 2855 - #( 52 (Matt Damon) ft 3 8 32 B 3} 4] 88 82 The Martian 445 H Andy

Weir A EE[E 2N > Andy Weirdp 42 A7 SREIRZZ 4 (NAS AR AE )5 5K ZE N\ Kate

Rubinsti+-AYEEEH » HEgull “RZ= AV i 4% (Microbes in Space)" >
HEET R ENDKAE - B E AR R IR 8
WOE O M K o M B K koM R B R Kk o®

CLEESSE (Panel disccusion)

4 4F.Oxford nanopore Technologies/\ & A K& &5
Americas - Houston; /45 S2¥i—35 7 B2 75 5 2 /NaH
SRR BN R E—
+ 8 DR R R B

RFIEps S e e -

i S AR H A [E] B 52
CRRRAE - B AV EE

L

E53R(6/17 H )i il £ & 5 L PR B Hilton
**(lt) ’

A1 Bk

st by T HEBIT ARG R

Fo B RS EHEE -
feRZEE

&5 A (Pushing frontiers of microbial exploration: from space to soil and

surveillance of pathogens) |

FEAZTNHE S 3B Devin Drown (Devin University of Alaska Fairbanksfy 158 ~ &

b~ EREWMEYER)

Scientist) >

71 &5 40 &

BEHIEETST ©

T4 BB EL N B 2 (metagenomics) 5 T 145 -

5 K 22 # 57 Swapna Uplekar (FIND 4= Bk 14: JE = F1] 4H 4% Principal
AR fiI NASA K ZE A Kate Rubins i Sarah Wallace » 73 E 5K FLECHEFER - M
7= 5K 7L 7€  (Nanopore sequencing) [ F K & 22 5 iif B2 5%
(microgravity) » {4V - B ZEBE(ISS) EE AT A
time) A=) oAt BT EREE R 50
Fr 2 ARG TR A s [ G
DIFAE R P R Z2 mh ey s A P8

> B4 B T
ORFLE T TR ZE R (real-
Ll ok ALE

2R — B AR 5 (culture-dependent) Y /574 » FEEE X [A[HE,

BRIETT 08 > Hoh A A A B SR TR - R AR B 3 58 R [ e

15



YR BB IEREM: o WAL NASAKZE A 77 =38 F Oxford Nanopore /2 5] 5 2% 731 fg il
TH > (#z0H S5 5 F R (Portable Sequencing Platform) 5, PCRIEHE 8 - (ERIPEKZE
VB4 Y & 35 br DR 8 5% 2 (culture-independent) B Jifii BB {4 25 91 43 #7 (real-time microbial
profiling)as » AR AT FEARLKH1SRAY N EAE MR ERET 1 52 ple (B RY RINF a2 B B ER B (2O 5 -

Panelists

{Alasks, Swapna Uplokar, Ph.D.
FIND

[+ ~ Oxford nanopore/ T A K& 53 K(6/17 H )i 4 Hilton Americas Houston g 5 Z2 /)N
SHIEEEE - (A) & (B)VUfILESARE 5 (O)MERE &5 o (D)ATHH O R 5K & 45 PR BB & 50

B -

(t)EEER R (Poster Sessions)
TEREH R R R 3 R 1 B TR S T FT AL K T il & 1R (track) B2 P R 78T 2K T Bl
{%(subtrack)E2[ « ZHERFERIFEE2 AR R - 233 BRI LB - NI 2
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PR > AT b 6 B2 i 2508 (5 SRR 8% ) DA G 28 P Ak IR e R 0 e SRk 2 -

< V.|I|||||ﬂ||ﬂ 2=

[El/\ ~ SRR R R

(VOGRS EE (Exhibition)

“47:6/16-6/18 F13fE > ASM microbe 20237 ¥ €7 152 e it e ir €0 578 B SRR TS -
DU A B B S TS  HTTIS R LR P (Springer IR RA)SE © 467 Bk E ARG - AL B
HOEE — & 2 B > f fF Merck ~ BD -~ Oxford nanopore - Therno Fisher
Scientific ~ Illumina ~ Roche * Qiagen - Beckman Coulter 55 i i o HBH[EI7A L Wi i BRI 26 855K

g .|

showcases ~ workshops ~ panel discussion 5 7 fhEt BHE » HESH EH e ~ R lTEERFS -

TS - HEE M AV ~ BRI BB, - B G e B e #iE R
By EREICER - REARBEAEERMAEYIE: - AR S EIAE A R R
7 e BB B B AT T AR W AR RS 7 AT B e Ot AU e (NGS ) 55 34U Fe IS i s > 91140
I[llumina ~ Oxford nanopore technologiesZE /&) © K& HE /A 5] A Oxford nanopore/\ 5 25 5%
i > Rt EROxford nanopore /X S T A HT E et il HE e S FE FH (25 It %) -
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= LRHEER

SRR B () AR TR ~ i BlaE b ss (S RiEEEE - WEERE A
PSR H 5 (2)AL AT HAERHY  (W)fEm e T RS BRL ST R e
£ P ERRREEATWIEE A > e 28RO SERA T

(FERAITEAE ~ PR EERHR

AR RSO TR B R AT IR R HCREE - G A B RTEBRSEER
ASEFTRCE BRI - AR AR B RS - (B 2R RIB BRI - D
[REEDVR—ABRE - ARG #E - QRS - BRI SR - UMEDEEY
(antimicrobial agents) Bl 3% K 142 ZEHUHENE ~ 21 5 115 SEIS0T 0 FTA2E o FE D 2B EE o
(PR{ B2 44122 2 (blosecurity) R -

L. FEIRRTT B f
LR T R R R TR ~ Rl > et RS RS — T LA
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Pl T AR e e ) AR INIERR B BRI Y R AR - R AE L — (T
PPV R EIR > PIA0FmiTmeE > KUEAUINGS) 556 3 RESAE - F AR 35 — X
FEAETAN ~ B2ErRi > $EHPTa RIS HIE -

ARIRK G E 2 78 R B e R B e P R VA e A VIS RS (microbiome) A E R
FAPR - I AT S AT PR ~ BRI o H AR ZPm @i E e IR - Rk
t5e a] 2 AR AAINGS) 56 3 (RUE R TREE ISR » Bl oy A — T fl Ay A [ e 2y -
5 72 LT A (IR M A R - TR I R R RGBT e ks A Bt e S T E Y s R B 1R
REANRE G > othEfoeRsEEeed - MAEYNVERNE - Eafe - e > DREE
I B RTH A LAETERT S AR RS (L > AR LUE Rl (LRE D e P B B AR ER -

2. 35R{TE T (Porcine Epidemic Diarrhea, PED)

H 2014 F{§45 PED £IKAMITR @ EIUTFFERESET » 25%BIRgUR T - e
BREFESE  NRBE2ERGRRE  MEARUEHNIE - 5YME 2020 F4) 3 £ 5K %
Bz bR (Covid-19) | FEBEE - 2R AR E LB HER A AHERETE
% I AAGEEREIN A B RS ER . — o FE 5 (SARS-CoV-2) BFE R {T I N RH 5
(PEDV)#5 2 —HE AU FENW E#HER RNAKE > o8 EEB " & REER
(Coronaviridae) ; » {ETFRHES: ~ MITHE: - Kb RISENE A LER - ARGH
HEEL WM RIS ~ B ~ RITAUE A RS - R AT 2 F Wil 38 fy 4 e by 2
TS PED B2 ~ R T{EHE - RPUE ~ EEFEVD AR #2E -

3. BREHYIBERFEEMEY

R i T A= P EE (gut microbiota) Ko HARTE M2 18 F B (HER ~ e ~ anfd - BeJI0EE) - 1
EWRS ~ BESTR (stressors) ~ ERENIHAY ~ HiERFAVRE - RIPZE- RIITHEGIbiE
ZHEA) - FTREGEREYI AR MERIEEE » 51 > RIFEE (BIARIE ~ SR REBTAER)
GBS E M YRR > MRE SR EE AT - BRI - S R © Nt
P E VIR ERRE S R KR s B — (M E A 5 - AR S
T A5 FER R - AT ~ BRIEER DD ~ BRE (BN ~ PR AIREE - BRGNS
KO AT - RMEERRESE - IR G SHEFE CFPIIRIEAINTTE T
(5] P i [ 401 e S A R A PR H RIS (guit microbiome) 251 ~ R ME DA e i (ERE
(R AETT

S3AN > BRI AT RS F e R A B TR MR ARG i (SR YA R (R AT RE R TS
FEZ— © GNP BT RS BedidE (dietary fiber) ~ Z34E 7T (prebiotics) 144 [ (probiotics) ~ 5
fE 4= 2 (phytogenics) » B UF A 4ERF G B E VIMHRVIR (EMERIRREME - AEFF O E YRRy
WAEREST > LIS HESERG B (R - BA TURABR(BREERIRE - ERRIEARET -
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https://zh.wikipedia.org/wiki/%E7%97%85%E6%AF%92%E5%8C%85%E8%86%9C

(C) RS - BEERREAT AR

o 1L B B TR Ry A S 25 — SN AG (genome) - ARGHIIERE ~ 2 7% ~ (U ETRIAIRREA
WEREMHAZEEVIRG - BEE D T AR ARG E F RS RIR % - "
AVEENEGS ) BRI TR B H 2 > EE SEFIEE - VIR EEE AT
FetdfE o DU BN S5 E AR 2 T AR ) BSOS E EE YA (gut microbiota) Bt
TR S EIEENAGER o AR AIRIRE N T R EUERFWINGSYSE 3UER , KA "%
fzE2 (Multi-Omics)  BYBF5E 50T H » DS EETEEE ~ THRUOT ~ IRFEEETR S IE
KAFHFAS -

GATLER AL BEER
1. BEEERL B AL B

ALY £ R P — ez AR TP B ) EE7% (microbial communities or microbiota)HYy
HREMERIENRENE » T AEAIZE G AR (U A WD R FER A B (] DA e -S4 B R &
mfRE  ~ EHECRAEERE > eI R LER - BEERSOE B A EIR LB - R
I SBERR AL BRI 7 AR bl i AR M0 A8~ (R 2B dh -

FEt oI AR th AR B RS - AL AT RERIR T DI IES S — PR i 48
BAEA - AR ot 25 5% 5 A (machine learning algorithms) SR80 15 B0 A V)R£3 £ fe ATl
JHENHY S TEA T (BIATERE ~ pH {ENIEE A ST nutrient & 8) 2 FAIHYIEZURIG (4 o FEEHRERT
TE RSB R R - AL R A I B e e B e T E R e e — 2 - [ElHRp IRk b
B iR ERIRER UM » FERIERH T S — 8 AL RS TR 2 R S YRR ST R
FYTEUAIRARY - ARIE A A PIRE S Ay SE AT R ] O AEBEA [R5 5 BBk i SR ki
ARFEABE IS (U4 2R ~ BRRIAEYE RS EE -

2. BHEM R -~ dfE TR AL FEA

Al BH A B~ 38 3R B AR o8 K s A= IR0 1R (metabolic pathways) = 15
ZE Fy (High-throughput sequencing) 35z iy » {51 201 48 5 [K] 38 Z2 (metagenomics) A1 4% 8 3 £S5 2
(metatranscriptomics) > JEHUZE 4 K EH BV RS B ERIE LR IEIVETE - Rk n=
AT REREEIRY £ V&S T H (Al-powered bioinformatics tools) » R JjIIH T B4 2 TH AN
ARGt » AR EEC B (strain improvement) 505 %4 72 151 E (b (value-added) B B /2 i
CHTPRE ~ ERFIES)

BE TapebE2 ) - TarEEYELE | BB Y o TEMAEYEEEE R LRt KB
RN - B - PidR - 8 - 6% - B - A8 - A8 %E - FIRME
VIR TAZ ~ BARRS 4R (genome editing) » &A= 1)5 (synthetic biology) FI A BRI R 2t
S AE M)A B T g (microbial factory)$2 7+ " AV, K T AAEYIEEAL | RURE RIME AR
W2 B o ZRIT o (FEAVHAE P AR TR B S s a T FORS T = AR A I & B A B
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DIEASE AR EeR R LB E ) - i FR o] DU b &) AV & R R B AR AT S i A= P4
M TR & RGEET - IR EEAYEEREN Al BE bAYEET TR (e 1 i PI4iiE Tt
BreaatayhEge e - HAYSUG T E A SRR - SN EEE SIS L Bl
B A VIR A R o R RT3 A AR A i AU R ST ~ JTihagat ERET T HY Al
aca T TEIEAREEYEETSE -

(LR T RiEBBER{L, BE

DREEE | EEeRATERERIUEIE 0 EEEB BAER  BRIFERE NS
E > S R AT R R RAIEE B E R T(E L — - ES52REPEAME
Py B2 M R RS R R R > B PABE AR P B A~ ik 4 B2 (microbial sequestration of
carbon ) ~ fiAEA)[Eh% (microbial carbon fixation) 3 Siig IR ZE A > ARACK UL Il
S FH P A e Rl g 2 A v (B (EL AR P T v T RE IS TP BT S BORAV AT B8 122 - STk
A G B AR BRI~ SIsR R R L 2 B R SR T T — SR EhRAVITE - BlG H mlHr
GEIDREY N ThHRIEERES (S R AR EIRIE - R A RO L Rk B R 22
mn > §8% ~ TOREMSF » HATCA Lanzatech N F g @ # e - HATEIA A R 2 2
BEEVIEALRA - SN ERITERS B EER - FREIESFEPR - BERIRESN - FIH
Dk S5 S B ISR S R RSB RO BRI PE th I AT SR R SRk > AR Z b Fe LRt 5 7 (I
SN SRR AR BB R 5 [ B 1 -

VY ~ &ed

ASMEEE I8 S WMAEYHEEAAE BB G 2 —  ARKEHRE T 220244
ASM microbe 20247~ 35 B o457 K (Atlanta) 2217 > 202552 ASM microbe 2025 FHETHYEE& 2
BR(LA)ERIR - A2 BIARG R » ELSKRIVEES 2R LT - SHEETEE#R 2
B BB AT R IR H e A S MR 8 AR RS EE N o R
B S A T ARG S I G Z EEE BN -

-~ bifgk

(—)lumina 2\ 5] H 2% (# I F 7> microbial genomics B, microbiome $E Ik FH [88 B 5y 5 SC - /H

Z2P0: Eid Microbial Genomics SEIEFHEE > Tllumina 2 &35 1l 5% (4 BE 2 5m

Date Abstract Title

LA RS EL R AE ES (Precision Metagenomics)FH

Future-proof and Push-button: Capture and Automated Analysis of Precision Metagenomics
6/16 H |Sequencing Data
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Influenza A Virus Detection, Clade Assignment, and NAI Resistance-Associated Variant

6/17 H | Assessment Using Target Enrichment NGS Metagenomics.
Are you my host? Inferring microorganism of origin for antimicrobial resistance markers in
6/17 H |targeted metagenomics.

WA Y R EE (Microbiome Research)fH [#

Nationwide AMR Surveillance in Respiratory Samples: Using targeted metagenomics to

6/18 H | monitor geographic trends in antimicrobial resistance across the United States.

A microbiome-focused multi’omic assessment of the impact of intermittent fasting on gut
6/16 H |bacteria.

Looking beyond DNA and its technical challenges —proof of concept for skin
6/17 H |metatranscriptomics.

975 [ 5 R (Pathogen Surveillance)FH

Teasing apart activity versus presence through multi-modal characterization of the microbiome

617 H across a variety of human body sites.

6/17 E Pan-CoV Panel for Genomic Surveillance of Coronaviruses using Target Enrichment NGS.

6/18 F Target capture versus shotgun metagenomics for uropathogen detection: Analyzing pee in HD.
Hybrid Capture Enrichment Of Viral And Antimicrobial Resistant Pathogens In Wastewater

6/18 H |Enables Broad Surveillance Of Infectious Diseases.

6/18 H |600c NextSeq™ 2000 data on WGS Isolates and Metagenomics scat and wastewater samples.

(—)Oxford Nanopore Technologies/\ &4 fitrz% {7 & F X Microbial Genomics B microbiome%H1
HH BH B =L
Z271: Bimicrobial genomics E15fH -~ Oxford Nanopore Technologies/ &4 filiTes g B i st

Date Abstract Title

6/16 Fl Agricultural Systems Microbiology: Nanopore Sequencing & Adaptive Sampling Enrich for
Antimicrobial Resistance Genes in Soil Microbial Communities.

6/16 E Food Systems & Food Fermentations Microbiology: Nanopore Sequencing Enables Detailed
Metagenomics of Closely Related Bacterial Strains Used in the Dairy Industry.

6/18 Fl Pediatric Infectious Diseases: Simplified Detection and Characterization of Respiratory
Syncytial Virus from Clin. Saliva Samples.

6/18 F Antimicrobial Susceptibility Testing: Use of Minion Sequencing in Detection of Antimicrobial
Resistance Markers in Bacillus anthracis.

6/18 F Molecular Diagnostic Microbiology: Developing Unbiased RNA Sequencing for Biothreat and
Emerging Disease Detection.

6/18 Fl Source Tracking: Non-clinical Microbial & AMR Detection and Monitoring: Developing

Unbiased RNA Sequencing for Biothreat and Emerging Disease Detection.
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NANOPORE SEQUENCING ENABLES DETAILED
"METAGENOMICS OF CLOSELY RELATED
BACTERIAL STRAINS USED IN DAIRY INDUSTRY

INTRODUCTION

Diacetyl, acetoin, acetate, acetaldehyde and ethanol are central compounds for the quality and distinct flavor profile of many dairy products. These
compounds are produced during complex fermentation processes. Understanding such processes are far from trivial, as important technological
properties differ at the bacterlal strain level nteractions playing  strong role for final quality. Many dairy products (e.g, buttermilk and many checse
ypes) are produced using undefined starter cultures containing several different.specles-further:cividedinto"dosens G elfférent strains. Recent
d in long read DNASecuc Nanopore e new opportunities to study complex microblal cultures with
precision never seen before. Detailed genomics combined with high-resolution data on aroma formation during fermentations opens new possibilities
for developing machine learning-based tools.

We have recovered full, comlete genomes (including plasmids) of 60 bacterial stralns from a mesophillc starter culture used for fermentation of dairy
products. Detailed metagenomics disclosed pivotal, unique, strain specific features of closely related bacteria. This includes unique phage resistance
mechanisms, mobile role n flavour

MATERIALS & METHODS

1.Propagation and Preparation for DNA extraction of mesophilc stater
culture (Picture 1),

200 bacteria strans were Isolated from mesophilc starter culture and
screened with ON-rep-seq (Figure 1). 60 isolates were selected for the
Wh

2.DNA extraction has been performed using Bead-Beat Micro AX Gravity

(A&A BIOTECHNOLOGY), according to the manufacturer’s procedure, DNA

was concentrated and size selected (reads > 5kB using custom made

beads.

3 High molecular weight DNA (50 ng/u) was used for lbrary preparation

with the Rapid Barcoding Sequencing Protocol (SQK-RBKO04). The
rformed using the R9.4.1 flow cells

DATA ANALYSIS

i presence of varous strains
4. The data were analyzed with newly developed pipeline utiizing open Wi gven species
access

RESULTS SUMMARY

We have recovered 50_full genomes of Lactic acid
bacteria  including

genome.
of bactetial genomes gives highly detailed
plcture of the community allowing not only to study the.

We observed that all genomes carried Restriction.
Modifcation”(AM) systems, and most of the genomes
carred Abortive-infection (Ab) systems. 35 wel
However, several novel systems such as CBASS, BREX
and Nhi were aso detected, n a more variabl fashion.

Full genomes analyss revealed existence of muliple |
minor diferences (additional gene clusters, inversions,
ranslocations) between closely related strains, yet their
function s yet o be nvestigated.

With this data we seek to elucidate the biodersity,
composion and evolution of starter _cultures
Futhermore, by reconstrueting metablc pathways we
willlook nto aroma and flavor formation compounds of |
high elevance for aly industry, |

ot kst Mg, uxivi o @ @

Sampling Enrich for Antimicrobia

®
U
$)

C! ‘g& Adaptiv

Danielle Wrenn and Devin M. Drown

Can Adapti g Enrich for Antimicrobial Resi Genes?
. Annmlcroh}al resistant (AMR) infections

S lified Soil ial Community
negatively impact human and animal health." * {Proot of Concept: Synthetic Microbial Community ~ £& Simpiified Soil Microbial Com

* Microbial communities both impact and are

o s ge Increase
i Adaptive Sampling & Target Expansion Adaptive Sampling & Target Expansion
impacted by the environment, animals, plants, o i S Sequencing Output
P b Increase AMR Composition in Sequencing Output AMR Composition in Seqs g Outpa
. i f AMR 14 ~ . : «
be a key component to a One Health centered 5 1 .
response to AMR
= . . .
1% .
i . .
" ; PR S Toolb. 7 o { *
DART: of obial e Unexpanded  Fxpanded ——te b —
« A protocol for the rapid molecular surveillance of N fsan (A3 b e
EE e FILE | i e %
* Unilizes the Oxford Nanopore MinION and Adaptive Sampling Technology to Adaptive Sampling & Target Expansion Tend to
ich for a target gene panel during sequencing * Increase the Proportion of AMR Panel Detected Testing o » Complex Soil
° Microbial Community
° Progress
] ti 021 L
°
°
£ TCGTA i ’
]
=

= = .?L.h‘ g Take Home Message:

‘The successful use of Adaptive Sampling
naspt Samping R e for enrichment allows for the develapment
Ad e vl pas- of atool that reduces time -to-answer
jiowdoesthe che Tr provides genomic context, and ex‘mm
P i ¢ i ed
enrich for ? : capacity for analyses in resource -limit:
& e Adaptive Sampling: OFF  ON conditions.
Adaptive Sampling & Target Expansion
No Adaptive Sampling Can Increase AMR Gene Yield
s i el ™ Next Steps:
. T pase AMS
Unexpanded Targets —~ !m L ] u.m. Of DART to incr
> (AMR gene only) 2 - £ ge
Target not detected 1. Target detected P l" * Expansion of the AMR gene panel i«
T te ct anded Targets increase its applicability to a broad
emplate rejected 2. Template sequenced . F’;‘Z,.e o > Q P } range of microbial communities
L, P SR
/‘\ Small targets are more likely Adaptive Samping Trges Ty . T:"'::,"':n'ﬁ,z,w' on comp
L2 1o be falsely rejected £ c

ZINBRE

-+ ~ Nanopore Sequencing Technologies’\ &35 fiirs% (# FE FI A BE BE i am < -
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	四、結語
	(二)Oxford Nanopore Technologies公司技術設備應用於Microbial Genomics 或microbiome領域相關壁報論文
	圖十、Nanopore Sequencing Technologies公司技術設備應用相關壁報論文。


