


Publish your work and submit to
Molecular Plant-Microbe Interactions (MPMI)

Grow your career with the Career Center
Read the latest IS-MPMI member news in Interactions

Find a colleague and start collaborating using the Member Directory
Network with over 1,500 IS-MPMI members

ismpmi.org/welcome

Get all the latest updates!
Follow IS-MPMI.

GET ENGAGED.

GROW YOUR KNOWLEDGE.

MAKE CONNECTIONS.



1

Welcome to Glasgow and the XVIII International
Congress on Molecular Plant-Microbe Interactions! 

We have created a wide-reaching program that showcases emerging topics in 
plant-microbe interactions; new concurrent sessions on topics such as post-
translational modifications, long-distance/systemic signaling, invertebrate-plant 

interactions, and environmental impacts on microbial infection; and established popular sessions on symbiosis and 
mutualism, microbial manipulation of the host, molecular recognition, and cell biology. A diverse selection of satellite 
meetings will be offered on Sunday, July 14, and a workshop on Tuesday, July 16, will highlight the importance of 
scientific reproducibility. 

We are proud to have achieved gender balance in our slate of plenary speakers and to have speakers for the scheduled talks 
that represent the full diversity of the scientists working in our field. More than 1,400 delegates from 52 countries have 
registered to attend the meeting to discuss the current breakthroughs and future directions of research on plant-microbe 
interactions. Seventy early career researchers have received travel awards to attend the congress; they will meet on Sunday 
for training in science communication and on Monday during the lunch break to network with the plenary speakers. 

The main program begins Sunday afternoon with the IS-MPMI Awardee Lecture by Brian Staskawicz of the University of 
California, Berkeley (U.S.A.), “From Avirulence Genes to Gene Editing: The Quest for Durable Resistance in Agricultural 
Crops.” This lecture will be closely followed by the opening keynote presentation, “How to Avoid Being a Good Host,” 
presented by Jonathan Jones of The Sainsbury Laboratory (U.K.) on his sixty-fifth birthday! Monday morning will start 
off with the EMBO Keynote Lecture by Jane Parker of the Max Planck Institute (Germany), “Regulation of Resistance and 
Cell Death Pathways in TNL Receptor Immunity.” On Wednesday morning, IS-MPMI Young Investigator Awardee Katha-
rina Markmann of Tübingen University (Germany) and Aarhus University (Denmark) will give her presentation, “A Micro 
RNA Acts as a Systemic Mediator of Symbiotic Susceptibility,” and Thursday evening, Xinnian Dong of Duke University 
(U.S.A.) will deliver the closing keynote address, “Precision in Plant Immune Expression: Not Lost in Translation.”

We urge you get out and explore Glasgow during your stay! Our remarkable city lies along the River Clyde in the western 
Scottish Lowlands. It is the nation’s largest city and has a rich industrial past in trade and shipbuilding. Famous for its Art 
Nouveau architecture, Glasgow boasts a vibrant music scene and acclaimed museums, such as the Kelvingrove Art Gallery 
and Museum, which is near the congress venue. Glasgow is also home to the Scottish Ballet, the Scottish Opera, and the 
National Theatre of Scotland. Excellent dining venues and fine drinking establishments are available throughout the city 
center, and Glaswegians are famous for their friendliness and humor. Plan on attending the closing banquet at Merchant 
Square, which will feature an informal meal followed by the energy and vibrancy of a traditional Scottish cèilidh.

We would like to thank our fellow members of the local Scientific Committee, along with volunteers from the Univer-
sity of Dundee and The James Hutton Institute, members of the IS-MPMI board of directors, and the staff at IS-MPMI 
headquarters, for their time, energy, patience, enthusiasm, and help during the planning and organization of the XVIII 
Congress. 

Welcome to Glasgow!

Paul Birch, University of Dundee and The James Hutton Institute
John Jones, The James Hutton Institute and University of St. Andrews
Local Scientific Committee Chairs
XVIII International Congress on Molecular Plant-Microbe Interactions
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Engage Your Network! Propel the Online 
Congress Conversations 

We want to hear from you online! Tweet about your 
favorite presentation moments using #ICMPMI2019; 
share your photos on Facebook and tag your friends; 
and publish updates to your personal blog to share your 
favorite moments. Get excited and get connected at this 
year’s congress!

Get Social! Share Your Congress Experience
Follow and join our social media groups so you can 
connect now and after the congress.

On Twitter? Use #ICMPMI2019 throughout the 
congress and follow @ISMPMI.

Like The International Society for Molecular 
Plant-Microbe Interactions on Facebook.

Join The International Society for Molecular 
Plant-Microbe Interactions (IS-MPMI) group 
on LinkedIn.

CONNECT WITH IS-MPMI

THE CONGRESS AT YOUR FINGERTIPS

With the congress mobile app, you will receive the latest congress updates, have access to more content than 
provided in the program book, and be able to connect with other attendees.

Here are the best features:
•	 Browse the program schedule, exhibitor list, posters, and general information.
•	 Customize your schedule.
•	 Access session information, including full abstracts.
•	 Add exhibitors to your to-do list.
•	 Connect with other attendees—send messages and 
	 make appointments.
•	 Contact poster authors directly to schedule time 
	 outside regular poster hours to meet and discuss 
	 poster content.

Get the app—it’s free! Available for iOS (iPhone and iPad) 
and Android devices.

Go to ismpmi.org/mobileapp to find links to your mobile 
app store, or search for ISMPMI in your app store.
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THANK YOU TO OUR SPONSORS
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GENERAL INFORMATION

Complimentary Wi-Fi
IS-MPMI is providing complimentary Wi-Fi service 
throughout the meeting space at the SEC. To access Wi-Fi, 
select SEC Wi-Fi from the list of networks. No password 
is required. Simply click Connect when the login page 
appears, and you will be online.

Registration Desk Hours
Hall 5

Sunday, July 14	 8:00–17:00
Monday, July 15 	 8:00–19:30
Tuesday, July 16	 8:30–13:00
Wednesday, July 17	 8:30–19:30
Thursday, July 18	 8:00–15:00

Instructions for Plenary and Concurrent 
Speakers
The Speaker Ready Room will be available for speakers to 
upload and make changes to their presentations. 

Speaker Ready Room Location and Hours
Fyne

Sunday, July 14	 8:30–19:00	
Monday, July 15 	 8:00–17:00	
Tuesday, July 16	 8:00–12:00	
Wednesday, July 17	 8:00–16:30	
Thursday, July 18	 8:00–16:00	

Lunch Options 
For lunch, several pods will sell hot and cold foods inside 
Hall 5. Another option is the Clydebuilt Bar & Kitchen, 
located in the main corridor of the SEC directly oppo-
site Hall 5, which provides a range of hot foods plus hot 
and cold drinks. Also in the main corridor of the SEC is 
a McColl’s newsagent. The Rotunda, which houses four 
restaurants, is less than a 5-minute walk from the con-
ference venue (across the road from the main entrance 
to the SEC). Finally, search for additional dining options 
in the IS-MPMI mobile app under the heading Around 
Glasgow.

Guests
Attendees who registered guests and purchased tickets to 
the welcome reception and/or closing banquet will receive 
their guests’ name badges and event tickets when they 
check in onsite. Ticketed events are sold out—no onsite 
tickets will be sold. Stop by the registration desk to inquire 
if any spaces have opened up.

Photo Release 
Photographs will be taken at the XVIII Congress. By 
registering for this congress, you agree to allow IS-MPMI 
to use your photo in any of the organization’s publications 
or websites. 

Dress 
The official dress of the congress is business casual.

Expected Behavior Policy
We are dedicated to providing a harassment-free meeting 
experience for everyone, regardless of gender, sexual ori-
entation, disability, physical appearance, body size, race, 
or religion. We will not tolerate harassment of participants 
in any form. We ask all attendees, exhibitors, speakers, 
sponsors, volunteers, guests, and other participants to be 
considerate of and respectful to all members and to refrain 
from demeaning, discriminatory, or harassing behavior 
and speech. Please note, if you register a guest for the 
meeting, you may be held responsible for the actions of 
the guest. Violations of this policy should be reported to 
meeting staff.
 
IS-MPMI reserves the right to remove any individual 
from attendance or other participation in any IS-MPMI-
sponsored event without prior warning or issuance of 
a refund and to take additional action as determined 
necessary, up to and including expulsion from participa-
tion in IS-MPMI. Any course of action recommended by 
IS-MPMI is final.

Congress Facilities 
All congress activities take place at the Scottish Event 
Campus (SEC) unless otherwise noted in the daily 
schedule. 

Scottish Event Campus (SEC)
Exhibition Way
Glasgow G3 8YW, U.K.

Glasgow Science Centre (Welcome Reception)
50 Pacific Quay
Glasgow G51 1EA, U.K.

Waxy O’Connor’s (IS-MPMI Diversity Celebration)
44 West George Street
Glasgow G2 1DH, U.K.

Merchant Square (Congress Closing Cèilidh and 
Celebration)
71 Albion St
Glasgow G1 1NY, U.K.
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EXHIBIT HALL — Hall 5
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SCOTTISH EVENT CAMPUS (SEC)
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PROGRAM-AT-A-GLANCE
Posters can be viewed on Monday between 08:30 – 20:00, Tuesday between 08:30 – 12:30, Wednesday between 08:30 – 20:00, and 
Thursday between 08:30 – 13:30. Posters are located in Hall 5.

*Preregistration and ticket required

Sunday, July 14 Monday, July 15 Tuesday, July 16 Wednesday, July 17 Thursday, July 18

08:30 – 15:00 
Satellite Meeting*

Dynamics and
Mechanisms of

Insect-Transmitted
Pathogens
Boisdale 1

08:30 – 10:10
Plenary Session 2
Clyde Auditorium 

08:30 – 10:10
Plenary Session 4
 Clyde Auditorium

08:30 – 10:10
Plenary Session 5
Clyde Auditorium 

8:30 – 10:30
Concurrent Session 16

Cell Biology of Host-
Microbe Interactions I

Clyde Auditorium

Concurrent Session 17
Symbiosis & Mutualism 

Lomond Auditorium

Concurrent Session 18
Apoplastic Interactions

M1

10:10 – 10:40
Coffee Break

Hall 5

10:10 – 10:40
Coffee Break

Hall 5

10:10 – 10:40
Coffee Break

Hall 5

10:30 – 11:00
Coffee Break

Hall 5

09:00 – 15:00
Satellite Meetings*

Powdery Mildew
Symposium 

M1

Gram Positive 
Plant-Associated Bacteria 

Alsh 2

Interactions Between 
Plants and Human

Pathogens 
Alsh 1

New Insights into 
Rice-Pathogen

Interactions 
Lomond Auditorium

Intracellular and
Extracellular Perception

of Viruses 
Gala Room

10:40 – 12:40
Concurrent Session 1

Molecular Recognition in
Plant Immunity I
Clyde Auditorium 

Concurrent Session 2
Emerging Topics in

Plant Microbe
Interactions I

Lomond Auditorium

Concurrent Session 3
Emerging and
Re-Emerging
Pathosystems

M1

10:40 – 12:40
Concurrent Session 7

Post-Translational
Modifications and Their 

Control of Immunity
Clyde Auditorium 

Concurrent Session 8
Host-Microbe
Co-Evolution

Lomond Auditorium

Concurrent Session 9
How the Environment 

Impacts Microbial Infec-
tion—Sponsored by BSPP

M1

Workshop
Reproducibility in Science

Forth Room

10:40 – 12:40
Concurrent Session 10
Microbial Manipulation

of the Host I
Clyde Auditorium 

Concurrent Session 11
Microbiome and

Phytobiome I
Lomond Auditorium

Concurrent Session 12
Systems Biology and

Modelling
M1

11:00 – 13:00
Concurrent Session 19

Cell Biology of Host-
Microbe Interactions II 

Clyde Auditorium

Concurrent Session 20
Comparative Mutualist 
and Pathogen Studies 

Lomond Auditorium

Concurrent Session 21
Invertebrate (Nematode/
Insect)-Plant Interaction 

M1

Lunch Break

13:50 – 15:50
Concurrent Session 4

Molecular Recognition in
Plant Immunity II 
Clyde Auditorium

Concurrent Session 5
Emerging Topics in

Plant-Microbe 
Interactions II 

Lomond Auditorium

Concurrent Session 6
Long-Distance/Systemic

Signaling 
M1

Free Afternoon

19:00 – 22:30
IS-MPMI Diversity

Celebration
Waxy O’Connor’s

(offsite)

13:50 – 15:50
Concurrent Session 13
Microbial Manipulation

of the Host II 
Clyde Auditorium

Concurrent Session 14
Microbiome and 

Phytobiome II 
Lomond Auditorium

Concurrent Session 15
Population Biology

(Ecology, Genomics) 
M1

14:00 – 16:05
Plenary Session 7
Clyde Auditorium

15:30 – 17:10
Opening Ceremony 

Clyde Auditorium

15:50 – 16:20 
Coffee Break

Hall 5

15:50 – 16:20 
Coffee Break

Hall 5

16:05 – 16:30 
Coffee Break

Clyde Auditorium

17:10 – 17:40
Coffee Break

Clyde Auditorium

16:20 – 18:00
Plenary Session 3
Clyde Auditorium

18:15 – 19:30
Flash Talks

Hall 5

16:20 – 18:00
Plenary Session 6
Clyde Auditorium

18:15 – 19:30
Flash Talks

Hall 5

16:30 – 18:30
Plenary Session 8

and Closing Ceremony
Clyde Auditorium17:40 – 19:00

Plenary Session 1
Clyde Auditorium

19:00 – 21:30
Welcome Reception

Glasgow Science Centre 
(offsite)

19:30 – 22:00
Congress Closing Cèilidh 

and Celebration
Merchant Square

(offsite)
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DAILY SCHEDULE AND SCIENTIFIC SESSIONS

All congress activities take place at the SEC unless otherwise noted.

Sunday, July 14
08:00–17:00	 Registration Open	 Hall 5
08:30–13:00	 Board of Directors Meeting	 Boisdale 2
08:30–15:00	 SATELLITE MEETING: Dynamics and Mechanisms of 	 Boisdale 1
	 Insect-Transmitted Pathogens	
08:30–15:05	 SATELLITE MEETING: Powdery Mildew Symposium	 M1
08:30–15:30	 Exhibitor Set-Up	 Hall 5
08:30–15:30	 Poster Set-Up (Session 1)	 Hall 5
08:30–19:00	 Speaker Ready Room Open	 Fyne
09:00–15:00	 SATELLITE MEETING: Gram-Positive Plant-Associated Bacteria	 Alsh 2
09:00–15:00	 SATELLITE MEETING: Interactions Between Plants and Human Pathogens	 Alsh 1
09:00–15:00	 SATELLITE MEETING: New Insights into Rice-Pathogen Interactions	 Lomond Auditorium
09:00–15:05	 SATELLITE MEETING: Extracellular and Intracellular Perception of Viruses	 Gala Room
13:00–15:00	 IS-MPMI Travel Awardee Workshop (invitation only)	 Forth Room
15:30–17:10	 Opening Ceremony	 Clyde Auditorium
17:10–17:40	 Coffee Break	 Clyde Auditorium
17:40–19:00	 Plenary Session 1	 Clyde Auditorium
19:00–21:30	 Welcome Reception	 Glasgow Science 
		  Centre (offsite)	

SUNDAY HIGHLIGHTS

Opening Ceremony
15:30–17:10 • Clyde Auditorium

Welcome, Congress Highlights, and IS-MPMI Update
Speakers: Paul Birch, University of Dundee and The James Hutton Institute, U.K.; Regine Kahmann, Max Planck 
Institute for Terrestrial Microbiology, Germany

IS-MPMI Awardee Lecture
Speaker: Brian Staskawicz, Innovative Genomics Institute, University of California, Berkeley, U.S.A.

Brian Staskawicz is a professor of plant and microbial biology and the scientific director of 
agriculture genomics at the Innovative Genomics Institute at the University of California, 
Berkeley. During this presentation, “From Avirulence Genes to Gene Editing: The Quest for 
Durable Resistance in Agricultural Crops,” Staskawicz will highlight important scientific 
highlights from his laboratory over the past several decades that have led to a greater 
mechanistic understanding of the molecular basis of plant pathogen specificity and the 
expression of plant disease resistance. He will emphasize how these basic discoveries have 
now led to translational applications in several agricultural crops. Staskawicz will also present 

a multiprong approach to deploy several complimentary disease-resistance mechanisms to minimize the ability 
of pathogens to overcome disease resistance. Finally, he will review his team’s current efforts in developing gene-
editing technologies to engineer plants for broad-spectrum resistance.

How to Avoid Being a Good Host
Speaker: Jonathan Jones, The Sainsbury Laboratory, Norwich, U.K.

Jonathan Jones is a plant molecular geneticist who has made distinctive contributions to 
understanding how plants resist disease and how pathogens circumvent host immune 
mechanisms. Jones was born in 1954 in London and also grew up there. He graduated from 
Cambridge University with a degree in botany (1976) and earned a PhD jointly between the 
Cambridge Genetics Department and the Plant Breeding Institute in Trumpington (1980). 
After post-doctoral work with Fred Ausubel at Harvard University on symbiotic nitrogen 
fixation (1981–1982), he worked at start-up ag-biotech company, AGS, in Oakland, California; 
there, he worked closely with Hugo Dooner to study the behavior of maize transposons in 

tobacco. Since 1988, Jones has worked at The Sainsbury Laboratory, Norwich, serving as head of laboratory from 
1994 to 1997 and from 2003 to 2009. He was elected a member of the European Molecular Biology Organization 
(EMBO) in 1998 and a Fellow of the Royal Society in 2003. In 2012, he was awarded the 
E. C. Stakman Award by the University of Minnesota. Jones is also a professor at the University of East Anglia. He 
has served as advisor to the Danforth Centre in St. Louis and is an advisor to the 2Blades Foundation in Chicago.​

SU
N

D
A

Y
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Welcome Reception 
19:00–21:00 • Glasgow Science Centre (offsite)

Join friends and colleagues for food, drinks, and conversation as we head 
over to the Glasgow Science Centre for the official welcome reception. While 
connecting with colleagues and savoring refreshments, attendees will be free to 
view the Science Centre exhibits and enjoy spectacular views of the River Clyde. 
The event is within walking distance of the SEC. After a special welcome from 
the Lord Provost of Glasgow, attendees will be led from the SEC over the bridge 
to the Glasgow Science Centre by pipers. 

SATELLITE MEETINGS
Preregistration and ticket are required for all satellite 
meetings. Full program details, speakers, and 
abstracts can be found in the mobile app and on the 
meeting website at ismpmi.org/Congress/2019. 

Dynamics and Mechanisms of Insect-Transmitted 
Pathogens
08:30–15:00; Boisdale 1
Chairs: Saskia A. Hogenhout, John Innes Centre, U.K.; 
Silke Robatzek, The Sainsbury Laboratory, University 
of East Anglia, Norwich, U.K.; Steven E. Lindow, 
University of California, U.S.A; Sheng Yang He, 
Michigan State University, U.S.A.

Powdery Mildew Symposium
08:30–15:05; M1
Chairs: Ralph Panstruga, RWTH Aachen University, 
Germany; Pietro D. Spanu, Imperial College London, 
U.K.; Hans Thordal-Christensen, University of 
Copenhagen, Denmark

Gram Positive Plant-Associated Bacteria
09:00–15:00; Alsh 2
Chairs: Gitta L. Coaker, University of California, Davis, 
U.S.A.; Chang-Sik Oh, Kyung Hee University, Korea, 
Republic of (South); Jeff H. Chang, Oregon State 
University, U.S.A.

Interactions Between Plants and Human Pathogens
09:00–15:00; Alsh 1
Chairs: Maeli Melotto, University of California, Davis, 
U.S.A.; Nicola Holden, The James Hutton Institute, U.K.

Extracellular and Intracellular Perception of Viruses
09:00–15:05; Gala Room
Chairs: Jeanmarie Verchot, Oklahoma State University, 
U.S.A.; Kristiina Mäkinen, University of Helsinki, 
Finland; Miguel A. Aranda, CEBAS-CSIC, Spain

New Insights into Rice-Pathogen Interactions
09:00–15:00; Lomond Auditorium
Chairs: Jonathan M. Jacobs, The Ohio State University, 
U.S.A.; Prof. Guo-Liang Wang, The Ohio State 
University, U.S.A.

SCIENTIFIC SESSIONS
Scientific content listed in the program is as submitted by 
the authors/presenter and has NOT been edited.

Opening Ceremony 
15:30–17:10, Clyde Auditorium
15:30 	 Welcome & Congress Highlights

P. BIRCH, Local Scientific Committee, 
Program Co-Chair

15:40 	 IS-MPMI Update
R. KAHMANN, IS-MPMI President

15:50 	 IS-MPMI Awardee Lecture
B. J. STASKAWICZ, Innovative Genomics 
Institute, University of California, Berkeley, 
U.S.A.

16:30 	 How to Avoid Being a Good Host
J. D. JONES, The Sainsbury Laboratory, 
Norwich, U.K.

Plenary Session 1 
17:40–19:00, Clyde Auditorium
Moderator: Dawn Arnold, University of the West of 
England, U.K.
17:40 	 Arbuscular mycorrhiza development and 		
	 function
	 C. GUTJAHR, Technical University of Munich 	
	 (TUM)–Plant Genetics, Germany; Plant 
	 Genetics, TUM School of Life Sciences, 
	 Germany
18:05 	 The regulation and signaling mechanisms of 

the cell surface receptor-like kinase complexes 
in plant immunity and growth
L. SHAN, Texas A&M University, U.S.A.

18:30 	 Molecular dialogue between insect eggs and 		
	 Arabidopsis thaliana

P. REYMOND, University of Lausanne,
 Switzerland

18:55 	 Welcome from the Lord Provost of Glasgow	

SU
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DAILY SCHEDULE AND SCIENTIFIC SESSIONS

All congress activities take place at the SEC unless otherwise noted.

Monday, July 15
08:00–17:00	 Speaker Ready Room Open	 Fyne
08:00–19:30	 Registration Open	 Hall 5
08:30–10:10	 Plenary Session 2	 Clyde Auditorium
08:30–20:00	 Poster Viewing (Session 1)	 Hall 5
08:30–20:00	 Exhibits Open	 Hall 5
10:10–10:40	 Coffee Break	 Hall 5
10:40–12:40	 Concurrent Session 1: Molecular Recognition in Plant Immunity I	 Clyde Auditorium
10:40–12:40	 Concurrent Session 2: Emerging Topics in Plant Microbe Interactions I	 Lomond Auditorium
10:40–12:40	 Concurrent Session 3: Emerging and Re-Emerging Pathosystems	 M1
12:30–13:30	 IS-MPMI Student Travel Awardees and Speaker Lunch (invitation only)	 Mezzanine
12:40–13:50	 Lunch Break	 Hall 5
13:50–15:50	 Concurrent Session 4: Molecular Recognition in Plant Immunity II	 Clyde Auditorium 
13:50–15:50	 Concurrent Session 5: Emerging Topics in Plant-Microbe Interactions II	 Lomond Auditorium
13:50–15:50	 Concurrent Session 6: Long-Distance/Systemic Signalling	 M1
15:50–16:20	 Coffee Break	 Hall 5
16:20–18:00	 Plenary Session 3	 Clyde Auditorium
18:00–19:00	 Poster Viewing with Authors Present (Session 1, Odds)	 Hall 5
18:15–19:30	 Flash Talks (Session 1)	 Hall 5
19:00–20:00	 Poster Viewing with Authors Present (Session 1, Evens)	 Hall 5

SCIENTIFIC SESSIONS
Scientific content listed in the program is as submitted by the authors/presenter and has NOT been edited.

MORNING SESSIONS

Plenary Session 2 
8:30–10:10, Clyde Auditorium
Moderator: Kim Hammond-Kosack, Rothamsted Research, U.K.

8:30 	 Regulation of resistance and cell death pathways in TNL receptor immunity, EMBO Keynote Speaker
J. E. PARKER, Max Planck Institute for Plant Breeding Research, Germany

8:55 	 How do parasitic plants perceive host plants?
K. SHIRASU, RIKEN Center for Sustainable Resource Science, Japan; The University of Tokyo, Japan

9:20 	 Immune signaling by receptor-like cytoplasmic kinases and an NLR in Arabidopsis
J. M. ZHOU, Institute of Genetics and Developmental Biology, Chinese Academy of Sciences, China

9:45 	 Exploring the landscape of molecular plant-geminivirus interactions
R. LOZANO-DURAN, Shanghai Center for Plant Stress Biology, China

Concurrent Session 1: Molecular Recognition in Plant Immunity I 
10:40–12:40, Clyde Auditorium
Chairs: Frank L. W. Takken, University of Amsterdam, Netherlands; Cyril Zipfel, University of Zürich, Switzerland

10:40 	 FERONIA and the regulation of receptor kinase-mediated signaling during immunity and beyond
C. ZIPFEL, University of Zürich, Switzerland

11:00 	 Bacterial medium chain 3-hydroxy fatty acid metabolites trigger LORE-mediated immunity in Arabidopsis thali-
ana
S. RANF, Technical University of Munich, Germany

11:20 	 Plant immunity regulated by cell wall integrity: Unveiling novel carbohydrate-based molecular patterns
A. MOLINA, Universidad Politécnica de Madrid, Spain

11:40 	 The CC domains of NLR-type pathogen receptors play essential roles in oligomerization, network formation and 
immune signalling
F. L. TAKKEN, University of Amsterdam, Netherlands

12:00 	 Dissection of the Tox3-PR1 protein interaction in the Parastagonospora nodorum-wheat interaction
Y. C. SUNG, The Australian National University, Australia

12:20 	 A TIR-NBS-LRR protein is necessary for BAK1 autoimmune phenotypes and links BAK1-mediated cell death to 
effector triggered immunity
L. YU, ZMBP, University of Tübingen, Germany

M
O

N
D

A
Y

 SESSIO
N

S



13

Concurrent Session 2: Emerging Topics in Plant Microbe Interactions I 
10:40–12:40, Lomond Auditorium
Chairs: Roger W. Innes, Indiana University, U.S.A.; Hailing Jin, University of California, Riverside, U.S.A.

10:40	 Cross-kingdom small RNA trafficking between plants and fungal pathogens
H. JIN, University of California, Riverside, U.S.A.

11:00	 Isolation and analysis of RNA cargo in extracellular vesicles of Ustilago maydis
S. KWON, Heinrich-Heine-Universität Düsseldorf, Germany

11:20 	 Arbuscular cell invasion coincides with extracellular vesicles and membrane tubules
R. ROTH, University of Cambridge, U.K.

11:40 	 Extracellular vesicles as key mediators of plant-microbe interactions
R. W. INNES, Indiana University, U.S.A.

12:00 	 Oomycetes: A new episode of cross kingdom RNA interference
F. DUNKER, Ludwig-Maximilians University (LMU), Germany

12:20 	 Functions of extracellular vesicles in bacterial infection of plants
M. JANDA, University of Chemistry and Technology, Czech Republic; Ludwig-Maximilians Universität, 
Germany

Concurrent Session 3: Emerging and Re-Emerging Pathosystems 
10:40–12:40, M1
Chairs: Diane G. O. Saunders, John Innes Centre, Norwich, U.K.; Niklaus J. Grünwald, USDA ARS, U.S.A.

10:40 	 Tackling a formidable foe: The re-emergence of wheat stem rust in western Europe
D. G. O. SAUNDERS, John Innes Centre, U.K.

11:00 	 Syringopeptide phytotoxin is involved in the biofilm formation of Pseudomonas fuscovaginae, causing bacterial 
brown sheath rot disease of rice
Y. LEE, Gyeongsang National University, Republic of (South) Korea

11:20 	 Develop effective protectants and therapies to manage citrus HLB and potato ZC using a novel class of citrus-de-
rived antimicrobial peptides
C. Y. HUANG, University of California, Riverside, U.S.A.

11:40 	 Comparative and population genomic analysis of clonal and sexual populations of Phytophthora infestans
N. J. GRüNWALD, USDA ARS, U.S.A.

12:00 	 Genomic characterisation of the Alternaria alternata species group informs diagnostics for host specific patho-
types
A. D. ARMITAGE, NIAB EMR, U.K.

12:20 	 Genetic engineering of the Brassicaceae smut fungus Thecaphora thlaspeos and analysis of its RNAi system
K. BÖSCH, Heinrich-Heine University, Germany

AFTERNOON SESSIONS

Concurrent Session 4: Molecular Recognition in Plant Immunity II 
13:50–15:50, Clyde Auditorium
Chairs: Thomas Kroj, INRA Montpellier, France; Bostjan Kobe, University of Queensland, Australia

13:50 	 Pathogen effector recognition by NLR immune receptors with integrated decoy domains
T. KROJ, INRA Montpellier, France

14:10 	 Co-evolutionary diversification of barley MLA immune receptors by direct recognition of sequence-unrelated 
powdery mildew AVRA effectors
I. M. L. SAUR, Max Planck Institute for Plant Breeding Research, Germany

14:30	 TIR domains of plant immune receptors are NAD+ consuming enzymes that promote cell death
M. T. NISHIMURA, Colorado State University, U.S.A.

14:50 	 Structural and biochemical analysis of plant TIR NAD+ cleavage activity
H. BURDETT, University of Queensland, Australia

15:10 	 Adapting to challenges: functions of the Arabidopsis immune adaptor SRFR1 and associated proteins
W. GASSMANN, University of Missouri, U.S.A.

15:30 	 RPW8/HR repeats predict NLR-dependent hybrid performance
E. CHAE, National University of Singapore, Singapore

Concurrent Session 5: Emerging Topics in Plant-Microbe Interactions II 
13:50–15:50, Lomond Auditorium
Chairs: Jeanne M. Harris, University of Vermont, U.S.A.; Tolga O. Bozkurt, Imperial College London, U.K.

13:50 	 Evolution of the LATD/NIP meristem function in roots and nodules.
J. M. HARRIS, University of Vermont, U.S.A.

14:10 	 Cooperation between hyphal cells underpins plant colonization by the fungal pathogen Sclerotinia sclerotiorum
S. RAFFAELE, Laboratory of Plant-Microbe Interactions, France
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14:30 	 Developing CRISPR-Cas13 for multi-use RNA-targeting in plants
D. E. COOK, Kansas State University, U.S.A.

14:50 	 Subversion of plant immunity at the host-pathogen interface
T. O. BOZKURT, Imperial College London, U.K.

15:10 	 Conserved biochemical defenses underpin host responses to oomycete infection in an early divergent land plant 
lineage
P. CARELLA, The Sainsbury Laboratory, University of Cambridge, U.K.

15:30 	 sRNA-mediated interaction between pathogenic fungus Magnaporthe oryzae and cereal model Brachypodium 
distachyon
S. F. ZANINI, Justus-Liebig-Universität Gießen, Germany

Concurrent Session 6: Long-Distance/Systemic Signalling (Sponsored by Journal of Experimental Botany) 
13:50–15:50, M1
Chairs: Corina Vlot, Institute of Biochemical Plant Pathology, Helmholtz Zentrum München, Germany; Jean T. 
Greenberg, University of Chicago, U.S.A.

13:50 	 Insights into the sites of action of ALD1 using chimeric Arabidopsis with epidermal ALD1
J. T. GREENBERG, University of Chicago, U.S.A.

14:10 	 A bacterially produced polyamine induces plant systemic susceptibility to pathogens
C. H. HANEY, The University of British Columbia, Canada

14:30 	 Polycomb repressive complex 2 positively regulates systemic immunity and priming in Arabidopsis thaliana
Y. TAJIMA, NARA Institute of Science and Technology, Japan

14:50 	 Monoterpenes act as volatile cues in intra-plant and inter-plant propagation of innate immunity
C. VLOT, Institute of Biochemical Plant Pathology, Helmholtz Zentrum München, Germany

15:10 	 Insights behind the molecular mechanism of cytokinin-induced priming
K. MCINTYRE, Colorado State University, U.S.A.

15:30 	 Structural analysis for a 1-piperidine-2-carboxylic acid reductase reveals functional conservation of a pipecolic 
acid pathway in systemic acquired resistance
P. DING, The Sainsbury Laboratory, University of East Anglia, Norwich, U.K.

Plenary Session 3 
16:20–18:00, Clyde Auditorium
Moderator: Gail M. Preston, University of Oxford, U.K.

16:20 	 Activation of a plant NLR
J. CHAI, Max Planck Institute for Plant Breeding Research, Germany

16:45 	 The leaf microbiota: Disassembling and rebuilding to explore plant microbe interactions
J. A. VORHOLT, ETH Zürich, Switzerland

17:10 	 Rice NLRs and Magnaporthe oryzae AVR effectors: Their interactions and coevolution
R. TERAUCHI, Kyoto University, Japan

17:35 	 The oomycete RXLR motif determines non-conventional secretion for effector delivery
P. BOEVINK, The James Hutton Institute, U.K.
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DAILY SCHEDULE AND SCIENTIFIC SESSIONS

All congress activities take place at the SEC unless otherwise noted.

Tuesday, July 16
08:00–12:00	 Speaker Ready Room Open	 Fyne
08:30–10:10	 Plenary Session 4	 Clyde Auditorium
08:30–12:30	 Poster Viewing (Session 1)	 Hall 5
08:30–12:30	 Exhibits Open	 Hall 5
08:30–13:00	 Registration Open	 Hall 5
10:10–10:40	 Coffee Break	 Hall 5
10:40–12:40	 Concurrent Session 7: Post-Translational Modifications and 	 Clyde Auditorium
	 Their Control of Immunity	
10:40–12:40	 Concurrent Session 8: Host-Microbe Co-Evolution	 Lomond Auditorium
10:40–12:40	 Concurrent Session 9: How the Environment Impacts Microbial Infection,	 M1
	 Sponsored by BSPP
10:40–12:40	 Workshop: Reproducibility in Science	 Forth Room
12:30–13:00	 Poster Take-Down (Session 1)	 Hall 5
13:00–14:00	 Poster Set-Up (Session 2)	 Hall 5
13:00–15:00	 MPMI Editorial Board Meeting	 Alsh 1
13:00–20:00	 Free Afternoon		
19:00–22:30	 IS-MPMI Diversity Celebration, Sponsored by New Phytologist Trust	 Waxy O’Connor’s  	
		  (offsite)

TUESDAY HIGHLIGHT 
Workshop: Reproducibility in Science
10:40–12:40 • Forth Room
Chair: Benjamin Schwessinger, Research School of Biology, The Australian National University, Canberra, ACT, 
Australia
Reproducibility is a cornerstone of science and sets it apart from pseudo-science. This workshop will introduce 
you to reproducible workflows and a range of tools—from method-sharing websites to basic data management 
ideas and open-access repositories—that will help you share work with colleagues more effectively and allow 
others to build on what you have done. This workshop is supported by MPMI, eLife, protocols.io, Addgene, and the 
Mozilla Science Foundation. Find out more at repro4everyone.org and @repro4everyone.

SCIENTIFIC SESSIONS
Scientific content listed in the program is as submitted by the authors/presenter and has NOT been edited.

MORNING SESSIONS

Plenary Session 4 
8:30–10:10, Clyde Auditorium
Moderator: Gary J. Loake, University of Edinburgh, U.K.

8:30 	 Leveraging genetic and genomic tools to dissect the molecular interaction between soybean and Phakopsora 
pachyrhizi
S. H. BROMMONSCHENKEL, Universidade Federal de Viçosa, Brazil

8:55 	 Rewiring cellular pathways by tombusviruses for the biogenesis of the viral replication compartment
P. NAGY, University of Kentucky, U.S.A.

9:20 	 AM symbiosis-conserved proteins modulate cell structure, signaling, and metabolism to enable root cells to host 
fungal endosymbionts
M. J. HARRISON, Boyce Thompson Institute, U.S.A.

9:45 	 Root damage and immune responses at cellular resolution
N. GELDNER, University of Lausanne, Switzerland

Concurrent Session 7: Post-Translational Modifications and Their Control of Immunity 
10:40–12:40, Clyde Auditorium
Chairs: Piers A. Hemsley, University of Dundee, U.K.; Steven H. Spoel, University of Edinburgh, U.K.

10:40 	 S-acylation—Greasing the mechanisms of plant immunity
P. A. HEMSLEY, University of Dundee and The James Hutton Institute, U.K.
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11:00 	 Targeting post-translational modifications to open the black box of pattern recognition receptor signaling
F. L. H. MENKE, The Sainsbury Laboratory, University of East Anglia, Norwich, U.K.

11:20 	 Exo70B2 subunit of the exocyst links immune signalling to the secretory pathway and autophagy
M. TRUJILLO, Albert-Ludwigs-University Freiburg, Germany

11:40 	 Dynamic ubiquitination determines NPR1 transcriptional coactivator activity
M. J. SKELLY, University of Edinburgh, U.K.

12:00 	 Stealth pathogen: Tomato immune suppression by effector modification.
J. JELENSKA, University of Chicago, U.S.A.

12:20 	 Dual regulation of reactive oxygen species through direct ubiquitination and phosphorylation of the plant 
	 immune regulator RBOHD

D. LEE, University of California, Berkeley, U.S.A.

Concurrent Session 8: Host-Microbe Co-Evolution (Sponsored by PLoS Biology) 
10:40–12:40, Lomond Auditorium
Chairs: Beat Keller, University of Zurich, Switzerland; Detlef Weigel, Max Planck Institute for Developmental Biology, 
Germany

10:40 	 Epistasis, the spice of life: Lessons from the study of the plant immune system
D. WEIGEL, Max Planck Institute for Developmental Biology, Germany

11:00 	 Convergent evolution of Pik-1 immune receptors towards high-affinity binding of an effector from the rice 
	 blast fungus

A. BIALAS, The Sainsbury Laboratory, University of East Anglia, Norwich, U.K.
11:20 	 Convergent gene loss in aquatic plants reveals novel plant immunity and drought response components

E. L. BAGGS, University of California, Berkeley, U.S.A.
11:40 	 Molecular determinants of host specialization in grass powdery mildews

B. KELLER, University of Zurich, Switzerland
12:00 	 Identification of Rwt6, a wheat resistance gene corresponding to PWT6 which is distributed in Eleusine and 
Oryza isolates of Pyricularia oryzae

S. ASUKE, Kobe University, Japan
12:20 	 AVR2-mediated resistance to Phytophthora infestans by unrelated R genes from wild Solanum species

C. AGUILERA GALVEZ, Wageningen University and Research, Netherlands

Concurrent Session 9: How the Environment Impacts Microbial Infection (Sponsored by BSPP)
10:40–12:40, M1
Chairs: Sheng Yang He, Michigan State University, U.S.A.; Zuhua He, Shanghai Institutes for Biological Sciences, 
Chinese Academy of Sciences, China

10:40 	 “Disease-climate-microbiome” interactions in the phyllosphere
S. Y. HE, Michigan State University and Howard Hughes Medical Institute, U.S.A.

11:00 	 Blue light receptor phototropin 1 increases plant susceptibility to Phytophthora infestans
S. NAQVI, University of Dundee, U.K.

11:20 	 Molecular dissection of the influence of humidity on bacterial virulence and plant immunity
X. XIN, Chinese Academy of Sciences, China

11:40	 An H3K27me3 demethylase-HSFA2 loop controls thermomemory associated with attenuated immunity and 
early flowering in Arabidopsis
Z. HE, Shanghai Institutes for Biological Sciences, Chinese Academy of Sciences, China

12:00 	 Temporal transcriptome profiling reveals distinct gene expression signatures associated with suppression of plant 
immunity by high temperature and high humidity
A. MINE, Ritsumeikan University and PRESTO, Japan Science and Technology Agency, Japan

12:20 	 Phosphate status-dependent control of associations with beneficial and pathogenic fungi in Arabidopsis thaliana
Y. SAIJO, NARA Institute of Science and Technology, Japan
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DAILY SCHEDULE AND SCIENTIFIC SESSIONS

All congress activities take place at the SEC unless otherwise noted.

Wednesday, July 17
08:00–16:30	 Speaker Ready Room Open	 Fyne
08:30–10:10	 Plenary Session 5	 Clyde Auditorium
08:30–19:30	 Registration Open	 Hall 5
08:30–20:00	 Poster Viewing (Session 2)	 Hall 5
08:30–20:00	 Exhibits Open	 Hall 5
10:10–10:40	 Coffee Break	 Hall 5
10:40–12:40	 Concurrent Session 10: Microbial Manipulation of the Host I	 Clyde Auditorium
10:40–12:40	 Concurrent Session 11: Microbiome and Phytobiome I	 Lomond Auditorium
10:40–12:40	 Concurrent Session 12: Systems Biology and Modelling	 M1
12:40–13:50	 Lunch Break	 Hall 5
13:50–15:50	 Concurrent Session 13: Microbial Manipulation of the Host II	 Clyde Auditorium
13:50–15:50	 Concurrent Session 14: Microbiome and Phytobiome II	 Lomond Auditorium
13:50–15:50	 Concurrent Session 15: Population Biology (Ecology, Genomics)	 M1
15:50–16:20	 Coffee Break	 Hall 5
16:20–18:00	 Plenary Session 6: The Impact of Translational Research	 Clyde Auditorium
18:00–19:00	 Poster Viewing with Authors Present (Session 2, Odds)	 Hall 5
18:15–19:30	 Flash Talks (Session 2)	 Hall 5
19:00–20:00	 Poster Viewing with Authors Present (Session 2, Evens)	 Hall 5

WEDNESDAY HIGHLIGHT

Young Investigator Awardee, sponsored by BASF
08:30–08:50 • Clyde Auditorium

A Micro RNA Acts as a Systemic Mediator of Symbiotic Susceptibility
Speaker: Katharina Markmann, ZMBP, Tübingen University, Germany; Aarhus University, Denmark 

Katharina Markmann received her doctoral training with Martin Parniske at the Sainsbury 
Laboraty in Norwich, UK, and at the Ludwig Maximilians University Munich in Germany. 
She proceeded to conduct postdoctoral studies with Jens Stougaard at Aarhus University, 
Denmark. Currently she is a group leader at the Centre for Plant Molecular Biology (ZMBP) 
in Tübingen, Germany, where her group is investigating the role of micro RNAs and their 
targets in the control of systemically regulated plant root responses, such as susceptibility 
of legume roots to mutualistic rhizobial bacteria.mechanisms to minimize the ability of 
pathogens to overcome disease resistance. Finally, he will review his team’s current efforts in 

developing gene-editing technologies to engineer plants for broad.
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SCIENTIFIC SESSIONS

Scientific content listed in the program is as submitted by the authors/presenter and has NOT been edited.

MORNING SESSIONS

Plenary Session 5 
08:30–10:10, Clyde Auditorium
Moderator: Uta Paszkowski, University of Cambridge, U.K.

8:30 	 IS-MPMI Young Investigator Awardee, Sponsored by BASF: A micro RNA acts as a systemic mediator of 
	 symbiotic susceptibility

K. MARKMANN, ZMBP, Tübingen University, Germany; Aarhus University, Denmark
8:55 	 The effectors of smut fungi: Who are they and what do they do?

G. DOEHLEMANN, UNIVERSITY OF COLOGNE, GERMANY
9:20 	 Unrevealing the translational reprogramming of root cells during nitrogen fixing symbiosis

M. E. ZANETTI, INSTITUTO DE BIOTECNOLOGÍA Y BIOLOGÍA MOLECULAR, UNLP AND CCT LA 
PLATA-CONICET, ARGENTINA

9:45 	 Beyond single genes: Receptor networks underpin plant immunity
S. KAMOUN, THE SAINSBURY LABORATORY, UNIVERSITY OF EAST ANGLIA, NORWICH, U.K.
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Concurrent Session 10: Microbial Manipulation of the Host I 
10:40–12:40, Clyde Auditorium
Chairs: Gitta L. Coaker, University of California, Davis, U.S.A.; Suomeng Dong, Nanjing Agricultural University, China

10:40 	 Investigating host specificity and the role of core effector proteases for Clavibacter infection of tomato
G. L. COAKER, University of California, Davis, U.S.A.

11:00 	 Molecular mechanisms of AvrPiz-t-Piz-t-mediated immunity against Magnaporthe oryzae
Y. NING, Chinese Academy of Agricultural Sciences, China

11:20 	 A Ralstonia solanacearum TALE-like protein co-opts an ancient translational control element to boost host 
	 polyamine levels

T. LAHAYE, Center for Plant Molecular Biology (ZMBP), Germany
11:40 	 From high-throughput functional screens to virulence mechanisms of Phytophthora plant pathogens

S. DONG, Nanjing Agricultural University, China
12:00 	 A Phytophthora effector suppresses host-induced gene silencing mediated by secondary small RNAs

W. MA, University of California, Riverside, U.S.A.
12:20	 Colletotrichum metabolite higginsianin B suppresses plant jasmonate signalling by blocking proteasome-mediat-

ed degradation of JAZ proteins
R. J. O’CONNELL, INRA–BIOGER, France

Concurrent Session 11: Microbiome and Phytobiome I (Sponsored by the International Phytobiomes Alliance)
10:40–12:40, Lomond Auditorium
Chairs: Alga Zuccaro, University of Cologne, Germany; Joy Bergelson, University of Chicago, U.S.A.

10:40 	 Plant immunity and cell death in fungal root symbiosis
A. ZUCCARO, University of Cologne, Germany

11:00 	 Mapping barley genes shaping the rhizosphere bacteria
C. M. ESCUDERO-MARTINEZ, University of Dundee, U.K.

11:20	 The structure of the rice leaf microbiome is controlled by a complex host-microbe interplay
R. OLIVA, International Rice Research Institute, Philippines

11:40 	 Isolation, characterization, and migrational patterns of bacterial endophytes during germination of S. plicata 
(Orchidaceae)
S. DARLING-NOVAK, University of La Verne, U.S.A.

12:00 	 A genomic map of local adaptation to microbiota and potential pathobiota in Arabidopsis thaliana
F. ROUX, LIPM, Université de Toulouse, INRA, CNRS, INPT, France

12:20 	 Soil-borne legacies of plant disease
R. L. BERENDSEN, Utrecht University, Netherlands

Concurrent Session 12: Systems Biology and Modelling 
10:40–12:40, M1 
Chairs: Kenichi Tsuda, Max Planck Institute for Plant Breeding Research, Germany; Youssef Belkhadir, Gregor Mendel 
Institute of Molecular Plant Biology GmbH, Austria

10:40 	 Plant interactions with pathogenic and commensal bacteria
K. TSUDA, Max Planck Institute for Plant Breeding Research, Germany

11:00 	 Low-Tech, Hi-Tech… PsyTEC? A systems-level probe of the plant-pathogen interface
D. DESVEAUX, Centre for the Analysis of Genome Evolution and Function and University of Toronto, Canada

11:20 	 Network biology and predictive modeling to link genome to phenome
S. MUKHTAR, University of Alabama at Birmingham, U.S.A.

11:40 	 TBD - Y Belkhadir Title
Y. BELKHADIR, Gregor Mendel Institute of Molecular Plant Biology GmbH, Austria

12:00 	 Systematic discovery of antimicrobial proteins employed by the plant microbiome
A. LEVY, The Hebrew University of Jerusalem, Israel

12:20 	 Identification and evolution of transcription factors that govern the biology of oomycete lifestyles
S. DE VRIES, Dalhousie University, Canada

AFTERNOON SESSIONS

Concurrent Session 13: Microbial Manipulation of the Host II 
13:50–15:50, Clyde Auditorium
Chairs: Peter N. Dodds, CSIRO Agriculture and Food, Australia; Renier A. L. Van Der Hoorn, University of Oxford, U.K.

13:50 	 Glycosidase and glycan polymorphism control hydrolytic release of immunogenic flagellin peptides
R. A. L. VAN DER HOORN, University of Oxford, U.K.
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14:10 	 A necrotrophic effector from Parastagonospora nodorum triggers programmed cell death by targeting two 
	 distinct non-homoeologous wheat sensitivity genes

J. K. RICHARDS, Louisiana State University Agricultural Center, U.S.A.
14:30 	 Kilbournase, a protease-associated domain subtilase secreted by the fungal corn pathogen Stenocarpella maydis

T. A. NAUMANN, USDA ARS NCAUR, U.S.A.
14:50 	 Using virulence mutants to identify Avr genes in the wheat stem rust fungus, Puccinia graminis f. sp. tritici

P. N. DODDS, CSIRO Agriculture and Food, Australia
15:10 	 Escape from the battlefront: How Colletotrichum higginsianum uses plasmodesmata to establish an infection

M. OHTSU, John Innes Centre, U.K.
15:30 	 The root endophyte Serendipita vermifera modulates extracellular nucleotide levels to transition from biotrophy 

to cell death-associated root colonization
H. RÖVENICH, University of Cologne, Germany

Concurrent Session 14: Microbiome and Phytobiome II 
13:50–15:50, Lomond Auditorium
Chairs: Jan E. Leach, Colorado State University, U.S.A.; Soledad Sacristan, Universidad Politécnica de Madrid, Spain

13:50 	 A fundamental role of microbiota in age-dependent immunity
B. C. PAASCH, Michigan State University, U.S.A.

14:10 	 Microbe-associated molecular patterns and endophytic microbiome assembly in Arabidopsis thaliana
C. OLDSTONE-JACKSON, University of Chicago, U.S.A.

14:30 	 Rice plants coordinate root microbiome for nutrient utilization and proper growth in the field
Y. BAI, Chinese Academy of Sciences, China

14:50	  From the microbiome to the gene: Mapping the genes in a leaf microbiome responsible for strain-specific 
	 pathogenicity

T. KARASOV, Max Planck Institute for Developmental Biology, Germany
15:10 	 Emerging roles of the root microbiota in balancing plant growth and defense for microbe-host homeostasis

K. W. MA, Max Planck Institute for Plant Breeding Research, Germany
15:30 	 Spatially discrete micro-niches govern root microbiome assembly

B. S. O’BANION, University of Tennessee, U.S.A.

Concurrent Session 15: Population Biology (Ecology, Genomics) 
13:50–15:50, M1
Chairs: Eva H. Stukenbrock, Max Planck Institute for Evolutionary Biology, Germany; Daniel Croll, University of 
Neuchâtel, Switzerland

13:50 	 Recurrent hybridization introduces high genetic variability in crop pathogen
E. H. STUKENBROCK, University of Kiel, Germany

14:10 	 A comparative population genomics approach to understand virulence in oat crown rust
M. FIGUEROA, University of Minnesota, U.S.A.

14:30 	 The evolution of agrobacteria and their oncogenic plasmids
J. H. CHANG, Oregon State University, U.S.A.

14:50 	 Parasites within parasites: How transposable elements drive the evolution of plant pathogenic fungi
D. CROLL, University of Neuchâtel, Switzerland

15:10 	 Contrasting colonization and host range of Sphingomonas and Pseudomonas in wild Arabidopsis thaliana and 
neighboring plants
D. S. LUNDBERG, Max Planck Institute for Developmental Biology, Germany

15:30 	 From mutation to population extinction: The butterfly effect of resistance breakdown in the poplar rust fungus 
Melampsora larici-populina
A. PERSOONS, INRA, France

Plenary Session 6: The Impact of Translational Research 
16:20–18:00, Clyde Auditorium
Moderator: Ingo Hein, The James Hutton Institute, University of Dundee, U.K.

16:20 	 Modelling and manipulating aphid-mediated plant virus transmission
J. P. CARR, University of Cambridge, U.K.

16:40	 New potato germplasm for resistance breeding and variety release in China
H. LINDQVIST-KREUZE, International Potato Center (CIP), Peru

17:00 	 Understanding and exploiting genetic variation for disease resistance in wild wheat relatives
B. B. WULFF, John Innes Centre, U.K.

17:20 	 Application of genetic modification and genome editing for developing disease resistant banana
L. TRIPATHI, International Institute of Tropical Agriculture (IITA), Kenya

17:40 	 Extreme and durable resistance to late blight using genes from wild species transferred directly into farmer-pre-
ferred potato varieties
M. GHISLAIN, International Potato Center (CIP), Kenya



DAILY SCHEDULE AND SCIENTIFIC SESSIONS

All congress activities take place at the SEC unless otherwise noted.

Thursday, July 18
08:00–15:00	 Registration Open	 Hall 5
08:00–16:00	 Speaker Ready Room Open	 Fyne
08:30–10:30	 Concurrent Session 16: Cell Biology of Host-Microbe Interactions I	 Clyde Auditorium
08:30–10:30	 Concurrent Session 17: Symbiosis and Mutualism	 Lomond Auditorium
08:30–10:30	 Concurrent Session 18: Apoplastic interactions	 M1
08:30–12:30	 Exhibits Open	 Hall 5
08:30–13:30	 Poster Viewing (Session 2)	 Hall 5
10:30–11:00	 Coffee Break	 Hall 5
11:00–13:00	 Concurrent Session 19: Cell Biology of Host-Microbe Interactions II	 Clyde Auditorium
11:00–13:00	 Concurrent Session 20: Comparative Mutualist and Pathogen Studies	 Lomond Auditorium
11:00–13:00	 Concurrent Session 21: Invertebrate- (Nematode-/Insect-) Plant Interaction	 M1
12:30–16:30	 Exhibitor Take-Down	 Hall 5
13:00–14:00	 Lunch Break	 Hall 5
13:00–14:00	 Poster Take-Down (Session 2)	 Hall 5
14:00–16:05	 Plenary Session 7	 Clyde Auditorium
16:05–16:30	 Coffee Break	 Clyde Auditorium
16:30–18:30	 Plenary Session 8 and Closing Ceremony	 Clyde Auditorium
19:30–22:00	 Congress Closing Cèilidh and Celebration	 Merchant Square 
		  (offsite)
		

				  
THURSDAY HIGHLIGHT
Congress Closing Cèilidh and Celebration
19:30–22:00 • Merchant Square (offsite)

Don’t miss the congress closing celebration, which will take place 
at Merchant Square, a spectacular venue in the heart of Glasgow. 
Attendees will be given vouchers that will allow them to choose foods 
and drinks from restaurants and bars of a wide range of styles. The 
event will close with a cèilidh (pronounced “KAY-lee”), a traditional 
Scottish gathering, to celebrate the end of the congress in friendship 
and great fun. Attendees should arrange for their own transportation to 
and from the event. Public transportation and taxi services are located 
at the SEC. Please plan accordingly.  

SCIENTIFIC SESSIONS

Scientific content listed in the program is as submitted by the authors/presenter and has NOT been edited.

MORNING SESSIONS

Concurrent Session 16: Cell Biology of Host-Microbe Interactions I 
8:30–10:30, Clyde Auditorium
Chairs: Silke Robatzek, The Sainsbury Laboratory, University of East Anglia, Norwich, U.K.; Christine Faulkner, John 
Innes Centre, U.K.

8:30	 Specialisation of chitin signaling pathways at plasmodesmata
C. FAULKNER, John Innes Centre, U.K.

8:50 	 Pathogen-induced acidification across the plasma membrane regulate the growth-defense balance of plants
C. SANCHEZ-RODRIGUEZ, ETH Zürich, D-BIOL, IMPB, Switzerland

9:10 	 TBD - S Robatzek Title
S. ROBATZEK, The Sainsbury Laboratory, University of East Anglia, Norwich, U.K.

9:30 	 Close proximity of the TIR domain of diverse plant intracellular immune receptor drives signalling activation 
from different cell compartments
M. BERNOUX, INRA/CNRS, France; CSIRO Agriculture, Australia

9:50 	 Movement and propagation of ‘Candidatus Liberibacter asiaticus’ in its plant host and insect vector.
A. LEVY, University of Florida, U.S.A.
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Concurrent Session 17: Symbiosis and Mutualism 
8:30–10:30, Lomond Auditorium
Chairs: Myriam Charpentier, John Innes Centre, U.K.; Katharina Markmann, Aarhus University, Denmark

8:30 	 Activation of root legume endosymbioses program
M. CHARPENTIER, John Innes Centre, U.K.

8:50 	 CAMTA1: A novel regulator of nodulation
A. YAMAZAKI, RIKEN, Japan

9:10 	 Nutrient status regulates plant recognition of signals from beneficial microbes for promotion of symbiosis and 
suppression of immunity
F. FENG, The Sainsbury Laboratory, Cambridge University, U.K.

9:30 	 Signalling and Nutrient in Plant-Microbe Symbioses
E. WANG, Institute of Plant Physiology and Ecology, CAS, China

9:50 	 Evolution of the nitrogen-fixing root nodule symbiosis
M. PARNISKE, University of Munich (LMU), Germany

10:10 	 Independent of arbuscular mycorrhizal symbiosis: Positional cloning and characterisation of a novel arbuscular 
mycorrhizal mutant in Zea mays
B. MANLEY, University of Cambridge, U.K.

Concurrent Session 18: Apoplastic interactions 
8:30–10:30, M1
Chairs: Satoko Yoshida, RIKEN Center for Sustainable Resource Science, Japan; Guido Van Den Ackerveken, Utrecht 
University, Netherlands

8:30 	 Ethylene signaling mediates fine-tuning of host infection by parasitic plants
S. YOSHIDA, NAIST and RIKEN Center for Sustainable Resource Science, Japan

8:50 	 Molecular interactions between Fusarium graminearum and host plants
W. TANG, Shanghai Institute of Plant Physiology and Ecology, Chinese Academy of Sciences, China

9:10 	 Cleavage of bacterial MucD by plant secreted proteases in Arabidopsis immunity
Y. WANG, Max Planck Institute for Plant Breeding Research, Germany

9:30 	 Apoplastic recognition of microbial Nep1-like proteins (NLPs) and subsequent signaling leading to plant 
	 immunity

G. VAN DEN ACKERVEKEN, Utrecht University, Netherlands
9:50 	 Proline-rich extensin-like receptor kinases mediate damage-triggered immune responses to nematode infections

J. L. LOZANO TORRES, Wageningen University and Research, Netherlands
10:10 	 Pattern recognition receptor complexes confer direct apoplastic resistance against bacterial water acquisition in 

plants
S. YASUDA, NARA Institute of Science and Technology, Japan

Concurrent Session 19: Cell Biology of Host-Microbe Interactions II 
11:00–13:00, Clyde Auditorium
Chairs: Murray R. Grant, University of Warwick, U.K.; Savithramma P. Dinesh-Kumar, University of California, Davis, 
U.S.A.

11:00 	 The role of chloroplasts in disease and defence
M. R. GRANT, University of Warwick, U.K.

11:20 	 The SYFO-mediated cell wall-plasma membrane-cytoskeleton continuum is required for symbiotic infections in 
Medicago truncatula
P. LIANG, University of Freiburg, Germany

11:40 	 Revealing the unknown: The isoelectric point of proteins influences their translocation into the extrahaustorial 
matrix
L. SMIGIELSKI, University of Copenhagen, Denmark

12:00 	 Inter-organellar communication during innate immunity
S. P. DINESH-KUMAR, University of California, Davis, U.S.A.

12:20 	 The role and regulation of plastid targeting of AZI1, a key factor for systemic immunity
D. J. SPEED, University of Chicago, U.S.A.

12:40 	 A hierarchical transcriptional network controls appressorium development in the rice blast fungus Magnaporthe 
oryzae in response to surface hydrophobicity
M. OSES-RUIZ, The Sainsbury Laboratory, University of East Anglia, Norwich, U.K.
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Concurrent Session 20: Comparative Mutualist and Pathogen Studies 
11:00–13:00, Lomond Auditorium
Chairs: Sebastian Schornack, The Sainsbury Laboratory, University of Cambridge, U.K.; Simona Radutoiu, Aarhus 
University, Denmark

11:00 	 Molecular determinants of symbiosis or defense identified in the model legume Lotus japonicus
S. RADUTOIU, Aarhus University, Denmark

11:20 	 Evidence for host specificity within root-associated bacterial communities
K. WIPPEL, Max Planck Institute for Plant Breeding Research, Germany

11:40 	 Calcium signalling in a compatible biotrophic oomycete-plant interaction
F. Y. HWU, University of Munich (LMU), Germany

12:00 	 Spatially distinct sugar signatures along intracellular interfaces of filamentous microbes
S. SCHORNACK, The Sainsbury Laboratory, University of Cambridge, U.K.

12:20 	 Convergent gain and loss of genomic islands drive lifestyle changes in plant-associated Pseudomonas
R. A. MELNYK, University of California, Davis, U.S.A.

12:40 	 Distinct flavonoids in Cicer arietinum regulate positive and negative interactions with Mesorhizobium ciceri and 
Meloidogyne javanica
J. L. P. NG, The Australian National University, Australia

Concurrent Session 21: Invertebrate- (Nematode-/Insect-) Plant Interaction 
11:00–13:00, M1
Chairs: Jorunn I. B. Bos, University of Dundee, U.K.; Sebastian Eves-van den Akker, University of Cambridge, U.K.

11:00 	 How do aphids promote plant susceptibility?
J. I. B. BOS, University of Dundee, U.K.

11:20 	 Bacterially secreted defense peptide StPep1 stimulates root-knot nematode resistance in potato
C. A. GLEASON, Washington State University, U.S.A.

11:40 	 A cyst nematode effector counteracts host immunity by directly binding redundant nodes in an NLR immune 
receptor network
L. DEREVNINA, The Sainsbury Laboratory, University of East Anglia, Norwich, U.K.

12:00 	 Novel alpha-SNAP and NSF mechanisms mediate disease resistance against cyst nematodes
A. F. BENT, University of Wisconsin, Madison, U.S.A.

12:20 	 Insect eggs trigger interplant systemic acquired resistance and enhanced insect performance
Z. ORLOVSKIS, University of Lausanne, Switzerland

12:40 	 Revealing the “box” code: The spatial and temporal regulation of plant-parasitic nematode pathogenicity
C. PELLEGRIN, University of Cambridge, U.K.

AFTERNOON SESSIONS

Plenary Session 7 
14:00–16:05, Clyde Auditorium
Moderator: Katherine J. Denby, University of York, U.K.

14:00 	 Investigating the biology of invasive growth by the blast fungus Magnaporthe oryzae
N. J. TALBOT, The Sainsbury Laboratory, U.K.

14:25 	 A novel strategy of preventing chitin-triggered plant immunity by fungal pathogen Verticillium dahliae
H. S. GUO, Institute of Microbiology, Chinese Academy of Science, China

14:50 	 Effector biology of the vascular wilt fungus Verticillium dahliae
B. P. H. J. THOMMA, Wageningen University, Netherlands

15:15 	 Regulation of NLR plant resistance protein levels through proteasome mediated degradation
X. LI, University of British Columbia, Canada

15:40 	 Evolution of plant symbioses: From phylogenomics to functional validations
P. M. DELAUX, LRSV UMR5546 CNRS/Université de Toulouse III, France

Plenary Session 8 and Closing Ceremony 
16:30–17:45, Clyde Auditorium

16:30 	 Precision in plant immune expression: Not lost in translation
X. DONG, HHMI/Duke University, U.S.A.

17:15 	 IS-MPMI Closing Remarks
17:30 	 2021 Congress Invitation
17:35 	 Congress Conclusion
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TRAVEL AWARDS

Congratulations to the 2019 IS-MPMI Travel Awardees!

IS-MPMI is pleased to announce the names of 70 individuals who received travel awards, totaling $96,000 in support! 
Funds were provided by IS-MPMI and by the U.S. Department of Agriculture, National Institute of Food and Agriculture 
(USDA NIFA) and the National Science Foundation (NSF). Be sure to check out this student, post-doc, and early career 
talent during the congress and help support these future leaders in molecular plant-microbe interactions.

Andrew Armitage, NIAB EMR
Korey Brownstein, University of Chicago
Maria del Pilar Caro, INSIBIO-CONICET-UNT
Claudia Alejandra Castro, University of California, 
	 Riverside
Nuri Charoennit, National University of Singapore
Nicholas R. Colaianni, University of North Carolina, 
	 Chapel Hill 
Khondoker M. G. Dastogeer, Bangladesh Agricultural 

University
Sophie De Vries, Dalhousie University
Sohini Deb, CSIR-Centre for Cellular and Molecular 
	 Biology
Zoe Dubrow, Cornell University
Anne Duncan, Stanford University
Bardo A. Castro Esparza, University of California, Davis
Citlali Fonseca, Universidad Nacional Autónoma de México
Andrew D. Gloss, University of Chicago
Michael R. Gomez, University of California, Berkeley
Laís M. Granato, Centro de Citricultura Sylvio Moreira/

Instituto Agronômico
Corri Hamilton, University of Wisconsin, Madison
Susanna Harris, University of North Carolina, Chapel Hill
Janine Haueisen, Environmental Genomics CAU Kiel and 

MPI Plön
Tyler Helmann, University of California, Berkeley
Ariel Herrera-Vásquez, Universidad Andrés Bello
Yiheng Hu, Australian National University
Alejandra I. Huerta, Colorado State University
Amit K. Jaiswal, Purdue University
Martin Janda, University of Chemistry and Technology 

Prague
Seongbeom Kim, Seoul National University
Seomun Kwon, Heinrich-Heine-Universität Düsseldorf
Bradley Laflamme, University of Toronto
Asaf Levy, The Hebrew University of Jerusalem
Feng Li, University of Minnesota
Federica Locci, Sapienza University of Rome  
Kamal Kumar Malukani, Centre for Cellular and Molecular 

Biology

Bethan Manley, University of Cambridge
Rose Tafadzwa Masekesa, University of Zimbabwe
Mamoru Matsumura, Nagoya University
Mame Diarra Mbengue, INRA
Kathryn McIntyre, Colorado State University
Hannah M. McMillan, Duke University
Amanda G. McRae, University of California, Berkeley
Bharat Kumar Mishra, University of Alabama, Birmingham
Diana Carolina Mazo Molina, Cornell University
Maria A. Morel, IIBCE
Jason Ng, The Australian National University
Ntombikayise Precious Nkomo, University of Pretoria
Bridget O’Banion, University of Tennessee
Juan C. Ochoa, Polish Academy of Science
Zigmunds Orlovskis, University of Lausanne
Arturo Ortega, University of California, Berkeley
Lorena B. Parra, University of California, Davis
Christopher Peritore-Galve, Cornell University
Sarah E. Pottinger, Indiana University
Sivasubramanian Rajarammohan, National Agri-Food 

Biotechnology Institute
Meenu Singla Rastogi, IBENS
Mélanie K. Rich, LRSV UMR5546 CNRS/Université de 

Toulouse III
Edward C. Rojas, University of Copenhagen
Jose Rufian, Shanghai Center for Plant Stress Biology
Mugdha Sabale, University of Cordoba
Carol-Ann Crystal Segal, University of Pretoria
Adam Todd Seroka, Michigan State University
Lin-Jie Shu, Technical University of Munich
Guy Sobol, Tel Aviv University
DeQuantarius J. Speed, University of Chicago
Yi-Chang Sung, The Australian National University
Katalin Toth, University of Missouri
Stephanie Van Wyk, University of Pretoria
Valeria Velasquez-Zapata, Iowa State University
Jaap-Jan Willig, WUR
Silvia F. Zanini, University of Giessen, JLU
Jeysika Zayas-Rivera, University of Wisconsin, Madison
Yi Zhai, University of California, Riverside
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POSTERS

Poster Schedule and Poster Titles by Category
Poster content listed in the program is as submitted by the authors/presenter and has NOT been edited. Taking photographs of 
material projected during presentations or displayed is prohibited without permission from the authors. Poster numbers, titles, 
and presenting authors are listed on the following pages.

Each poster should be placed on the corresponding numbers poster board during poster set-up time. Velcro will be 
provided on each board for attaching poster. Presenting authors must stand at their posters during their assigned times.

POSTER SESSION 1

Sunday, July 14
08:30–15:30		  Poster Set-Up (Session 1)	 	

Monday, July 15
08:30–20:00		  Poster Viewing (Session 1)
18:00–19:00		  Poster Viewing with Authors Present (Session 1, Odds)
19:00–20:00		  Poster Viewing with Authors Present (Session 1, Evens)

Tuesday, July 16
08:30–12:30		  Poster Viewing (Session 1)
12:30–13:00		  Poster Take-Down (Session 1)

TOPICS		  Pages

Emerging and Re-Emerging Pathosystems ..................................................... 26
Emerging Topics in Plant-Microbe Interactions .....................................  27–31 
Host-Microbe Co-Evolution ......................................................................  31–32
How the Environment Impacts Microbial Infection ..............................  32–34
Long-Distance/Systemic Signalling ................................................................. 34
Microbiome and Phytobiome ....................................................................  34–36
Molecular Recognition in Plant Immunity ..............................................  36–42
Post-Translational Modifications and Their Control of Immunity ......  42–43

POSTER SESSION 2

Tuesday, July 16
13:00–14:00		  Poster Set-Up (Session 2)

Wednesday, July 17
08:30–20:00		  Poster Viewing (Session 2)
18:00–19:00		  Poster Viewing with Authors Present (Session 2, Odds)
19:00–20:00		  Poster Viewing with Authors Present (Session 2, Evens)

Thursday, July 18
08:30–13:30		  Poster Viewing (Session 2)
13:00–14:00		  Poster Take-Down (Session 2)

TOPICS		  Pages

Apoplastic interactions ...................................................................................... 43
Cell Biology of Host-Microbe Interactions ..............................................  43–48	
Comparative Mutualist and Pathogen Studies ............................................... 48 
Invertebrate- (Nematode-/Insect-) Plant Interactions ...........................  49–50
Microbial Manipulation of the Host .........................................................  50–54
Population Biology, Ecology, and Genomics ...........................................  54–56
Symbiosis and Mutualism ..........................................................................  56–58
Systems Biology and Modelling Plant-Microbe Interactions ....................... 59

NEW
FOR
2019! 

To keep Hall 5 bursting with 
fresh content throughout 
the meeting, posters will be 
displayed in two sessions. 
Presenters have the opportunity 
to upload PDF versions of their 
posters to allow the research 
to be visible to all attendees 
through the app for the dura-
tion of the meeting. Upload 
instructions were sent to all 
presenting authors in June.

MPMI Sponsoring
Poster Awards

During this year’s Congress, 
MPMI is pleased to be 
sponsoring poster awards 
for five students. Posters will 
be reviewed onsite by the 
MPMI Editorial Board and 
by members of the IS-MPMI 
Board. Awardees will be 
announced and receive their 
award at the Closing Ceremony!
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FLASH TALK PRESENTATIONS

Join in interactive discussions with poster presenters who were selected to prepare 3-minute 
Flash Talk presentations highlighting their research. All Flash Talks will take place in Hall 5.

Flash Talk presenters who speak on Monday will have their posters on display in Poster Session 2, 
and presenters who speak on Wednesday will have their posters on display in Poster Session 1.

Flash Talks (Session 1)—Monday, July 15
18:15–19:30

Apoplastic interactions 
	 505-P2	
	 508-P2
Cell Biology of Host-Microbe Interactions 
	 543-P2
	 546-P2
	 550-P2
	 561-P2
	 627-P2
Comparative Mutualist and Pathogen Studies 
	 665-P2
	 668-P2
Invertebrate- (Nematode-/Insect-) Plant Interactions 
	 701-P2
	 721-P2
Microbial Manipulation of the Host 	
	 754-P2
	 764-P2
	 772-P2
	 836-P2
Population Biology, Ecology, and Genomics 
	 869-P2
	 1003-P2
Symbiosis and Mutualism	
	 919-P2
Systems Biology and Modelling Plant-Microbe 
Interactions
	 968-P2
	 980-P2

Flash Talks (Session 2)—Wednesday, July 17
18:15–19:30

Emerging and Re-Emerging pathosystems 
	 001-P1
	 008-P1
Emerging Topics in Plant-Microbe Interactions 
	 042-P1
	 101-P1
	 136-P1
Host-Microbe Co-Evolution 	
	 160-P1
	 187-P1
How the Environment Impacts Microbial Infection 
	 202-P1
	 207-P1
Long-Distance/Systemic Signalling 	
	 241-P1
	 243-P1
Microbiome and Phytobiome 
	 260-P1
	 261-P1
	 294-P1
Molecular Recognition in Plant Immunity 
	 338-P1
	 358-P1
	 434-P1
Post-Translational Modifications and Their Control 
of Immunity
	 476-P1
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POSTER TITLES AND AUTHORS

Emerging and Re-Emerging Pathosystems
001-P1	 Contribution of a somatic hybridization event to the emergence of the Ug99 lineage of the wheat stem 

rust pathogen. F. LI, University of Minnesota, U.S.A. 
004-P1	 Understanding the molecular intricacies of rice-Rhizoctonia solani interactions. S. GHOSH, National 

Institute of Plant Genome Research, India 
005-P1	 Decoding the myrtle rust genome, the largest fungal genome (1 Gbp) sequenced to date. P. A. TOBIAS, 

University of Sydney, Australia 
006-P1	 Time-series transcriptome analysis of Brachypodium distachyon in response to infection by Rhizoctonia 

solani. Y. KOUZAI, RIKEN, Japan
007-P1	 Functional and genomic characterization of a Pseudomonas syringae strain isolated from natural pop-

ulations of Arabidopsis plants. A. HERRERA-VÁSQUEZ, Universidad Andres Bello, Chile; Fundación 
Instituto de Biología Integrativa, iBio, Chile 

008-P1	 Phytoplasma SAP11 effector homologs have evolved to differentially interact with plant TCP transcrip-
tion factor subclasses. S. CAPDEVIELLE, John Innes Centre, U.K. 

009-P1	 An emerging new model system: The smut fungus Thecaphora thlaspeos infects Brassicaceae. V. GOEHRE, 
Heinrich-Heine University, Germany 

010-P1	 Good fungus, bad fungus: Interactions between barley and Ramularia collo-cygni. C. BURRELL, Universi-
ty of Edinburgh and Scotland’s Rural College, U.K. 

011-P1	 Prevalence of mixed infection and putative facilitative interactions between blueberry viruses. M. L. 
FALL, Agriculture and Agri-Food Canada, Canada 

012-P1	 Characterization of expression profiles of effector genes of Rhizoctonia solani on Brachypodium distachy-
on. S. S. H. ABDELSALAM, Okayama Uni, Japan 

013-P1	 OchraVine control—Implementation of integrated and innovative management strategies to reduce the 
occurrence of ochratoxins along the vine value chain products: Grapes, raisins/currants and wine. D. I. 
TSITSIGIANNIS, Agricultural University of Athens, Greece 

014-P1	 Comparative genomics screen identifies MAMPs from ‘Candidatus Liberibacter’ species that trigger im-
munity in citrus. J. D. LEWIS, USDA ARS, Plant Gene Expression Center, U.S.A.; University of California, 
Berkeley, U.S.A. 

015-P1	 The small RNA chaperone Hfq regulates quorum sensing and pathogenicity of Pantoea ananatis. B. 
KANG, Division of Applied Life Science (BK21 Plus), Gyeongsang National University, Korea, Republic of 
(South) 

016-P1	 Understanding the physiological and molecular components of elicitor-induced resistance in tomato 
against Fusarium wilt. S. L. CARMONA JR., Corporación Colombiana de Investigación Agropecuaria 
AGROSAVIA, Colombia 

017-P1	 Pseudomonas syringae evades phagocytosis by animal cells via type III effector-mediated regulation of 
actin filament plasticity. C. M. RYU, University of Science and Technology, Korea, Republic of (South); 
KRIBB, Korea, Republic of (South) 

018-P1	 Uncovering the secrets of success of Phakopsora spp. on crop plants. M. LOEHRER, RWTH Aachen 
	 University, Germany 
019-P1	 Genome analysis and effector repertoire of emerging Fusarium oxysporum pathogens. J. P. CLARKSON, 

University of Warwick, U.K. 
020-P1	 Unraveling the genetic determinism of barley resistance to root lesion nematodes. H. PIDON, Leibniz 

Institute of Plant Genetics and Crop Plant Research (IPK), Germany
021-P1	 Lipopolysaccharide-induced plant defense priming against Xylella fastidiosa in Vitis vinifera grapevines. 

C. A. CASTRO, University of California, Riverside, U.S.A. 
022-P1       Variation of barriers to geminivirus movement within vector body affects virus transmission. S. S. LIU, 

Institute of Insect Sciences, Zhejiang University, China
023-P1	 Cladosporium fulvum Avr2 effector inhibits cysteine proteases secreted from its mycoparasite Dicyma 

pulvinata. Y. IIDA, National Agriculture and Food Research Organization, Japan 
024-P1	 First report of Phomopsis fukushii causing stem cankers and sudden death of young apple trees in Canada. 

P. A. ABBASI, Agriculture and Agri-Food Canada, Canada 
025-P1	 Detection and identification of a ‘Candidatus Liberibacter’ species from ash tree infesting psyllids. F. O. 

WAMONJE, Department of Plant Sciences, University of Saskatchewan, Canada 
1009-P1	 The tomato spotted wilt virus (TSWV) genome is differentially processed in TSWV-infected resistant 

versus susceptible tomato (Solanum lycopersicum) cultivars. H. R. PAPPU, Washington State University, 
U.S.A. 
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Emerging Topics in Plant-Microbe Interactions
026-P1	 Gene duplication and mutation in the emergence of a novel aggressive allele of the AVR-Pik effector in 

the rice blast fungus. A. LONGYA, Kasetsart University, Thailand 
028-P1	 Host genotype-dependent interactions among pathogenic and commensal Pseudomonas strains in 
	 A. thaliana. O. SHALEV SKRIPTCHAK, Max Planck Institute for Developmental Biology, Germany 
029-P1	 Identification of candidate genes for resistance to lettuce downy mildew using Renseq k-mer association 

studies. L. B. PARRA, UC Davis-Genome center, U.S.A. 
030-P1	 Building the plant health profession. C. KNIGHT, Celia Knight Consulting Ltd, U.K. 
031-P1	 Phase variation in rice pathogen Xanthomonas oryzae pv. oryzae. V. N. MADHAVAN, CSIR-Centre for 

Cellular and Molecular Biology (CSIR-CCMB), India 
032-P1	 External RNA uptake by Cercospora zeina and Exserohilum turcicum and the possible development of 

RNA fungicides against maize yield limiting pathogens. I. MARAIS, Department Plant & Soil Sciences, 
FABI, University of Pretoria, South Africa 

033-P1	 Generation and characterization of tomato lines with CRISPR/Cas9-mediated mutations in 150 immuni-
ty-associated genes. N. ZHANG, Boyce Thompson Institute, U.S.A. 

035-P1	 Legume nodules: Are they new niches or/and traps for pathogens? C. BENEZECH, Laboratory of 
Plant-Microbe Interactions, France 

036-P1	 Induced and primed defence responses of Fragaria vesca against grey mold. R. BADMI, Biotechnology 
and Plant Health, Norwegian Institute of Bioeconomy Research, Norway 

037-P1	 Engineering synthetic plant-microbe signal communication in the rhizosphere. P. PARAMASIVAN, The 
Sainsbury Laboratory, U.K. 

038-P1	 Deciphering Arabidopsis thaliana responses to bacterial virulence factors of Ralstonia solanacearum 
through the study of natural variation of both biotic partners. N. S. RAZAVI EBRAHIMI, LIPM, 

	 Université de Toulouse, INRA, CNRS, INPT, Castanet-Tolosan, France 
039-P1	 Plant extracellular vesicles contain diverse small RNA species and are enriched in 10 to 17 nucleotide 

“tiny” RNAs. P. BALDRICH, Donald Danforth Plant Science Center, U.S.A. 
040-P1	 Understanding microbial life in total controlled environment agriculture: A knowledge transfer partner-

ship. E. ERSKINE, James Hutton Institute, U.K. 
041-P1	 Genetic bases of natural variation of plant response to Ralstonia solanacearum under elevated tempera-

ture conditions. N. AOUN, INRA Occitanie-Toulouse, France 
042-P1	 Burkholderia gladioli strain NGJ1 deploys a prophage tail-like protein to feed on fungi. D. SWAIN, 
	 National Institute of Plant Genome Research, India 
043-P1	 Terpene synthases in Trichoderma gamsii T6085. I. V. MUÑOZ, University of Pisa, Italy
044-P1	 Analysis of small RNA silencing in the interactions between wheat and an exclusively apoplastic fungal 

pathogen Zymoseptoria tritici. K. KANYUKA, Department of Biointeractions and Crop Protection, 
	 Rothamsted Research, U.K. 
045-P1	 Mutual potentiation of immune mechanisms triggered by cell surface and intracellular receptors. P. M. 

NGOU, The Sainsbury Laboratory, University of East Anglia, Norwich Research Park, U.K. 
046-P1	 Identification of a SPI-1 type III secretion system from the plant-growth-promoting bacterium Pseu-

domonas fluorescens strain 2P24. H. L. WEI, Institute of Agricultural Resources and Regional Planning, 
CAAS, China 

047-P1	 Biosynthesis, hormonal regulation and antifungal activities of flavan-3-ols in poplar trees against the 
biotrophic rust fungus Melampsora larici-populina. C. ULLAH, Max Planck Institute for Chemical 

	 Ecology, Germany 
048-P1	 Searching for host resistance: Studying early potato stem response to Dickeya inoculation via RNA-seq. 
	 Y. LIU, Cornell University, U.S.A. 
049-P1	 Suppression of bacterial biofilm formation contributes to PAMP-triggered immunity in the Arabidop-

sis-Pseudomonas syringae pv. tomato interaction. R. K. CAMERON, McMaster University, Canada 
050-P1	 The rice CYP78A gene BSR2 confers resistance to Rhizoctonia solani and affects seed size and growth 

speed in Arabidopsis and rice. M. MORI, NIAS, Japan 
051-P1	 Decipher regulation mechanism and evolutionary process of a pair of R proteins Pit-1 and Pit-2. Y. LI, 

Shanghai Center for Plant Stress Biology, Chinese Academy of Sciences, China 
052-P1	 Combinatorial biosynthesis of desmethyl-lasiodiplodin and its derivatives for new nematicide develop-

ment. Y. XU, Biotechnology Research Institute, Chinese Academy of Agricultural Sciences, China 
053-P1	 Broad-spectrum fungal protection in transgenic Arabidopsis by the overexpression of an acyl-CoA-bind-

ing protein. M. L. CHYE, School of Biological Sciences, University of Hong Kong, Hong Kong 
054-P1	 Regulation of fungal effector gene expression during infection through chromatin dynamics. M. 
	 KRAMER, Wageningen University, Netherlands 
055-P1	 Involvement of jasmonates signaling pathway in watermelon-Fusarium oxysporum f. sp. niveum 
	 interactions. P. F. L. CHANG, IDCSA Center and Department of Plant Pathology, National Chung Hsing 

University, Taiwan 

POSTERS
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056-P1	 The surfactin and fengycin played an important role in biological ability of Bacillus subtilis NCD-2 
against cotton damping-off. P. MA, Plant Protection Institute, Hebei Academy of Agricultural & Forestry 
Sciences, China 

057-P1	 Dual resistance of transgenic plants against Cymbidium mosaic virus and Odontoglossum ringspot virus. 
T. Y. CHEN, Academia Sinica, Taiwan 

058-P1	 Phylogenetic and phylogenomic approaches to decipher the evolution of the nitrogen fixing root nodule 
symbiosis. J. KELLER, LRSV UMR5546 CNRS/Université de Toulouse III, France 

059-P1	 The RNA-binding protein MOB7 is a novel negative regulator of plant immunity in Arabidopsis thaliana. 
J. GEORGE, The Sainsbury Laboratory, University of East Anglia, U.K.; Institute of Plant and Microbial 
Biology, University of Zürich, Switzerland 

060-P1	 A genome editing approach to establish de novo blast disease resistance in wheat. S. PODDAR, Depart-
ment of Molecular and Cell Biology, University of California, U.S.A.; Innovative Genomics Institute, Univer-
sity of California, U.S.A. 

061-P1	 Nicotiana benthamiana Argonaute10 plays a proviral role in Bamboo mosaic virus infection. Y. H. HSU, 
Graduate Institute of Biotechnology, National Chung Hsing University, Taiwan
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565-P2	 OsWRKY10 is involved in defense signaling of rice to Xanthomonas oryzae pv. oryzae. D. J. HWANG, 
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cates that it underlies Diuraphis noxia resistance in Dn7-mediated resistance in wheat. N. S. MKHIZE, 
University of Johannesburg, South Africa 

707-P2	 Genome-wide association mapping of susceptibility to the root-knot nematode Meloidogyne incognita 
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Food Research, New Zealand 

865-P2	 Distinct life histories impact dikaryotic genome evolution in the wheat stripe rust fungus Puccinia strii-
formis f. sp. tritici. B. SCHWESSINGER, Research School of Biology, The Australian National University, 
Australia 

867-P2       Identification and comparative analyses of NBS-LRR genes in multiple melon reference genomes. A. Y. 
SHIN, Korea Research Institute of Bioscience and Biotechnology, Korea, Republic of (South) 

868-P2      Characterization and pathogenicity of new morphospecies from apple bitter rot disease (Colletotrichum 
spp.) in Korea. M. M. OO, Department of Applied Biology, Chungnam National University, Korea, Republic 
of (South) 

869-P2	 Comparative analyses of compatible and incompatible host-pathogen interactions provide insight into 
host specialization of closely related pathogens. J. HAUEISEN, Environmental Genomics, Botanical Insti-
tute, University of Kiel, Germany; Max Planck Institute for Evolutionary Biology, Germany 

870-P2	 Pangenome analysis of the wheat pathogen Zymoseptoria tritici from the U.K. E. CURRAN, University 
College Dublin; School of Agriculture and Food Science, Ireland 

871-P2	 Dissecting the key effectors involved in Pseudomonas cherry canker. M. T. HULIN, NIAB EMR, U.K. 
872-P2	 Using population level diversity of the rice blast fungus Magnaporthe oryzae to identify new resistant 

varieties of rice for Sub-Saharan Africa. V. M. WERE, The Sainsbury Laboratory, University of East Anglia, 
Norwich Research Park, U.K. 

874-P2	 Targeted nanopore sequencing for real-time plant disease diagnostics and strain-level identification of 
fungal pathogens. G. V. RADHAKRISHNAN, John Innes Centre, U.K. 
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875-P2	 Investigating the genetic diversity of the fungal wheat pathogens Zymoseptoria tritici and Fusarium 
graminearum from field site isolates. P. PILO, UCD; School of Agriculture and Food Science, UCD Earth 
institute, Ireland 

876-P2	 Exploring NLR diversity in Oryza sativa. S. FAIRHEAD, The Sainsbury Laboratory, University of East 
Anglia, Norwich Research Park, U.K. 

877-P2	 Genetic analysis of immune responses in Brassica species. H. J. SCHOONBEEK, John Innes Centre, U.K. 
878-P2	 The dark matter of genomics: Mini-chromosomes as drivers of host adaptation in the blast fungus. T. 

LANGNER, The Sainsbury Laboratory, University of East Anglia, Norwich Research Park, U.K. 
879-P2	 The genetics of plant-plant cooperation in Arabidopsis thaliana. H. J. SUBRAHMANIAM, INRA, France 
881-P2	 Genomic diversity and insights into virulence of the Huanglongbing pathogen ‘Candidatus Liberibacter 

asiaticus.’ S. P. THAPA, University of California, U.S.A. 
882-P2	 Characterizing the growth and gene expression profile of Phytophthora agathidicida in (the soils of) alter-

nate land managements. P. PANDA, Scion, New Zealand Forest Research Institute Limited, New Zealand 
883-P2	 New Insights into mycoparasitism and microbial defence in oomycete-oomycete interactions revealed 

through comparative genomics and microbiome sequencing. L. J. GRENVILLE-BRIGGS, Swedish 
	 University of Agricultural Sciences, Sweden 
884-P2	 Genomics of Phytophthora forest pathogens provides fundamental knowledge for advancing disease 
	 management. R. L. MCDOUGAL, Scion (New Zealand Forest Research Institute, Ltd.), New Zealand 
885-P2	 TAL effector composition and characterization of Xanthomonas citri pv. mangiferaeindicae. M. R. 
	 DOMMEL, University of Florida, U.S.A. 
886-P2	 Effector profile analysis of the tomato and pepper pathogens Xanthomonas perforans and X. euvesicatoria. 

F. IRUEGAS-BOCARDO, Department of Plant Pathology, University of Florida, U.S.A. 
887-P2	 The evolution of Arabidopsis thaliana-associated Pseudomonas. H. ASHKENAZY, Max Planck Institute for 

Developmental Biology, Germany 
888-P2	 Genome-wide study identifies epistatic interactions between immune genes in Arabidopsis. W. ZHU, Max 

Planck Institute for Developmental Biology, Germany 
889-P2	 Molecular evolutionary characterizations of antagonistic Fusarium species identified from the soybean 

rhizosphere soil. L. KONG, Institute of Plant Protection, Chinese Academy of Agricultural Sciences, China 
890-P2	 Re-programming of Pseudomonas syringae pv. actinidiae gene expression during early stages of infection 

of kiwifruit. M. D. TEMPLETON, The New Zealand Institute for Plant and Food Research Ltd., New 
	 Zealand; University of Auckland, New Zealand; Bioprotection Centre for Research Excellence, New Zealand 
891-P2	 Molecular characterization of brown rot pathogen, Ralstonia solanacearum of Bangladesh. M. I. HOSSAIN, 

Department of Plant Pathology, Bangladesh Agricultural University, Bangladesh 
892-P2	 Metabarcoding diagnostics of Phytophthora species in environmental samples. L. PRITCHARD, The 

James Hutton Institute, U.K. 
893-P2	 Assessing the genetic diversity of Cercospora species associated with Cercospora leaf blight of soybean in 

North America. K. B. SWIFT, University of Arkansas, U.S.A. 
894-P2	 Co-infection shapes pathogen fitness in a genetically diverse population of Pseudomonas viridiflava iso-

lates from Arabidopsis. A. D. GLOSS, University of Chicago, U.S.A. 
1003-P2	 Re-shaping of effector repertoires in different pathotypes of Magnaporthe oryzae. K. T. KIM, Department 

of Agricultural Biotechnology, Seoul National University, Korea, Republic of (South) 
1023-P2	 Population genetics of Hyaloperonospora arabidopsidis (Hpa), a natural oomycete pathogen of 
	 Arabidopsis thaliana. F. PAUL, Max Planck Institute for Developmental Biology, Germany 
1024-P2	 Fungicide sensitivity for a diverse set of Fusarium species causing the FHB complex of wheat. M. 
	 JENNIFER, Syngenta Crop Protection AG, U.S.A. 

Symbiosis and Mutualism  
895-P2	 Gibberellin promotes fungal entry and colonization during Paris-type arbuscular mycorrhizal symbiosis 

in Eustoma grandiflorum. T. TOMINAGA, Tottori University, Japan 
896-P2	 The metabolic root of beneficial rhizobacteria-induced systemic resistance. I. A. STRINGLIS, Plant-Mi-

crobe Interactions, Department of Biology, Utrecht University, Netherlands 
897-P2	 Novel insights to arbuscular mycorrhizal pre-symbiotic signalling—A transcriptomic approach to 
	 characterize fungal-triggered responses in rice. W. SUMMERS, University of Cambridge, U.K. 
898-P2	 A broadly applicable and integrated biological strategy to induce ammonia excretion from symbiotic 

diazotrophs for plant fertilization. T. SCHNABEL, Stanford University, U.S.A. 
899-P2	 The origin of new gene families and the convergence of molecular interactions during a niche transition 

in ectomycorrhizal Amanita. Y. W. WANG, University of Wisconsin, Madison, U.S.A. 
900-P2	 Raman spectroscopy as a tool to study genotype-species dependence of tomato-Trichoderma interaction 

effects on seed germination. D. PANKOVIC, Educons University, Serbia 
901-P2	 Adaptations and evolution of a heritable leaf nodule symbiosis between Dioscorea sansibarensis and 
	 Orrella dioscoreae. A. CARLIER, Ghent University, Belgium 
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902-P2	 A legume actin depolymerization factor is required for rhizobia infection and nodule organogenesis. C. 
QUINTO, Departamento de Biología Molecular de Plantas, Instituto de Biotecnología, UNAM, Mexico 

903-P2	 Transcriptome analysis of the antagonistic effect of NADPH oxidase gene RbohB in the common bean af-
ter rhizobial and arbuscular mycorrhizal inoculation. C. FONSECA, Departamento de Biología Molecular 
de Plantas, Instituto de Biotecnología, UNAM, Mexico 

904-P2	 Fusarium oxysporum endophytes and pathogens featuring as Dr. Jekyll and Mr. Hyde. M. E. CONSTAN-
TIN, University of Amsterdam, Netherlands 

905-P2	 Genetic tools in Frankia: Yes we can, from complementation to site-specific mutagenesis. C. PESCE, 
	 University of New Hampshire, U.S.A. 
906-P2	 Symbiosis-induced rice phosphate transporter PT13 mediates cellular phosphate efflux. S. Y. YANG, 
	 National Taiwan University, Institute of Plant Biology, Taiwan 
907-P2	 Characterization of North American strains of the fungal endophyte PRB110. S. DÍAZ GONZÁLEZ, Plant 

Response Biotech, S.L./Universidad Politécnica de Madrid, Spain 
908-P2	 Modulation of quorum sensing as an adaptation to nodule cell infection during experimental evolution of 

legume symbionts. M. TANG, LIPM, Université de Toulouse, INRA, CNRS, France 
909-P2	 Reexamining the phenomenon of chemotaxis to host exuded flavonoids in S. meliloti. K. K. COMPTON 

III, Virginia Tech, U.S.A. 
910-P2	 The genomic bases for cheating among wild populations of nodule-associated Bradyrhizobium. A. J. 

WEISBERG, Oregon State University, U.S.A. 
911-P2       Comparative genomic analysis reveals the convergent evolution of lichen-forming fungi. H. SONG, 
	 Interdisciplinary Program in Agricultural Genomics, Seoul National University, Korea, Republic of (South) 
912-P2	 Physiological and molecular mechanisms of enhanced rice root development inoculated with Burkholde-

ria vietnamiensis. R. SHINJO, Nagoya University, Japan 
913-P2	 Fungal endophytes mediate plant drought tolerance through alteration of host metabolism, enzymatic 

activities and gene expression. K. M. G. DASTOGEER, Bangladesh Agricultural University, Bangladesh; 
Murdoch University, Australia 

914-P2	 A comparative transcriptome analysis reveals rhizobial infection-related pathways dependent on ERN 
AP2/ERF transcription factors. J. FOURNIER, Laboratory of Plant Microbe Interactions (LIPM), INRA, 
CNRS, University of Toulouse, France 

915-P2	 How does the addition of isoflavones into the culture medium during bradyrhizobia growth impacts 
soybean-bradyrhizobia symbiosis? M. A. MOREL REVETRIA, IIBCE, Uruguay 

916-P2	 Impact of Arabidopsis micronutrient status and root-associated bacterial communities on accommoda-
tion of host-beneficial fungal endophytes. A. S. PIRO, Max Planck Institute for Plant Breeding Research, 
Germany 

917-P2	 A novel DNA-binding transcriptional regulator participates in the activation of RAM1 during arbuscule 
development. M. PARIES, Technical University of Munich (TUM)–Plant Genetics, Germany; Ludwig-Max-
imilians-University (LMU), Munich, Germany 

918-P2	 noeM, a novel nodulation gene involved in symbiosis with Mimosa pudica. B. DAUBECH, INRA-LIPM, 
France 

919-P2	 Small regulatory RNAs and epigenetic control of arbuscular mycorrhizal symbiosis. A. DALLAIRE, The 
Gurdon Institute, University of Cambridge, U.K. 

920-P2	 Relationships between arbuscular mycorrhizal fungi association, low phosphate tolerance and root 
	 architecture in strawberry. H. M. COCKERTON, NIAB EMR, U.K. 
921-P2	 Thinking outside the plant: TAL effector-like proteins in a bacterial-fungal symbiosis. M. E. CARTER, 

Cornell University, U.S.A. 
922-P2	 Rice plants expressing the Rhizophagus irregularis RiPEIP1 gene show enhanced growth and increased 

level of mycorrhizal colonization. C. VOTTA, University of Torino, Italy 
923-P2	 Enhancement of ginsenoside production in ginseng by the treatment of formulated endophyte isolated 

from mountain-cultivated ginseng (Panax ginseng Meyer). H. BAE, Yeungnam University, Korea, Republic 
of (South) 

924-P2	 Characterization of a cis-regulatory region in NIN promoter required for infection thread formation in 
Lotus japonicus. A. AKAMATSU, Kwansei Gakuin University, Japan 

925-P2	 Deciphering the cellular and molecular bases of rhizobial pre-infection reprograming in Medicago 
truncatula. F. DE CARVALHO-NIEBEL, Laboratory of Plant Microbe Interactions (LIPM), INRA, CNRS, 
University of Toulouse, France 

926-P2	 A mutation in the E3-ubiquitin ligase PUB1 alters Nod factor structure recognition by Medicago truncat-
ula. M. D. MBENGUE, Laboratoire des Interactions Plantes Microorganismes, INRA-CNRS, France 

927-P2	 Optimising growth promotion and induced resistance in cucumber exposed to gaseous bacterial volatiles 
in a miniature greenhouse system. M. RIU, KRIBB, Korea, Republic of (South); Chungnam National Uni-
versity, Korea, Republic of (South) 

928-P2	 Evolution of a recently emerged heritable plant symbiont. B. DANNEELS, University of Ghent, Belgium 
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929-P2	 Influence of the mutual symbiotic fungi Epichloë spp. on the grass host phyllosphere microbial communi-
ty. Y. BECKER, Julius Kühn-Institut, Institute for Epidemiology and Pathogen Diagnostics, Germany 

931-P	 Stereoisomers of the bacterial volatile compound 2,3-butanediol differently elicit systemic defense re-
sponses of pepper against multiple viruses in the field. C. M. RYU, University of Science and Technology, 
Korea, Republic of (South); KRIBB, Korea, Republic of (South) 

932-P2	 Periarbuscular membrane signalling in plant host promoting arbuscular mycorrhizal fungal fitness. H. 
MONTERO, University of Cambridge, U.K. 

933-P2	 Detection and analysis of bidirectional cross-kingdom communication in a plant-endosymbiont system. 
E. SECIC, Institute of Phytopathology, Justus-Liebig-Universität, Germany 

934-P2	 Identifying the genetic determinants of barley colonisation by the growth-promoting biocontrol agent 
Pseudomonas fluorescens. A. PACHECO-MORENO, John Innes Centre, Norwich Research Park, U.K.; 
University of East Anglia, U.K. 

936-P2	 Recognition of chito-octamers and lipochito-oligosaccharides activate symbiosis signaling in plants. J. 
SUN, The Sainsbury Laboratory, Cambridge University, U.K. 

937-P2	 Immune-suppressing pattern recognition receptors mediate host-driven recruitment of microbes. W. 
MUCHERO, Oak Ridge National Laboratory, U.S.A. 

938-P2	 Transcriptomic comparison of Medicago truncatula during symbiosis. T. LEE, The Sainsbury Laboratory, 
Cambridge University, U.K. 

939-P2	 Use of blumenols as reliable shoot markers of arbuscular mycorrhizal colonisation in rice. E. K. SER-
VANTE, University of Cambridge, U.K. 

940-P2	 Genotype-species dependence of tomato-Trichoderma interaction effects on plant sprouting and growth. 
I. VUKELIC, Educons University, Serbia 

941-P2	 Comparative analysis of Medicago truncatula mutants deficient in NCR peptides essential for symbiotic 
nitrogen fixation. P. KALO, Biological Research Center, Hungary 

942-P2	 Transcriptional profiling of arbuscular mycorrhiza symbiosis in the liverwort Marchantia paleacea. M. 
SGROI, University of Cambridge, U.K. 

943-P2	 Spatiotemporal dynamics of nutrient exchange at the arbuscule. J. MCGALEY, University of Cambridge, U.K. 
944-P2	 Nodule inception recruits the lateral root developmental program for symbiotic nodule organogenesis. K. 

SCHIESSL, SLCU, U.K. 
945-P2       Unraveling root-type specific phosphate uptake in rice plants under arbuscular mycorrhizal conditions. 

D. ALBINSKY, University of Cambridge, U.K. 
946-P2	 Zaxinone, a natural apocarotenoid, is involved in the establishment of the arbuscular mycorrhizal symbi-

osis. V. FIORILLI, University of Torino, Italy 
947-P2	 NSP1 and NSP2 regulate a large group of genes associated with strigolactone biosynthesis of a symbiotic 

state. X. LI, The Sainsbury Laboratory, University of Cambridge, U.K. 
948-P2	 Processing of nodule inception is essential for legume-rhizobial symbiosis. J. FENG, The Sainsbury Labo-

ratory, University of Cambridge, U.K. 
949-P2	 The impacts of Delftia sp. JD2 in the symbiosis among bradyrhizobia and soybean. M. A. MOREL REVE-

TRIA, IIBCE, Uruguay 
950-P2	 Multi-level control of Pseudomonas fluorescens rhizosphere adaptation. J. G. MALONE, John Innes Cen-

tre, Norwich Research Park, U.K.; University of East Anglia, U.K. 
951-P2	 Reprogramming of GIPC glycosylation by GINT1 is critical for the persistence of perimicrobial mem-

branes in Medicago truncatula. W. MOORE, Joint BioEnergy Institute, U.S.A. 
952-P2	 Characterization of nitrogen uptake and transfer in plant-arbuscular mycorrhizae symbioses. S. L. 

ROWE, Michigan State University, U.S.A. 
953-P2	 Is auxin signaling part of the RAM1-regulated arbuscocyte developmental program? F. DU, Plant 
	 Genetics, TUM School of Life Sciences Weihenstephan, Freising, Germany 
954-P2	 Phosphoproteomics reveals the downstream phosphorylation signaling targets of the lectin receptor-like 

kinase PtLecRLK1 involved in plant/mycorrhizal symbiosis. R. L. HETTICH, Oak Ridge National Labora-
tory, U.S.A. 

955-P2	 Bradyrhizobium sp. LVM 105 forms nitrogen-fixing nodules with Glycine soja, but is impaired in its abili-
ty to form nodules with agronomically improved soybean cultivars. H. B. KRISHNAN, USDA ARS, U.S.A. 

956-P2 	 Genetic and molecular mechanisms underlying symbiosis specificity in legumes. H. ZHU, University of 
Kentucky, U.S.A. 

957-P2	 Rapid phosphorylation of soybean RIN4 upon rhizobial treatment. K. TOTH, University of Missouri, 
U.S.A. 

958-P2	 Role of metabolic genes during the infection process in Rhizobium–legume symbiosis. R. LEDERMANN, 
University of Oxford, U.K. 

959-P2	 Activation of the general stress response by stress-specific sensor histidine kinases is crucial for host 
infection by Bradyrhizobium diazoefficiens. J. WÜLSER, ETH Zurich, Switzerland 

960-P2	 The role of lipid signaling in the recruitment and activation of the Nox complex in the fungal endophyte 
Epichloë festucae. B. D. SCOTT, Massey University, New Zealand 
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Systems Biology and Modelling Plant-Microbe Interactions  
961-P2	 Improved network biology approach discovers high-confidence candidate host targets of pathogen TAL 

effector target genes in bacterial leaf streak of rice. B. MISHRA, University of Alabama at Birmingham, 
U.S.A. 

962-P2	 Long-lasting priming by β-aminobutyric acid is marked by de novo DNA hypomethylation. M. R. 
	 ROBERTS, Lancaster University, U.K. 
963-P2	 Dual dissection of the molecular dialogue driving the bread wheat—Fusarium graminearum interaction 

reveals the co-regulation of candidate susceptibility factors and fungal effectors. L. BONHOMME, UMR 
GDEC INRA/UCA, France 

965-P2	 Multiple regulatory hubs are involved in the RKS1-dependent gene network controlling quantitative 
disease resistance against Xanthomonas campestris. F. DELPLACE, LIPM, INRA, CNRS, Université de 
Toulouse, France 

966-P2	 Modeling effector-host interactions in the context of the barley protein interactome. V. VELASQUEZ- 
ZAPATA, Iowa State University, U.S.A. 

968-P2	 The transcriptional landscape of plant pattern-triggered immunity. M. BJORNSON, Institute of Plant and 
Microbial Biology and Zürich-Basel Plant Science Center, UZH, Switzerland; The Sainsbury Laboratory, 
University of East Anglia, Norwich Research Park, U.K. 

969-P2	 Spatiotemporal analysis of potato hypersensitive response-conferred resistance to Potato virus Y: RBOHD 
is required for successful virus arrest. K. GRUDEN, National Institute of Biology, Slovenia 

970-P2	 Molecular cloning and characterization of Capsicum spp. NBS-LRR gene related to anthracnose resis-
tance. S. PARK, National Institute of Agricultural Sciences, Korea, Republic of (South) 

971-P2	 Metabolic niches in the rhizosphere microbiome investigated using exometabolomics. R. P. JACOBY, 
University of Cologne, Botanical Institute and CEPLAS, Germany 

972-P2	 Identification of new plant virus 3´-cap-independent translational enhancers. V. TRUNIGER, CEBAS-CSIC, 
Spain 

973-P2	 Exploring the landscape of existing motifs in networks of Arabidopsis thaliana and Solanum tuberosum 
under biotic stress. Ž. RAMŠAK, National Institute of Biology, Slovenia 

974-P2	 Metabolomics of triggered defences in the Sorghum bicolor–Burkholderia andropogonis Interaction. I. A. 
DUBERY, University of Johannesburg, South Africa 

975-P2	 Enhanced late blight resistance of potato shown by siRNA mediated control of pathogen gene expression 
in greenhouse and field trials. D. J. STAHL, KWS SAAT SE, Germany 

976-P2	 EvoMPMI: Genetic signatures for phenylpropanoid biosynthesis in streptophyte algae. J. DE VRIES, 
	 Dalhousie University, Canada; Technische Universität Braunschweig, Germany 
977-P2      Elucidating the transcriptional networks underlying the salicylic acid response in Arabidopsis. 
	 R. HICKMAN, Plant-Microbe Interactions, Department of Biology, Utrecht University, Netherlands 
978-P2	 Capsid dynamics of tripartite brome mosaic virus assembled independently in vivo. A. RAO, University of 

California, U.S.A. 
979-P2      A genetic screen for important elements in bacterial pathogenesis. J. WU, Institute of Plant Physiology and 

Ecology, Chinese Academy of Sciences, China 
980-P2	 The effector-triggered immunity landscape of a host-pathogen interaction and its implications for 

broad-spectrum disease resistance. B. LAFLAMME, University of Toronto, Canada 
981-P2	 Elucidating defense networks in potato toward Alternaria solani and Phytophthora infestans. C. MILLION, 

Swedish University of Agricultural Sciences (SLU), Sweden 
982-P2	 High resolution transcriptomics reveals the significance of cell identity in directing cell type-specific 

immunity networks. P. SCHÄFER, University of Warwick, U.K. 
983-P2	 Systems biology approaches to understanding a plant’s adaptation to and regulation of the phytobiome. 
	 D. JACOBSON, Oak Ridge National Laboratory, U.S.A. 
984-P2	 Using X-ray computed tomography to phenotype the fungal pathogen Zymoseptoria tritici. C. LAWLESS, 

University College Dublin (UCD); School of Agriculture and Food Science, UCD Earth institute, Ireland 
985-P2	 Phytohormone network-mapping reveals a function for TOPLESS in salicylic acid-mediated defense 

signaling. P. A. RODRIGUEZ, Helmholtz Zentrum München, Germany 
986-P2	 Temporal regulation of maize genes expression during sugarcane mosaic virus infection. T. ZHOU, 
	 Department of Plant Pathology, China Agricultural University, China 
987-P2	 Transcriptomic analysis unveils gene networks associated with the Fusarium head blight resistance 
	 transferred from Triticum turgidum ssp. carthlicum into durum wheat. E. SARI, Aquatic and Crop 
	 Resource Development, National Research Council Canada, Canada 
988-P2	 Quantitative disease resistance to Phytophthora sojae and species of Pythium: It’s complicated. 
	 A. DORRANCE, The Ohio State University, U.S.A. 
1006-P2	 Symbiotic relationship between tomato and Pseudomonas in phytoremediation. Z. VERSHININA, IBG 

UFRC RAS, Russian Federation 
1008-P2	 Implementing robust genetic transformation and genome engineering methods for plant growth 
	 promoting Bacillus spp. wild isolates. P. D. CUEVAS, Chr. Hansen A/S, Denmark
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