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General Information

Meeting Registration

Thursday: 3:00 PM to 9:30 PM: Depot Registration Office
Friday: 7:00 AM to 12:30 PM: Depot Registration Office
Meals

Allmeals will be served in the Midway, with physical distancing at the dining tables. Attendees havethe option of
taking theirmeals to go; serving hours as listed in the Program. Coffee, tea, and soft drinks are available at no charge
during the beveragebreaks.

Talks and Posters
All Talks will be presented in the Grand Ballroom.

Posters will be presented in the Midway, adjacent to where the meals willbe held. Posters should be hung Thursday
starting at 3 PM and stay up until Sunday moring, but mustbe removedby 9 AM on Sunday. During poster sessions,
presenters of odd number posters are asked to stand by their posters 1:30-3:00 PM on Friday and 3:15-5:00 PM on
Saturday. Presenters ofeven numbered posters should stand by their posters 3:00-4:30 PM on Friday and 1:30-3:15 PM
on Saturday.

The maize meeting is a forum for presentation and discussion ofunpublished material. Photographing or recording of
talks and posters is not allowed.

COVID Safety Protocols

We have worked with the Union Station Hotel to ensure thesafety ofallin-person attendees. Things youcan expect to
see are increased spacing between chairs in meal and meeting areas.

Allin-personattendees have attested that they are fully vaccinated per CDC guidelines. Allmeeting and event space
has been set toallow for physical distancingand masks are required whennoteating,

Masks are requiredat all times during the meeting when in common spaces with the following exceptions: masks may
beremoved while eating or drinking, but we ask that you try to maintain distance fromthe next person; speakers will be
allowed to remove their masks duringtheirpodiumpresentations. All presentation materials and A'Vequipmentwill be
sanitized between speakers to limit the spread of disease.

Recommendation: Allattendees should wear the mostprotectivemask possible suchas N95, KN95, or at a minimum
surgical masks, while at the MGM to limit the spread of disease.

You shouldnot attend the in-person meeting sessions (evenifyou have already arrived at the meeting) if: you are
currently or within the past 10 days experiencing symptoms of COVID-19 that cannot be attributed to known
conditions; havebeenexposedto a confirmed or suspected case of COVID-19 within the past 10days; have tested
positive for COVID-19 and have not been cleared as non-contagious. We are unable to offer refunds, but you willbe
able to attend the virtual componentofthe meeting with your previously purchased in -person meeting registration. If
you knowingly attend the meeting and have experienced any ofthe above, you will forfeit your membership to the
Maize Genetics Cooperationand be expelled fromthe meeting with no refunds.

Recommendation: Before boarding your flight or getting in your carto come to the M GM, take a COVID-19 test to
ensure that youare not infected. If possible, this should be a PCR-based test, butrapid tests are also acceptable. Bring
one ormore COVID-19 rapid tests with youto the MGM and test yourselfupon arrival and throughout the meeting.

If you develop COVID-19 symptoms at the Maize Meeting, please stay in your hotelroom, follow CDC guidance and if
you need assistance, please contactthe hotel front desk or contact Tricia Simmons at 720-250-7033.
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Hospitality

Afterthe evening sessions on Thursday and Friday there will be informal socializing and poster gazing in the Midway,
with refreshments and games provided from9 PM - 11 PM and a cash baruntil 1 AM. On Saturday evening there will
be informal socializing in the Midway, with refreshments from9 PM - Midnight, trivia from 10 PM - 11 PM, and a cash
bar from midnight -2 AM.

Virtual Maize Genetics Meeting platform

Our 2022 virtual meeting is being hosted on the SwapCard platform. Each meeting registrant will receive a personalized
invitation email sent by SwapCard (noreply@swapcard.com)on Monday, April4, 2022. If you do not receive the email
by close ofbusiness on April4th, please check your junk/spamfolder. If you stillhaven’t receivedit, oryou are having
issues with accessing the site, please go to https://app.swapcard.com/login and enter the email address thatyouused
when registering for the Maize Genetics Meeting. This will generatea sign-in email.

If you have issues upon entering the meeting site on Swapcard, please access the Support ZoomRoomon Wednesday,
April 6th, during either ofthe two conference blocks thatday. If you are still experiencing issues, please email
virtual@conferencedirect.com.

Steering Committee
Please share your suggestions and comments about the meeting with the 2022 Steering Committee

Erin Sparks, Chair........ccccceeeviveeennnenn. (esparks@udel.edu) Ex officio:
Matthew Hufford, co-Chair.................. (mhufford@iastate.edu) Carson Andorf- MaizeGDB
Marna Yandeau-Nelson.........ccccceeeennns (myn@iastate.edu) David Braun - Treasurer
Madelaine Bartlett...........ccccoevieneeen.n. (mbartlett@umass.edu) Darwin Campbell — Planning/ Audio Visual
JOC GAGE ..vvveeeeieieee e (jlg374@cornell.edu) Marty Sachs - Local Host
Mei GUO...eenvviieiiiiee et (guomei@kenfeng.com) John Portwood - Logistics Coordinator
Frank Hochholdinger ............ccccooeniies (hochhold@uni-bonn.de)
ToddJones ......cceeeevuiiiiniiieiniieeeen, (todd.j.jones@corteva.com) Meetingplanning:
Ruben Rellan-Alvarez........ccceevveeeennnes (rrellan@ncsu.edu) Tricia Simmons — Conference Direct
Samantha Snodgrass ...........cccvvveeeeeennnne (snodgras@iastate.edu)
Maud Tenaillon..........cceeevvvveeeeeennnnnns (maud.tenaillon@inra.fr)
Petra Wolters .......coovvvveieeeeeniiiiieeeenn, (petra.wolters@corteva.com)
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From the Maize Genetics Cooperation Board of Directors
Maize Genetics Awards:
The 2022 MGC Cooperator Awardees

} | Candice Gardner, NCRPIS, USDA-ARS
Mary Schaeffer, MaizeGDB, USDA-ARS

The 2022 MGC Leadership Awardee

Thelma Madzima, University of Washington-Bothell

‘ The 2022 M. Rhoades Early Career Awardee

g ‘ Madelaine Bartlett, U Mass, Amherst
i

The 2022 L. Stadler Mid-Career Awardee

Jianbing Yan, Huazhong Agricultural University

The 2022 R. Emerson Lifetime Awardees

" | Sarah Hake,USDA ARS and U C Berkeley
// '\ Major Goodman, North Carolina State University
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The Barbara McClintock Prize for Plant Genetics and Genome Studies

This award has been created to memorialize the unequalled contributions of Dr.
McClintock through providing recognition to the most outstanding plant geneticists of
the present era. In memory of the many contributions of Dr. McClintock, this Prize will
be awarded each year to one or more of the most creative minds and productive scientists
in the study of plant genome structure, function and evolution, including the analysis of
gene regulation and epigenetics.

The 2022 Barbara McClintock Prize for Plant Genetics and Genome
Studies has been awarded to Dr. Robin Buell who will present a
McClintock Prize Address on Friday, April 2, 8:10pm CDT (See Page 22).

(See https://maizegdb.org/mgc/awards/ for details about each award)

NSF-funded Research Coordination Network for maize genetics:

The National Science Foundation is supporting a 5-year Research Coordination Network project titled
“Broadening and Energizing the Maize Research Community”. The project began in January, 2018, and is
coordinated by the Maize Genetics Advocacy Committee. The grant funds activities at the Maize Genetics
Meeting including the MaGNET program and travel awards to increase disciplinary breadth and
underrepresented participation. In addition, the funding allows the Maize Genetics Meeting to systematically
enrich the program during the term of the grant. Mid-year conferences are planned yearly to focus on
specific topics that are important to the community. The first mid-year conference was held in Madison, W1
in September 2018 and included an overall visioning session as well as focus on Functional Genomics Tools
and Resources. The second mid-year conference was held in Madison, WI in September 2019 and focused
on Data Collection and Curation, Databases, and Genome Annotation. The third mid-year virtual conference
was held in October 2020 and focused on public-private partnerships and career development. The fourth
mid-year virtual conference was held in January 2022 and focused on strategies for a healthy and inclusive
research community. White papers summarizing conclusions of the mid-year conferences are available on
MaizeGDB (https://www.maizegdb.org/megc/advocacy/docs.php). Teams have been assembled within the
RCN to focus on: Functional Genomics Tools and Resources; Informatics Tools, Resources, and Services;
Training and Student Recruitment; Developing Country Interface and Community Breadth; Industry
Interface; and diversity, equity, and inclusion within the maize community. We appreciate the support from
the National Science Foundation for this initiative and are excited about the potential for the grant to
substantially advance and transform our community.
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Introducing the MGC Membership Committee:

The Membership Committee was established in 2021. The Membership Committee is
responsible for recruitment, retention, enrollment, and engagement of Maize Genetics
Cooperation. Inc. (MGC) members and maintenance of a secure membership database.
The Membership Committee was formed within the MGC and works with the Board of Directors to
contribute to annual budget development as it relates to membership dues rates, and to implement contracts
and legal obligations related to management of the membership database. The activities assumed by the
Membership Committee include:

1. Membership signup and membership database maintenance. Maintain the membership website,
secure membership database, and secure transaction service.

2. Membership expansion. Recommend and implement programs for increasing the membership base,
especially among groups historically underrepresented among MGC members.

3. Membership benefits. Identify the needs of members and recommend the development of services to
meet those needs. Make prospective and current members aware of the resources, services, and
membership benefits.

4. Membership engagement. Recommend and implement ways to acknowledge members and to
encourage participation in MGC activities.

More information about the Membership Committee can be found at the Membership Committee website
(https://www.maizegdb.org/mgc/membership/) and imnformation on becoming a member can be found at the
MGC Members website (https://mgcmembership.org). If you are interested in learning more about the
Membership Committee or becoming a member of the Membership Committee, please contact Dr. Wojtek
Pawlowski (wp45@cornell.edu) or Dr. Candice Hirsch (cnhirsch@umn.edu).

The MaGNET Program and 2022 Awards

MaGNET (Maize Genetics Network Enhancement via Travel) is a program that seeks to recruit and
retain scientists from diverse backgrounds into the maize research community by encouraging their
attendance at the Annual Maize Genetics Meeting (MGM). As such, it provides a source of support to help
students and early career scientists from under-represented groups learn about maize genetics and connect
with scientists already in the community. Awardees are not required to have previous maize genetics
research experience, but will hopefully develop an appreciation of the current excitement in the field, and
become an integral part of the community in the future. The program also provides an opportunity for
awardees to explore potential collaborations and develop career contacts, and to meet with plenary speakers.

Each MaGNET Award helps defray the cost of attending the Maize Genetics Meeting, including registration,
and for in person-meetings- food, lodging and airfare. In addition, each awardee is paired with an
experienced ‘Maize Mentor’, who will help the awardee navigate the conference. Awardees are identifiable
by a special notation on their name tags, and many of them are attending the MGM for the first time — please
congratulate these scientists and welcome them to our famously hospitable conference!

All applicants must show strong potential for a career in the biological sciences, be either citizens or
permanent residents of the USA; or employed at a US-based institution, and belong to a group traditionally
underrepresented in science. To help provide a more integrative and effective experience at the conference
for student awardees, faculty mentors who accompany one or more eligible student applicants are also
eligible to apply for a MaGNET award.

viil



2022 MaGNET Awardees

Undergraduate

Anadaisy Aguirre, University of Florida.............cciiiiiiiiiiiiniii, Poster #90
Huda Ansaf, University of Missouri

Lea Barros, Hamilton UniVeTSity ............uuveeiiiineriiiieeeiiieeeiieeeeiie e e eeeeenen Poster #169
Danielle Davis, University 0f MISSOUTL ......vuuuiivniiineriineriineiiinerinneriinerinaarinnns Poster #38
Luis Garcia-Lamas, Oregon State University ...........coeevvereiinieiineiineriieeiinennens. Poster #68
Leslie Harris, Oregon State UnivVersity ............oveieiueeeiiiineeiineeeeiiieeeeiiee e, Poster #183
Medelyn Hernandez, University of Washington Bothell ..................ccccccccooiiiiis Poster #3
Sarah Joe, University of Florida

Postbac

Shannon Schrope, Michigan State University............cooevvveiineiiineiiineiieecien, Poster #128
Graduate Student

Olufunke Ayegbidun, Southern I1linois University ..........c.ccvveevveeevieneinnneinnennnnn. Poster #25
Eric Butoto, North Carolina State University...............ueeereiireeriinneriiineereinnneenns Talk #24
Martin Costa, University of WiSCONSIN ......c.uueiivniiiineriieriieeineeiieeriieerinnerinnnns Poster #55
Juan Gonzalez, University of Florida ..............oooiiiiiiiiiiiiiiiee e Poster #13
Gabriela Madrid, University of Florida...............coooiiiiiiiiiiiiiiiiiiiccees Poster #122
Stephanie Martinez, University of California Riverside................cccoveeriinnnnnnn. Poster #180
Nadia Mourad-Silva, University of Florida ............c.cccoevviiiiiiniiniinene, Poster #89
Christopher Mujjabi, University of TIiNOis ..............ceeveiiieriiiiieeiiiieeeiieeeeeiennn, Poster #19
Ann Murithi, lowa State UniverSity ..........oeceveiiiniiiiieiiieiiine e e eieeeias Talk #26
JessiNoel, Florida A&M UNIVETSILY .....uueiireneeiiiieeeiiieeeeeie e e e e e e Poster #15

Xue Pan, University of Arizona
Jada Smith, University of Missouri

Postdoc

Dayane Cristina Lima, University of Wisconsin
Maria-Angelica Sanclemente, Utrecht University.........ccccooeeeuieiiiiiiniiiiinenennnn... Poster #124

Mentor Accompanying Student

Ramesh Katam, Florida A&M University ...........cceceveriineiiineriieiieeeieerineannnns Poster #136
Thelma Madzima, University of Washington
Nataliec Nannas, Hamilton University ...........cccecevvereeiiiinneiiinneriiiineeriiineeeeiieeeens Poster #215

The MaGNET program of the Maize Genetics Meeting is supported by grant [OS-1748978 from the
National Science Foundation.



Primarily Undergraduate Institutions and Disciplinary Breadth

Awards

Primarily Undergraduate Institutions (PUI) and Disciplinary Breadth (DB) are two financial aid
programs that seek to recruit and retain scientists from PUIs and plant-related disciplines into the maize
research community by encouraging their attendance at the Annual Maize Genetics Meeting (MGM). The
PUI program seeks to welcome students and faculty from Primarily Undergraduate Institutions into the
maize community, by encouraging their attendance at the MGM. The Disciplinary Breadth (DB) program
seeks to recruit and retain scientists (advanced graduate students, post-docs, and early-career faculty) from
plant-related disciplines into the maize research community. The DB program has recently been expanded to
support attendance at the meeting for graduate students and postdocs from historically underrepresented
groups, regardless of discipline. Both programs provide an opportunity for researchers from diverse
disciplines that have potential to enrich the maize community to learn about maize genetics by connecting
with scientists in the maize genetics community, exploring potential collaborations, and developing career
contacts.

Each award helps defray the cost of attending the Maize Genetics Meeting, including registration, and for in
person-meetings- food, lodging and airfare. Awardees are identifiable by a special notation in their badges,
and many of them are attending the MGM for the first time — please congratulate these scientists and
welcome them to our famously hospitable conference!

All applicants must show strong potential for a career in the biological sciences, and be either citizens or
permanent residents of the USA; or employed at a US-based institution. To help provide a more integrative
and effective experience at the Meeting for student awardees, faculty who accompany one or more eligible
student applicants are also eligible to apply for a PUI or DB award.

2022 PUI Awardees

Student

Shelby McVey, Hamilton University..........cooeuueuiirrieeiiiiiiiieeeiiiiiiiee e Poster #169

Faculty

Irina Makarevitch, Hamline University...........cceeivvureriiiineeiiineeiiiieneeiiieeeeeeiennn, Poster #2

Allison Phillips, Wisconsin Lutheran College..............ccooevvviiiiiiiiiniiiieiieeiines Poster #147
2022 DB Awardees

Student

Heather Chamberlain, lowa State University

Leila Fattel, lowa State University.........oeeveveeeereiinneriiineeeiineeeeiieeererineeeernenanns Poster #123

Igor Ferreira Coelho, University of Florida .............ccooevveiiiiiiiiiiniiniinecieee, Poster #18

Lauren Jenkins, University of MiSSOUIT.........ceevvvinieiiiiieeeiiiineeiieeeeiiieeeeiieees Poster #117

Matthew Szarzanowicz, UC Berkeley

Colleen Yanarella, Towa State University ...........ccoeevvereireneiinneiineriinerineerenennens Poster #56

Postdoc

Anuradha Singh, Michigan State University............oveviureiiineiiinerinieiieeiinneeinnnns Poster #22

Brian St. Aubin, Michigan State University...........c.oeeeuueeriiinneeriineeriiineeeeiieaens Poster #192

The PUI and DB programs of the Maize Genetics Meeting are supported by grant I0S-1748978 from the
National Science Foundation.



Broadening International Participation Awards

The 2022 Broadening International Participation Award program seeks to promote international attendance
at the virtual meeting of researchers from countries that are historically under-represented at the Maize
Meeting. This 2022 award program seeks to enrich the maize community and broaden the opportunities to
learn about maize genetics by connecting with scientists in the maize genetics community, exploring
potential collaborations, and developing career contacts. BIP awardees receive waived registration to the
virtual meetings platform.

Faculty
Zahoor Ahmed Dar, India

Research Scientists

Sneha Adhikari, India

Mohammad Ismail, Egypt

Anjali Joshi, Arid Forest Research Institute, India
Mpeguzi Masunga Hinile

Allen Oppong, Ghana

Graduate Students

Showkath Babu BM, India

Isabela Figueiredo de Oliveira, UFSJ - Universidade Federal de Sdo Joao del Rei
Raquel Gomes de Oliveira, Brazil

Irene Ibiwari Ikiriko, University of Port Harcourt Nigeria

Mariana Lourenco Campolino, UFSJ, Brazil

K Thanduanlung, India
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...A Reminder from the MaizeGDB team

G
FAIR Data Management mOIZGGDB

MATZE GEMETICS AMD GEMOMICS DATABASE

MaizeGDB integrates large amounts of published data so our community can find and use it easily. Your
efforts to make your data Findable, Accessible, Interoperable and Reusable (FAIR; go-fair.org) allow
MaizeGDB and others to integrate even more data. Here are basic guidelines for FAIR DATA management
for you to apply to data you have generated, and to data in papers and grants that you review.

An example of an outstanding FAIR data paper is:

Savadel SD, Hartwig T, Turpin ZM, Vera DL, Lung PY, Sui X, Blank M, Frommer WB,
Dennis JH, Zhang J, Bass HW. The native cistrome and sequence motif families of
the maize ear. PLoS Genet. 2021 Aug 12;17(8):¢1009689. doi:
10.1371/journal.pgen.1009689. PMID: 34383745; PMCID: PMC8360572.

Note the Supporting Information has even BED and bigwig files! These were easy to
directly incorporate into the MaizeGDB Genome Browser. We encourage authors to
take this much care with their data- to help consolidate information we have on each
gene, each protein, each genome, etc.!

Put your Data in the right Database. For example, DNA/RNA/Protein Sequences, genome assemblies
and annotations should go to the long term repositories like NCBI. Report the accession numbers in your
paper. All maize SNPs should be submitted to EVA at EBI. (https://www.ebi.ac.uk/eva/?Submit-Data).
See more repositories at maizegdb.org/FAlRpractices and journal websites

Publish the data with the paper. If your journal article refers to big data NOT published with your
article, please make sure to obtain, from the data repository where you put your data, a persistent
identifier like a DOI number, and add that to your article. You can publish datasets alone in journals like
https://www.micropublication.org, just make sure to link data with the paper describing it. When
reviewing papers, please ensure reported data is actually present and FAIR.

Use established unique identifiers for genes, gene models, genomes, etc. Don’t rename genes that
already have names. For gene names, please look up your gene name symbol at MaizeGDB. If reporting
on a gene sequence, please use the exact gene model ID (which will also ID the genome from which it
came). If there is no gene model for your gene, please deposit your sequence at NCBI, and report the
NCBI identifier in your paper. If reporting on a protein, please use the correct ID from NCBI

or UniProt. Ifit's not there, please submit your protein sequence to NCBI or Uniprot.

Attach complete and detailed metadata to your data sets, and use accepted file formats. When you
deposit data, you are asked for information about your data (metadata). Please give this the same careful
attention you give to your bench work and analysis. Datasets that are not adequately described are not
reusable or reproducible, and raise questions about the quality of the research.

Ensure data sets are “machine readable”. When describing data, use permanent identifiers wherever
possible, use the proper case (LG1 is not the same as Ig1), and include GO, PO, PATO terms when
possible. Please check and validate that your data is in common, well-used machine readable formats.
Budget time for Data Management. Please budget time to do a good job of managing your data as you
are with the other aspects of your research.

Familiarize yourself with the FAIR data sharing standards. Here are some resources: https://www.go-
fair.org, https://doi.org/10.1093/database/bay088.

We are always happy to answer your questions on these issues! https://www.maizegdb.org/contact
For more information on FAIR principles visit: https://www.maizegdb.org/FAIRpractices
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MaiZeGDB

What's NEW at MaiZeGDB! MATZE GEMETICS AMD GEMOMICS DATABASE

In 2021, MaizeGDB expanded its pan-genomic resources™ for the representative B73 genome, all NAM

founder lines, and other historically important lines. These resources now include:
e 50 genomes

Over | million gene model annotations

206 downloadable files

134 target databases in BLAST

Genome browsers for each genome with over 1,000 total tracks

Expression data for B73 v5 and the NAM founder lines on qTeller

400+ high-throughput sequencing data for over 80 tissues/conditions

300+ traits linked to over 40,000 positions in the genome

80+ million SNPs from EVA and Ensembl Plants

Over 1 million predicted GO terms across 31 genomes

Resources for 4 insertion mutation collections

AlphaFold protein structures on the browser and gene model pages

Transposable elements, structural variation, regulatory sites, and more...

If you have questions on how to access/use these resources, contact us https://www.maizegdb.org/contact
*Woodhouse MR et al. (2021) A pan-genomic approach to genome databases using maize as a model
system. BMC Plant Biology. doi: https://doi.org/10.1186/s12870-021-03173-5.

Thank you to the 2021 Maize GDB Editorial Board Members!
Mohammad Arif Ashraf (TWO YEARS!), PostDoc, UMass Amherst, MA

Zhaobin Dong, Faculty, China Agricultural University, Beijing, China

Yanfang Du, Faculty, Huazhong Agricultural University, China

Brianna Griffin, Graduate Student, [owa State University, Ames, [A

Samantha Snodgrass (TWO YEARS!), Graduate Student, lowa State University, Ames, [A
Meixia Zhao, Faculty, Miami University, Oxford, OH

Welcome to the 2022 Maize GDB Editorial Board Members!
Mohammad Arif Ashraf (Year 3!!), PostDoc, UMass Amherst, MA
Kaitlin Higgins, Graduate Student, lowa State University, Ames, [A
Beibei Liu, Graduate Student, Miami University, Oxford, OH

Hai Wang, Faculty, China Agricultural University, China

Lei Liu, Faculty, Huazhong Agricultural University, China

Lander Geadelmann, Graduate Student, lowa State University, Ames, [A
Anuradha Singh, Postdoc, Michigan State University (April 2022)

New in 2022 — Editorial Board DEI Papers recommended by CODIE Editors!
Andrew Egesa, Graduate Student, University of Florida, Gainesville, FL
Tessa Durham Brooks, Faculty, Doane University, Crete, NE

New in 2022: MaizeGDB has partnered with the journal microPublication Biology (Caltech) to encourage
publication of data that would otherwise go unpublished! This is an exciting development, as data from these
papers will go directly into MaizeGDB. See the next page for more.
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%!' ﬁ MAIZE GEMETICS AND GEMOMICS DATABASE

MaizeGDB has partnered with
microPublication Biology!

microPublication Biology (Caltech Publishers) is a new peer-reviewed, open-access journal
that publishes single experiment results, which are incorporated directly into community
knowledgebases like TAIR, FlyBase, WormB ase, PomBase, and now Maize GDB! Thus,
microPublication Biology gets your individual research findings, that might otherwise remain
unpublished, out to the scientific community while providing credit to those who did the work.
Articles are small (one figure, few pages), peer reviewed, assigned a DOI and are discoverable on
PMC, PubMed, EuropePMC, and Google Scholar.

How this works: Each maize microPublication Biology submission will be vetted by MaizeGDB
curators at the time of peer-review to ensure data meets FAIR data standards (see
https://www.maizegdb.org/FAIR practices). Upon acceptance, your article is curated into
MaizeGDB: coupling publication with curation and discoverability in MaizeGDB. The cost to
publish is only $250.

Here are some example publications:

New Finding: Oh S, Kong Q, Montgomery BL. Guard-cell phytochromes impact seedling
photomorphogenesis and rosette leaf morphology. MicroPubl Biol. 2022 Jan 31;2022. doi:
10.17912/micropub.biology.000521. PMID: 35128344; PMCID: PMC8808294.

Materials and Reagents: Marques J, Matiolli CC, Abreu IA. Visualization of a curated Oryza
sativa L. CDPKs Protein-Protein Interaction Network (CDPK-OsPPIN). MicroPubl Biol. 2022 Jan
26;2022. doi: 10.17912/micropub.biology.000513. PMID: 35098050; PMCID: PMC8792674.

Negative Results: Martineau CN, Maynard CA, Pujol N. ATFS-1 plays no repressive role in the
regulation of epidermal immune response. MicroPubl Biol. 2022 Feb 22;2022.
doi:10.17912/micropub.biology.000525. PMID: 35224461, PMCID: PMC886448]1.

For more information:
Visit the journal: https://www.micropublication.org

Read this article: Raciti D, Yook K, Harris TW, Schedl T, Sternberg PW. Micropublication:
incentivizing community curation and placing unpublished data into the public domain. Database
(Oxford). 2018;2018:bay013. doi:10.1093/database/bay013

Or talk to Lisa Harper or Carson Andorf at MaizeGDB, https://www.maizegdb.org/contact
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SCHEDULE OF EVENTS

Talks will be held in the Grand Ballroom.
Posters will be displayed in the Midway.

Thursday, March 31, 2022

9:00 AM - 6:00 PM OPTIONAL PRE-CONFERENCE WORKSHOPS
All workshops will be located on the 1st floor in the Midway Suites 1-4

9:00 AM - 4:00 PM Maize Development Genetics Workshop Midway Suites 1-4
Pre-registration is required.

3:00 PM - 9:30 PM REGISTRATION (Depot Registration Office)

3:00 PM - 6:00 PM POSTER HANGING (Midway)

5:00 PM - 545 PM MaGNET Awardees and Mentors Introductions Midway Suites 1-4
6:00 PM — 7:00 PM DINNER (Midway)

7:00 PM — 9:00 PM SESSION 1 — WELCOME / THE GENES THAT MAKE MAIZE

Chair: Erin Sparks Talks 1-4. Pages 24-27.
7:00 PM WELCOME AND ANNOUNCEMENTS (Grand Ballroom)
7:15 PM Maruti Nandan Rai, University of Illinois Urbana-Champaign [T1]

Glossy15 overexpression alters Carbon partitioning and Nitrogen
remobilization in maize stem

735 PM Singha Dhungana, University of Missouri-Columbia [T2]
A novel DNAJ-thioredoxin-like protein is required for carbohydrate
partitioning in maize

7:55 PM Rajdeep Khangura, Purdue University [T3]
The maize semi-dominant lesion mutant Bella fleckl provides resistance to
common rust and Physoderma brown spot

8:15 PM Jiahn-Chou Guan, University of Florida [T4]
Strigolactones regulate domestication phenotypes of cupule architecture,
kernel size, and their coordination via Tgal-dependent and -independent
networks.

8:35 PM Poster Lightning Talks

9:00 PM - 1:00 AM INFORMAL POSTER VIEWING & HOSPITALITY  (Midway)



Friday, April 1, 2022

7:00 AM - 8:00 AM
7:30 AM - 12:30 PM

8:00 AM - 10:10 AM

8:00 AM

8:15 AM

835 AM

8:55 AM

9:15 AM

9:35 AM

9:55 AM

10:10 AM - 1040 AM
10:40 AM - 12:30 PM

10:40 AM
10:50 AM

11:40 AM

BREAKFAST (Midway)
REGISTRATION (Depot Registration Office)

SESSION2 -GENOME BIOLOGY

Chair: Joe Gage Talks 5-9. Pages 28-32.
ANNOUNCEMENTS (Grand Ballroom)
Mila Tost, University of Goettingen [T5]

Experimental evolution in maize with replicated divergent selection identifies
plant-height associated SNPs

Jonathan Cahn, Cold Spring Harbor Laboratory [T6]
Maizecode: DNA regulatory elements in maize and teosinte inbreds provide
insight into maize domestication

Andrea Eveland, Donald Danforth Plant Science Center [T7]
Gene networks underlying architectural pleiotropy guide genome-wide
association studies to highly connected regulators of tassel and leaf
development

Mateus Mondin, CYNGELA [T8]
A knob variant sequence and its relatednesses with maize evolutionary history

Shujun Ou, Iowa State University [T9]
Differences in activity and stability drive transposable element variation in
tropical and temperate maize

Poster Lightning Talks

BREAK Foyer A
SESSION 3 — INVITED SPEAKERS

Chair: Marna Yandeau-Nelson Pages 18 & 19.
Introduction

Kirsten Bomblies, ETH Ziirich [IST]

Learning to tango with four - problems and solutions to autopolyploid meiosis

José Dinneny, Stanford University [1S2]
The divining root: exploring adaptive responses to water using the grass root
system



Friday, April 1, 2022 (continued)

12:30 PM - 1:30 PM LUNCH (Midway)
PUI Networking Lunch (Midway Suites 1&2)
MGC BoD and MGAC Lunch (Midway Suites 3&4)

1:30 PM - 4:30 PM POSTER SESSION 1 (Midway)

1:30 PM - 3:00 PM Presenters should be at odd humbered posters.
3:00 PM - 4:30 PM Presenters should be at even numbered posters.
Beverages will be available from 2:30 to 4:00 PM in Midway
4:40 PM - 6:00 PM SESSION 4 — REGULATING GENES & GENOMES
Chair: Sam Snodgrass Talks 10-12. Pages 33-35.

440 PM Amanpreet Kaur, Purdue University [T10]
Hypothesis-driven identification of alleles affecting known pathways using a
transcript accumulation index

5:00 PM Bridget Hua Bai, UC San Diego [T11]
Unbiased RNA and protein co-expression networks highlight important
regulatory role of coordinated organelle protein homeostasis in maize
heterosis

520 PM Benjamin Qakes, The Ohio State University [T12]
Heritable regulatory states dependent on parental RNA polymerase 1V
contribute to hybrid vigor

5:40 PM Poster Lightning Talks

6:00 PM — 7:00 PM DINNER (Midway)

7:00 PM —-9:00 PM SESSION 5 — AWARDS & McCLINTOCK PRIZE PRESENTATION
7:00 PM Hank Bass, Florida State University
Presenting: Leadership and Cooperator Awards
7:15 PM Paula McSteen, University of Missouri
Presenting: M. Rhoades Early-Career, L. Stadler Mid-Career
7:30 PM Candice Hirsch, University of Minnesota
Presenting: R. Emerson Lifetime Awards
8:00 PM Candice Hirsch, University of Minnesota
McClintock Prize Presentation Introduction
8:10 PM Robin Buell, University of Georgia

Plant natural product biosynthesis: An enigma no longer

9:00 PM - 1:00 AM INFORMAL POSTER VIEWING & HOSPITALITY  (Midway)



Saturday, April 2, 2022

7:00 AM - 8:00 AM
8:00 AM - 12:00 PM

8:00 AM - 10:00 AM

8:00 AM

8:20 AM

8:40 AM

9:00 AM

9220 AM

9:40 AM

10:00 AM - 1040 AM
10:40 AM - 12:30 PM

10:40 AM
10:50 AM

11:40 AM

BREAKFAST (Midway)
REGISTRATION (Depot Registration Office)

SESSION 6 - EMERGING TOOLS & APPLIED RESEARCH
Chair: Rubén Rellan-Alvarez Talks 13-18. Pages 36-41.

Minjeong Kang, Iowa State University [T13]

A rapid and simplified transformation and genome editing method for maize
inbred B104 using Agrobacterium ternary vector system and immature
embryos

Baoxing Song, Cornell University [T14]
AnchorWave: sensitive alignment of genomes with high diversity, structural
polymorphism and whole-genome duplication variation

Hannes Claeys, Inari Agriculture [T15]
Coordinated gene upregulation in maize through CRISPR/Cas-mediated
enhancer insertion to improve nitrogen use efficiency

Michael Tross, University of Nebraska-Lincoln [T16]
Data driven trait quantification across a maize diversity panel using
hyperspectral leaf reflectance

Devin O'Connor, Pairwise [T17]
A tunable increase in maize kernel row number using DNA base editing

Marc Albertsen, Corteva Agriscience Retired [T18]
From discovery to smallholder farmers: Ms44 and its 45-year journey to
Africa

BREAK Foyer A
SESSION 7 — INVITED SPEAKERS

Chair: Petra Wolters Pages 20 & 21.

Introduction

Cranos Williams, North Carolina State University [IS3]

Harnessing the Ag data revolution for modeling plan and agronomic systems
across scale

Neelima Sinha, University of California Davis [1S4]
Interactions between the parasitic plants and their hosts



Saturday, April 2, 2022 (continued)

12:30 PM-1:30 PM

1:30 PM - 5:00 PM

1:30 PM - 3:00 PM
3:00 PM - 4:30 PM

LUNCH (Midway)
MGMSC Meeting (Midway Suites 3&4)
MaGNET Lunch (Midway Suites 1&2)

POSTER SESSION 2 (Midway)

Presenters should be at even numbered posters.

Presenters should be at odd numbered posters.

Beverages will be available from 2:30 to 4:00 PM in Midway

5:00 PM - 6:00 PM

6:00 PM - 7:00 PM

7:00 PM - 8:20 PM

7:00 PM

720 PM

7:40 PM

8:00 PM

8:20 PM - 8:40 PM

8:40 PM - 9:30 PM

8:40 PM

9:30 PM - 2:00 AM
10:00 PM -11:00 PM

COMMUNITY SESSION - Maize Genetics Cooperative
MGAC Chair: Ruth Wagner (Grand Ballroom)

DINNER (Midway)

SESSION 8 — CELLULAR PROCESSES
Chair: Todd Jones Talks 19-22. Pages 42-45.

Aimee Uyehara, University of California, Riverside [T19]
Cell cortex microtubules contribute to division plane positioning during
telophase in maize

Le Liu, UMass, Amherst [T20]
A Receptor-Like Proteins PAN2 is required for ABA and dark-mediated grass
stomatal closure

Xiaosa Xu, Cold Spring Harbor Laboratory [T21]
A comprehensive single-cell atlas of plant shoot meristems facilitates
functional analysis

Sanzhen Liu, Kansas State University [T22]
Revealing Gene Regulation of Cuticular Wax Biosynthesis Using Artificial
Transcription Factors

BREAK Foyer A
SESSION 9 - FOSTERING DIVERSITY IN THE MAIZE COMMUNITY
Chair: Madelaine Bartlett Page 22.

Banu Subramaniam, University of Massachusetts Amherst [IS5]
Decolonizing Botany

INFORMAL POSTER VIEWING, & HOSPITALITY (Midway)
TRIVIA (Midway)



Sunday, April 3, 2022
7:00 AM — 820 AM  BREAKFAST (Midway)

Posters should be taken down by 9 AM!

820 AM - 10:00 AM SESSION 10 — BIOTIC FRIENDS & FOES

Chair: Erin Sparks Talks 23-27. Pages 46-50.
820 AM Alonso Favela, University of Illinois Urbana-Champaign [T23]

Ancient Roots: Disruption and rewilding of the Zea rhizosphere microbiome
8:40 AM Eric Butoto, North Carolina State University [T24]

A tale of two selection methods for resistance to Fusarium ear rot and
fumonisin in maize

9:00 AM Mara Sgroi, University of Cambridge [T25]
Invisible to Arbuscular Mycorrhizal Fungi: positional cloning and
characterisation of the ina arbuscular mycorrhizal mutant in Zea mays

920 AM Ann Murithi, CIMMY T [T26]
Discovery and validation of a recessively inherited major effect QTL
conferring resistance to maize lethal necrosis (MLN) disease

9:40 AM Ksenia Krasileva, University of California, Berkeley [T27]
Evolution of plant immune receptors
10:00 AM - 10:30 AM BREAK Foyer A

10:30 AM — 11:40 AM SESSION 11 —- MAIZE & THE ENVIRONMENT
Chair: Matt Hufford Talks 28-30. Pages 51-53.

10:30 AM Jialu Wei, Iowa State University [T28]
Investigating Dynamic Heat Stress Responses with Diverse Maize Inbreds
through Transcriptome Analyses

10:50 AM Parisa Sarzaeim, University of Nebrask a-Lincoln [T29]
Consolidating OMICS and Environmental Database for Maize Yield
Predictions in a Changing Climate

11:10 AM Diego Jarquin, University of Florida [T30]
Unleashing The Potential Of Weather Data For Improving Yield Forecasting
In G2F Maize Hybrids

11:30 AM CLOSING REMARKS
11:40 AM ADJOURNMENT



Poster List

Education & OQutreach

Pl

P2

P3

P4

P35

P6

Kathryn Parsley

<KParsley@danforthcenter.org>

Irina Makarevitch
<imakarevitchO1(@hamline.edu>

Medelyn Hernandez
<mh0106@uw.edu>

John Gray
<john.gray5@utoledo.edu>

Addie Thompson
<thom1718@msu.edu>

Hank Bass

<bass@bio.fsu.edu>

Genotype to Phenotype: An authentic maize research
experiencefor highschool students

Community and Cooperation: The MGC Committee on
Outreach, Diversity, Inclusion, and Education (CODIE)
2021-22 update

A course-based undergraduate research experience (CURE)
to investigate DNA methylation in maize.
Employing the maize TFome for expanding GRNs while

fostering the Integration of Research with Undergraduate
Education (FIR.E.)

Seeding public-private partmerships for agricultural genome-
to-phenome training

The Maize-10-Maze Project, an educational public
chromosome map garden featuring the mutants ofmaize.

Quantitative Genetics & Breeding

P7

PS§

P9

P10

Pll

P2

Pi3

Pl4

PI5

Pi6

P17

PI8

P19

Yu-Ru Chen
<yuruchen@jiastate.edu>
Ravi Mural

<rmural2 @unl.edu>

Matthew Murphy
<mdm 1 0@jillinois.edu>

Cleopatra Babor

<cleopatrababor

ail.com>

Jonathan Niyorukundo

<jonathan.niyorukundo@huskers.unl.edu>

John Searl
<jsearl@wisc.edu>
Juan Gonzalez
<juangonzalez@ufl.edu>

Hongyu Jin
<hjin5 @huskers.unl.edu>

JessiNoel
<jessil.noel@famu.edu>

Mahule Elyse Boris Alladassi
<aboris@iastate.edu>

Laura Tibbs-Cortes
<ltibbs@iastate.edu>

Igor Ferreira Coelho
<ferreiracoelho.i@ufl.edu>

Christopher Mujjabi

<mujjabi2 @illinois.edu>

Advances in maternal haploid inducer development in maize

Assembling and curating multi-environment, multi-trait
datasets from community associationpanels as a prelude to
phenotypic yieldprediction

Assessment oftwo statistical approaches for variance
genome-wide association studies in plants

Breeding colored and high lysine prime eating stage
sweetcom

Breedingofdiversely colored quality protein popcorn

Characterization of inbreds with expiredplantvariety
protection — 2022 update

Computer vision for high-throughput quantitative genetics for
disease resistance in sweet corn

Cross environment yieldprediction using genomic and
phenotypic datain maize

DNA fingerprinting, and evaluation of genetic diversity of
indigenous bread and durum wheat using ISSR marker
system

Dynamics of genetic control of sorghum plant height across
developmental stages

Environmental and genetic basis of phenotypic plasticity in
the maize NAM population

Evaluating theimplementation ofdouble haploid technology
and genomic selectioninto a sweet com breeding pipeline

Evaluation ofthe usefillness of Ex-PVP maize germplasmin
hybrid development for organic maize systems using
participatory variety testing
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P20

P21

P22

P23

P24

P25

P26

P27

P28

P29

P30

P31

P32

P33

P34

P35

P36

P37

P38

P39

P40

P41

P42

Anuradha Singh

<annusingh1206 ail.com>

Marjorie Hanneman
<marjih29 @gmail.com>
Dylan Schoemaker
<schoemaker@wisc.edu>

Jennifer Wilker
<jlwilker@wisc.edu>
Emily Mikulski
<mikuls14@msu.edu>
Olufunke Ayegbidun
<oayegbi@siue.edu>

MelissaDraves
<madraves@jiastate.edu>

Brandi Sigmon
<bsigmon2 @unl.edu>

Zhikai Yang
<zyang35@huskers.unl.edu>

Brandon Webster
<webst250@msu.edu>

Sebastian Urzinger
<sebastian.urzinger@tum.de>

Baris Alaca
<bar.alaca@yahoo.com>

Semra Palali Delen

<semrapalali.sp@gmail.com>

Robert Twohey III
<twohey2@illinois.edu>
Alden Perkins
<acperkins3 @wisc.edu>

Shane Spence
<spences4 @msu.edu>

Miriam Nancy Salazar-Vidal

<msalazarvidal@ucdavis.edu>
Mariana Vianna
<viannam@ufl.edu>
Danielle Davis
<dtdgkd@umsystem.edu>
Malachy Campbell

<mcampbell@inari.com>

Corey Schultz
<crs68219@uga.edu>
Hallie Longest
<13halliel 3@gmail.com>
Mohamed El-Walid
<mze3 @cornell.edu>

Genetic analysis of multiple biomass related traits in
sorghum

Genetic analysis of extreme trigonelline levels in maize grain

Genetic analysis ofnatural variation for pericarp colorin
dent maize

Genetic control ofmaize aerialnode root number and
diameter

Genetic variation for photosynthetic efficiency and leaf
hyperspectral imagingin Sorghum

Genome Wide Association Study ofselected commercial
maize germ plasms under environmental stress

Genome wide association studies of auxinresponses in maize
seedlings using the Wisconsin Diversity panel
Genome-wide association study ofmaize tassel architecture
phenotypes under nitrogen deficit stress

Genome-wide mediation analysis: an empirical study to
connect phenotypewith genotypevia intermediate
transcriptomic datain maize

Hyperspectral basedprediction of nutrient content in maize
leaves

Identification of a genomic regioninfluencing early
developmentand cold tolerance in an adapted maize
landrace

Identification of epistasis by environment interaction in maize

Identificationofthe genetic locus to decouple the genetic
linkage between harmful heavy metals and essential minerals
inmaize

Identifying the genetic regulators ofleafd13 C and stomatal
traits in Zea mays

Impact of exotic introgressions on maize hybrid performance
in multi-environment trials

Investigating rapid progeny screening approaches using
hyperspectral imaging

Is local adaptation ofhighland maize from Mexico and South
America associatedwith different genomic regions?

K-mers based GWAS in sweetcorn

Kernel colorvariation in heirloom varieties and their
properties infood.

Leveraging variantfunctional annotations to explore the role
of allelic heterogeneityin genomic prediction

Maize genetic diversity and microbial interactions

Mapping QTLs contributing to germination and seedvigor in
Sorghum Bicolor

Mapping freezing tolerance in Tripsacum by bulk segregate
analysis


mailto:annusingh1206@gmail.com
mailto:marjih29@gmail.com
mailto:schoemaker@wisc.edu
mailto:jlwilker@wisc.edu
mailto:mikuls14@msu.edu
mailto:oayegbi@siue.edu
mailto:madraves@iastate.edu
mailto:bsigmon2@unl.edu
mailto:zyang35@huskers.unl.edu
mailto:webst250@msu.edu
mailto:sebastian.urzinger@tum.de
mailto:bar.alaca@yahoo.com
mailto:semrapalali.sp@gmail.com
mailto:twohey2@illinois.edu
mailto:acperkins3@wisc.edu
mailto:spences4@msu.edu
mailto:msalazarvidal@ucdavis.edu
mailto:viannam@ufl.edu
mailto:dtdqkd@umsystem.edu
mailto:mcampbell@inari.com
mailto:crs68219@uga.edu
mailto:13hallie13@gmail.com
mailto:mze3@cornell.edu

P43

P44

P45
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P50
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P53
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P56

P57

P58

P59

P60

P61

P62

P63

P64

P65

P66

Garret Hall

umsystem.edu>

John Hodge
<jghodge@okstate.edu>

Savanah Dale
<smd346@cornell.edu>

Sean A McLaughlin
<seanmclaughlin123
Linda Dao
<ldao@ufl.edu>

Kyle Linders

<klinders@huskers.unl.edu>

Michael Burns
<burns756@umn.edu>
Robert Shrote
<shrotero@msu.edu>
Irina Makarevitch

<imakarevitchO1@hamline.edu>

Sarah Oliver
<sloxmd@umsystem.edu>

ail.com>

Carolina Freitas
<freitas4@msu.edu>
Balazs Szabo

<balazs.szabo(@gabonakutato.hu>

Martin Costa
<MCCOST A@wisc.edu>

Colleen Yanarella
<cfy@iastate.edu>
Thomas Lubbers tedt

<thomasl@jiastate.edu>

Anna Giulini

<annapiamaria.giulini@crea.gov.it>

Julian Cooper
<c00p0409@umn.edu>

Michael Busche

<busche.michael@

ail.com>
Zhongjie Ji
<jizhongj@msu.edu>

Sharon Liese

<sharonf2 @illinois.edu>

Carl Branch
<cbranch2 @wisc.edu>

Fabio Guffanti

<fabio.guffanti@tum.de>

Michael Meier

<michael.meier@huskers.unl.edu>

Nikee Shrestha

<nshrest@okstate.edu>

Missouri heritagecorn: A flavorful source for distillation &
food products

Nested function-valuetraits as a framework to explore
quantitative traits

Optimization of sweet cornspeed breeding for advancement
of fresh kernelnutritional quality traits

Phenotyping a new maizeshootmutantin inbred and F1
hybrid genetic backgrounds

Phenotyping for cold tolerance in sweet com seedling
emergence

Plasticity of sorghumpanicle architecturein response to
nitrogendeficit stress

Predicting moisture content during maize nixtamalization
using machine learning with NIR spectroscopy

PyBrOpS — Python Breeding Optimizer and Simulator

OTL mapping ofseedling tolerance to exposure to low
temperaturein themaize IBM RIL population

Reducing free asparagine contentin maizeto minimize
acrylamideformation potential

Relating leafareaindex to sorghum canopy traits

Resistance ofmaize genotypes against Fusarium
verticillioides isolates with different pathogenicity in artificial
inoculation experiments

Selection signatures underlying genotype by environment
interaction during modem hybrid maize breeding

Speech-based phenotyping methods for field studies

Spontaneous haploid genome doubling (SHGD) mechanism
to accelerate crop breeding

Study of Aspergillus flavus resistance inmaize Italian
breeding varieties

Temporal analysis ofmaize canopy cover using aervial high-
throughput phenotyping

Terminal earl and PhytochromeBl1,; PhytochromeB2 act
independentlyto regulate leafinitiation in Zea mays

The exploration of UAS-based multispectral imagingin field
phenotyping

Theimpact of structuralvariation on heterosis and
combining ability in maize

The sugary enhancerl (sel) allele is associated with
significant decreases in the amount oflutein, zeaxanthin, and
tocotrienolsin yellow (Y1) sugaryl (sul) kernels

Towards theunderstanding ofthe genetic controloflateral
root developmentin adult maizeplants

Uncovering links between maize genetics androot-colonizing
microbes under nitrogen stress

Understanding the genetic basis of shatteringin pearl millet
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P68

P69

Transposons & Epigenetics

Rafael Della Coletta
<della02 8 @umn.edu>

Luis Garcia-Lamas
<garciall@oregonstate.edu>

Sidney Sitar
<sitarsid@msu.edu>
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P83
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P85
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P&8

Mowei Li
<1i.10425@buckeyemail.osu.edu>

Jonathan Gent

<gent(@uga.edu>
Michelle Stitzer
<mes368@cornell.edu>
Kaitlin Higgins
<km.higgins26(@
Yibing Zeng
<yz77862(@uga.edu>
Beibei Liu

<liub32(@miamioh.edu>

ail.com>

Daniel Laspisa
<dlaspisa@hawaii.edu>

Rocco Giarratano
<rocky.giarratano(@uga.edu>

Mohammad Mahmood Hasan
<hasanm6@miamioh.edu>
William Clore
<whclore@iastate.edu>

Grace Campidilli
<gec83@cornell.edu>

Erika Magnusson

<magnuS 13@umn.edu>

Hua Yang

<yanghu@missouri.edu>

Justin Scherer
<jts34805 @uga.edu>
Benjamin Berube
<bberube@cshl.edu>
Claire Menard

<menar060@umn.edu>

Stephanie Klein
<spklein@iastate.edu>
Yinjie Qiu

<qiuxx22 1 @gmail.com>
Oliver Marchus

<marchus.3 @buckeyemail.osu.edu>

Understandingthe relationship between genetic architecture
and genetic marker selection for improved genomic
prediction accuracy

Using Generalized Linear Model (GLM) and Power analysis
to investigate mutations associatedwith aberrant sexual
reproductionin maize
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