Minutes from the 2025 North American Drosophila Board of Directors Meeting
66th Annual Drosophila Research Conference, March 19, 2025
Town and Country Resort, San Diego CA

This meeting of the Fly Board was run by President Sally Horne-Badovinac in a hybrid format
with some participants joining via Zoom. The various committees and resource centers
submitted detailed reports prior to the meeting, and these are attached to this document. These
minutes summarize the discussion that occurred in the meeting itself, and the reader is referred
to the original reports for detailed notes and consideration of each topic.

1. Welcome and Introductions

All participants introduced themselves at the beginning of the meeting. New Board
members were welcomed, and Sally thanked outgoing members who completed their 3-4 year
service terms. These included Michelle Arbeitman (Past-Past-President), Blake Riggs, Daria
Siekhaus, Hakeem Lawal, Mousumi Mutsuddi, John Ewer.

2. Approval of the Minutes from the 2024 Meeting

The minutes from the 2024 North American Drosophila Board meeting were approved by
a show of hands. This document and current officers of the Fly Board can be viewed at:
https://wiki.flybase.org/wiki/FlyBase:Fly_Board

3. Committee Reports

a) Fly Board elections. Past-past President Michelle Arbeitman (Chair) announced the results
of the 2025 Fly Board election on behalf of the rest of the committee (Melissa Harrison, Blake
Riggs, Daria Siekhaus and Quan Yuan). As in recent previous years, the committee combined
their knowledge with various external sources (suggestions from outgoing representatives,
community survey, and self nominations) to arrive at diverse set of up to 5 potential nominees
for each regional representative position, and 3 for president. An anonymous poll of the
committee was used rank these, and following outreach to prospective candidates, to arrive at
two per position. Participants then voted between the two proposed candidates for each of the
six positions. The election was run by GSA over the course of one month.

Candidates that were not elected this round were all deemed excellent, so their names will be
forwarded to the next committee for future consideration. The results of the 2025 election are as
follows:

1) Fly Board President-elect: Erika Bach (will serve as President in 2026)
2) Regional Representative California: Artyom Kopp

3) Regional Representative Mid-Atlantic: Erika Matunis

4) Regional Representative Asia: Jiwon Shim

5) Regional Representative Europe: Allison Bardin

6) Regional Representative Latin America: Nina Muraro

GSA records show 250 total people voted for at least one position, but some individuals did not
vote on all positions. As in past years, the Presidency received more engagement (247), with
regional representatives receiving 208-230 votes. However, these numbers are lower across the
board from the past two years, when 406 (2024) and 366 (2023) voted in Fly Board elections.

There was extensive discussion on the reasons for low turnout, despite efforts to promote
participation by GSA and on social media. Michelle Arbeitman noted that voting was also
conducted in January in the past years, but for shorter periods of time (2-3 weeks), so



inadequate time did not seem to be the issue. She suggested that people might have been
distracted with the change of federal administration, which may have impacted voter
engagement.

The current GSA system was implemented to prevent repeat voting, which was noticed in a
previous year. Some members mentioned the GSA voting system was cumbersome or
restrictive to log in, and wondered if the activation energy to initiate voting might be reduced.
Also, some members noticed that GSA reminder emails about the election went to their junk
folders. This might be associated with changes in Mac Mail filtering.

Several suggestions were raised. Since the Sandler Award committee had increased the
number of submissions they received by a direct appeal to the Fly Pl list maintained by FlyBase,
this might be an appropriate use of the mailing list and/or to remind Pls to discuss voting with
their lab members. Other suggestions included to link voting to Fly meeting registration, or to
have in-person voting at the Fly meeting. An alternate sentiment was that perhaps it is ok if
voter turnout is the size that it is, but it was also discussed that the community may not know the
role of the Fly Board. This was raised in previous Board meetings. Sally said she would discuss
what the Fly Board is and encourage people to vote in the opening remarks for the meeting.

Overall, with many perspectives raised, there are many considerations for ways to adjust voting
in the coming year.

b) Treasurer report and Trainee Awards. Jessica Treisman presented the Treasurer’s report
for the Drosophila Reserve Fund, Larry Sandler Fund and Victoria Finnerty Fund. She noted
that these are all doing well, and that after a hit to the Vanguard in 2023, things had since gone
up. All the detailed fund activities and balances for the three funds are provided in the report.

There is a standing policy to use 5% of the Reserve fund and $1000 from the Sandler fund to
increase trainee participation and improve diversity, equity and inclusion (DEI) in the community.
Decisions are made by a Trainee Award Committee that consisted of Jessica Treisman (Chair),
Grace Lee (for a second year), Rodrigo Fernandez-Gonzalez, Daniela Drummond-Barbosa, and
Shyama Nandakumar (postdoc representative, second year). In 2024, awards totaling $5000
were made to support childcare for 20 households at the TAGC meeting, supplementing $7800
provided by GSA. Awards totaling $5000 were also given to support 10 attendees from
Historically Black College or University (HBCU) and Low to Middle Income Countries (LMIC).

In 2025, it was decided to focus awards on community outreach. Jessica emphasized the due
date is postponed until after the fly meeting (April 30), so it can be advertised more widely. Ads
were posted to increase awareness of DEI funding opportunities. Harmit suggested that Sally
discuss this in her opening remarks, and she confirmed that it was already in the slide deck.

c) Sandler Award. Li Zhao (Chair) was previously a committee member, and presented this
year on behalf of Josie Clowney, Rodrigo Fernandez-Gonzalez, Grace Yuh Chwen Lee, and
Mark Peifer. The committee members span career stages and were selected to cover expertise
in diverse areas of Drosophila research.

In previous years there were 12 to 22 Sandler submissions, but Li felt there are additional
deserving applicants, including from labs that may not attend the Fly meeting or that do not
engage with GSA. The committee did further outreach to solicit applicants, including on several
social media platforms, at other conferences, and by direct appeal to the Drosophila Pl list
maintained by FlyBase. This was done with caution to avoid perception of spamming. These



efforts yielded 30 high quality applications with broad geographical distribution, with half from
US/Canada, 30% from Asia and 20% from Europe. The positive effects on Sandler submissions
indicated that these strategies should be useful to future committee members.

These 30 submissions were ranked by the committee to obtain the top 10. These were
scrutinized by the committee to narrow to 6 finalists, whose theses would be evaluated in detail.
Li noted this was a challenging task due to the excellent science and high-impact publications of
each candidate. Ultimately, three runners-up and one winner were selected. Although the
selections were difficult, the committee unanimously identified the top candidate, who presented
their thesis work in the first Keynote Session of the Fly meeting.

2025 Larry Sandler award winner:
Dr. Peiwei Chen (nominator Dr. Alexei Aravin, California Institute of Technology)

2025 Larry Sandler runners-up:

Dr. Ellen Lesser (nominator Dr. John Tuthill, University of Washington)

Dr. Felix Simon (nominator Dr. Claude Desplan, New York University)

Dr. Victor Lobato-Rios (nominator Dr. Pavan Ramdya, Swiss Federal Institute of Technology,
Lausanne (EPFL))

Li noted the quality of initial thesis abstract submissions varied substantially. There could be
various reasons, including a diversity of training settings. She raised it is important to balance
this, as they prefer not to have fewer applications, or to have more Pl inputs. Li noted that a
neuroscience committee member was important to improve the diversity of evaluation, and such
expertise was not always present in previous committees. In particular, several neuroscience
candidates had papers still in review, possibly as their projects were especially challenging.

Board members raised a few questions, including whether statistics on PhD length were kept,
noting that PhDs are generally shorter in Europe than in the US. Li noted that stats were not
kept on PhD length or thesis length, and suggested that is preferable not to have explicit criteria,
so that the expert committee can balance considerations amongst the candidates. Li also
mentioned that one of finalists was European (Swiss).

In the end, the committee was satisfied by the process, including by the final selection of a clear
winner, and largely recommended that the guidelines continue to be followed. A very thorough
and detailed description of the selection process and timelines was provided with the Sandler
Committee report. Li also suggested that perhaps a senior student symposium might be
considered in the future, to feature more excellent thesis presentations.

d) Drosophila Community Service Award. Past-past President Michelle Arbeitman (Chair)
announced the recipients of this year’'s Community Service Award on behalf of the committee
(Elizabeth Chen, Amy Kiger, Steven Marygold, Nasser Rusan, Cale Whitworth, who have each
served from 1-3 years). This year's award recognizes several teams of scientists for enabling
technology and largescale genetic resources, which have catalyzed diverse research efforts
across the community and continue to democratize use of this model system.

"Development of technology and resources that enable a broad range of studies within the
Drosophila research community"

Gene Disruption Project:



Baylor College of Medicine: Koen Venken, Oguz Kanca, Pei-Tseng Lee, Sonal Nagarkar
Jaiswal, Wen-Wen Lin

Carnegie: Bob Levis

Harvard Medical School: Jonathan Zirin, Yanhui Claire Hu

LBNL: Roger Hoskins

For Cell Based Screening:
Harvard Medical School: Stephanie Mohr

For TRiP Stock Production:
Harvard Medical School: Liz Perkins, Jonathan Zirin, Jianquan Ni

For Bioinformatics:
Harvard Medical School: Yanhui Claire Hu

Since its inception, the Drosophila Community Service committee has received many excellent
nominations, through solicitations from colleagues, and from public notices sent from GSA,
posted on FlyBase and the ADRC site, and promoted through social media platforms. Unlike
certain other awards that have fixed eligibility (e.g. Sandler Award and Image Award), all
nominations for Community Service will be carried forward to evaluate next year.

In 2024, the Drosophila Community Service Award recognized the Bloomington Drosophila
Stock Center. Given the localized nature of this team, the Fly Board voted last year to support a
pizza party, at which several Fly Board Officers joined via zoom to deliver their congratulations
and recognize their contributions and importance to the community. Michelle Arbeitman asked if
a party should be organized for this year. However, this may be more logistically challenging
given the geographic distribution of awardees. Eric will discuss this further with the Fly Board
officers. If it is recommended to do so, this will be raised to a Fly Board vote since its not
currently an official policy, and as trainee funds may potentially be used.

The Board asked what the breadth of consideration for the award is, e.g. would creating K-12
Drosophila training resources be appropriate. Michelle Arbeitman mentioned all community
efforts would be considered, but it is preferred that the award not overlap with GSA awards,
which include a genetic outreach prize. It was also discussed if creating resources is simply part
of these individuals doing their job. Harmit made a distinction that this award recognizes efforts
whose core mission is community resources. For example, the GDP makes stocks available to
all and prior to publication, which is not necessarily what individual labs would do.

Michelle Arbeitman highlighted that this committee serves at discretion of the President. A new
chair is needed next year, since Michelle will be rotating off. It was noted this panel benefits
from both historical memory and rolling participation. Harmit asked if someone within the
committee may rise to chair. Next year, it will be Eric's responsibility to ensure this committee
remains active.

e) Drosophila Image Award. Julie Brill (Chair) announced the winners of this year’s awards on
behalf of the committee. Tina Tootle and Clemens Cabernard rotated off the Image Award
committee and were replaced with new members, Jocelyn McDonald and Nicolas Gompel. The
other members are José Pastor-Pareja, Girish Melkani and Syed Mubarak Hussain. Julie is in
the 3rd year of her 5-year service, while other committee members generally serve 2-3 years.
She noted that other individuals expressed interest to join the Image Award committee, so there
will continue to be new perspectives.



This year’s awardees were:

Image award: Neha Ghosh (J. Treisman lab), New York University

Video award: Andrew J. Davidson (W. Wood lab), University of Glasgow

Four additional citations were made in both categories for first and second runners-up, with two
honorable mentions. Of note, the winner of the Video award was also selected as second
runner-up in the Image category.

Julie commented they received excellent submissions, but fewer than in the past (53 total
submissions in images + videos, down from 95 last year). She noted her social media presence
decreased in the past year, although other committee members shared her posts. It was
recommended that GSA send a reminder to submit images for consideration next year.

In addition to direct submissions, the committee also scoured the literature. Julie assigns 5
journals to committee members to check and solicit images from authors. She used the
community survey to obtain a new committee member, and is considering ways to increase
panel diversity. Sally mentioned that Eric can include this in the "Fly News" email to the
community. The Board noted that as FlyBase has a fly paper fast track service, and perhaps
image submission could be made automatic via this platform. Brian Calvi said this is possible to
implement.

f) Finnerty Undergraduate Travel Award. Ruth Johnson (Chair) reported on the Victoria
Finnerty Fund, representing seven committee members (including Jennifer Bandura, Daniel
Cavanaugh, Justin DiAngelo, Jennifer Kennell, Judith Leatherman, Matthew Wawersik) all from
primarily undergraduate institutions (PUIs). Last year, there were 39 submissions, many from
PUls, similar to the last few years. Each application was reviewed by 3 people, and GSA helped
to organize this process. Of these, 17 applicants were reviewed by the full panel, and 14 awards
were made (6 from PUI, 8 from R1).

The applications include an abstract, letter of recommendation, and some demographic info.
The committee placed priority on seeing evidence that the student is actively engaged and/or
leading the research, and not simply a subsidiary to a postdoc or grad student project. Many of
the awardees were selected for presentations, even though that is controlled by an independent
review process. The committee sought to award broadly, bearing in mind they must be <$600
due to taxation. The overall budget was $6000, and awards were $300-599 based on ranking.

Ruth noted that 226 undergrads registered for the Fly Meeting (17% of attendees). Suzy Brown
noted this is slightly up from 2023 (209, 15%). It was unclear how many are PUI
undergraduates, but an estimate was that 170 total attendees are from PUIs. Ruth asked the
panel to consider how to keep the meeting affordable, especially for PUls that generally have
less funding available and that some colleges are reducing or terminating travel funds. Blake
noted that loss of T32 and other training grants will negatively affected attendance.

Additional discussion continued on the theme of increasing financial aid for undergraduates.
Harmit asked if there are ways for Fly Board to pay for anything upfront so that awards don't hit
the tax limit, e.g. reduced registration or hotel costs. Ruth also mentioned a desire to fund more
people. There were 9-14 awards the last few years. If fewer larger awards are made, then some
PUI candidates will be knocked out. Ruth asked to raise with 2026 organizers if undergrad rates
might be negotiated for the Chicago meeting. Harmit wondered if any award winners could not
attend? Ruth mentioned that no travel funds were returned, so the assumption was that all
awardees came to the meeting. However, this situation has happened in the past. Jessica



asked if Victoria Finnerty award level should increase, e.g. if it could be supplemented from the
Sandler fund? Harmit suggested that Jessica and Ruth come up with specific plans that Eric can
consider and bring it up with the Fly Board.

Finally, it was asked if Sally can mention in her opening remarks for people to donate to Finnerty
Travel fund. Sally said she will try but her slides are not in her hands now. Eric will consider
doing so for the 2026 Chicago Fly Meeting.

g) Hugo Bellen and Catherine Tasnier Drosophila Neurogenetics Lecture. Hugo Bellen
discussed the new award that he and Catherine endowed. After winning the Gruber Prize last
year, they decided to promote an award for Drosophila neuroscience where genetics plays a big
role, and to promote young scientists. The committee is chaired by Claude Desplan, with Nancy
Bonini, Troy Littleton, Amita Sehgal and Larry Zipursky; Hugo was not involved in the selection.

Applicants can be nominated or self-nominate, and will be considered for up to 3 years. The
winner is required to attend the fly meeting. This may be a way to encourage attendance of this
meeting by Drosophila neuroscientists. Of the 13 applications, the top 2 were discussed, and
Qili Liu (UCSF) was named this year's winner. She received a plaque and a $5000 award, in
addition to presenting the named seminar.

Sally thanked Hugo for setting up this new prize, and the Fly Board joined in applause.

h) FlyCROSS Mentor Matching Program. Last year, the Fly Board voted to establish a new
Mentor-Mentee Matching program that would allow graduate students and postdocs to identify
secondary mentors outside their home institution. Graduate student representative Shefali wrote
and presented the proposal, which was based on a successful program that is well established
in the worm community. Shefali was joined by Laurel Raftery as co-Chair of this new committee
and Laurel delivered the Program report.

Five additional committee members were recruited, representing individuals with a commitment
to mentoring, distinct career experiences, and broad US geographical representation. These
include Alissa Armstrong (Assistant Professor, University of South Carolina), Frank Macabenta
(Assistant Professor, California State University, Monterey Bay), Jocelyn McDonald (Associate
Professor, Heartland Fly Board Representative, Kansas State University, Jonathan Andrews
(Postdoctoral Researcher, Baylor College of Medicine) and Shyama Nandakumar (Postdoctoral
Researcher Fly Board Representative, University of Pittsburgh).

A series of remote meetings were held over the past year to get this new initiative organized and
off the ground. Thus far, 90 mentors and 37 mentees (from around the world) signed up.
Mentees can select up to three potential mentors. Recognizing there are some popular mentors,
the committee tried to distribute them to mentors that best fit their interests. Communications
are facilitated by establishment of a Slack channel and a FlyCROSS gmail account.

Noting the imbalance, the Board asked how to get more mentees involved. Laurel mentioned
more people are writing in, and assumed that mentee interest will continue to rise as awareness
of the program percolates. Sally will mention this program in her opening remarks.

The panel raised whether there are ways to evaluate how mentors are doing. Laurel mentioned
that her colleague at UNLV does assessments and will help her to write a formal rubric, which
will include a midway and final evaluation. Comments will be solicited from participants.



Sally noted her enthusiasm for how well this new program has been set up thus far, and the
Board members applauded.

i) GSA Conferences. Suzy Brown provided a report on behalf of GSA. Suzy was excited to
bring this meeting together amidst a difficult time for US science. A telethon was organized for
Thurs March 20, 2025 to provide a centralized location for participants to call their
representatives. Flyers and QR code with talking points will be available to participants.

Suzy noted there were 1390 registrations last year and 1350 this year, although that number is
still increasing in advance of the meeting start. There were fewer cancellations this year than
last. Overall, it is very good participation despite funding challenges. 36% of registrants are
faculty, with the remainder distributed as ~400 grad students, ~170 postdocs and ~226
undergrads. This year, several accommodations were made to improve accessibility. Video
monitors were placed outside of each meeting hall so that attendees can see the talks. In
addition, tables were placed in the back of each of the rooms to facilitate attendees with
children. Finally, they are piloting the use of live closed captioning on the video monitors.

Suzy noted that the 2026 Fly Meeting will be in Chicago, but that the 2027 and 2028 sites
remain open. She reminded the panel that COVID reduced the options for conferences, and that
it is a seller’'s market at present. The built-in costs can be exorbitant; for example, the base
charge for a gallon of coffee at the Chicago site is $155. She emphasized they will try to
negotiate lower prices, but things will be expensive.

Discussion ensued on where upcoming meetings may be held, and there are many complexities
to this. Owing to their history with hosting the Fly Meeting, Suzy mentioned the San Diego Town
& Country Resort was interested to have us back for 2028. She also highlighted that in recent
years, GSA preference was not to hold meetings in states with discriminatory legislation.
However, with the current climate, GSA has lifted this restriction. Rodrigo Fernandez-Gonzalez
said that Toronto could be a possibility. However, while visas may be less of an issue for some,
it may be of concern for some international trainees in the US. Blake raised the option to utilize
less touristy cities. However, Suzy mentioned that in past experience, location did matter for
robust attendance. It was also raised to identify locations that are proximal to a number of
colleges. Further thought will be given to potential locations for future Fly Meetings.

J) Dros25. Todd Nystul and Michelle Bland (co-chairs) provided a report on behalf of this year's
Fly Meeting organizing committee, which included Amanda Crocker, Justin Crocker and Leila
Rieder. The chairs highlighted that it was a great pleasure to work together and with this
committee, which represented a team with diverse scientific interests and research settings.
Suzy Brown and GSA provided essential support to put on this meeting.

Although the early pandemic years included zoom, it was decided to not to have a remote
option for this meeting, as the benefits of bringing people together outweighed remote
attendees. Notable features of this year's meeting included the Scott Hawley tribute by Jeff
Sekelsky, the first annual Bellen/Tasnier Neurogenetics lecture given by Qili Liu, and new
workshops including "How to Integrate the History of Racism and Bias in STEM in the
Classroom”. At Dros24, Gavin Rice organized a poster advocate program to help ensure
discussion at posters of early career scientists, and Leila Rieder continued that initiative this
year. In addition, a workshop that highlighted undergraduate research was organized, and
Michelle Bland advocated that this continue in the future.



The committee made efforts to represent the breadth of fly science and scientists in selecting
plenary speakers as well as platform session co-chairs. Shyama Nandakumar, who is the
Postdoc Representative to the Fly Board, was recruited to participate as an ad hoc Organizing
Committee member for this stage of the process. They stipulated that platform chairs cannot
speak in their session, but their lab members can. In addition, oral sessions were coordinated
so that there were no more than two speakers from a given lab.

There was discussion on childcare, which was subsidized by TAGC and Fly Board at TAGC24
and provided needed support to attendees with families. Leila Rieder tried to obtain corporate
sponsorship for this at Dros25, but was not successful. Consequently, childcare support was not
available this year. Daria asked how much was needed, and Michelle Bland noted Leila tried to
get 10K (in range of TAGC24 support). Daria commented that an ongoing issue for childcare at
meetings is liability insurance, but Todd mentioned this was moot due to lack of funding. Harmit
noted that if an outside service is hired, then liability should be covered. Sally asked if the
Company of Biologists might be a place to reach out to, since they are in the practice of helping
others. This issue should be kept in mind at this early stage by the organizers of Dros26.

k) Update on Community Survey. Sally Horne-Badovinac presented an update on the
community survey, which was first conducted by former President Michelle Arbeitman in 2022. It
is open to faculty and trainees, and was run again last year with help from GSA. There was
excellent participation, as there were 330 survey responses (compared to 87 last time), of which
194 were from faculty. Notably, this was far higher than total voters in the Fly Board election.

Sally mentioned the survey contains a wealth of data, that she has been dividing up and
sending portions to relevant parties. In particular, the survey allows the community to self-
nominate or nominate others for potential membership on committees or the Fly Board, or as
speakers and discussion leaders at the annual meeting. This helps to identify new individuals to
rotate into the large number of needed areas.

4. Resource Center Reports

) Bloomington Drosophila Stock Center (BDSC). Cale Whitworth updated the group on the
latest news from BDSC, with input from Kevin Cook. Importantly, their NHGRI grant was funded
from 2024-2029, allowing their main work to continue. Maureen Lamb joined BDSC in the past
year, and it was noted Kevin will be moving on at some point. The BDSC also participates in
external research grants, including (1) working with the University of Minnesota on
cryopreservation, a perennial wish for the Drosophila community, and (2) work with the Newfeld
and Kumar labs on the 4th chromosome knockout project, and to make some reporters.

Cale's report includes detailed statistics on stock usage. He noted there has been gradual
decrease since 2018; last year ~156K stocks were shipped (9% decrease). This can be
attributed to fewer large-scale screens, but also the fact that CRISPR engineering by individual
labs decreases stock usage. Harmit asked if BDSC could be the home for the new CRISPR
alleles. Cale responded that the procedure is very easy and that investigators simply need to
reach out. New alleles will be added to the collection if deemed of utility. Cale also scans the
literature for new alleles of interest, including mutations in clean backgrounds.

The BDSC currently maintains ~90K stocks. Shinya asked about future scalability of the BDSC.
Cale mentioned their maximum shelf space is 150K stocks in duplicate, although Kevin said it is
less. However, the limitation is washing the glass vials in which the stocks are kept, which
cannot handle marked increase at present.



Harmit asked how good cryopreservation is. Kevin said it is not robust, with an ongoing issue to
obtain eggs. The BDSC is reluctant to get into it until the protocol is more effective and reliable.

m) Vienna Drosophila Resource Center (VDRC). Lisa Meadows presented on behalf of the
VDRC. She noted that orders have gone down drastically, primarily as large-scale RNAI
screening has been on the wane for many years. To remain viable, they need to reduce their
collection further, and a Scientific Advisory Board has been formed to investigate this. She
emphasized that VDRC doesn't want to compete with BDSC, but they will encourage European
labs to donate useful stocks while avoiding duplication with BDSC.

There was discussion on import issues from Austria/EU that may hinder orders to the US. This
is a complicated issue that can involve both the USDA and the Fish and Wildlife Department,
depending on the import route. There was also the complication if ongoing reduction in force
orders might affect federal employees in these departments. Allison Bardin mentioned that the
newly formed European Drosophila Society has formed a working group to discuss US imports,
vet inspection fees, and other related issues. It was requested that Kevin Cook might prepare a
summary of US import issues that could be relayed to members of the European Drosophila
Society.

n) Drosophila Genome Resource Center (DGRC). Daniel Mariyappa and Arthur Luhur
provided an update on DGRC. Importantly, the DGRC successfully renewed their grant from
2024-2029. After an initial cut from the continuing resolution, the DGRC has received their full
award from the Office of the Director, with a share from NIGMS.

The DGRC acknowledged Drs. Susan Parkhurst and Steve Rogers for their advisory board
service, and welcomes Dr. Chun Han and Dr. SeYeon Chung, whose terms are for 5 years. A
new website design for the DGRC has been commissioned, and it will highlight new technology
at the DGRC. Arthur noted that the Lucy Cherbas lecture series hosted by DGRC continues to
be successful, and occurs twice a year on zoom allowing broad participation. He noted that their
email marketing platform is more effective than social media.

Sally congratulated the DGRC on the new grant.

o) DRSC/TRIP at Harvard Medical School. Stephanie Mohr provided an update on the DRSC.
The many positives included development and application of new tools and resources. New fly
stocks for RNAIi, CRISPR, NanoTagging, and small ORFs have been deposited at BDSC, and
the first genome-wide CRISPR screen was reported from mosquito cells. This was
accompanied by a substantial negative in that their long-term funding at NIGMS has ended,
despite the grant application receiving a perfect score. It was noted that the decision not to
renew the DRSC was a made by NIGMS prior to the start of the current administration.
Therefore, they are now gauging interest for potential support by other Institutes.

Current and future initiatives are focused on diversifying their platforms. As noted previously,
cell-based RNAI screening has been phased out, and moving forward, the priority will be on
CRISPR screens. Since they plan to continue to develop mosquito and tick cell lines for
CRISPR screening, they will change the name from DRSC, perhaps to Arthropod Cell
Screening Facility. Harmit raised the possibility of reaching out to the Gates Foundation, given
their interest in funding work on infectious diseases. Stephanie responded that they have
reached out, but there no current RFAs for this. The panel also raised if NSF was a possibility.
Stephanie agreed this is a relevant direction, and aligns with their plan to diversify their model
systems.



p) FlyBase. Susan Russo Gelbart presented on behalf of FlyBase. She began by noting that
FlyBase is 32 years old. It was started as a 5yr NHGRI Project and has been continuously
supported since then. The current grant was successfully renewed in 2024, but this will be the
last cycle of NIH funding for FlyBase. As of Feb 1, 2029, there will no longer be any individual
model organism database (of the 4 currently). Instead, FlyBase will be integrated into a single
Alliance (7 species), where each model will have its own landing page. Susan mentioned that
these plans were in place before current administration, and that the FlyBase team has already
been looking ahead to focus efforts on the transition.

The Board asked what will happen to FlyBase staff? Susan responded that they are already
substantially reduced, due to the budget reduction. The Alliance grant is awarded to Caltech,
and it is expected that there will be remote staff that will include FlyBase team members. No
specific plans are provided from NIH. Brian Calvi mentioned that Eric Green was not renewed
as Director at NHGRI, and so there are future uncertainties for such projects.

As FlyBase has consistently been an excellent resource the panel also wondered how this can
be replicated at the Alliance page. Susan highlighted that the FlyBase team is currently
dedicated to making the transition as robust as possible, and to harmonize the data and the
user experience. She emphasized that anything in active use or that is useful, will be kept. If
possible, an archive of non-redundant FlyBase data may be kept available.

Another question was whether LLM and Al are useful for literature curation? Susan replied that
this is certainly being explored, as human curation efforts may not be able to keep up. Finally, it
was raised how this information will be disseminated to the community? Susan noted that an
announcement is now live on the FlyBase homepage, and that the news would be advertised at
Dros25. Sally mentioned that this will be included in the upcoming Fly News communication.
This will also be relevant for Eric to mention in the coming year, as for future Fly Board
Presidents.

q) Gene Disruption project and human cDNA project. Ojuz Kanca and Shinya Yamamoto
presented an update to the group on behalf of Hugo Bellen, Bob Levis and the GDP team. Oguz
began by noting they felt indebted for recognition of GDP by the Community Service Award.

Last year, the GDP secured their competitive R24 renewal from the NIH Office of Research
Infrastructure Programs, which will support another 4-5 years of efforts. Currently, 3500
CRIMICs were made, and Oguz noted they plan to generate 2000 more alleles, focusing on loci
that were not yet tagged. Some accessory lines will be made, such as for tissue-specific rescue.

Shinya noted that beyond T2A-Gal4 and Kozak-Gal4 lines, UAS-human cDNAs are important to
evaluate if Drosophila is valid functional model to study the human genes. In collaboration with
Sue Celniker, ~8K UAS-cDNA lines have been made, which are available for $60/clone, far less
than human cDNAs from other repositories. Now, the GDP is in the process of generating 6000
of these as transgenic lines, in collaboration with the Kyoto Stock Center. The plan is for partial
overlap in the distribution of lines by BDSC and Kyoto centers.

The R24 grant supporting the UAS-human cDNA effort was previously renewed and is currently
in no cost extension; it cannot be submitted again. Shinya noted they are trying to adjust aims to
apply for funding; for example, to develop strategies to switch C-terminal tags in vivo (currently

3xHA). All the lines are available in BDSC, but a paper describing them remains to be prepared.
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Eric mentioned that cDNAs can be respliced, causing unanticipated internal deletions. There
may be an opportunity to check this systematically in the UAS-human cDNA collection. Shinya
will discuss this further with Sue Celniker.

5. Additional Items

r) Proposal to change the mandate of the Nomenclature Committee. Kevin Cook reviewed
proposed changes to the mandate of the Nomenclature Committee and the rationale for those
changes. He began by noting FlyBase was historically the primary mediator of nomenclature
issues, with input from a standing Nomenclature Committee when needed. FlyBase would now
like to have a more formal process in place. In 2024, Norbert Perrimon proposed a change to
the mandate of the Nomenclature Committee so that it has final decision-making authority on
whether a given gene name should be adopted by FlyBase. It was deemed that broad panel
representation is critical so that many viewpoints on sensitive gene names can be considered,
and that it should have representation from both FlyBase and one of the Drosophila stock
centers.

Kevin mentioned that the fly community generally works well, and that FlyBase will continue to
have responsibility for routine nomenclature decisions. The role of the Nomenclature Committee
is to determine policy and to handle rare thorny issues that require careful consideration. Sally
clarified an important purview is to decide the official gene name that is at FlyBase, but that the
committee cannot prevent anyone from naming their gene as desired in their publication.

Sally raised a vote for the new structure and mandate of the Nomenclature Committee, and a
show of hands approved the proposal. A new policy document will be prepared by the
nomenclature committee to reflect this.

s) Strategies for increasing reproducibility. Stephanie Mohr reviewed that in Fall 2024,
FlyBase hosted a presentation by SciCrunch (https://www.scicrunch.com/sciscore), which
develops metrics to assess reproducibility in publications. They also conducted an assessment
of the Drosophila literature, which was relevant as there are many fly-specific methods. Their
comments included whether blinding is applied during data collection, and if RRIDs can be
described more consistently (e.g. to specify stock numbers or gene names, etc.)

Stephanie raised how the results could be disseminated to the Drosophila community, and if Fly
Board can raise more awareness for this. The Board asked if Stephanie would be willing to help
form a working group and/or chair it. It was proposed that a "living document" could make these
recommendations broadly accessible and potentially be submitted to a journal such as G3 or
STAR Methods. Another possibility is to organize a workshop at a future meeting, as occurs at
some NIH meetings.

t) Accessibility of the Fly meeting. Following on the earlier discussion on the Fly Meeting,
there was follow-up discussion on whether part of the meeting might be conducted hybrid
format. Board members raised that meetings are expensive and visas are difficult to obtain.
Importantly, live streaming is expensive, but video recordings could be made available after
asynchronous viewing. Sally said that some talks are available, but maybe only the plenaries.
Suzy provided the perspective that AV costs are 120K for the Drosophila Research Conference.

Other reasons raised in favor of zoom: it can help international scientists, families, disabled
participants, and can mitigate climate change. In addition, could it help provide more income?
Laurel raised that FASEB runs summer research conferences, like Gordon Conferences, where
presenters can opt in or out for pre-recording. They charge for this access. Cale has organized
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the Midwest Fly Meeting for several years, where there were both in person and virtual
attendees. Providing the virtual option doubled the meeting cost, but tripled their sales. The
Board also noted that online poster sessions are not successful, and there is little support for
this option.

The panel also asked if the meeting might be shortened, for example by removing Sunday
programming. It was noted that ending the meeting on Saturday was attempted by the
organizers of the 2022 meeting, but it proved to be hard to implement. These ongoing concerns
will be evaluated by Suzy Brown and future Fly Meeting organizers.

u) Role of Fly Board in advocating for US science. Sally concluded the meeting by asking if
Fly Board has a community role with respect to the current US government approach to
supporting US science. Alternatively, whether this is better handled by GSA. The Board
suggested that a letter to a prominent news outlet (e.g. the NY Times) could be sent by Fly
Board, without specific attributions of scientists. Alternatively, it was proposed that something
could be sent in conjunction with other model organisms, but it was also pointed out that this
would by definition make it a GSA initiative. Finally, it was raised that an outlet such as the NY
Times is preaching to the choir, and that while the Wall Street Journal is more conservative, but
they publish letters to the editor are more broadly. It was agreed that this is an important and
relevant, but challenging issue.

With this, Sally adjourned the 2025 Fly Board meeting.

Preparation of the minutes - These minutes were written by Eric Lai, aided by the detailed
written reports provided by the committees and resource centers prior to the meeting. Harmit
Malik, Michelle Arbeitman, Sally Horne-Badovinac, and Erika Bach provided feedback and
helped edit the report to improve clarity and correct factual errors.

In-person attendees - Sally Horne-Badovinac, Eric Lai, Harmit Malik, Michelle Arbeitman
Jessica Treisman, Rodrigo Fernandez-Gonzalez, Blake Riggs, Jocelyn McDonald, Barbara
Mellone, Ruth Johnson, Daria Siekhaus, Shyama Nandakumar, Shefali, Suzy Brown, Mariana
Wolfner, Todd Nystul, Michelle Bland, Julie Brill, Li Zhao, Susan Russo Gelbart, Brian Calvi,
Kevin Cook, Cale Whitworth, Lisa Meadows, Hugo Bellen, Shinya Yamamoto, Oguz Kanca,
Daniel Mariyappa, Arthur Luhur, Erika Bach, Erika Matunis, Allison Bardin

Zoom attendees - Laura Musselman, Don Fox, Hakeem Lawal, Daniela Drummond-Barbosa,

Louise Cheng, Mousumi Mutsuddi, John Ewer, Tracey DePellegrin, Steven Marygold, Artyom
Kopp, Nara Muraro, Jiwon Shim
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A proposal to reinvent the Drosophila Nomenclature Committee

Currently, FlyBase has sole responsibility for deciding the nomenclatural rules it will use and for choosing the primary
names and symbols used in entries for genes, alleles, transgenes, etc.
(https://wiki.flybase.org/wiki/FlyBase:Nomenclature). Stock centers and other databases largely use the nomenclature that
FlyBase decides. The fly community has never had a representative body that sets nomenclatural policy for FlyBase and
adjudicates controversies. In contrast, other model organism research communities and human biology researchers have
distinct “nomenclature authorities”. Here, FlyBase and the FlyBoard leadership are proposing that the FlyBoard establish
a nomenclature committee with decision-making authority.

In 2002, the FlyBoard established a standing nomenclature committee to advise FlyBase and to help resolve controversies.
This committee has always been small—consisting of Scott Hawley and Kevin Cook with others brought in occasionally
for advice—and it has usually worked without fanfare. It has advised on a few big projects (e.g. disambiguating gene
symbols differing only by capitalization) and numerous smaller issues regarding precedence, user friendliness, etc., but it
has never had decision-making authority. The FlyBoard recently convened an ad hoc committee to examine fly
nomenclature for offensive terms and recommend changes, but it too was solely advisory. If a new committee with
expanded responsibilities is formed, the current standing committee will dissolve.

The current FlyBase leadership wants to pass the burden of refereeing nomenclatural controversies to an independent
committee. A nomenclature committee operating under the supervision of an elected, representative body with an appeals
process involving those representatives has the best chance of making decisions that appropriately reflect community
standards.

For the efficient functioning of FlyBase, it makes sense for FlyBase curators to continue to have responsibility for routine
nomenclature decisions. Consequently, the new nomenclature committee would restrict its involvement to determining
policy and resolving thorny problems.

The following “charter” represents the results of discussions among FlyBase, the FlyBoard leadership and the current
nomenclature committee.

Purpose: The Drosophila melanogaster Nomenclature Committee considers community standards and the practical
needs of investigators, FlyBase, stock centers and other stakeholders in determining nomenclatural rules for
Drosophila melanogaster (set out at https://wiki.flybase.org/wiki/FlyBase:Nomenclature) and applying these rules to
the names and symbols of genetic elements (genes, alleles, transposons, transgenes, aberrations, etc.). Its primary role
is adjudicating nomenclatural controversies on behalf of FlyBase, which considers committee decisions binding.
Anyone may propose topics for committee consideration, but beyond the defined relationship with FlyBase, the
committee serves only an advisory role.

Procedure: Nomenclatural queries should be submitted to FlyBase (http://flybase.org/contact/email), which will
address routine questions and forward controversial questions or wider issues to the committee. Committee decisions
will be communicated to FlyBase and/or the original enquirer as appropriate. The committee will report significant
issues to the FlyBoard president, who will determine if they need to be discussed with the FlyBoard. Decisions made
by the committee may be appealed to the FlyBoard president and escalated to the FlyBoard as a whole if satisfactory
resolutions are not made.

Composition: The committee consists of at least five representatives of the international Drosophila research
community, with a goal of achieving broad regional representation. To assure familiarity with existing nomenclatural
guidelines and practices, one representative is drawn from FlyBase and one is drawn from a stock center. The length
of committee membership is not fixed, but committee composition is expected to change over time. The committee
chair is chosen by the FlyBoard President and ratified by the full board every five years. The committee may be
cochaired with FlyBoard approval. The chair or cochairs may be removed by a majority vote of the FlyBoard at any
time. The chair or cochairs choose other committee members and may recruit advisors and/or ad hoc members or
form ad hoc subcommittees at any time. The committee may request input from the FlyBoard leadership—especially
regarding community standards.


https://wiki.flybase.org/wiki/FlyBase:Nomenclature

Should the FlyBoard vote to establish this new committee, the current president, Sally Horne-Badovinac, and the
president elect, Eric Lai, intend to appoint Kevin Cook as the chair to provide continuity and the stock center perspective.
Steven Marygold will serve as the FlyBase representative. He was a member of the ad hoc committee and has extensive
experience resolving nomenclatural issues within FlyBase.



Report of the 2024-2025 Fly Board Election Committee

Committee

Michelle Arbeitman (Past-past President/Chair)
Melissa Harrison

Blake Riggs

Daria Siekhaus

Quan Yuan

The committee was formed in September 2024, by Michelle Arbeitman in her role as Past-
past President and Chair of the committee. Some of the 2023-2024 committee members
were invited for continuity of committee procedures and guidance on what worked best.

There were six elected positions to fill:

—

Fly Board President

)
2) Regional Representative California
3) Regional Representative Mid-Atlantic
4) Regional Representative Asia
5) Regional Representative Europe
6) Regional Representative Latin America

To identify potential nominees, all committee members were provided a shared Google
document in September 2024 to add names before we met. The committee was given the
2022, and 2024 community survey results and also received a self-nomination by email.
Committee members met via Zoom in October to come up with a plan to finalize
nominations. Each committee member was asked to contact the outgoing representative
for suggestions, review the surveys and consider colleagues that might fill the role. Since
the 2024 community survey was completed at the end of October, we did not meet until
November to discuss nominees. We tried to identify five potential nominees for the
regional representatives, and three for president. The committee identified a diverse set of
candidates, with some emphasis on more senior colleagues. All self-nominations in the
two surveys were considered.

All members of the committee then did an anonymous Google poll to rank the candidates.
The top two ranked candidates were contacted by committee members to see if they would
consider being a nominee. If one of these candidates declined, we would use the rankings
to decide on the next candidate. This process took about 2-3 weeks, as some colleagues
wanted additional time to decide. The candidates were told the length of their term, duties,



and were also provided the link to FlyBoard wiki, for more information. The full list of
candidates that agreed to be a nominee are outstanding and the committee hopes that the
candidates that were not elected will be considered another time.

In early December, we asked candidates to provide a written statement and a separate
photo for the ballot (provided at the end of the document). The candidates were provided
last-years statements to understand the formatted, and types of activities others included.
These items were completed mid-December. The GSA staff were contacted in December to
ask about running the election in early January. GSA sent out two emails to members of the
society with the election in the subject line, and committee members and Fly Board
colleagues helped to post the link on social media (Bsky, X). We are grateful for the GSA
staff for running the election, and for sending emails to our community. The voting went
through the GSA survey monkey that required each person to sign into the GSA portal.

Voting initiated on January 16,2025 and ended February 16, 2025.

Position How Many Voted?
President-Elect 247
California Representative 216
Mid-Atlantic Region Representative 230
Asia Representative 208
Latin America Representative 212
Europe Representative 220

250 total people voted—anyone that had at least one entry on the ballot.

This is fewer votes than in the last two years (406 and 366 votes). In the last three years, all
the voting was done with support of GSA through survey monkey. In 2024 colleagues had
three weeks to vote, and in 2023 colleagues had two weeks to vote. The 2023 and 2024
elections were also held in January.

| have provided an analyses Tin Tin Su did in last year’s election report to understand the
voting trends (next page). She and her committee recommended that the Fly Board should
understand why members of our community are not voting. This committee also
recommends this action. It is possible that all the changes and concerns with federal
agencies and funding impacted people’s desire to vote. Another thing to consider is
whether everyone has access to the GSA portal and determine if that is a barrier to voting.
We noticed for several of the positions, if a male and female candidate were an option, the
female candidate won the election. We are not sure if this is something future election



committees should consider, or if this is an anomaly this year. The importance of the Fly
Board to our community should continue to be communicated.

This is a screenshot from Tin Tin Su’s 2024 report to the Fly Board.

Turnout compared to historical numbers

Year votes received voting administered by voting period #reminders  notes
2024 |406 (331-372 for different positions) | GSA Survey key Jan 19-Feb 9 (3 weeks) 2
Jan 9- (2 weeks + 'a
2023 |366 (302-338 for different positions) |GSA Survey ‘ew extra days') 1
\first week of Dec'-Jan
2022 |733-1179 for different FlyBase Sur y 22 (~8 weeks) 1
Redcap survey app, Cancer Insti 's
department of Research Informatics, University rank choice voting with 3 or 4
2021 |712 of Utah Dec 2-Jan 15 (6 weeks) 1|candid: / positi

2020 |328-367 for different information not in report Nov 7-Dec 6 (4 weeks) [none stated

ballot emailed twice because the first

2019 |702 FlyBase Sur one was missing Presidential

Oct 26-Dec 11 (6.5 wee|none stated

2018 |518

information not in report

Oct 20-Nov 25 (5 weeks|

2017 |652

information not in report

Nov 14-Dec 2 (2.5 week|

1795 (449 if votes from one region

2016
were subtracted)

SurveyMonkey (FlyBase?)

Oct 9-Dec 11 (9 weeks)

1

a candidate forwarded the link locally,
resulting in a large number of votes from
one region, including from non-fly voters

2015 |355-557 for different

|FlyBase SurveyMonkey

Oct 14-Dec 6 (8 weeks)

1

Historical numbers from 2015-2022 in the table shown are from past reports of the election
committees, all but one of which are available on Drosophila Board Wikipedia page (the 2022
report is not on the Wiki page, but Tin Tin has a copy from being on the Board). The numbers
from 2023 were provided by Matt Benusa of GSA. The number of people who voted this year
(406) is similar to that of last year (366). Voting in these two years was administered by GSA
using SurveyMonkey, with a feature added to prevent repeat voting by the same voter. Voters in
these two years are fewer than in 7 of the previous 8 years. It could be that in years with 700+
votes, multiple voting happened and that 300-400 is the typical number of voters each year.
Even 700 is only a fraction of the fly community. Fly Board should investigate why many fly
community members are not voting, with the goal of increasing voter participation.

The results of the election follow, with winning candidate in BOLD:

President elect:
Erika Bach
Nasser Rusan

California
Artyom Kopp
Katie Thompson-Peer




Mid-Atlantic
Erika Matunis
Prash Rangan

Asia
Jiwon Shim
Yan Song

Latin America
Nara Muraro
Nicolas Frankel

Europe
Allison Bardin
Alex Gould



North American FlyBoard Election 2025

Candidate Statements for the following
positions:

FlyBoard President-elect
1) Erika Bach
2) Nasser Rusan

California Representative
1) Artyom Kopp
2) Katherine (Katie) Thompson-Peer

Mid-Atlantic Representative
1) Erika Matunis
2) Prash Rangan

Asia Representative
1) Jiwon Shim
2) Yan Song

Europe Representative
1) Allison Bardin
2) Alex Gould

Latin America Representative
1) Nicolas Frankel
2) Nara Muraro

Elected colleagues start their term immediately after the 2025
GSA Drosophila Conference.



FlyBoard President-elect Candidate 1

Erika Bach, Professor
New York University Grossman School of Medicine

I am running for President of the Flyboard because of my profound
appreciation of the power and breadth of Drosophila genetics, the fly
community’s development of tools that benefit all fly labs, and the
generosity of the fly community. | was first exposed to the amazing
world of Drosophila research as a postdoctoral fellow in Norbert
Perrimon’s lab at Harvard Medical School. Prior to that, | studied
cytokine/JAK/STAT signaling during mammalian immune responses as
a doctoral student in Robert Schreiber’s lab at Washington University
School of Medicine (1991-96). As a postdoc in 1997, | decided to study
the JAK/STAT pathway in a tractable genetic organism, and my
. | postdoctoral work was the first to establish the important role of the
JAK/STAT pathway in regulating growth control in developing fly tissues.
Since 2002, | have led my own lab at New York University Grossman
School of Medicine, and | am now a Full Professor. My lab’s research
has moved away from growth control and is now focused on stem cell
competition, lineage plasticity and aging in the Drosophila testis.
Working in Drosophila allows the researchers in my lab to ask critical questions about cellular
identity, competitive interactions between cells, and stem cell-niche interactions that would not
be possible in other model systems. | am devoted to mentoring trainees and bringing new folks
into the world of Drosophila research, and | have trained dozens of budding Drosophila
researchers (high school students, undergraduates, graduate students, and postdocs). Several
trainees from my lab now have their own labs using Drosophila as a model system. | am
passionate about service to the Drosophila community: | was the Chair of the Organizing
Committee for the 2022 Fly Meeting in San Diego; | served as mid-Atlantic representative to the
Flyboard (2018-21), as the Chair of the Larry Sandler committee (2014), and as a member of the
Flyboard Elections Committee (2022-23); | am currently a member of the Organizing Committee
for the Drosophila Crete meeting (2020-26). | care deeply about graduate education and NIH
support for PhD training programs. From 2013-22, | was the director of a T32-funded PhD
program. | renewed this T32 and was able to obtain an additional slot because we recruited
many diverse PhD students to the program.

I would be honored to serve as Flyboard President. If elected, | would passionately advocate for
increased funding for Drosophila (and other model organisms) at the level of individual labs,
collaborative projects, and essential databases (i.e., Flybase). | would continue efforts to bring
young scientists from many backgrounds into Drosophila research and to ensure that the
Drosophila community continues to be inclusive, welcoming, and vibrant.



FlyBoard President-elect Candidate 2

Nasser Rusan, Senior Investigator
NHLBI, National Institutes of Health

I moved to the US in 1996 to attend the University of Massachusetts at
Ambherst, where | completed my BS in 2000 and PhD in 2005. There, |
studied the mechanisms of mitotic spindle assembly and developed
an obsession with cytoskeletal dynamics. My introduction to the
Drosophila world began at the University of North Carolina at Chapel
Hill when | joined Mark Peifer’s lab for my postdoc. There, | merged my
cell biology background with genetics and development to push the
limits of live cell imaging in the fly brain.

In 2011, | was fortunate to start my lab at the NIH, where | initially
focused on studying asymmetric stem cell division. However, in the
past few years, we have switched gears quite a bit to studying
spermatogenesis and developing new tools and methods to model
rare human diseases. It’s been quite a journey over the past 15 years

. atthe NIH, not just scientifically, but | have also had the great pleasure
of working with over 30 outstanding lab members. Moving into fly research has transformed me as a
scientist, in large part because it introduced me to the unbelievable Drosophila community. One would
be hard-pressed to find a more welcoming group of scientists who make newcomers feel right at home.

This environment has been so important for me and my lab members, that the fly meeting has become
the key conference for us to attend.

I’ve been attending the annual Drosophila research conference for almost 20 years, during which | have
had the privilege of serving the community in several ways. From 2014 to 2019, | served as the chair of the
Drosophila Image Award, where | focused on increasing participation of both committee members and
contributors. In 2021, | chaired the 62" annual Drosophila research conference. | am very proud to have
worked with a fantastic committee to implement a wide range of new initiatives, including the first-ever
DEIA plenary sessions, restructuring the scientific topics surrounding the concurrent sessions and
posters, and extensively reshaping the process of selecting session chairs. Born out of organizing the
2021 meeting was the goal of establishing the ‘Drosophila Community Award’, which we presented to,
and was strongly endorsed by, Fly Board in 2022. | am particularly proud of this award as | serve on its
selection committee and see just how much the community has championed its colleagues who don’t
typically receive public recognition. | am also a current member of the Bloomington Drosophila Stock
Center Advisory Board and a loyal attendee of the annual meeting.

Being selected as a plenary speaker for the 2023 TAGC was the biggest honor of my career until | was
humbled by the recent nomination to run for president of Fly Board. My motivation in all leadership roles
has been to expand reach and level the playing field in creative and unconventional ways. My main goal if
elected president, would be to first continue the hard work of past presidents by seeing their initiatives to
fruition. | also hope to contribute in meaningful ways by identifying opportunities to support and enact the
Fly Board mission, including new ways to facilitate networking, expanding GSA membership, and shoring
up self-nomination for fly meeting contribution and Fly Board positions. | am truly thankful for the fly
community and will always do my best to help in any way possible, whether as president or not.



FlyBoard California Representative Candidate 1

Artyom Kopp, Professor
University of California, Davis

| became immersed in the Drosophila community
| within a week of coming to the US as a graduate student,
and received unique mutant strains from several labs before
| could speak proper English. | was immediately impressed
by the openness of the fly community and everyone’s
willingness to share information and materials. This is the
spirit that | have always tried to maintain in my own work.
| am an evolutionary developmental biologist, so | have

spent my entire career straddling, and jumping between,
evolutionary/comparative and developmental/molecular
research. (I have found thatif | tell developmental biologists
that | study evolution, and evolutionary biologists that |
study development, nobody will judge me too harshly.) | did
my PhD in developmental biology with lan Duncan at
Washington University. That training gave me a strong
appreciation for the beauty of classical genetics and the
importance of stock collections in Drosophila research. My postdoc stint with Sean Carroll at the
University of Wisconsin further increased my belief in the value of collaboration across disciplines.
I’ve been a faculty member in the Department of Evolution and Ecology at the University of California
— Davis since 2002; at this point, | have lived in California longer than anywhere else in the world.
Research in our lab uses developmental genetics and genomics to gain a deeper understanding of the
molecular pathways that control animal development. At the same time, comparative approaches
help us understand how these pathways evolve, and what changes in these pathways are responsible
for the origin and diversification of new structures and processes. While | am a firmly wet-bench
biologist myself, | collaborate enthusiastically with experts in computational fields, quantitative
genetics, and phylogenetics.

The Drosophila meetings are always a highlight of my year; | have only missed two since 1993.
For an interdisciplinary biologist, these meetings are a great opportunity to see the latest advances in
everything from cell biology to population genetics, not to mention the new technological
developments and community resources. | have been involved, on and off, in organizing the annual
“Everything you ever wanted to know about sex” workshop at the Drosophila and TAGC meetings since
2008, and acted as a co-organizer of the 2022 fly meeting. | have reviewed grant proposals in both
evolution and development for NIH and NSF along with 8 international agencies, and manuscripts for
>30 differentjournals ranging from “pure evolution” to “pure development” with everything in between.
| have taught classes ranging from molecular biology to evolution to transgenic methods to Drosophila
genetics. My administrative experience includes stints as the director of the Center for Population
Biology at UC Davis and chair of the college Faculty Executive Committee.

The Drosophila community is a unique superorganism that is much more than the sum of its
parts. Like any organism, it evolves to adapt to a changing environment, and it would be a privilege to
contribute to its evolution.




FlyBoard California Representative Candidate 2

Katherine (Katie) Thompson-Peer, Assistant Professor
University of California, Irvine

| am an assistant professor in the department of
- Developmental and Cell Biology, within the School of
Biological Sciences at the University of California,
Irvine. My lab, established in 2019, studies how
neurons can regenerate dendrites after injury.

I’m a third generation San Francisco native and grew
up in the Bay Area. after | earned my BA from the
University of Pennsylvania, | joined Alex Kolodkin’s lab
at Johns Hopkins School of Medicine in 2003 for a 2-
year technician position, using both Drosophila and
rodents to study axon guidance. During this time, | fell
in love with the elegance of Drosophila genetics. Alex
was generous enough to send me to my first academic
conference, the GSA Drosophila meetingin
Washington DC in 2004. It was like trying to drink from
afirehose, there were so many fascinating talks and
approaches. After 2 years at Hopkins, | moved to
Harvard Medical School for my PhD, working with Josh
Kaplan to study neuronal developmentin C. elegans. | next joined the labs of Yuh-Nung and Lily Jan
for my postdoc at the University of California, San Francisco, in 2012-2019. Returning to Drosophila
(and returning to the Bay Area) was like riding a bike, and being surrounded by so many outstanding
geneticists allowed me to quickly get up to speed. Eventually, | moved to UC Irvine to establish my
own lab and train the next generation of scientists.

My lab studies how neurons can regenerate dendrites after injury, using Drosophila genetics and
microscopy. We have published papers on how neurons detect injury to their dendrites, how injury-
induced regeneration could be used to overcome neurodegeneration, and how integrin adhesion to
the ECM is faulty in fly models of Huntington’s disease. | have had 1 graduate student defend their
PhD, and currently have 1 postdoc, 4 grad students, 1 master’s student, a technician, a co-mentored
PhD student, and 4 undergrads in my lab. We are interested in the cell biological regulation of
dendrite regeneration, in developing and aged animals, both cell-autonomously and cell-non-
autonomously.

Most recently, | co-chaired a session at the 2023 Drosophila conference in Chicago and ran a
networking hotspot for LGBTQ Drosophila geneticists. | taught at the Cold Spring Harbor Labs
course on the Neurobiology of Drosophila in 2024. | was a GSA Presidential Member in 2023. [ am
interested in serving on the FlyBoard, representing my home state of California and Hawaii, to
advocate for diversity, equity, and inclusion initiatives, especially in this time when they are coming
under attack; to promote culturally-relevant science communication, so that we can better inform
our communities of the value of scientific research in ways that make sense to audiences; and to
center trainees in our decisions, so that the next generation of Drosophila scientists will be ready
and excited to make the next great discoveries.



FlyBoard Mid-Atlantic Candidate 1

Erika Matunis, Professor
Johns Hopkins University School of Medicine

Erika Matunis is a Professor in the Department of
Cell Biology at the Johns Hopkins University
School of Medicine. Her research centers on
stem cell biology, specifically the mechanisms
that regulate stem cell identity and their
interactions within their niche. Born in Fairbanks,
Alaska, and raised in Spokane, Washington, Erika
received her BS in Biology from Pacific Lutheran
University, which fostered her deep appreciation
for primarily undergraduate institutions. She
earned her PhD in Molecular and Cell Biology
from Northwestern University, studying
heterogeneous nuclear ribonucleoproteins in
Drosophila with Dr. Gideon Dreyfuss. During her
postdoctoral work with Dr. Stephen DiNardo at
the Rockefeller University, Erika developed the fly
testis as a model system for stem cell biology. In
her firstindependent lab at the Carnegie
Institution, Erika’s team discovered that
differentiating cells can dedifferentiate into stem cells upon damage. In 2002, the Matunis lab
moved to the Johns Hopkins University School of Medicine, where Erika was promoted to
Professorin 2013. The Matunis lab continues to study the stem cells sustaining
spermatogenesis in Drosophila, investigating how signals from neighboring cells control stem
cell renewal or differentiation, and how spermatogonia reverse differentiation to become germ
line stem cells again. Over the past two decades, the lab has welcomed nearly 80 mentees at
various career stages and has contributed to community-wide projects including the protein trap
collection, and the Fly Cell Atlas. As a science educator, Erika engages with diverse audiences
to share her enthusiasm for Drosophila research, currently teaching fly genetics to mammalian
reproductive biologists in the Fundamentals of Reproduction (FIR) course at Woods Hole. Erika
has also served as a standing member of the National Institutes of Health's Cellular, Molecular
and Integrative Reproduction Study Section (2016-2020), and as an advocate for Drosophila
research at several NIH events (2013, 2015, 2019). She co-organized the 53rd Annual Drosophila
Research Conference in Chicago (2012) and served as an elected board member (2016-2019)
and Secretary (2019-2021) of the Genetics Society of America, chairing the Awards Audit Task
Force to diversify the society’s awards. She currently serves on the Publications Committee for
the Genetics Society of America, and would be honored to represent the Mid-Atlantic region on
the FlyBoard.




FlyBoard Mid-Atlantic Candidate 2

Prash Rangan, Associate Professor
Icahn School of Medicine at Mount Sinai

.’ ljoined the Icahn School of Medicine at Mount Sinai three
h years ago, as an Associate Professor in the Department of
Cell, Developmental, and Regenerative Biology. Before
this, | spent nine years as a faculty member at the
University at Albany, SUNY, building a research program
that reflects my passion for understanding germline
development. My interest in RNA biology and
developmental biology was ignited during my PhD at
Johns Hopkins University. Conversations with fly
biologists and symposium talks opened my eyes to the
potential of Drosophila as a model system, inspiring me
to pursue a postdoctoral fellowship in Ruth Lehmann’s
lab. There, | was captivated by the power of genetics and
the thrill of uncovering new biology—a perspective that
continues to drive my research today.

My lab investigates how germ cells transform into
gametes, with a focus on the synthesis of maternal
components that kickstart the next generation. We uncovered the germ cell-to-maternal transition, a
critical developmental program that rewires the germline for oocyte formation. To push the field
forward, we developed “Oo-site,” a visualization platform for single-cell germline data analysis, that
enables new discoveries and collaborations for the broader community. Our research, funded by the
NIH and Pew Trust, highlights the fundamental importance of maternal contribution and germline
development.

Mentorship is central to my career. Over the past decade, | have trained 25+ undergraduates in
Drosophila genetics, with many co-authoring publications and pursuing careers in life sciences and
medicine. My graduate students have gone on to meaningfulroles in academia and industry. At Albany,
| led efforts to recruit and mentor underrepresented minorities in research and received awards for my
commitment to teaching and mentorship. | actively mentor and support students from disadvantaged
backgrounds starting at the high school level to broaden the scientific talent pipeline.

| have worked to strengthen the Drosophila community by organizing the Gametogenesis session at
the 2018 Fly Meeting and the Northeast Society for Developmental Biology meeting in Woods Hole. If
elected to the Drosophila Board, | will advocate for increased funding for model organism research,
expanding resources, and driving cutting-edge tool development. | will also promote organizing a U.S.-
based Junior Drosophila Investigators meeting, following the example of the European model, to
spotlight emerging ideas and foster collaboration. By connecting researchers and
showcasing Drosophila’s unparalleled power, we can keep our field at the forefront of addressing
biology’s toughest challenges.



FlyBoard Asia Representative Candidate 1

Jiwon Shim
Professor, Hanyang University, South Korea

| am a professor in the Department of Life Science at Hanyang
University in Seoul, Korea, where my lab studies the
mechanisms underlying myeloid blood cell development and
the novel functions of blood cells beyond immunity. My journey
with Drosophila began during my postdoctoral research under
the mentorship of Utpal Banerjee at UCLA, where | fell in love
with this remarkable organism for its sophisticated and elegant
genetics. During this time, | collaborated with Tina Mukherjee,
now at InStem, India, to explore extrinsic regulation of myeloid
progenitor development through interactions with the brain
sensory system.

Since starting my lab in 2014, | have had the privilege of working
with exceptional students to investigate how environmental
signals rewire hematopoietic programs to regulate myeloid
blood cells. Our work has identified key interactions between
innate immune responses and odors, as well as the role of
respiratory gas concentrations in blood cell lineage
specification. Additionally, we uncovered unexpected roles of myeloid blood cells in physiological
processes such as respiration and metabolism. These discoveries have inspired my group to further
explore ancestral functions of myeloid blood cells in physiology and development, with a focus on
evolutionary perspectives.

My research has greatly benefited from the Drosophila community’s resources, databases, and
collaborative spirit. | am continuously inspired by the welcoming and supportive atmosphere at fly
meetings around the world, which have enabled me to actively engage with the international research
community. In return, my lab has contributed to the community by sharing various reagents and by
establishing single-cell RNA sequencing atlases for larval blood cells. | have also had the honor of
participating in the Fly Cell Atlas consortium, where we collectively annotated blood cell types in adult
flies with researchers from across the globe.

As a member of Drosophila community, | have regularly attended the Annual Drosophila Research
Conference (ADRC), the European Drosophila Research Conference (EDRC), and the Asia-Pacific
Drosophila Research Conference (APDRC). | am also an active member of Drosophila blood cell
biology research group. As a regional service, | have co-organized the Korean Drosophila Research
Conference in Korea and will participate in organizing the APDRC in 2027. | have always been amazed
by the strength and vibrancy of the Drosophila community in the Asia-Pacific region. | believe there is
a significant need to enhance diversity and increase the inclusion of the Asia-Pacific fly community
within the GSA. As a regional representative, | would like to advocate for the Asia-Pacific fly community
on the Fly board, increasing its visibility to foster stronger connections within the international
Drosophila Research Community.

I am deeply proud of all of my trainees who have moved on to continue their careers in other Drosophila
labs. At the same time, | feel a strong responsibility to contribute to the growth and sustainability of a
diverse, inclusive, and innovative scientific community for the next generation of Drosophila
researchers. It’s honor to be nominated and | am excited about the future opportunity to giving back
the community as the Asia-Pacific representative.




FlyBoard Asia Representative Candidate 2

Yan Song, Associate Professor
Peking University

| grew up chasing dragonflies, catching grasshoppers and
rearing silkworms in a small town in East China. My very first
laboratory rotation was at Duke University with Haifan Lin,
who studies germline stem cell asymmetric division
in Drosophila. | was immediately intrigued by the fascinating
stem cell biology and Drosophila as a remarkable model
system. After my Ph.D. training with Robin Wharton
investigating RNA trafficking in fly ovaries and early embryos,
| joined Bingwei Lu’s group at Stanford to study neural stem
cell (NSC; so-called neuroblast) asymmetric division in
the Drosophila larval brain. This turned out to be a wonderful
project for me, and | have been working on fly neural stem
cells ever since. In 2013, | started my own lab at Peking
University, my alma mater and one of the top two universities
in China. We are particularly interested in unveiling new
fundamental principles governing cell fate specification and
cell fate memory inheritance in brain development and

disease (www.yansonglab.org).

As an attendee and one of the co-organizers of the Crete Fly meetings, | have been deeply
impressed and moved by how welcoming, supportive, diverse and inclusive our fly community is!
More locally, | currently serve as the President of the Beijing Area Fly Meeting, a quarterly gathering
of fly labs around Beijing, China. We are trying to create a friendly environment for local fly
researchers that facilitates the exchange of ideas, reagents and fun. As reviewing editor at
journals such as eLife and PLoS Genetics, | also have the opportunity to advocate for fly research.

It is an incredible honor for me to be nominated to represent the Asia region on the Drosophila
board. My goals would include advocating for funding support for model organism research and
helping bridge the North American and Asian Fly Communities. My service as the Vice Dean for
undergraduate education at my institution also provides me the unique opportunity to encourage
more young scientists to join our community and experience the thrill of discovery and of that first
fly cross!



FlyBoard Europe Representative Candidate 1

Allison Bardin, DR1 CNRS
Institut Curie, Paris

My doctoral studies were conducted at MIT with Dr. Angelika
Amon (1999-2002). There, | fell in love with genetics and studied
yeast cell cycle regulation through an inherent asymmetry in the
cell division process. Interested in further understanding roles
of asymmetries in cell fate (and oddly not discouraged by the
fact that | never quite seemed to get the correct fly eye colors in
high school biology class), | moved to Paris, France, in the lab of
Dr. Frangois Schweisguth for my postdoctoral studies (2023-
2006). During my postdoc, | investigated cell fate control and
asymmetric cell division in the peripheral nervous system. After
obtaining an independent scientist position (2006-2010), |
turned towards the adult intestine as a model of adult stem cell
mediated tissue homeostasis.

In 2010, | started my own my independent research group at the Institut Curie in Paris. With the
dedicated members of my team, we investigate stem cell self-renewal and lineage differentiation in
the context of tissue homeostasis using Drosophila adult intestinal stem cells as our primary model
system. We are addressing several fundamental questions in stem cell biology: 1) What is the role that
chromatin changes play in stem cells and lineage differentiation. 2) How does somatic genome
alteration impact stem cells? 3) How do tissue-level signals contribute to alteration in stem cell
behavior and lineage decisions?

Ever since my first Annual Drosophila Research Conference (2004), | have been so amazed by the
collegial nature of the Drosophila research community. This is, in my opinion, a major strength of our
model system and one that should be fostered further. | hope to be able to contribute to that by serving
on the Fly Board. | have been an active member of the fly community both within the North American
community, European community, French and Parisian communities. | have also been active with the
stem cell communities developing a French Stem Cell Network for in vivo studies of stem cells
(https://www.stemcells-live.fr/), serving on the French Society of Stem Cell Research Board (FSSCR),
being a member of several committees of the International Society of Stem Cell Research.
Additionally, | am active within Developmental Biology communities, where | serve on the French
Society of Developmental Biology board. As part of my engagements for the French Society of
Developmental Biology and along with several colleagues, | have developed a primary school
outreach program to bring model systems (fly, worm, plant, zebrafish...) into the classroom (
https://www.eqd-bio.org/ ).

If chosen to serve on the Fly Board, | would advocate for the Drosophila community in any way useful.
| believe that communication to the larger science audience and general public regarding the
importance of in vivo model systems will be essential moving forward. | will also promote interaction
with the Fly Board and the European Drosophila Society, with which | have close ties. Finally, | would
enthusiastically promote additional activities of educational outreach for schools and the general
public using Drosophila. In summary, if my skills can benefit the Fly Board, | would happily serve!


https://www.eqd-bio.org/

FlyBoard Europe Representative Candidate 2

Alex Gould, Principal Group Leader
Francis Crick Institute, London, UK

| have been running a Drosophila developmental
biology lab since 1998, currently as a Principal
Group Leader at the Crick in London. Our lab works
on developmental metabolism and most ongoing
research aims to understand how the growing CNS
is so remarkably spared from many of the worst
effects of stresses such as nutrient restriction and
hypoxia. We are also actively engaged in
technology development in order to generate new
tools for metabolic research such as micron
resolution mass spectrometry imaging. | consider
myself incredibly lucky to have worked with so
many talented lab members, and, thus far, six have
gone on to run their own Drosophila labs. | am a
strong supporter of research integrity and EDI
initiatives and a trained mentor for ECRs starting their own labs via the Academy of Medical
Sciences and also the SUSTAIN - Women in Research programmes. | am also a passionate
advocate for the use of Drosophila as a powerful model to study the developmental origins of
health and disease (DOHaD) and a member of the International DOHaD Society. Surprised
that this clinically relevant area of developmental biology was so understudied, | organised two
international meetings to raise awareness and continue to advocate with funders for research
in this area. Drosophila has a huge amount to offer here in terms of identifying underlying
mechanisms.

| went to my first Annual Drosophila Research Conference in the USA as a PhD student in
1990 and have since attended it many times over the years. As an enthusiastic European (even
the Brexiteers could not relocate the UK), | regularly attend the European Drosophila Research
Conference (EDRC) and co-organised the 2017 edition. More recently, | was a cofounder of
the European Drosophila Society (EDS) and have served since 2021 on the European
Drosophila Board, which includes representation from the Fly Board, FlyBase and VDRC. | am
currently serving on four EDS working groups: Organisation, Fundraising, EDRC meetings and
Fly Shipping. The Fly Board was what inspired us to form the European Drosophila Board and
| would make the most of the chance to continue strengthening the relationship between both
organisations and their communities. This is incredibly important in many areas, not least of
which is the funding of our Drosophila databases and community projects.



https://dohadsoc.org/
https://europeandrosophilasociety.org/

FlyBoard Latin America Candidate 1

Nicolas Frankel, Associate Professor
University of Buenos Aires (UBA)

| obtained my undergraduate (2003) and doctoral
(2006) degrees in Biology from the University of
Buenos Aires. In 2007, | joined the lab of David Stern
at the Department of Ecology and Evolution of
Princeton University, where | started working with
Drosophila. My postdoc in the Stern lab (2007-2011)
was funded, in part, by a Pew Latin American
fellowship. In the Stern lab | studied gene regulation
and the developmental mechanisms underlying
morphological evolution in Drosophila. In 2011, |
returned to Argentina, and, in 2012, | opened my lab
with a startup grant from Bunge and Born Foundation
(Argentina). | am currently an Associate Professor at
the Faculty of Science (UBA) and a Group Leader at
IFIByNE Institute (UBA-CONICET).

My lab aims to understand the architecture and evolution of regulatory DNA in animal genomes by
(i) studying the shavenbaby gene in Drosophila, an established model for the investigation of the
structure and evolution of cis-regulatory regions and (ii) by analyzing chromatin structure and gene
expression genome-wide with high-throughput sequencing technologies. Over the years, we have
worked with Drosophila species from the melanogaster, virilis and repleta groups. My lab has been
funded by grants from Argentine agencies (Agencia, CONICET and UBA) and international
collaboration grants (Janelia Research Campus-HHMI-US, Royal Society-UK, DFG-Germany). In
my lab | have trained 3 graduate students and 10 undergraduate students. | am currently training
5 graduate students and 1 undergraduate student.

| truly enjoy teaching, and | believe it serves as an excellent complement to research. | teach
Introductory Genetics, which is a compulsory course for the Biology and Paleontology college
degrees at the University of Buenos Aires. As an undergrad tutor, | have guided numerous students
in exploring and pursuing career opportunities. Also, | have participated in graduate courses where
| taught Drosophila genetics and the Genetic Bases of Morphological Evolution.

The research conducted by numerous Latin American Drosophila labs often has limited visibility
in the broader Drosophila community. If elected for the Drosophila Board, | hope to contribute to
strengthening the bonds between the Latin American and North American communities. In
addition, | will try to advocate for Drosophila research in Latin America.



FlyBoard Latin America Candidate 2

Nara l. Muraro, Group Leader IBioBA-CONICET-MPSP / Professor
University of Buenos Aires

| studied Biological Sciences at the University of Buenos Aires,
where | completed my undergraduate research thesis in
neurodegeneration using rodents. | hated it. However, | realized |
loved neuroscience, and | wanted a whole animal for my
experiments, a simpler one, but still complex enough to be
interesting... and of course, Drosophila ticked all the boxes! During
my MSc and PhD research at the University of Warwick (UK), | fell in
love with flies while studying torp4a, the fly homolog of the torsion-
dystonia-associated gene. Afterwards, | moved to the University of
Manchester for a postdoc at Richard Baines Lab where | became a
fly electrophysiologist, focusing on the regulation of voltage-gated
sodium channels in synaptic homeostasis.

I returned to my home country as a CONICET (the Argentine research
Council) researcher and | currently lead the Neurobiology of Sleep
lab at the Buenos Aires Biomedical Research Institute (IBioBA), a
CONICET institute partnered with the Max Planck Society. In my lab,
my talented trainees and | investigate the neural circuits regulating
sleep/wake rhythms, using the fruit fly as a model organism. Why
study sleep? Because it is a fascinating behavior — and someone has to patch clamp the neurons that
control it!

In addition to my research activities, | am a professor at the University of Buenos Aires, where | teach
physiology and cell biology to Biology undergrads. Moreover, since 2017 | have been invited annually to
teach at the prestigious postgraduate course ‘Drosophila Neurobiology: Genes, Circuits and Behavior’ at
Cold Spring Harbor Laboratory. This is always a highlight of my year. There, | get to meet the next generation
of Drosophila neuroscientists and spend a few days teaching them that patch clamping fly neurons is hard
work, but a lot of fun.

The popularization of science is an aspect that | take very seriously. | believe every researcher has a
responsibility to give back to society, not only through the outcomes of their work in the lab and classroom
but also by fostering opportunities for others to engage with, understand, and contribute to the process of
scientific discovery. For this reason, | dedicate part of my time and efforts to science outreach in the
framework of different events, such as: the Night of the Museums of Buenos Aires, the Brain Awarness
Week, the IBioBA-Max Planck open day, among others. | have also participated in scientific dissemination
of the marvels of the fruit fly in different audiovisual formats (written press, internet, YouTube videos and
television). Of note, | am part of a Latin American effort consisting of a website (droso4latam) that
centralizes resources for education and dissemination of the use of fruit flies in scientific research.

| also devote part of my time to mentoring, with a strong focus on highlighting the importance of diversity
in science and advocating for greater representation of women and other underrepresented groups in
leadership roles. Since this year, | became part of the Board of Directors of the ALBA Network where we
take concrete actions to promote equity and diversity in the brain sciences.

Finally, and very importantly, | am the proud mother of two wonderful teenagers.

It would be an honor for me to serve as the regional representative for Latin America, supporting the Fly
Board's mission to manage community resources and promote Drosophila research.



Treasurer’s Report 2024 (Jessica Treisman)

Activity and balances for the Drosophila Reserve Fund, Larry Sandler Fund and Victoria Finnerty Fund

Drosophila Custodial Reserve Investment Activity (Life Strategy Moderate Growth Fund)
Reserve Dividends Fair Market
Funds & Capital Withdraw Value
Date Description Invested Gains Awards als & Fees | Adjustments Balance
7/1/18 | initial investment
161,427.07 161,427.07
7/1/18 | custodial fee 2018-2019
(2,421.41) 159,005.66
12/31/18 | dividends and capital gains
4,553.40 163,559.06
12/31/18 | market value adjustment
(12,191.68) 151,367.38
2/12/19 | balance of reserves
invested 3,048.00 154,415.38
6/28/19 | dividends
1,831.37 156,246.75
6/28/19 | custodial fee 2019-2020
(2,343.70) 153,903.05
12/27/19 | dividends
2,666.47 156,569.52
12/27/19 | capital gains
116.82 156,686.34
12/31/19 | market value adjustment
25,558.84 182,245.18
6/30/20 | dividends
1,488.44 183,733.62
6/30/20 | custodial fee 2020-21
(2,766.54) 180,967.08
12/31/20 | dividends
3,512.47 184,479.55
12/31/20 | capital gains
3,620.12 188,099.67
12/31/20 | market value adjustment
16,801.96 204,901.63
1/2021 Fly Board Awards
(6,483.50) 198,418.13
6/30/21 | dividends 1,526.30 199,944.33
6/30/21 | custodial fee 2021-22 (2,999.17) 196,945.26
12/31/21 | dividends and capital gains 8,732.98 205,678.24
12/31/21 | market value adjustment 11,150.00 216,828.24
1/2022 Fly Board Awards (10,379) 206,449.24
6/30/22 | Custodial fee 2022-23 (2,923) 203,526
12/31/22 | Dividends and capital gains 3,319 206,845
12/31/22 | Market value adjustment (42,833) 164,013
Return of unused award - 1,460 165,473
1/1/23 Williams
4/30/23 Fly Board Awards (10,360) 155,113
6/30/23 custodial fee 2023-24 (2,327) 152,786




12/31/23 | dividends and capital gains 7,364 160,150
12/31/23 | market value adjustment 18,035 178,185
awards to TAGC Dros
1/1/24 attendees (8,800) 169,385
Fly Board Comm Svc
4/24/24 Awards (800) 168,586
6/30/24 custodial fee 2024-25 (2,661) 165,924
12/31/24 | dividends and capital gains 12,733 178,658
12/31/24 | market value adjustment 7,405 186,063
Larry Sandler Fund (Wellesley Income and Wellington Funds)
Investment Travel Other Net
Gain/(Loss) Awards Expenses Expenses Surplus/(Deficit) Fund Balance

2003 (2,431) 28,377

2004 432 28,809

2005 1,076 1,208 37 (169) 28,640

2006 1,963 469 15 1,479 30,119

2007 2,187 501 15 1,671 31,790

2008 (859) 441 20 (1,320) 30,470

2009 1,198 768 430 30,900

2010 947 1,482 (535) 30,365

2011 555 420 135 30,500

2012* 23,821 826 22,995 53,495

2013 6,847 1,171 5,676 59,171

2014 4,865 580 4,285 63,456

2015 369 428 (59) 63,397

2016 5,716 709 5,007 68,404

2017 8,201 1,014 112 7,075 75,479

2018 (2,212) 753 107 (3,072) 72,407

2019 14,009 573 107 13,329 85,736

2020 8,206 - 113 8,094 93,829

2021 13,456 1,500 - 113 11,843 105,673

2022 (12,910) 1,500 1,080 113 (15,603) 90,070

2023 10,531 1,500 1,282 118 7,632 97,701

2024 11,662 1,200 674 113 9,675 107,376

*Includes 520,000 transfer from meeting fund
No travel expenses for 2020 or 2021 due to virtual meetings




Vicky Finnerty Memorial Fund (Wellington Fund)
Investment Fees Transfers from

Contributions Income Meetings Awards Fund Balance

2011 3,726 - 3,726

2012 4,102 6,000 5,178 8,650

2013 - 6,000 7,150 7,500

2014 3,960 6,000 8,940 8,520

2015 1,324 6,000 4,705 11,139

2016 886 6,000 3,795 14,230

2017 1,500 6,000 3,844 17,886

2018 2,560 6,000 4,945 21,501

2019 2,121 6,000 4,800 24,822
2020 1,730 1,562 323 - - 28,114
2021 500 4,099 385 6,000 941 37,063
2022 400 (3,744) 329 6,000 5,989 33,401
2023 150 3,145 (1,037) 6,000 5,999 37,804
2024 700 3,717 6,000 5,498 42,724
as of 2-10-2025 5,997 36,727

Investment account established October 2020
2025 Awards: 14, totaling 55,997

Use of the Reserve and Sandler Funds for Awards

A new policy was adopted in 2020 stating that the Drosophila Reserve Fund will be used to
support efforts to increase trainee participation, equity and diversity in our community, with the goal
of generating and maintaining a vibrant Drosophila research community. The plan was to use
approximately 5% of the total fund balance each year based on a three-year average return rate, with
the amount being approved at the Board meeting. Suggestions for use of the funds included travel
support to attend the GSA Drosophila Research Conference (DRC), or programs for pre-high school,
high school, and college students to gain knowledge of Drosophila research. After discussion by the
Board and consultation between Mariana Wolfner and Scott Hawley, it was decided that up to $1500
per year from the Sandler fund could also be used for this purpose.

A Trainee Awards Committee to oversee these awards is chaired by the Drosophila Board
Treasurer and includes three Fly Board Regional Representatives that are appointed by the President,
with one representative serving two consecutive terms for continuity. Starting in 2021, we added a
trainee representative. This year, the representatives were Grace Lee (for a second year), Rodrigo
Fernandez-Gonzalez, Daniela Drummond-Barbosa, and Shyama Nandakumar (trainee representative).
At their first meeting, the committee discussed what type of awards to make. In the first three years,
we made outreach awards to national and international groups seeking to get students from under-
represented groups involved in Drosophila research. In 2024, we had a request from the TAGC
organizing committee for money to support attendance at the conference. The committee decided to
use the 2024 awards money for this purpose. This year, the committee voted to return to making
outreach awards. In order to advertise this opportunity at the fly meeting, the application deadline



was set as April 30™". Five awardees will be selected by May 31 in consultation with the Fly Board
President to receive approximately $2000 each. The awardees will be described in next year’s
Treasurer’s report.

2024 Awards

We donated $5000 to support child care at the TAGC. The organizing committee received 22
applications for child- and dependent-care grants, representing 25 individual GSA members as
applications were completed per household. Two applicants withdrew their requests for funding
when their conference plans changed, leaving the total amount requested at $14,258.00. After
reviewing the requests and removing unallowable costs, $12,800.00 was offered in reimbursement
funds to the remaining 23 individuals (20 households). Of this amount, S5000 was donated by the Fly
Board. We also gave $5000 for individual travel awards for Historically Black College or University
(HCBU) or Low and Middle-Income Countries (LMIC) attendees, whichever category had more
deserving applicants. Using various grants GSA received, 36 awards were given out to attendees from
low and middle income registrants. Ten of those were covered by the $5,000 from Fly Board. In
addition, we voted to cover the abstract and virtual registration fees for any of our 2023 outreach
awardees who were interested in attending the conference. The cost for this was $800.



2025 Larry Sandler Award Report

Committee members
Name, Email address, Current job title, Affiliation

Li Zhao (Chair), lzhao@rockefeller.edu
Associate Professor, The Rockefeller University

Josie Clowney, jclowney@umich.edu
Associate Professor, University of Michigan

Rodrigo Fernandez-Gonzalez, rodrigo.fernandez.gonzalez(@utoronto.ca
Professor, Canada Research Chair, University of Toronto

Grace Yuh Chwen Lee, grylee@uci.edu
Assistant Professor, University of California Irvine

Mark Peifer, peifer@unc.edu
Professor, University of North Carolina, Chapel-Hill

Process details

Early process.

The entire process started in May 2024 with an email sent to the prospective chair. After accepting
this role, the chair (Li Zhao) identified and invited 4 additional committee members representing
diverse topics in Drosophila biology, different geographic areas, and career stages in August and
September 2024. A version of the invitation letter can be found in Appendix 1.

An introduction email and poll request were sent out to committee members to secure the
committee meeting dates in October 2024. The meeting dates were set, and calendar invites were
sent immediately after the committee members found an agreeable date for two meetings.
Committee members were encouraged to promote the award through social media platforms such as
Twitter/X, BlueSky, or similar platforms. The committee members promoted the award a few times
between October and the deadline on December 13, 2024.

The chair recognized that some GSA members, or Drosophila scientists in certain disciplines, do not
regularly visit the GSA website or read newsletters from GSA. Thus, the chair sent individual emails
to all fly Primary Investigators (PIs) using her lab account. The fly lab email addresses were obtained
from the FlyBase fly lab list by emailing the FlyBase help webpage. The email addresses were not
available online and were distributed with caution by FlyBase staff and Pls, due to legitimate worries
about possible spam. The chair assured the FlyBase co-PIs and staff that she would not share the
email list with others. If future chairs would also like to do similar promotions, please request the fly
PI email list from http://flvbase.org/contact/email. The chair sent out 5 emails—about 450 email
addresses per email—to approximately 2000 fly lab PIs worldwide. The chair only sent out the email
once per email address without reminders of the deadline, to avoid overwhelming fly PIs' inboxes.
The email example can be found in Appendix 2.



http://flybase.org/contact/email

The chair also worked with Ms. Suzy Brown to make sure that multiple web pages on the GSA
website and smaspply.io (the current website for nomination) contain the same information for the
requirements and criteria for the Larry Sandler award, to avoid inconsistent information. Please see

Appendix 3.

In addition, the Sandler Award was also widely advertised on social media and at conferences by all
5 committee members.

Nominee details.

The committee received 30 completed nomination packages (consisting of a CV, nomination letter,
and thesis abstract). There was no information to determine nominator demographics, but overall,
~50% of the applications were from US/Canada, ~20% from Europe, and ~30% from Asia,
primarily China. Overall, this indicates that we had good representation from multiple geographic
regions. The number of nomination packages received is considerably larger than the applications in
previous years, suggesting that directly emailing fly PIs might have had a positive impact. However,
given the large number of fly labs worldwide, we encourage the GSA and the next Sandler chair to
continue with more personalized outreach efforts to contact lab heads to encourage nominations, in
addition to the social media and mailing list approaches that have been traditionally used.

Scoring and meetings.
We scheduled two meetings to identify the finalists and the winner. Please see Appendix 4 for details
on the process.

Meeting 1 (identify finalists).

Each committee member evaluated all 30 nominees according to the pre-determined criteria and
returned their scores to the chair 1-2 days prior to the meeting. We ask the committee members to
rank their top 10 candidates and provide comments for at least their top 5 candidates. The chair
compiled the scores and set out a meeting agenda (Appendix 5).

Committee members treated this task seriously and several committee members commented on all
top 10 or even all 30 applications. Before discussions on nomination packages, the committee
discussed which elements of our process went well and which elements needed to be revised for
future processes (see comments and suggestion section). For example, the committee members
found forcing ranking to be very effective and efficient, as it encouraged the committee members to
evaluate the candidates more holistically.

The committee initially identified the top 19 nomination packages, from which we then selected the
top 10 candidates. Subsequently, we focused on identifying the top 5-6 candidates from this group.
This selection process proved challenging as all top 10 candidates were exceptionally strong, often
have publications appearing in journals such as Cell, Nature, PNAS, Current Biology, Nature
Communications, etc. Each of the top 10 candidates had published at least one high-quality research
paper or had a paper in the final stages of revision. We revisited their CVs and letters to further
assess their qualifications. We specifically evaluated their scientific contributions, the significance of
these contributions to the lab’s research program and the field, and whether they had overcome
significant technical or personal barriers to achieve these results. We paid more attention to the
arguments from committee members who have strong expertise in each field. Ultimately, we
selected the top 6 candidates as finalists.



Note that although selecting the top 6 was difficult, the top 1 candidate was evident to all committee
members, including one member who did not score due to a conflict of interest as a collaborator.

Inviting full thesis submissions.

The chair wrote letters to all finalists and to all individuals that were not selected to have their full
dissertation considered. The email invitation to submit the thesis was sent to both the student and
their supervisor to ensure a rapid response and thesis upload (an example letter at Appendix 6.).

Meeting 2 (identify winner and runners-up).

After reading and evaluating all the dissertations according to the scoring guidelines, committee
members sent their rankings and optional comments to the chair. After compiling the ranking
scores, the chair made a meeting agenda (Appendix 7), and the committee met a second time to
select a winner. The committee first reflected on the process for evaluating and scoring the full
dissertations. Overall, the committee was happy with the process and the ranking system used,
without providing many suggestions for new changes. After discussions about the merit of each
candidate as well as their theses from all committee members, the committee chose the top four
dissertations and unanimously identified the winner from this group.

2025 Larry Sandler award winner and runners-up.

2025 Larry Sandler award winner:
Dr. Peiwei Chen (nominator Dr. Alexei Aravin, California Institute of Technology)

2025 Larry Sandler runners-up:

Dr. Ellen Lesser (nominator Dr. John Tuthill, University of Washington)

Dr. Felix Simon (nominator Dr. Claude Desplan, New York University)

Dr. Victor Lobato-Rios (nominator Dr. Pavan Ramdya, Swiss Federal Institute of Technology,
Lausanne (EPFL))

Winning abstract.

The genome is a battleground, where different genetic elements vie for inheritance. In particular,
selfish genetic elements enhance their own transmission at the expense of host fitness, causing
intragenomic conflicts that must be resolved to protect host reproduction. To keep selfish genes in
check, animals employ several genome defense mechanisms, including the PIWI-interacting RNA
(piIRNA) pathway, where small non-coding piRNAs guide PIWI proteins to find complementary
RNAs for silencing. While selfish genes are found across the tree of life, they are often sexually
dimorphic and lineage-specific. Yet, it remains poorly understood how sex- and lineage-specific
selfish genes are tamed by conserved genome defense mechanisms. To address this, I used the
piRNA pathway in Drosophila melanogaster as the model system to study sexual dimorphism and
evolutionary innovation in genome defense.

In this thesis, I first described my discovery of piRNA sexual dimorphism, which evolved in
response to the sex-specific selfish gene landscape. Next, I dissected the genetic basis and molecular
mechanisms that underpin piRNA sexual dimorphism, gaining mechanistic insights into how the
biological sex modifies the piRNA pathway to tame distinct selfish genes in two sexes. Pivoting to
evolutionary innovation, I discovered a novel piRNA locus on the Y chromosome, which I named
petrel, that silences the expression of an X-linked host gene, which I named pirate, implicating



piRNAs in resolving X-versus-Y sex chromosome conflicts. pefre/ piRNAs evolved very recently
after the split of D. melanogaster from its sibling species, highlighting a recent piRNA innovation
against a lineage- specific target. Finally, I described my discovery of a novel genome defense protein
factor, which I named Trailblazer, that tames a radically expanded selfish gene family, Sze/ate.
Mechanistically, Trailblazer is a germline transcription factor that, via recent innovation of its DNA-
binding domain, up-regulates the expression of two piRNA pathway effectors to quantitatively
match Szellate in abundance, indicating a new mode of defense innovation beyond target-specific
repressors.

Collectively, my thesis shows that the genomic battleground against selfish genes differs substantially
between sexes and across lineages, which selects for distinct innovations in the piRNA pathway to
control different selfish genes, thereby safeguarding genome integrity, animal fertility, and species
continuity.

Winner notification.
The winner, runners-up, and the remaining finalists were notified via email (Appendix 8).

Full nomination list 2025 (finalists in bold, * indicates winner).

Nominator Name Nowmzinee Name
Stefan Liipold Abhishek Meena
TimothyMosca Alison DePew
Alistair McGregor Amber Ridgway
Ligun Luo Chuanyun Xun
Richard Meisel Danial Asgari

Silke Sachse Devasena Thiagarajan
Jobn Tuthill Ellen Lesser

Clande Desplan Felix Simon

Awmita Sehgal Folasade Sofela

Xin Li Hailun Zhu

Allan Spradling Haolong Zhu

Jessica Treisman Hongsu Wang

Robin Harris Jacob Klemm
Junhai Han Jingjing Lin

Amanda Moehring Joshua Isaacson

Julia Zeitlinger Kaelan Brennan

Scott Hawley Kaelan Brennan

Liudo Van Den Bosch Paraskevi Tziortzonda
Patricia V'ega Cuesta Patricia V'ega Cuesta




Alexcei Aravin

Petwei Chen*

Sheeba 1 asu Pragya Niraj Sharma

Zhefeng Gong Qianbui Zhao

Junynan Ji Rajitha Udakara Sampath Hemba-W aduge
Donald Fox Rebeccah Stewart

Kai Yuan Rujun Tang

Lorena Franco Sabrina Riva

Hongtao Qin Tianti Chen

Thomas Hurd Vernon Monteiro

Pavan Ramdya Victor Lobato-Rios

Nilay Yapici

Xinyne Cui

Overall process guidance and important dates.

This was the overall process guidance we followed to select the recipient of the 2025 Larry Sandler
Award. See comments and suggestions section for notes on potential changes for next year.

Larry Sandler Award Guidelines:

1.

Call for Nominations: GSA/Suzy Brown puts out a call for nominations in early Fall for a
December 13 deadline.

Eligibility: Any student completing a Ph.D. in an area of Drosophila research between July of
year X-1 and mid-November year X is eligible and may be nominated by his/her thesis
advisor. A student may only apply once.

Documents required: Nominations must include curriculum vitae, a thesis abstract of one or
two pages, and a letter of nomination from the thesis advisor rolled into a single pdf file and
emailed to the Chair.

Selection of Chair of the Committee: The Chair of the previous year’s committee asks one
member of the committee to serve as the next Chair.

Selection of the Committee: The Chair selects members of the committee who have
demonstrated expertise in a particular area of Drosophila research. It is recommended that the
committee have 4 or 5 members including the Chair, spanning career stages from assistant to
full professor ranks. The areas of expertise represent neuroscience, stem cells, evolution,
immunity, and growth control/patterning. Other areas of expertise are also acceptable and a
committee member may be an expert in several areas. While no particular rank (assistant,
associate, full professor) is required, the committee member should have experience in
training graduate students.

Recommended reading for the committee: To be aware of gender-bias, the Chair should
suggest to the committee that Amy Besjovec’s Presidential Report on Gender-bias be read as
well as Carnes et al Journal of Women’s Health Volume 14, Number 8, 2005 “NIH
Director’s Pioneer Awards: Could the Selection Process Be Biased against Women?”. These
documents should be emailed to the committee members and also provided in the dropbox
where the Chair uploads the application.



10.

11.

12.

13.

14.

15.

16.

17.

Reviewing the applications: Soon after the December 13 deadline, the Chair should upload
the applications to a Dropbox (or similar type of shared folder). It is suggested that the Chair
create a document containing the names of the applicant and the name(s) of the nominators
and that this file is shared with the committee at the outset.
Selection of 3-5 top candidates whose dissertations will be read by the committee. Soon after
the December 13 deadline, the Chair should set a date for each committee member to email
their top 10 candidates to the Chair. A suggested date for this deadline is January 13.
Review of the dissertations: The Chair will contact the mentors of the top 3-5 (we chose 6 in
2025 due to the high-quality science and relatively large number of applications) candidates
and obtain a pdf file of the dissertation. The dissertations will be distributed amongst the
committee members for review as soon as we can.
Selecting a date for a conference call to decide the winner and 2 runners-up (we chose 3 due
to the high-quality science this year). In mid-December, the Chair will use a doodle (or
similar) poll to pick a date when the committee members can participate in a conference call
to select the finalists. This should occur in eatly or mid-January as a decision should be made
no later than mid-January.
In the event that a student defended a significant period of time before the deadline, for
example, 12-15 months, and/or if the student remained in the mentor lab for a short
postdoc, and had publications post-defense, the Chair may contact the mentor for
clarification of what parts of the paper(s) were produced during graduate training.
The Chair emails Suzy Brown and FlyBoard President the names of the Winner and Runners
up.
Notification:
a. 'The Chair emails the Winner and her/his mentor(s) that s/he has won the Sandler
Award, including the details of when the lecture will take place.
The Chair emails the Runners-up and their mentors.
c. 'The Chair emails the mentors of the applicants who were not selected as finalists.
This courtesy is much appreciated by all involved.
d. Suggested formats for the email content are below.
The Chair writes a report on the Sandler committee, the applicants, genders of applicants
and nominators, the finalists and sends this to the FlyBoard President. A suggested format is
below.
The Chair makes every attempt to attend the Fly Meeting and arrive in time to present the
Sandler Award on the first evening. If the Chair cannot attend the meeting, they ask one of
the committee members to present the award. If this is not possible, the FlyBoard President
presents the Award.
The Chair will be invited to present the report at the FlyBoard meeting, which usually occurs
on the afternoon of the first day of the Fly Meeting, typically from 3-6 pm with the Sandler
report occurring at ~3:30 pm.
Suzy Brown has helped with making PPT slides for the presentation. It is suggested that the
first slide have the names of the Runners-up and the committee members. The second slide
should contain a photo of the winner with her/his name (provided by Suzy).



Comments and suggestions from 2025 committee members

e We suggest that future committees continue to allow nominations from thesis supervisors,
department heads, and supervisory committee members.
e We found that sending emails from the chair to all fly PIs is a helpful way to increase the

number of nominations.

e We found forced ranking of top candidates using a holistic approach works very well. Besides
general guidelines, the committee members were able to each use their unique perspective to
fully evaluate the candidates. We found it very reassuring that committee members used largely
similar but also a few other complementing points to evaluate the applications.

e The committee members held differing opinions on whether the required abstract should be
directly copied from the thesis or rewritten. This discussion arose because, regardless of the
science, the quality and level of detail in abstracts vary significantly, possibly due to different
thesis cultures from various universities and countries. Allowing the option to submit the
abstract may partially remedy this problem. However, there are reasons against requiring a
revised abstract because: 1) A revised abstract may reflect more effort from the PhD advisor,
which is not ideal for committee members evaluating students' thought processes, 2) even
requesting an optional rewrite could impose additional burdens. We leave this information for
future chairs to consider.

e The chair found great importance in inviting committee members with expertise in diverse
tields, individuals who dedicated sufficient time to completing tasks and gave careful
consideration to their responsibilities. Additionally, the 2025 committee members were open to
expressing their opinions, as well as listening to and understanding their peers' thought
processes. The chair was grateful for their efforts and commitments.



Appendix 1 — Emails to invite Sandler Award committee members

Dear Dr. XXX,

I hope you are well. My name is Li Zhao, and I am an associate professor at The Rockefeller
University in New York. I am this yeat's chair of the Larry Sandler Award selection committee, an
annual award given to the top Drosophila thesis of the year. I am writing to invite you to serve on
the committee that selects the person who will receive this award. Your scientific expertise and
commitment to mentoring and education would be a valuable addition to the committee.

I also like the idea of having people on the committee who are at different career stages and
geographic locations to provide a fresh perspective on award adjudication. However, I am aware this
might not be the best time for you, so if you’d rather serve at another time, let me know, and I will
pass your name on to next year’s chair.

The Larry Sandler award was established in 1988 by the colleagues, friends, and students of Dr.
Larry Sandler after his death in 1987. The award serves to recognize an outstanding recent PhD
graduate. The recipient of this prestigious award will present a plenary lecture at the upcoming in-
person fly meeting to be held in San Diego in March 2025. The deadline for the nomination is
December 13, 2024, https://genetics-gsa.smapply.io/prog/larry sandler award dros25 /. The
nomination material is fairly quick to review (thesis abstract, nomination letter [1000 words],
nominee’s CV), and there are typically no more than 20-30 nominees. However, based on my
previous year’s experience, everyone needs to make an effort to read and submit the scores on time,
so in total, it may take a few afternoons/mornings.

In terms of process, the committee will score based on the thesis abstract, nominee’s CV, and
nomination letter. Each committee member will read and evaluate their top 3-5 theses using a
scoring system. We will then decide on the top nominee and runners-up.

Most of the process will take place over email, with two meetings to (1) narrow down the top theses
to read and (2) select the top nominee. Each meeting will take 2-3 hours. A suggested timeline is as
follows:

(1) December 13, 2024 Nomination letter submission by nominator.

(2) January 8, 2025 Committee member written comments due

(3) January 13 week, 2025 : Committee members meet to choose top 3-5 nominees; requests for
theses sent

(4) January 30, 2025 Committee members receive theses

(5) February 7, 2025 Committee members meet to choose top nominee and runners-up

(6) February 10, 2025 Chair will send names of top nominee and runners-up to GSA

Please let me know if you are willing to serve on the committee. If you would like more information,
w if you are willing y
please do not hesitate to get in touch. Thank you.

Best wishes,

Li


https://genetics-gsa.smapply.io/prog/larry_sandler_award_dros25_/

Appendix 2 — call for nominations from all fly PIs
Dear fly colleagues,

I hope this email finds you well. If you are an advisor, or a thesis committee member, or a
departmental chair of an outstanding recent PhD graduate, who graduates between July 2023 and
December 2024, please consider nominating your student for the Larry Sandler Award. The Sandler
award is accepting nominations until Friday December 13, 2024, 11:59 p.m. U.S. Eastern Time. The
submission link is here https://genetics-gsa.smapplv.io/prog/larry sandler award dros25 / The
awardee will present at the 66th Annual Drosophila Research Conference.

About the Larry Sandler Award

The Larry Sandler Memorial Lecture will be presented by the recipient of the Larry Sandler Award
on the opening day of #Dros25. The awardee will also receive a complimentary registration for the
conference and a lifetime membership in GSA. Colleagues, friends, and students of Dr. Larry
Sandler established the award in 1988 in honor of his many contributions to Drusophila genetics and
his exceptional dedication to the training of Drosophila biologists.

Eligibility

Any student completing a PhD in an area of Drosophila research between July 2023 and December
2024 is eligible. Students may be nominated by their thesis advisor, department chair, or supervisory
committee member.

Nomination
Nominations include:
e Nominee's CV
o Nominee's thesis abstract of 1-2 pages (must omit paper titles and journal names)
e A nomination letter directly answering the following questions:
e What are the main discoveries in the nominee's thesis?
e What are the intellectual and experimental contributions of the nominee to the
project?
e How does the thesis work advance what was previously known in the field and to
previous work from your lab?
For detailed information, please see https://genetics-
gsa.smapply.io/prog/larry sandler award dros25

Best,

Li


https://urldefense.proofpoint.com/v2/url?u=https-3A__e.genetics-2Dgsa.org_lt.php-3Fs-3D15399801589d0c58f2fe800bb71d4446-26i-3D1289A1374A34A35164&d=DwMFaQ&c=JeTkUgVztGMmhKYjxsy2rfoWYibK1YmxXez1G3oNStg&r=IEZ2qq3ppSmifrq0O6QWZRisHwctRCKYe7-zNY6wBf4&m=iyK_D9wr8CACzmgakDQuJYhjGsnBJBLF-LeTGU46M_k&s=z7D-qFO4_4XWcJr450yhXcWcvNUHB2mMQgVcQtEO1iU&e=
https://genetics-gsa.smapply.io/prog/larry_sandler_award_dros25_/
https://genetics-gsa.org/drosophila-2025/
https://genetics-gsa.smapply.io/prog/larry_sandler_award_dros25_/
https://genetics-gsa.smapply.io/prog/larry_sandler_award_dros25_/

Appendix 3 — GSA website announcement

Larry Sandler Award

About the Larry Sandler Award

The Larry Sandler Award was established in 1988 by the colleagues, friends, and students of Dr.
Larry Sandler after his untimely death in 1987. The award serves to honor Dr. Sandler for his many
contributions to Drosophila genetics and his exceptional dedication to the training

of Drosophila biologists.

Eligibility

Any student completing a PhD in an area of Drosophila research between July 2023 and December
2024 is eligible. Students may be nominated by their thesis advisor, department chair, or supervisory
committee member.

Nomination Process

All nominations must include:

1.

Thesis Abstract

The thesis abstract should be 1 to 2 pages and must omit journal names and institution
names. Nominees will be evaluated on abstract attributes including identifying an important
scientific problem, their approach to tackling the scientific problem, and the anticipated
impact to the community.

Nominee’s CV

Nominees will be evaluated on CV attributes including completed research works (e.g.,
research publications and preprints), other forms of scholarly contributions (e.g., editorials,
commentary, reviews), and contributions to the scientific community and/or outreach
activities.

Nomination Letter

Nominees will be evaluated on nomination letter attributes including the nominee’s role in
developing and testing hypotheses, in doing or organizing the work, their contributions to
the lab environment, and their scientific growth. A nomination letter should directly answer
the following questions:

What are the main discoveries in the nominee’s thesis?

What are the intellectual and experimental contributions of the nominee to the project?
How does the thesis work advance what was previously known in the field and to previous
work from your lab?
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Appendix 4 - Process details
Evaluating initial nomination packages

Nomination package
1. Nominee’s CV
2. Thesis abstract
3. Nomination letter

After all nominations are received, the committee will begin the process of evaluating the application
package to select ~5 finalists.

(i) Each committee member will score the package based on the same evaluation criteria.

We focus on the questions we asked:

1) what is the main discovery of the nominee?

2) what is the intellectual and experimental contributions of the nominee?
3) how does this work advance their field?

Science is the most important consideration for the Larry Sandler Award, and we highly value
diversity, including diverse voices and research topics. In addition to evaluating the three criteria
above, committee members are encouraged to adopt a holistic approach based on their own
experience and preference.

Committee members will also declare any conflicts of interest; where conflicts are identified the
committee member will not score the nomination package or participate in the committee
discussions regarding the individual with whom they are in conflict, unless the chair and committee
members would like to hear their input.

The committee will rank the top nomination packages and provide comments for at least top 5
candidates. For any applications with a large score discordance, the committee will discuss the
nominee carefully to resolve the nature of the score discrepancy and to mitigate unconscious bias in
the evaluation of documents.

(Post-hoc discussion)

During our initial meeting, committee members discussed various evaluation criteria based on their
understanding of an outstanding research. Below are the points considered by one or a few, but not
all, committee members:

Involvement in the research community.

Efforts in mentorship and outreach.

The candidates' distinction compared to other previous and current trainees in the PhD lab.
The extent to which graduate students are the intellectual drivers of any component of the
thesis.

Whether they have presented at national or international conferences.

The quality of the thesis abstract.

7. Whether the main publications are predominantly authored by the nominee or involve
significant community effort.

e e

AN
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8. The candidates’ background and gender, considering if these factors necessitate special
attention.

Full thesis evaluation

The committee will read and evaluate these top ~5 theses (in 2025, we read 6 theses because of the
high number of high-quality applications) using a scoring system that accounts for each committee
members’ confidence and/or involvement in that field. We will then decide on the top nominee and

runners-up.

Full theses will be read and adjudicated according to the following attributes:

Important scientific problem (literature review, references)
Approach to tackling the scientific problem (methods)

e Progress made in tackling the scientific problem (data)
Anticipated impact to community (discussion, open science)

The committee will rank top applicants based on the consideration of their thesis scores, nomination
letters, and CV. The top nominee will receive the award, and the committee will also choose
runners-up. This information will be passed to GSA to advertise the Sandler awardee.

12



Appendix 5 — Agenda for Meeting 1.
Larry Sander Committee (2023), Meeting 1

Date: January 16, 2025 , 11:30 EST to 13:30 EST
Meeting link: ZOOM LINK

Agenda

1. Introductions (10 min).

2. Reflection on process so far (20 min).
3. Current rankings (15 min).

4. Identify top 10 (15 mins).

6. Identify top 6 (45 min).

7. Closing remarks and timelines (10 min).

13



Appendix 6 - Emails to finalists

Finalist email (to both student and supervisor)
Request for thesis and CV from XXX

Dear Dr. XXX,

I hope you are well. On behalf of the Larry Sandler Committee, I am very glad to inform you that
XX has been selected as a finalist for the Larry Sandler Award .

As part of the evaluation process, please send me the PDF version of your (XX's) thesis and your
(XX’s) updated CV at your earliest convenience, ideally on or before January 22nd, to allow for a
full review. Your thesis will be treated with confidentiality and will only be distributed among the
members of the Larry Sandler Committee. Once we receive your thesis and CV, the committee will
read and convene to determine the winner and runner-up of the award. We aim to notify the winner
and runner-up in early February.

I would also like to take a moment to congratulate you on your exceptional body of work as a
graduate student and graduate mentor. This year, we received a record number of nominations for
the Larry Sandler Award. Each candidate was nominated by their principal investigator or
department chair, who attested to the excellence of their work in the field of Drosophila research.
Indeed, each candidate has made significant contributions to their respective fields, and the future of
Drosophila research is bright. The committee believes that Peiwei stands out among this
outstanding group of graduate researchers. Congratulations once again for your outstanding work.

(The email addresses were obtained from Larry Sandler nomination packet. Please forward the email
to each other if one of you have an updated email address.)

Best wishes,
Li

(on behalf of the Larry Sandler Award Committee)

14



Appendix 7 — Agenda for Meeting 2.
Larry Sander Committee (2025), Meeting 2

Date: February 6, 2025, 11:30 EST to 13:30 EST
Link: ZOOM LINK

Agenda

1. Welcome back (5 min).

2. Reflection on full thesis evaluation (5 min).

3. Current scores (5 min).

4. Roundtable impressions - each committee member has ~5 mins to share their thoughts on the
current scores/ranks (25 mins).

5. Identify top 4 as candidates for runners-up and winner (30 mins).

5. Identify winner (10 mins).

7. Discuss what can be improved for the next Sandler Committee (10 min).

8. Closing remarks and timelines (10 min).

15



Appendix 8 - Email to winner, runners-up, and other finalists

Emazl to winner. Cc’d Sugy Brown, PhD advisor, Sandler committee members
Larry Sandler Award update

Dear Peiwei,

On behalf of the 2025 Sandler Award Committee, I am thrilled to inform you that you have been
selected as the recipient of the 2025 Larry Sandler Memorial Award!

As you may know, this award is given to the individual who submits the "best" Ph.D. thesis

in Drosophila research from the previous year. In this round we had 30 strong nominations, making
the standard of competition very high. The committee (composed of Drs. Josie Clowney, Rodrigo
Fernandez-Gonzalez, Grace Yuh Chwen Lee, Mark Peifer, and myself, cc’d here) unanimously
chose your body of work on how the piRNA pathway defends lineage-specific and sex-biased selfish
genes. We all think your work will have a long-term impact on the fields of genome maintenance
and Drosophila genetics. Your advisor, Dr. Alexei Aravin, also provided a strong letter in support of
your scientific growth, achievements, and independence during your PhD. Many congratulations on
producing such an elegantly-executed and beautifully-written thesis; you perfectly used the genetic
toolkit available to Drosophila researchers to answer your scientific questions.

As the recipient of this award, you will have the honor of presenting your thesis work in

the Larry Sandler Memorial Lecture at Fly meeting 2025 in San Diego, CA. You will give your
plenary lecture in front of the Drosophila community at the meeting. In addition to sharing your work
with Drosophila, we hope that your talk will help to inspire other students just starting or in the midst
of their PhDs. Ms. Suzy Brown (cc'd here) of the GSA will be in touch to make your travel

arrangements to the Fly meeting as well as providing details for your talk.

Again, please accept our warmest congratulations. You join a long list of outstanding Drosophila
scientists who have gone on to have successful careers.

Please don't hesitate to let me know if you have any questions as you prepare for your talk. Many of
us look forward to meeting you (again) at the Fly meeting!

Best wishes,

Li, on behalf of Josie, Rodrigo, Grace, and Mark

Emazl to runners-up. Cc’d Sugy Brown, PhD advisors, Sandler committee members
Larry Sandler Award update

Dear XX,
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I am writing to update you that you have been selected as one of the runners-up for this year's Larry
Sandler Memorial Award.

Although you are not the winner of this year's award, I want to congratulate you on the beautiful
body of work in your thesis. This year, we received 30 strong nominations; it goes without saying
that the competition was very intense. We truly enjoyed reading about your scientific growth and
achievements and have no doubt that you will continue to engage in cutting-edge research in the
future. Your advisor, Dr. XX, also provided an extremely strong and supportive letter.

At your earliest convenience, please send me a headshot that we can use to highlight your work
during the Larry Sandler Award presentation at the fly meeting — perhaps I'll even see you there in
person to congratulate you such beautiful work!

On behalf of the 2025 Sandler Award committee, we congratulate you on being selected as a runner-
up, and wish you the very best of luck for continuing success.

Best wishes,

Li Zhao, on behalf of Josie Clowney, Rodrigo Fernandez-Gonzalez, Grace Yuh Chwen Lee, Mark
Peifer

Email to finalists who are not winner or runners-up. Cc’d Sugy Brown, PhD advisors
Larry Sandler Award update
Dear XX,

I am writing to update you that you have not been selected as the winner or runners-up for this
yeat's Larry Sandler Memorial Award.

Although you are not the winner of this year's award, I want to congratulate you on the beautiful
body of work contained in your thesis and for being selected as a finalist for the award. This year, we
received 30 nominations, and it goes without saying that the competition was very intense. We truly
enjoyed reading about your scientific growth and achievements and have no doubt that you will
continue to engage in cutting-edge research in the future. Dr. XXs letter was also extremely strong
and supportive.

On behalf of the 2025 Sandler Award committee, we congratulate you again on being selected as a
finalist and wish you the very best of luck for continuing success.

Best wishes,

Li Zhao, on behalf of Josie Clowney, Rodrigo Fernandez-Gonzalez, Grace Yuh Chwen Lee, Mark
Peifer
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Image Award Report (Julie Brill)

This year, Tina Tootle and Clemens Cabernard rotated off the Image Award committee
and two new members were added — Jocelyn McDonald (Kansas State University) and
Nicolas Gompel (University of Bonn), maintaining the total committee membership at six
(including Julie Brill, José Pastor-Pareja, Girish Melkani and Syed Mubarak Hussain).
Girish and Syed will rotate off this year and two new members will be added. Regular
committee members generally serve 2-year terms (with some serving 3-year terms),
allowing for steady turnover. The Chair serves a 5-year term, and | am in my third year.

Results of the calendar year 2024 competition

For the current competition, our Facebook and Twitter (X) postings and presence were
reduced. Nonetheless, the GSA and members of the Drosophila community did share
my tweets and posts. However, there were many fewer submissions this year.

This year: 53 eligible submissions = 38 images and 15 videos.
Last year: 95 total submissions = 67 images and 28 videos.

This is a 44% decrease from last year, which was a 25% increase from the year before.

Points for discussion

- Historically, new DIA committee members are chosen by the Chair in
consultation with other committee members. Two years ago, | raised the question
of whether we needed a mechanism to ensure more diversity on the committee,
for example by encouraging newer faculty or other underrepresented groups to
volunteer. Michelle Arbeitman had arranged a Fly Community Volunteer Interest
Survey in 2022, and she sent me the list of all those who volunteered. A new
Survey was conducted in 2024, and | will use this as a resource to identify
interested Pls who might be good candidates to join the committee. As | did last
time, | will check out the lab websites of those who are interested and send
names and website links to members of the committee for their feedback.

- This year, more people followed the submission instructions (hooray!), and fewer
people submitted multiple images, which made the selection process more
straightforward. However, when scanning journals for authors from whom to
solicit images and videos, the committee noticed that there were relatively few
Drosophila-related papers in some of the more prominent journals. In addition,
the smaller number of solicited and unsolicited submissions is a bit worrisome.
The reduced submissions could potentially be attributed to any of several factors,
including reduced funding for Drosophila research (at least in the US) and a
possible trend toward spending less time on social media (true in my case). We
should consider having the GSA send an email to the fly community soliciting
contributions for calendar year 2025.



The 2025 DIA winners (for calendar year 2024)
Image award: Neha Ghosh (J. Treisman lab), New York University

Apical cell expansion maintained by Dusky-like establishes a scaffold for corneal
lens morphogenesis.

Ghosh N, Treisman JE. Sci Adv. 2024 Aug 23;10(34):eado4167. doi:
10.1126/sciadv.ado4167. Epub 2024 Aug 21.PMID: 39167639 Free PMC article.

Video award: Andrew J. Davidson (W. Wood lab), University of Glasgow

Ferroptosis-like cell death promotes and prolongs inflammation in Drosophila.
Davidson AJ, Heron R, Das J, Overholtzer M, Wood W. Nat Cell Biol. 2024
Sep;26(9):1535-1544. doi: 10.1038/s41556-024-01450-7. Epub 2024 Jun
25.PMID: 38918597 Free PMC article.

Additional information re: 2025 DIA winners (calendar year 2024)

Video Awards:
1. Andrew J. Davidson (W. Wood) : Nature Cell Biology
2. Yineng Xu and Chun Han (C. Han): Science Advances
3. Anna Popkova and Matteo Rauzi (M. Rauzi): Developmental Cell
4. Alina Kolpakova and Sharon Ben-Hur (E. Arama): Nature Communications
5. Yash Melkani and Aniket Pant (G. Melkani): Communications Biology

Image Awards:
1. Neha Ghosh (J. Treisman): Science Advances
2. Alina Kolpakova and Sharon Ben-Hur (E. Arama): Nature Communications
3. Andrew ). Davidson (W. Wood): Nature Cell Biology
4. GlorialJansen (F. Karam Teixeira): Genes and Development
5. Nichole Link (N. Link): Disease Models and Mechanisms

Key to numbers:
1. indicates overall winner
2. indicates 1strunner-up
3. indicates 2nd runner-up
4. indicates honorable mention
5. indicates honorable mention

Other information:

1. person (or people) listed generated the video and/or image
2. name of Plisin parentheses



https://pubmed.ncbi.nlm.nih.gov/39167639/
https://pubmed.ncbi.nlm.nih.gov/39167639/
https://pubmed.ncbi.nlm.nih.gov/38918597/

Drosophila Community Service Award Report for ADRC 2025

The committee:

Michelle Arbeitman (chair; 3 years)
Elizabeth Chen (2 years)

Amy Kiger (3 years)

Steven Marygold (2 years)

Nasser Rusan (3 years)

Cale Whitworth (1 year)

The award committee was formed in the Fall of 2024 by Michelle Arbeitman, in consultation with Fly Board
President Sally Horne-Badovinac. The number of years each committee member has served is show above.
The committee wrote an announcement and call for nominations that was sent out by GSA in an email, posted
by FlyBase, and posted on the ADRC website. The announcement was also posted on Twitter and Bluesky by
FlyBase, and by colleagues on the committee. The social media posts were reposted by Drosophila research
community colleagues across several months before the deadline.

The text of the call had this information, though may have been shortened for social media:
Drosophila Community Service Award Call for Nominations

Dear Colleagues,

We are excited to announce the call for nominees for the Drosophila Community Service Award. A major goal
of the award is to raise awareness within the Drosophila research community about the depth and diversity of
efforts supporting its success. The selection committee is encouraged to recognize colleagues who might not
be selected for Genetics Society of America service awards.

Any member of the Drosophila research community is eligible, including professionals not holding traditional
tenure-track positions. A team or small group may be recognized. Anyone may make a nomination by
submitting a letter describing the contributions of the nominee(s), including the significance and impact of the
work on the community.

Please submit your nomination by 01/17/2025 by email to:
drosophilaserviceaward@gmail.com

The committee has received a great set of nomination letters for our colleagues over the last three years. We
did write to some additional colleagues to solicit nominations in some categories this year. All nominations will
be carried forward to evaluate next year. We reviewed the letters and met by zoom to discuss and decide on
the winner. This year a group of colleagues that have made major contributions to our ability to do functional
studies received the award. We consulted with the faculty colleagues that oversee these efforts to ensure the
correct people are being honored. The committee discussed breaking this award into different groups to be
honored in different years, but given we have many people to honor in the coming years we decided to
include the full set of colleagues in one award for 2025.

In the third year of the Service Award, we decided to give a group of colleagues the award for:

Development of technology and resources that enable a broad range of studies within the Drosophila
research community



Gene Disruption Project:

Baylor College of Medicine: Koen Venken, Oguz Kanca, Pei-Tseng Lee, Sonal Nagarkar Jaiswall, Wen-Wen Lin;
Carnegie: Bob Levis

Harvard Medical School: Jonathan Zirin, Yanhui Claire Hu

LBNL: Roger Hoskins

DRSC/TRiP-Functional Genomics Resources at Harvard Medical School
Stephanie Mohr for the Drosophila RNAi Screening Center (DRSC)

Liz Perkins, Jonathan Zirin, Jianguan Ni for the Transgenic RNAi Project
Yanhui Claire Hu for online tools

The awardees were contacted and told that the award will be presented on Thursday morning at the Annual
Drosophila Research Conference in San Diego. The awardees will receive a certificate and pin using the logo
above.

After ADRC 2025, Michelle Arbeitman will contact the letter writers for colleagues that did not receive the
award and let them know that their nominations will be held, so they can be reconsidered by the committee
next year. She will also work with GSA to have the names of awardees added to a GSA maintained Webpage.

https://genetics-gsa.org/drosophila-2025/awardsfinancialsupport/#drosophila-community-service-award
She will also contact FlyBase to update the FlyBase wiki page for the Drosophila Community Service Award.
https://wiki.flybase.org/wiki/FlyBase:Drosophila_Community_Service_Award

The committee is grateful to GSA and FlyBase for supporting websites that list the awardees! Thank you.

The policy for the award states that committee members serve for two-years minimally. The committee for
next year will comprise members that are already serving. The committee did not see any need for major
changes in our process, though are open to feedback from the FlyBoard.

List of Awardees

2023: For gathering and organizing the information that drives Drosophila research
Dr James Thompson for Drosophila Information Services

Dr Thomas Brody for Interactive Fly

FlyBase Curatorial Team

2024: For cataloging, maintaining, and distributing Drosophila stocks for the worldwide research community
Bloomington Drosophila Stock Center at Indiana University

Senior Staff Members: Kevin Cook, Annette Parks, Cale Whitworth, and Sam Zheng; all staff members and stock-
keepers past and present for their contributions and substantial efforts.

2025: For development of technology and resources that enable a broad range of studies within the
Drosophila research community



Gene Disruption Project:

Baylor College of Medicine: Koen Venken, Oguz Kanca, Pei-Tseng Lee, Sonal Nagarkar Jaiswall, Wen-Wen Lin;
Carnegie: Bob Levis

Harvard Medical School: Jonathan Zirin, Yanhui Claire Hu

LBNL: Roger Hoskins

DRSC/TRiP-Functional Genomics Resources at Harvard Medical School
Stephanie Mohr for the Drosophila RNAi Screening Center (DRSC)

Liz Perkins, Jonathan Zirin, Jianguan Ni for the Transgenic RNAi Project
Yanhui Claire Hu for online tools

EMAIL to colleagues announcing the award
Subject: Good News: Awardee of the Drosophila Community Service Award

Dear Colleagues,
We are happy to tell you that you are the 2025 awardees of the Drosophila Community Service Award.

This year the award is for:
Development of technology and resources that enable a broad range of studies within the Drosophila
research community

The award will be announced Thursday morning, March 20th at the Annual Drosophila Research Conference in
San Diego. We hope you can be present to receive the award; please let me know for planning. We are allotted ~5
minutes, during which a member of the committee will introduce you and the reason for the award. There may be a
couple minutes for someone from the awardee group to speak, but not much longer. Please let us know.

We are recognizing you for your efforts at the Gene Disruption Project:
BCM

Koen Venken

Oguz Kanca

Pei-Tseng Lee

Sonal Nagarkar Jaiswall

Wen-Wen Lin

Carnegie
Bob Levis

Harvard
Jonathan Zirin
Yanhui Claire Hu

Roger Hoskins

For Cell Based Screening:
Stephanie Mohr

For TRiP Stock Production:
Liz Perkins



Jonathan Zirin
Jianguan Ni

For Bioinformatics:
Yanhui Claire Hu
This is the third year the award will be presented. A major goal of the award is to raise awareness within the

Drosophila research community about the depth and diversity of efforts supporting its success.

On behalf of the entire committee and Drosophila research community, we thank you for all your hard work
making the Drosophila research community strong.

To see other recipients and to learn more about the award, please see:
https://wiki.flybase.org/wiki/FlyBase:Drosophila_Community_Service_Award

Many congratulations!

Drosophila Community Service Committee
Michelle Arbeitman

Elizabeth Chen

Amy Kiger

Steven Marygold

Nasser Russan

Cale Whitworth


https://nam04.safelinks.protection.outlook.com/?url=https%3A%2F%2Fwiki.flybase.org%2Fwiki%2FFlyBase%3ADrosophila_Community_Service_Award&data=05%7C02%7Cmichelle.arbeitman%40med.fsu.edu%7C4bf6fa0743984c6fc2ea08dd4f756122%7Ca36450ebdb0642a78d1b026719f701e3%7C0%7C0%7C638754087778861047%7CUnknown%7CTWFpbGZsb3d8eyJFbXB0eU1hcGkiOnRydWUsIlYiOiIwLjAuMDAwMCIsIlAiOiJXaW4zMiIsIkFOIjoiTWFpbCIsIldUIjoyfQ%3D%3D%7C0%7C%7C%7C&sdata=X0hA7%2BQINAkXg%2FSqMWFAVVRD3setY%2BJEavi%2B3R7vTaE%3D&reserved=0

Finnerty Undergraduate Travel Award Report to the 2025 Fly Board
Ruth 1 Johnson, Finnerty Undergraduate Travel Award Committee Chair

Selection committee: Ruth I Johnson (chair), Jennifer Bandura, Daniel Cavanaugh, Justin
DiAngelo, Jennifer Kennell, Judith Leatherman, Matthew Wawersik.

We received 39 applications for the Victoria Finnerty Undergraduate Travel Award this year.
Following an initial round of evaluation, 17 applications were moved to a second round of
consideration and 14 of these were recommended for funding. To maximize the number of
students who received funding, money was awarded on a sliding scale, according to their
ranking, with the highest amount being $599 so that the students wouldn’t have to pay taxes on
their award. In total, we awarded $5997 for Finnerty Undergraduate Travel Awards this year.

The awardees are:

Chloe Wells, Emory University, $599

Alyssa Davis, Georgia State University, $599

Auvi Strok, Lewis and Clark College, $599

Elena Dapi, University of Rochester, $500

Sarah lannone, College of the Holy Cross, $500

Amelia Roselli, Davidson College, $400

Marciella Shallomita, Eastern Mennonite University, $400
Diya Surray, Rutgers University, $400

Hannah Lee, University of California Irvine, $400

Junan Zhu, University of California Irvine, $400

Carlie Epstein, Georgia State University, $300

Ananda Kalukin, Cornell University, $300

Ava Hasenoehrl, Lewis and Clark State College, $300
Sienna Ficken, University of Missouri Kansas City, $300



2024-2025 FlyCROSS (Collaborative Resource for Optimizing Scientific Success) Mentor
Matching Committee Report

The Fly Board voted to initiate a new Mentor-Mentee Matching Program at their meeting on
March 6™, 2024, Washington DC. Shefali, PhD candidate Graduate Student representative to
Fly Board, wrote the proposal and presented it.

Sally Horne-Badovinac, 2024 Fly Board President, working with Shefali, recruited Laurel Raftery
(Mountain representative to Fly Board) to serve as Co-Chair, with Shefali as Founding Co-Chair
for the Drosophila mentor-mentee matching program committee. In principle, Co-Chair positions
will be held for two years, with the caveat that it would be desirable to have each Co-Chair
position change over in a different year. In addition to the two co-chairs, Sally proposed adding
4-6 committee members to the committee; an odd number, 5, was selected to facilitate
decisions made by vote.

Shefali and Dr. Raftery selected prospective committee members based on their responses to
the 2022 Fly Community Volunteer Interest Survey, which also included some current Fly Board
members. We sought individuals with a commitment to mentoring, distinct career experiences,
and overall broad US geographical representation. We were gratified that these individuals
agreed to serve:
e Alissa Richmond Armstrong, Assistant Professor, University of South Carolina
e Frank David Macabenta, Assistant Professor, California State University, Monterey Bay
e Jocelyn A McDonald, Associate Professor, Heartland Fly Board Representative, Kansas
State University
e Jonathan Andrews, Postdoctoral Researcher, Baylor College of Medicine
e Shyama Nandakumar, Postdoctoral Researcher Fly Board Representative, University of
Pittsburgh

Meetings were held remotely on July 24, September 10, October 16 of 2024, January 21, and
January 28 of 2025.

We requested the assistance of GSA staff to recruit prospective mentors and mentees through
their emailing to GSA members and past ADRC meeting attendees. A remote meeting was
between Sally Horne-Badovinac, Shefali, Laurel Raftery and GSA staff on August 8, to discuss
a) availability of GSA support for recruiting, and b) any potential overlap with GSA "Fly with Me"
discussion tables at the fly meeting. We agreed that the "Fly with Me" discussion tables offered
a different, short-term approach to mentoring and information-sharing, compared to our mentor-
matching program, which focuses on providing individualized year-long mentoring, tailored to
the mentee's specific needs. GSA staff agreed to include the program information and links in
their emails, and Dr. Horne-Badovinac agreed to announce the program in a scheduled email
from the Fly Board President. Also in this meeting, we were advised to create a Gmail account
for the program, and to use the associated Google drive space to store documents. GSA's Suzy
Brown provided a succinct schedule for providing text of notices to her, which would then be
sent out in scheduled GSA emails.

In the first meeting, the program proposal was refined to a Charter
(https://drive.google.com/file/d/1sP7yk5qiBPqFZzQdHTUESJCvCWD2Dy7w/view), which was
linked to all recruiting emails for mentors and mentees. All documents for the matching program
were drafted by Shefali and refined and approved unanimously by the committee.



https://drive.google.com/file/d/1sP7yk5giBPqFZzQdHTUESJCvCWD2Dy7w/view

Because the program documents are closely based on those of the successful C. elegans
Community Mentor Matching Program

(https://wiki.wormbase.org/index.php/C. elegans Community Mentor Match Program), Dr.
Raftery and Shefali contacted the current and founding chairs of this ongoing program,
Professors Andrea Calixto Mohor, Javier Apfield, and Brent Derry, asking for their permission
use our adaptations of their documents. We received permission with this kind reply:

We are very happy that you found the Worm Program inspiring and that our material is
useful to you. We are also very excited that you guys are starting this program. Javier
and | thought that of course you should use the forms. In addition, | spoke to Wormboard
today and all members gave their permission.

We wish you the best of luck with the endeavor and if you need anything from us please
let us know.

with best wishes,

Andrea Calixto
on behalf of the C. elegans Mentor Match Program Committee

Fly mentor-matching committee members proposed a creative set of names for our program,
and on September 10, the committee selected "FlyCROSS (Collaborative Resource for
Optimizing Scientific Success)" for the program name.

Subsequently, the Gmail account "dmelcross@gmail.com" was created, with Dr. Raftery as
owner. In subsequent meetings we refined the Google survey forms to recruit mentors and
mentees. To help advertise the program, our committee member, Frank Macabenta designed
the program flyer

(https://drive.google.com/drive/folders/1vWrC8nH8b66YCB6FHINSmM9 1yhQT5xVp1).

The first step for FlyCROSS was to recruit mentors.

Summary of mentor survey questions: The mentor survey collected detailed information
about career stage, type of institution, scientific expertise, mentorship areas, personal
experiences, mentoring experiences, availability of time, possible mentee accommodations,
demographic information etc. The Google survey form to recruit mentors
(https://docs.google.com/forms/d/19jCiWjRfdY1RIIZ7nC57nZssMUCeUO0Iq9n2A4dJ58Hk/edit )
was live from 9/22/2024 through 10/30/2024.

Response summary: Ninety people volunteered to be mentors, out of which three were late
submissions. All mentors were willing to provide mentorship in areas of scientific challenges,
career development, career transitions, obtaining funding, publishing, etc. Outside of these,
many mentors were open to provide guidance on navigating different types of challenges from
their personal experiences. Distributions of mentor demographics and types of support available
are summarized on p3.



https://wiki.wormbase.org/index.php/C._elegans_Community_Mentor_Match_Program
https://drive.google.com/drive/folders/1vWrC8nH8b66YC6FHinSm9_1yhQT5xVp1
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These responses were discussed with Dr. Horne-Badovinac and Dr. Malik. Shefali also had a
quick zoom meeting with Dr. Horne-Badovinac and Dr. Malik to discuss how to advertise the
mentee survey using the collected mentor information. Shefali updated the advertising flyer.
(Link -
https://drive.google.com/file/d/1TwvB6aYWa2BWDHjXSItHSpzT93huuSUOH/view?usp=sharing)

The next step of FlyCROSS was to invite mentees to participate.

Summary of mentee survey questions: The mentee survey collected detailed information
about career stage, type of institution, type of mentorship needed, areas of scientific
development, next career goals, personal/professional challenges, demographic information etc.
The survey form for mentee applications
(https://docs.google.com/forms/d/1WN6yJvF020qgHJm_wewQ8yv7f6JfqrdVig2F CiifbWc/edit )
was live from 11/10/2024 to 01/05/2025. At the end of the mentee survey, the form contained a
link to a spreadsheet containing a list of available mentors and information from the mentor
survey forms. The mentees were instructed to go over the mentor responses and choose three
preferred mentors. Graduate student/postdoc mentees seeking research mentorship were
asked to upload an acknowledgement by their advisor, confirming that this arrangement was
acceptable.




Summary of mentee responses: Thirty-seven mentees applied to be matched to a mentor, out
of which one was late. Most mentees sought mentorship in areas of scientific help, career
development, grants/proposal writing, going on the job market, going up for tenure etc. Many
mentees also sought guidance on facing different challenges, some of which are mentioned
below.
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Mentor-mentee matching process:
- 37 mentee applicants included — 18 grad students, 10 post docs, 9 faculty - including
both tenure track and non-tenure track.
- Out of all the grad students, 72% opted to be mentored by a faculty mentor and only
28% of grad student mentees chose postdocs/senior scientists as mentors.
- Three mentees did not indicate any preferred mentor choices.

Assigning matches:
Contested mentors - Five contested mentors were requested as first preferred mentors by a
total of 12 mentees. The committee designed and unanimously approved a mentor selection




rubric to assess the relative level of need for the mentees involved; rubric items are listed below.
Each contested mentor was resolved on a case-by-case basis, examples are listed below.
Relative need was assessed by committee deliberations in Zoom meetings, and mentor-mentee
assignments were made after unanimous agreement.

Rubric items for contested mentors:

Career stage of mentee with respect to the requested mentor.

Topic of mentoring requested by mentee.

Preferences about mentor demographics — gender etc considered whenever possible, if
compatible with mentor availability.

Type of institution (state/public): if a mentee specifically requests a mentor based on
their type of institution, this category will be a deciding factor.

If further weighting between mentees is needed, additional considerations include: if they
are the only fly lab in their institution/city, if they belong to a diverse population, if they
are from developing or lower/middle income countries, etc.

Availability of their second/third preferred mentors. If one of the contesting mentees has
a unique second-choice mentor, that mentee is awarded their second choice.

If a mentor is contested between mentees where one has submitted their FlyCROSS
mentee application late, the first-choice mentor is automatically awarded to the mentee
who submitted the application before the deadline.

Example resolutions of contested mentors-

A mentor was requested by two mentees, one of which is a grad student in Nigeria. We
prioritized lack of access to resources and need of mentoring in this case and assigned
them their first preferred mentor. The second mentee, also a grad student, was assigned
their second preferred mentor.

A highly sought-after mentor was the first-choice selection for three mentees. One
mentee, a female graduate student, expressed a preference for working with a female
mentor. Considering this, we assigned her to her second-choice mentor, who is also
female. Another mentee, seeking guidance on transitioning from a non-tenure-track to a
tenure-track position, was matched with their second-choice mentor, a more senior
faculty member than the contested mentor. The contested mentor was ultimately
assigned to a first-generation postdoc who is a minority in their current environment,
where there are fewer than two or three fly labs.

A mentor was requested as the first choice by two pre-tenure faculty who are both at
PUls. The preference was given to the mentee from New Mexico, due to lack of access
to resources.

In other contested mentor cases, we assigned the contested mentors to pre-tenure
assistant professors and non-tenure-track faculty who sought to obtain tenure-track
positions, because the contested mentors were senior faculty mentors from similar types
of institutions. We reasoned that these individuals were most in need of senior, tenured
faculty as advisors. The remaining individuals were matched to their second choices (or
their third choice mentors if the second choice mentor were someone else's first choice).

Out of the 12 mentees who had requested 5 contested mentors, 5 were assigned their first
preferred mentor and the remaining 7 were assigned their second/third preferred mentors.

After resolving the 12 mentees who had contested mentors, the remaining 22 mentees were
assigned to their unique first preferred mentors.




Out of the 34 mentees who had indicated preferred mentors, all the mentees were initially
matched to one of their preferred mentors. A total of 27 mentees (79%) were initially matched to
their first-preferred mentors.

Three individuals left the preferred mentor questions blank. First, a graduate student was
matched to a mentor from a different institution, who fit the mentee's requirements and priorities
— which were scientific interest, close geographical location and being a first-gen. The
committee also recommended mentioning other possible resources at the mentee’s current
institution in the email. Second, a pre-tenure faculty from India, was matched to a tenured senior
faculty at an Indian institution in the same city. Third, a post-doc, listed preferred mentors who
had not volunteered. We selected a mentor who fit the mentee requirements and priorities —
scientific field, coming back after career break, moving to US for future career prospects.

Committee members volunteered to draft email templates to send to the mentor and mentee
individually, asking each to privately confirm that the proposed match is acceptable; the match
connection email template was also drafted. All committee members had an opportunity to edit
each of the letters.

Each Flycross committee member serves as the point of contact for 5 or 6 matches. Committee
members who are tenured faculty will be assigned matches involving pre-tenure or non-tenure
track faculty mentees.

If the mentee was a graduate student or a postdoc, the initial confirmation email was cc'd to
their advisor. Once the mentee agreed, a confirmation email is sent to the mentor. If the mentor
agreed with no conflict, the committee member sent out an email of introduction to both the
mentor and mentee. In the event of a conflict reported by either the mentee or their advisor, an
alternative mentor was selected after an email vote by the committee.

The emailings are in progress; as of 3/4/2025, one conflict was reported by an advisor, so an
alternate mentor was identified. In two cases, the prospective mentors did not respond to
repeated emails from the FlyCROSS contact, so the mentee was offered an alternate mentor.
24 matches have received their introductory email with guidelines; 7 matches are still in
progress.

Over the mentoring period, if a disagreement or other issue arises between the matched mentor
and mentee is brought to the committee member's attention, that individual committee member
may advise a solution, and/or consult with other members of the committee prior to advising.

Thirty-seven mentors will be mentoring our 2025 FlyCROSS mentees. Forty-three mentors were
not selected but provided a pool for resolving a conflict or an unresponsive mentor candidate.
The unselected mentors will be asked to participate in our spring/summer round of matches, in
addition to a new round of mentor recruitment. We are sincerely grateful to all those who
volunteered to be mentors.

Future Plans:
- The committee plans to shift the program year to a cycle of applications that occur in late
spring and summer, so that recruiting emails and social media postings are not
competing with the ADRC communications from GSA.



- The committee requests the Fly Board members to help spread the word about the
program from the next cycle. We would welcome a larger pool of tenured faculty
available to serve as mentors.

Outstanding Question:
- How do we transfer ownership of the FlyCROSS Gmail account to successive future
chairs?

Shefali and Laurel Raftery, for the FlyCROSS matching committee
-all committee members reviewed the draft report



Report to FlyBoard

GSA appreciates the opportunity to provide a brief snapshot of goings-on, and we look
forward to discussing ways to continue to support FlyBoard and the community. And GSA
*is* the community! In fact, fly researchers represent a substantial portion of GSA’s
membership, Board of Directors, Committees, journal authors, readers, and editors.

GSA and FlyBoard have maintained a close relationship collaborating on a variety of
projects. In addition to the annual conference, some of these projects GSA carries out
include:
e Managing the Drosophila reserves to ensure sustainable returns
e Providing professional development programs at the conference, such as the
Mentor-Mentee lunch, Networking Hotspots, Careers workshops, and others
e Atthe FlyBoard's request, establishing and administering the Victoria Finnerty Fund
e Creating and maintaining the Image Award website and creating the framed Award
Image
e Managing the Larry Sandler Award Fund, making speaker arrangements (travel,
registration, award presentation, lifetime GSA membership), producing the award
plague, and other tasks as needed
o Emailing the FlyNews and other special FlyBoard announcements to the community
e Managing and publishing FlyBook
e Managing the Victoria Finnerty fund and award process
e FlyBoard elections
o FlyBoard surveys (volunteer survey, demographics survey)
e Promoting the community service award
e Managing the Hugo Bellen and Catherine Tasnier Drosophila Neurogenetics Lecture
award and fund.

Code of Conduct for GSA Conferences

All participants are required to agree to abide by the GSA Code of Conduct. Additionally,
participants will be reminded at the beginning of each session that adherence to the Code
of Conduct is expected. GSA has a reporting system that can be utilized anonymously if
necessary. Thus far, no reports of misconduct have been reported at Drosophila events.

66th Annual Drosophila Research Conference
(2025)

Organizers:


https://genetics-gsa.org/conference-policies/

Todd Nystul, Co-chair
Michelle Bland, Co-chair
Amanda Crocker

Justin Crocker

Leila Rieder

Dros Conference Abstract Submissions/Registration 2018-2025

2025 2023 (hybrid) 2022 2021 2019 | 2018
(hybrid) [ (virtual)

Abstracts 917 1,023 1,018 786 | 837 | 883

Registrants 1,291 1,620 (195) [ 1,611 (591) | (1,850) | 1,166 | 1,238

As of 2/19/2025

Conference App - The conference app is an attendee’s main resource. There will be no printed
book (although one is available online for those who wish to print it). Once you download the
App there is no need to connect to the internet except to download updates. You'll be able to
send direct messages to other attendees, leave questions for speakers, view abstracts, make a
personal schedule, and so much more.

Oral Presentations - All abstract driven oral presentations will be recorded and available in the
App through May 31, 2025 to all registrants. In addition, recordings will be available on-demand
to those who were not able to attend through May 31, 2025.

Posters - In addition to scheduled poster sessions, all poster authors will be able to upload a pdf
of their poster and an oral overview. All posters will be available for viewing when the poster and
exhibit hall is open.

Inclusion Ambassadors

Inclusion Ambassadors are attendees who have volunteered to participate in this effort to model
inclusion and provide information to others at the conference; they will attend a short training
prior to the conference. Inclusion Ambassadors will direct others to conference events focused
on equity and inclusion and tell them how GSA is working toward an equitable future. In the
event someone needs to report a Code of Conduct violation, they will facilitate contacting GSA
staff. Inclusion Ambassadors will be identified by the rainbow ribbon on their conference
badges.

Exhibitors and Sponsors

Please stop by and say hello to the exhibitors, many of whom come to the Drosophila meeting
every year. We appreciate their support and their participation helps keep registration prices
down. They really value meeting leaders in the Fly Community.



Awards

The Larry Sandler Award will be presented to Peiwei Chen during the opening session on
Wednesday night. The Larry Sandler Award lecture will follow the award presentation

The Hugo Bellen and Catherine Tasnier Drosophila Neurogenetics Lecture is new this year and
recognizes a postdoctoral fellow or assistant professor for their outstanding achievements in the
field of genetics as applied to neuroscience in Drosophila, to improve our understanding of how
neurons develop, function, connect, and respond to stimuli to control behavior. Qili Liu is the
recipient of the award and will give a talk during the closing session on Sunday.

Future Meetings

67th Annual Drosophila Research Conference
March 4-8, 2026

Sheraton Grand Chicago Riverwalk

Chicago, IL

Organizers:

Pelin Volkan, Co-chair

Daria Siekhaus, Co-chair
Cassandra Extavour

Rodrigo Fernandez-Gonzalez
Jacob Kagey

Akhila Rajan

Keynote speaker: Amita Sehgal

2027 - Open

GSA Equity and Inclusion Committee

Drosophilists have always been strongly represented on GSA’s Equity and Inclusion
Committee, and we're pleased to continue working together in the effort to advance equity
in the sciences.

In 2022, we launched the Vision for Inclusive Conferences. The Vision seeks to create a
positive vision for GSA conferences in which equity, accessibility, and inclusion are
foregrounded at each step of planning—just as budget and scientific content are. The
document was provided to the #Dros25 organizers and is posted on GSA’'s website. We
welcome feedback and input from organizers so that we can continue adding to and
enhancing the Vision.



https://genetics-gsa.org/drosophila-2025/awardsfinancialsupport/#neurogenetics-lecture
https://genetics-gsa.org/vision-for-inclusive-conferences/

FlyBook in GENETICS

Launched in 2015, FlyBook is published and supported by GENETICS. This comprehensive
compendium of review articles presenting the current state of knowledge in Drosophila
research comprises an encyclopedia of approximately 50-60 articles. Publications are
ongoing and will be completed by 2025.

Communications

Drosophila Image Awards: GSA provides design, IT, and administrative support for the
Drosophila Image Awards and hosts the website. In preparation for the 65th Annual
Drosophila Research Conference, we updated the website to show last year's winners and
new award committee members.

Community Notices: GSA sends occasional email blasts on behalf of the FlyBoard to our
distribution list, such as the recent communications on the FlyBoard election, volunteer
survey, and community service award.

Finance

In the early 1980s when the FlyBoard approached GSA to manage the conference, there
was a small meeting reserve that GSA agreed to hold. In 2017 GSA assumed full
responsibility for all financial aspects of the meeting, including registration pricing, and in
2018 FlyBoard was given the full amount of the reserves, which at that time was $164,000.
The FlyBoard reserves are maintained in a GSA account, and GSA invests the principal and
disburses sums at the direction of the FlyBoard. Full details for that account can be found
in the Treasurer's report.

To promote inclusivity and accessibility at our conferences, GSA has historically offered
financial aid for early career scientists, parent scientists, and scientists from low- to middle-
income countries. For the 2024 TAGC meeting, the FlyBoard elected to use approximately
5% of their reserve fund ($8800) to subsidize child care and provide travel awards for HBCU
and LMIC attendees. Additional funding in the amount of $1200, was provided by the Larry
Sandler Fund for these initiatives.

The GSA Finance Committee of the Board of Directors determines the registration fees for
the meeting. They make recommendations for meeting locations to try to maximize
attendance at all career stages and keep costs to a minimum. GSA relies on assistance from
the meeting organizers to build a strong exhibit and sponsorship program to offset
meeting expenses.


https://academic.oup.com/genetics/pages/flybook

Drosophila Investments

GSA has been retained by the FlyBoard since 2018 to maintain and manage the Drosophila
Reserves, which includes investment of the principal in a segregated account at Vanguard
and disbursement and tracking of FlyBoard grants in the form of outreach awards
benefiting the Fly Community. As of December 31, 2024 the balance in the Drosophila
Reserve was $186K. Awards to recipients in the Fly Community in the amount of $35K have
been made since 2021 from the reserve account.

Victoria Finnerty Fund

GSA maintains the Victoria Finnerty Fund as a restricted account for the Fly Community,
from which $5K - $6K in grants are awarded for undergraduate travel to the Drosophila
conference, annually. A donation of $6K is provided from the Drosophila Conference
proceeds, each meeting cycle, to fund these awards, and GSA also accepts constituent
donations via the GSA website. In 2020, on GSA’'s recommendation, a Vanguard investment
account was established with $20K of cash from the Fund, for the purpose of generating
additional revenues. As of December 31, 2024 the investment account balance was $29K
and there was $8K in cash, for a total of $37K.

Larry Sandler Fund

The Larry Sandler Fund is held in a custodial capacity by GSA for the Fly Community and is
invested in two accounts at Vanguard. The total of the accounts has grown from $28K in
2003 to $107K as of December 31, 2024. In addition to covering expenses for the Larry
Sandler Award winner, each cycle, the Fund (along with the Drosophila Reserve) has
contributed to outreach awards granted by the FlyBoard in 2021, 2022, and 2023, and in
support of child care and travel awards for HBCU and LMIC attendees at the TAGC
conference in 2024 Awards from the Sandler Fund total $5700 since 2021.

Professional Development & Other Special
Programming

Dros25 programming

Engagement staff are organizing a series of professional development, networking, and
mentorship events for the upcoming Dros25 conference. Early- and mid-career attendees
will have opportunities to attend myriad events that will make it easy to connect with
researchers across multiple institutions, foster scientific collaborations, explore career
connections, and make new friends.



A comprehensive list of Engagement’s Dros25 programming is available on the conference
website’s professional development page, and several events are highlighted below in the
“Planned Events” section.

Participant goals

At the end of each event, Engagement aims to ensure that participants have:

o Developed a stronger peer support network of researchers to reach out to when in
need of advice, guidance, and support, or for collaborative projects.

e Gathered information to help inform their next professional step, whether that's a
career transition or entering the job market.

e Gained a better understanding of the overlap between academic and non-academic
careers and the variety of careers within and without academia, as well as an
understanding that a faculty or teaching position comes in many forms.

Planned events

Planned events are listed below and have been developed in conjunction with the GSA
Conferences Committee and the Dros25 Organizers.

Career Exploration Panel: This discussion panel of individuals representing career paths
outside of academia showcases the broad options available to those with a PhD. This
session is run in collaboration with the Career Development sub-committee of the ECLP.

Careers in Academia Panel: Features academic department heads and faculty who will
discuss the academic job application process and provide insights into the daily life of a
faculty member.

Community and career stage-specific networking events: Engage attendees within and
between organisms of study and career stages. The moderated networking hotspots will
focus on scientific, career, and social topics, with ~25 unique networking opportunities held
across three days. Discussions will center around a range of science-based topics, such as
“Cell Biology and Growth;” career-driven topics, such as “Professional Development and
Careers in Science;” and social issues, such as “Diversity, Equity, and Inclusion.”

Conference Mentor program and luncheon: Intends to facilitate interactions between early
career scientists and solo conference attendees with established scientists. GSA will match
volunteer mentors with mentees. Mentors will serve as a conference resource for their
assigned mentees. GSA will sponsor a luncheon for program participants to connect with
others and build their scientific community.

Complimentary professional photographs: Allows GSA member graduate students and
postdoctoral fellow attendees to receive professional photographs at no charge. The


https://genetics-gsa.org/drosophila-2025/professional-development/

attendees may use the photograph(s) for job applications, professional social media, and
more.

Individual Development Plan workshop: Walks early and mid-career scientists through an
Individual Development Plan using free virtual tools. The workshop encourages
participants to break out of the linear career path by illuminating alternative paths,
practicing informational interviews, and providing guidance for participants to explore the
rich variety of academic and non-academic careers.

Networking Hotspots: Moderated networking hotspots centered around scientific and
social topics will be held at Dros25. There are 25 unique networking opportunities, spread
across three days. The opportunities are conducted around a range of science-based
topics, such as Cell Biology and Cell Growth, career-driven topics, such as Professional
Development and Careers in Science, and social issues, such as Black in STEM. A full list of
topics is listed below:

e Applying to postdoc positions

e Models of Human Disease

e Evolution, Immunity, and the Microbiome

o Disability in Science

e Latinxin STEM

e Science Communication

e Applying to graduate school

e Neural Circuits and Behavior

e Parentsin Science

e Blackin STEM

e Junctions and Epithelial Dynamics

e Primary School Outreach Program

e Applying to graduate school

e Patterning Morphogenesis and Organogenesis

e Chromatin Epigenetics and Genomics

e LGBTQ+ in Science

e Reproduction and Gametogenesis

e Applying to postdoc positions

e Neural Development and Physiology

e Doing Science and Teaching at a PUI

e Diversity, Equity, and Inclusion

e Signal Transduction

e Cell Stress and Cell Death

e Professional Development and Careers in Science

e Physiology, Metabolism, and Aging

o Cell Biology and Growth



Poster Advocate program: Poster presentations can be stressful for early career scientists,
especially if they don't have people stop by their poster. Having an encouraging interaction
with an established member of our community can validate and energize a young scientist.
This volunteer-led program was initiated by Gavin Rice at TAGC 2024 and will be headed by
Leila Rieder for Dros25. This program will solicit volunteers across the Dros25 conference
themes. Volunteers will be encouraged to make their first poster visit each night to
someone who is getting less attention at their poster or someone who is from a lab that
the volunteer is not familiar with.



2025 Annual Drosophila Research Conference
Todd Nystul (co-chair), Michelle Bland (co-chair), Amanda Crocker, Justin Crocker, Leila Rieder

The organizing committee was established in Spring 2024. Todd Nystul reached out to Michelle
Bland to invite her to co-chair the committee. She agreed, and they worked together to identify
the other committee members. Together, the group is geographically diverse (including one
member from Europe), reflects the breadth of scientific research areas encompassed in this
meeting, and represents the diversity of universities, approaches, and people who attend this
conference. The organizers communicated through nearly monthly Zoom meetings, e-mails and
Google documents.

Programming

The organizers took advantage of the well-developed processes that were in place from previous
ADRC conferences to organize the meeting and used a very similar agenda. One significant
difference from past years is the elimination of the option to attend the meeting remotely. While
the committee acknowledged that many members of our community are not able to attend in
person for a variety of reasons, including both financial and personal constraints, we felt the
benefits of bringing all attendees together in person outweighed the disadvantages. We hope
that the in-person only format also reduces concerns about presenting unpublished data in the
oral and poster presentations. We hoped to expand on-site child care services to help those with
significant child care responsibilities attend the meeting, but we were not successful with this. We
encourage the GSA, the Fly Board, and future organizers to continue looking for ways to do this.
In addition, we are continuing the tradition of incorporating into the agenda a series of brief
remembrances for prominent members of our community who passed away recently, including a
remembrance of Scott Hawley by Jeff Sekelsky. We also allocated a slot in the closing Plenary
Session on Sunday for the First Annual Hugo Bellen and Catherine Tasnier Drosophila
Neurogenetics Lecture, which will be given by Qili Liu.

Plenary speakers

To select the plenary speakers, we generated a long list of potential speakers that consisted of
(1) nominations from Organizing Committee Members; (2) nominations that were considered but
not selected for recent past meetings; (3) nominations from the community, collected through
unsolicited emails to Organizing Committee Members and through a Slack post from Leila Reider
to a large group of Junior Pls in the Drosophila Community and (4) recommendations from Sarah
Bay and others on the GSA team for speakers for the DEI Plenary Session. The Organizing
Committee members then worked by email to generate a shorter list and met by Zoom to
determine the final list. In this process, we focused on those who have contributed both
scientifically and through service to the Fly community. We further prioritized those individuals
who have not previously given plenary talks and who reflect the diversity of the Fly community.
We debated whether include junior Pls in the lineup and ultimately decided against it. While this
has the advantage of highlighting rising stars in our community, we were also cognizant of the
fact that giving a plenary talk at the ADRC is generally a once-in-a-career opportunity, so it is
better to receive that chance at a later career stage. The Plenary Speakers are:

Denise Montell (Keynote), Andrea Page-McCaw, Blake Riggs, Francois Leulier, Joanne Yew,
Pavel Tomancak, Brian Calvi, Kaitlin Laws, Marnie Gelbart, Stephanie Mohr, Daria Siekhaus,
Justin Kumar, Mark Van Doren, Michael Welte, and Monica Dus

Additional presentations in plenary sessions
Todd Nystul and Michelle Bland will give the Welcome Presentation; Brenda Andrews will present
the GSA awards; Li Zhao will introduce Peiwei Chen, who will give the Sandler Lecture; Howard




Lipshitz will give a brief presentation about the GSA Journals; and Todd Nystul and Michelle Bland
will give the Closing Remarks.

Platform sessions

The platform sessions were programmed to include 6 or 8 15-minute talks. We assembled the list
of session topics from the lists of session topics at recent previous meetings. The platform session
topics are:

Cell Division and Cell Growth; Immunity and the Microbiome; Neural Circuits and Behavior, Cell
Biology; Chromatin, Epigenetics, and Genomics; Initiatives in Education and Diversity, Equity, and
Inclusion; Cell Biology; Evolution; Physiology, Metabolism, and Aging; Evolution; Models of
Human Disease; Neural Development and Physiology; Reproduction and Gametogenesis;
Regulation of Gene Expression; Patterning, Morphogenesis, and Organogenesis; Cell Stress and
Cell Death; Signal Transduction; Stem Cells, Regeneration, and Tissue Injury; and Techniques &
Technology

We next selected faculty co-chairs for each session topic. We invited Shyama Nandakumar, who
is the Postdoc Representative to the Fly Board, to participate as an ad hoc Organizing Committee
member for this stage of the process. Each member of the Organizing Committee took
responsibility for 3-4 topics, based on our area of expertise, and we identified two faculty co-chairs
(and one alternate co-chair) for each session. In the invitation email, we made it clear that Co-
chairs cannot give a presentation in their own session but that other members of their lab are
eligible to be selected for a talk in their session. We also asked the faculty session chairs to
identify a postdoctoral fellow co-chair for their session, and we let them know that they could
reach out to Shyama if they wanted recommendations. When selecting the postdoc co-chair, we
asked them to consider (1) scientific expertise; (2) enthusiasm and potential to make a positive
contribution to the meeting; and (3) our goal of representing the many forms of diversity in our
community, including gender, race, ethnicity, sexual orientation, academic institution type, and
geography, at the meeting.

After the abstract submission deadline, we adjusted the number of talks allocated to each session
topic based on the number of abstracts received in each topic. At this stage, we noticed that,
although we had planned to have a session on “Signal Transduction,” and had already lined up
co-chairs for this session, “Signal Transduction” was not among the choices of topics that could
be selected on the online abstract submission form. To correct this error, we searched for
abstracts in each of the other categories that could be transferred to the “Signal Transduction”
session. Then, we sent the abstracts for each session to the respective session co-chairs with
instructions to score them based primarily on scientific merit. We reminded chairs that they cannot
give an oral presentation in the session that they are co-chairing and stipulated that co-chairs
should not score an abstract from their own lab or comment on it in the discussion about final
selections.

After the co-chairs submitted their selections (along with two alternates for each session), we
assessed the composition of the total applicant pool and the pool of selected speakers in each
session with respect to gender, ethnicity, university type (PUI or non-PUI), and socioeconomic
background, based on self-reported information (Table 1). We found that a broad range of
identities were represented in general and that there were no statistically significant differences
between the total applicant pool and the selected speakers for any demographic category
(gender, ethnicity, university type, or socioeconomic background). However, we made minor
adjustments to a few sessions that were somewhat imbalanced. In addition, we made a few



adjustments to ensure that, across all the sessions, none of the speakers were selected for more
than one talk and there were no more than two speakers from any one lab.

Workshops

As in past years, we invited meeting participants to submit applications for workshops and we
accepted all the applications we received. Many of the long-standing and recently developed
workshops will be returning this year, and a new workshop, titled “How to Integrate the History of
Racism and Bias in STEM in the Classroom,” will also take place. In addition, the Organizing
Committee put together a session that will take place during the allotted timeslot for workshops
on Thursday night titled “Undergraduate Spotlight and Grad School Guidance.” The first half of
this session will feature oral presentations from a selected group of undergraduate students who
applied for but were not chosen to give a platform talk, and the second half will be a moderated
panel discussion by faculty from multiple universities on strategies for graduate program
admissions.

Key Dates:

Abstract Submission Deadline: November 14, 2024

Abstracts sent to Organizers: November 17, 2024

Abstracts sent to Session Chairs: November 20, 2024

Deadline for Session Chairs to make their selections: December 12, 2024

Final Decisions about selections made by the Organizing Committee: January 3, 2025
Date that the speakers were notified of the final decisions: January 13, 2025

Community building efforts

Enhancing community among conference attendees: programmed activities

At the opening reception on the first night of the conference (March 19), we are planning for Eric
Lai (from the Sloan-Kettering Institute) and his grad school bandmates to play a five-song set,
which we hope will make for a very memorable start to the conference. Suzy is working hard to
make this possible and we are hopeful it will be, but all the details have not been confirmed yet.

The Poster Advocate Program asks faculty to make their first visit at each poster session to
someone getting less attention. This was done at TAGC 2024, and it was a great way to build the
confidence of younger scientists, many of whom might be presenting their first poster at a large
scientific meeting. We emailed the community about this on March 3, 2025 and included a form
with a sign-up link to gauge interest.

The Come Fly With Me Community, Connections, and Mentorship program matches first-time
GSA meeting attendees, and/or those who are attending alone, with a Conference Mentor. Both
mentees and mentors volunteer for the program during the meeting registration process, and the
GSA engagement team connects mentors and mentees. For 2025, 76 mentors and 126 mentees
signed up.

Networking Hotspots will be available each day for attendees to discuss science-, career-, and
community-related topics informally.

There will be a community within the online app so that people can post announcements, etc.



Enhancing community among conference attendees: self-directed activities

Conference attendees will be able to take “selfies” in a photobooth set-up in front of a backdrop
for the meeting. There will be props available for these pictures as well as a set of messages and
prompts on white boards that attendees can write-on and pose with for photos. The prompts are:
“This is what science/a scientist looks like”; “My science saves lives because ”; “My science
is important because ”; and “Why attend scientific meetings?”. People can upload their
photos to the conference app to be entered into a daily drawing for “swag” from journals. And, if
they would like, people can upload their photos to social media and use the #Dros25 hashtag to

publicize the meeting.

We will have a vision board at the meeting. Here attendees can write and post responses to the
following four prompts: “What are three qualities that you would like scientists and science to be
known for?”; “What has someone done for/with you that you would like to do for/with others?”;
“What is a fly mutant name that you’d love to create?”; and “How can you communicate about the
importance and impact of your research to/for the community?”

We will feature an origami table with instructions for making paper fruit flies. This was popular at
the 2023 ADRC, and it is a fun, low-pressure way for attendees to interact with each other.

Expanding outreach to the public and policy-makers

Allison Bardin and Benedicte Lefevre from the Curie Institute in France have developed an
educational game that highlights model organisms, developmental biology, and evolution. This
can be used to introduce elementary school students to these biological concepts. Allison and
Benedicte will be discussing their work developing and using this game as a teaching tool at a
Networking Hotspot table and at a table in the exhibit hall.

We will have a room where people can gather on Thursday, March 20 during lunchtime to make
calls to Congress about the importance of the research we are doing. GSA will provide scripted
messaging, and we will have someone from the staff there to help assist people.

Fundraising

The Organizing Committee worked with Anne Marie Mahoney on the GSA team to contact
vendors about sponsorship of the meeting. In addition, Leila Reider made a substantial effort to
raise funding for child care at the meeting. First, she emailed the President of the San Diego
Chapter of the Association for Women in Sciences (AWIS) but received no response. The AWIS
website indicated Vertex, Hologenic, ThermoFisher, and BioLegend as sponsors, so she then
worked with Anne Marie Mahoney to identify and contact connections or individuals at these
companies, but this was not successful either. In addition, she reached out to L'Oreal through
their Women in Science Fellowship email address and received a response that they would
forward her email to AAAS, which oversees the fellowship program. However, she did not receive
any further communication from AAAS. She also messaged Margaret Johnston-Clarke (through
the free trial of LinkedIn Pro), who is on the L'Oreal DEI advisory board, but did not receive a
response. Hologenic directed her to their online application portal, but their directions made clear
that they do not sponsor conference travel or related activities. Lastly, she submitted an online
application for $10,000 in funding from Vertex, with Anne Marie’s help, but they declined to support
us.

Unique challenges for the 2025 meeting
Planning for the 2025 meeting proceeded smoothly for the most part. In February, two platform
session speakers and a platform session co-chair indicated that they did not wish to travel to the



United States. For each of these vacancies, the organizers decided to ask a previously-selected
alternate to take a speaking or chairing role. Suzy Brown contacted the alternates, and each
person agreed to take on the new role of speaking or chairing. There has also been substantial
uncertainty around whether NIH employees are allowed to travel to the conference so we have
alternates on standby in case speakers or session chairs need to cancel. Indeed, in March, a third
platform session speaker from NIH canceled, and this person was replaced by an alternate.

Thinking ahead

Similar to what was reported last year, there were multiple requests as to whether session chairs
were eligible for subsidized conference attendance. This is something that should continue to be
considered moving forward, especially for the junior co-chairs.

The running list of possible plenary speakers, started by previous organizing committees and
considered (but not selected) by this organizing committee will be passed on to Pelin Volkan, the
chair of next year’s ADRC organizing committee.

We recommend incorporating an undergraduate research session as a standing feature of future
ADRC meetings. Drosophila is such an accessible organism for undergraduate research, and
such a session highlights the excellent work being done by undergraduates at PUI and non-PUI
institutions.

We recommend that GSA and the Fly Board consider lowering registration fees for
undergraduates. These nearly doubled from the 2022 and 2023 meetings ($155 and $167 for
GSA members) to the 2025 meeting ($298 for GSA members). Especially at PUIs, most of the
work is done by undergraduates, and PUI labs are less likely to have significant sources of funds
for conference travel. Reducing undergraduate fees will make the meeting more attainable for
PUI undergraduate researchers, many of whom go on to graduate school and pursue careers in
science. In addition, we recommend making a separate registration category for
postbaccalaureate scholars who are either in an official program (e.g. PREP) or working after
college as a research technician.



Table 1: Platform speaker demographics

All applicants Initial selections Final selections by the
for a talk by session co-chairs organizing committee

Gender
Female 50% 46% 49%
Male 46% 49% 46%
Gender nonconforming 2% 3% 3%
Prefer not to answer 1% 3% 2%
Ethnicity
Asian 37% 35% 33%
Asian, Hispanic or Latino 0% 1% 0%
Asian, White 2% 1% 1%
Black or African
American 3% 2% 2%
Hispanic or Latino 6% 5% 4%
Hispanic or Latino, White 3% 2% 2%
Prefer not to answer 5% 7% 7%
Self-describe 1% 1% 1%
White 43% 47% 47%
Speaker from a PUI
Yes 6% 4% 4%
No 94% 96% 96%
Prefer not to answer 0% 1% 0%
Socioeconomically disadvantaged
Yes 9% 9% 9%
Yes (not from the US) 4% 4% 4%
No 78% 80% 77%
Prefer not to answer 9% 8% 9%



BLOOMINGTON DROSOPHILA STOCK CENTER

Stock Holdings as of February 10, 2025
+ 90,013 stocks with 88,136 unique genetic components

2024 Use Statistics In calendar year 2024, the 156,466 samples sent in 9,561 shipments represented a
decrease of 15,240 (8.9%) samples and 551 (5.4%) shipments from 2023.

On average, we saw 1.7 orders per stock. 47% of stocks were ordered at least once, 11% were ordered
5 or more times, and 8 stocks were ordered >80 times. The most popular stock was elav-GAL4 (#458),
which was ordered 116 times. 75% of stocks available for 2022—2024 received at least one order during
that same period demonstrating that the collection is heavily used.

User base
+ 3,633 registered user groups, 1,831 of which ordered stocks in 2024
* 7,899 registered users, 2,415 of whom ordered stocks in 2024

Growth 5,348 stocks were accessioned in 2024:
+ 1,663 stocks with split-GAL4 drivers or driver combinations from the Janelia Research Campus
+ 1,262 stocks with split-GAL4 drivers or driver combinations from Marta Zlatic, Cambridge
+ 550 stocks expressing guide RNAs for gene knockout or overexpression from the TRiP
+ 279 CRIMIC or Kozak GAL4 stocks from Hugo Bellen, Norbert Perrimon and colleagues
+ 261 lexA driver stocks from Lutz Kockel, Stanford University
+ 189 UAS-human cDNA stocks from Hugo Bellen, Sue Celniker, and/or colleagues
+ 128 TRIP knock-in stocks (split-GAL4, split-intein, lexA, etc.) for cell and tissue-specific expression
+ 92 stocks expressing shRNAs for RNAi from the TRiP
+ 80 split-GAL4 and neurobiology tool stocks from Mark Schnitzer & Junjie Luo, Stanford
+ 78 Fourth Chromosome Resource Project stocks from Stuart Newfeld, Justin Kumar and colleagues
* 766 assorted stocks from the community at large

We now have 8,548 stocks with single split-GAL4 drivers and an additional 4,399 stocks with split-GAL4
driver pairs. These stocks include the Janelia “omnibus collection” that covers large portions of the adult
and larval CNS. Many of these stocks have not been available to the public until now. The Janelia
FlyLight site shows reporter expression patterns promoted by the drivers and the Janelia NeuronBridge
site allows investigators to identify split-GAL4 driver combinations expressed in particular neurons.

Staff 88 stockkeepers (12 full-time and 76 part-time to make 32 full-time equivalents) and 11
managers/scientists. Maureen Lamb joined us as a new staff scientist in April 2024.

Funding In 2024, we were awarded a competitive renewal of the grant that funds stock center activities,
P400D018537, through 2029. This 5-year grant from NIH provides $710,807 per year in direct funds
contributed by OD, NIGMS and NINDS, and covers ~22% of our operating costs. HHMI has provided
support for us to distribute new driver stocks through August 2026. We also receive salary support for
participating in consortium projects to improve stock resources (R01DK136945 and R240D031952),
cryopreservation (R240D034063) and the genetic dissection of complex traits (RO10D034064). Fee
income covers our remaining expenses.

New Stocks We expect to add ~2,000 new stocks in 2025:
+ 500 CRIMIC and KozakGAL4 from Hugo Bellen, Norbert Perrimon and colleagues
+ 300 sgRNA and shRNA stocks from the Transgenic RNAi Project


https://elifesciences.org/articles/98405
https://www.janelia.org/project-team/flylight
https://www.janelia.org/project-team/flylight
https://neuronbridge.janelia.org
https://neuronbridge.janelia.org

+ 150 split-GAL4 intein, lex-GAD, QF2 stocks for cell and tissue-specific expression from the TRiP
+ 100 stocks with genes endogenously tagged with nanoTags from the TRiP

+ 150-250 UAS-human cDNA stocks from Hugo Bellen, Sue Celniker and colleagues

+ 800 assorted stocks from the community at large

Pruning We lost or discarded 225 assorted stocks in 2024. There were no systematic culls in 2024, but
we invested effort in identifying redundant or rarely used insertions for culling and sought community
input.

Scientific Advisory Board
+ Hugo Bellen, Baylor College of Medicine (chair)
* Michelle Arbeitman, Florida State University
» Nancy Bonini, University of Pennsylvania
* Michael Buszczak, UT Southwestern Medical Center
+ Lynn Cooley, Yale University
+ Oguz Kanca, Baylor College of Medicine
+ Karla Kaun, Brown University
» Susan Parkhurst, Fred Hutchinson Cancer Research Center
* Norbert Perrimon, Harvard Medical School
* Nasser Rusan, NIH, NHLBI
* Benjamin White, NIH, NIMH



Vienna Drosophila Resource Center (VDRC), Vienna, Austria

The VDRC (https://shop.vbc.ac.at/vdrc_store/) is part of Vienna Biocenter Core Facilities, a
non-profit research infrastructure. Its mandate is to maintain and distribute transgenic RNAi
lines and other resources to Drosophila researchers, both locally and worldwide, and to
further develop and expand VDRC resources according to the emerging new technologies
and community needs.

User fees are subsidized ~30% by the Austrian Federal Ministry for Science and Research
and the City of Vienna.

Key changes during 2024
e 80 new lines acquired in “Other Resources” from the European community.
e Total stock orders dropped by ~30%.
e Scientific Advisory Board established.

Usage Statistics 2024
e 18,955 stocks delivered to 309 user groups in 1,028 separate orders.
e Average orders/stock = 0.67.
e 38% of stocks were ordered at least 1x. (72% in last 3 years).

Resources as of March 2025

Total stocks currently available to the community: 26,926
e 23,416 RNAi lines (12,934 in GD, 9,679 in KK and 803 in the shRNA collection).
e 21 toolkit stocks used for the construction of the RNAI collections.
e Collectively, the GD, KK and shRNA libraries target a total 12,671 Drosophila
protein-coding genes (91%). For over 8000 genes, more than one independent
RNAi: line is available through the VDRC.
e 1,920 UAS-sgRNA and 23 Cas9 toolkit lines for CRISPR-mediated genome
engineering (Heidelberg, HD-CFD).
e 895 Tagged FlyFos TransgeneOme (fTRG) lines.
e 200 enhancer-GAL4 lines (VTs, Vienna Tiles). Expression patterns annotated in
adult brain and embryo. Searchable databases available.
e Asmall, but growing number of plasmids and stocks made available to the
community from Private Stock Collections, including mutant alleles, tagged
constructs and reporters.
e 13,848 DNA constructs used for the generation of the GD collection.

Services
VDRC is open to donations of highly used stocks for integration into its community stock
center collection (complementary to other stock centers).
In addition, we offer:
e Private Stock Keeping Service - to maintain and distribute personal fly
stock/plasmid collections on a cost recovery basis.
e Fly Extract - for tissue culture.
e Fly food service - primarily for fly groups in the Vienna area.



Drosophila Genomics Resource Center (DGRC): Booth #208, Poster #303

DGRC will run a Drosophila Cell culture one-hour clinic at Booth #208 daily (March 20, 21 and
22) to assist users with handling cell culture products. We will announce the time of the clinic via
Bluesky, email and X during the conference.

Critical Changes to Report:

Personnel:

Andrew C. Zelhof Ph.D. Director

Arthur Luhur Ph.D. Associate Director

Daniel Mariyappa Ph.D. Associate Director

Johnny Roberts — Research Technician

Peter Bohall - Research Technician — started Aug 2024
Michael Clinton — Web Designer — started Dec 2024

Advisory Board as of April 1%, 2025:
Deborah Andrew Ph.D.

John Abrams Ph.D.

Erika Bach Ph.D.

Dr. Chun Han (2025)

Dr. SeYeon Chung (2025)

We would like to thank Drs. Susan Parkhurst and Steve Rogers for serving on our board and
welcome our two new members: Dr. Chun Han and Dr. SeYeon Chung. Each board member
will now serve for five years.

Funding: NIH P400D010949 - The DGRC has renewed our P40 funding and now extends
funding from April 1,2024 to March 31, 2029. We received the full amount requested and for this
funding period a share of the funds is being received from NIGMS as well as the Office of the
Director. All previous funding periods were funded only by the Office of the Director. The DGRC
program income in 2024 is comparable to the program income since 2020 (Table 1)

Vectors/cDNAs | Cell Lines Products Program
Year Shipped Shipped Shipped: Income
2020 1645 171 2381 $169,447.61
2021 1741 239 2459 $199,325.53
2022 1653 149 2254 $168,883.57
2023 1353 216 2016 $187,755.20
2024 1036 175 1705 $176,040.93

Table 1: Summary of items shipped over the past five years. Years are represented from
Jan.1st — Dec.31st. '"Products shipped is the total number of items shipped and not limited to
cell or cDNA/vector clones (e.g. Drosophila extract).

Social media accounts: DGRC (@DrosDGRC) remains active on X. We also started
@dgrc.bsky.social (Bluesky account) in November 2024. We continue to disseminate important
updates and announcements via an email-marketing platform.



Redesign of DGRC Web interface: As proposed in our NIH funded renewal application, we
have now hired a web designer (December 2024), to work with our database specialist for
redesigning and configuration of our website as well as meet NIH standards with respect to
Curation and Informatics.

DGRC Publications (In preparation):

Title: Continuous intestinal derived cell lines for Drosophila research.
Authors: Arthur Luhur, Daniel Mariyappa, Peter Bohall, Laura Multini, Andrew Zelhof

New Product/Updates in the past year:

Updates:

attP cell lines: We have continued to expand the attP containing cell lines catalog with the
status of the projects listed in Table 2 below. The DGRC offers the research community a fee-
based service to generate stable cell lines containing their transgenic construct of choice. For
S2R+, we are in the process of confirming the genomic attP insertion at 25C6 locus (dsRed attP
SCC). For S2-DGRC we are in the process of creating the dsRed attP lines at the 99F8 genetic
locus. With the Dm-BG3 -c2 cell line, we are currently confirming successful recombination
mediated cassette exchange (RMCE), introducing Cas9 under the control of metallothionein
promoter which will enable performing CRISPR-based screens in this neuronal cell line. We
also offer custom recombinase-mediated exchange as a service utilizing these new reagents.

Cell line 2L 25C6 3R 99F8
dsRed attP dsRed attP
sce RMCE sce RMCE

Dm'CEéGZ' Confirmed To confirm NA NA
Dm'CEéGS' Confirmed In progress Confirmed To confirm

Kc167 Confirmed Confirmed Confirmed Confirmed
S2 DGRC Confirmed Confirmed In progress NA

S2R+ In progress NA Confirmed Confirmed

Table 2: Status of DGRC attP cell line generation projects

Metabolic sensor cell lines: Using the Kc167 attP 99F8 line, single cell clonal populations with
metabolic sensors for either Lactate (Laconic) and Pyruvate (Pyronic) have been generated.
Currently, we are in the process of confirming precise RMCE and will follow up with functional
characterization of the metabolic sensors.

Cell Lines added to DGRC catalog in 2024:

Reagent Originating Lab Description NIH Grant/Other
funding
Psc4-1 Schwartz Lab Ras[V12] Psc-KO Non US funding
(Sweden)




Psc3-1 Schwartz Lab Ras[V12] Psc-KO Non US funding
(Sweden)

S12-2711b Schwartz Lab Ras[V12], Su(z)12* Non US funding
(Sweden)

S12-2613 Schwartz Lab Ras[V12], Su(z)12* Non US funding
(Sweden)

CTCF19.7-1c Schwartz Lab Ras[V12] , CTCF*' Non US funding
(Sweden)

S2R+-msl2-KO DRSC-BTRR msl2-KO (CRISPR) NIH P41 GM132087
(Harvard Medical
School)

S2-dTat-KO Rogers Lab (UNC) dTat-KO (CRISPR) NINDS R21NS125795

S2R+-NPT005 Strutt Lab (UK) Double mutant Dsh7 | Non US funding

Dsh7 Sbtm8 and Sbtm8

S2R+-NPT005 Strutt Lab (UK) Triple mutant Dsh, Non US funding

Dsh7 Sbtm8 Fz16 Sbtm8 and Fz16

S2R+-NPT005 Strutt Lab (UK) Single mutant Dsh7 Non US funding

Dsh7

Vector/DNA Reagents added to DGRC catalog in 2024

Reagent(s) Originating Lab Description | NIH grant/Other
(number) funding
CRISPR Cas13 vectors Jeremy Wilusz Lab Vectors (2) R35 GM119735
American Heart
Association
Split intein vectors Benjamin White Lab | Vectors (15) | ZIA MH002800
R01 NS105748
Insect reporter constructs | Yoshi Tomoyasu Lab | Vectors (9) NSF
USDA
Miami University
UAS-Nitroreductase Sarah Siegrist Lab Vectors (2) R35 GM141886
vectors
Human cDNA BDGP Clones(1248)
Other funding
sources/Non-US Labs
Lactate Biosensor vectors | Robert Campbell Lab | Vector (4) Non-US Lab




Outreach

1. DGRC had a booth at the GATC in Washington and also presented at the Midwest Fly
meeting 2024.

2. Lucy Cherbas seminar series: The lecture series includes a Spring and Fall ZOOM
meeting. Each meeting includes a featured speaker using Drosophila reagents, a review
of new cell lines and tools presented by the DGRC staff, and an open-ended question
and answer session for all participants. In addition, a recording of each meeting (see link
below) is posted and archived on our website

Dr. Amanda Simcox — Fall 2023 -- https://dgrc.bio.indiana.edu/Videos#lcls-fall-2023

Dr. Stephanie Mohr — Spring 2024 — https://dgrc.bio.indiana.edu/Videos#lcls-spring-2024
Dr. Shinya Yamamoto — Fall 2024 - https://dgrc.bio.indiana.edu/Videos#cls-fall-2024

Dr. Chun Han — Spring 2025

3. 1U MS Biotech Program — The DGRC represents an option for I[U MS Biotech students to
fulfill their research requirement. The student spends one year doing research in the lab.

4. X490 Undergraduate Research — The associate directors and the DGRC can now serve
as mentors and host lab for undergraduates interested in participating in the Biology
Department undergraduate research credit program.

5. The DGRC started providing substantial support for an undergraduate cell biology
laboratory course (course BIOLL313, administered by the Director of Undergraduate
Studies, Dr. Karen Whitworth), resulting in a high level of satisfaction across key service
aspects. The DGRC's contributions included supplying cells and media, training on
tissue culture techniques, and offering ideas for hands-on student activities, such as
testing seeding densities and evaluating growth. These efforts directly helped the course
instructor create a technical protocol and enhanced the learning experience for 48
students (16 per lab section).



2024 Report for the Fly Board
Prepared in March 2025

DRSC/TRIP at Harvard Medical School
https://fgr.nms.harvard.edu/

1. Background: The DRSC began in 2004 to support cell RNAi screening and the TRiP in 2008 to support in
vivo RNAI studies. In 2019, we received a 5-year grant to unify as the Drosophila Research & Screening
Center-Biomedical Technology Research Resource (DRSC-BTRR). The mission of the DRSC-BTRR was to
develop and improve technologies for cell-based and in vivo functional genomics in Drosophila and other
species, then broadly disseminate mature technologies through outreach, training, and dissemination. We
accomplished these goals through collaborations, outreach and training, and publication of research papers,
reviews, and protocols. Although our primary focus has been on technologies for Drosophila research, our
CRISPR cell screen technology development includes application other arthropod cell lines, and many of our
bioinformatics resources are relevant to studies in other species. The group is led by Norbert Perrimon (PI)
along with Stephanie Mohr, Jonathan Zirin, and Claire Yanhui Hu. We are located in an ~2200 sq ft. lab space
that includes molecular bench areas, a fly-pushing area, and a tissue culture room, and available equipment
includes automated liquid handling robotics, automated confocal imaging, and a luminometer/fluorimeter.

2. Funding: In January 2023, based on input from NIH NIGMS, we applied for RM1 funding to extend the
efforts we had initiated as the DRSC-BTRR. In fall 2023, we received a top score but in summer 2024, we
were notified that the grant would not be funded. We are grateful for the many years of support we received
from NIGMS. The abrupt decision forced us to downsize and seek other funding. We have since secured
funding for specific technology development efforts and applied for additional funding from NIH and non-NIH
sources. We plan to relaunch as the Arthropod Cell Screening Facility (ACSF).

3. Key accomplishments & metrics of success:

o We reported the first ever genome-wide CRISPR screens in cells from a mosquito, building on
technology originally developed for CRISPR screens in Drosophila cells

o We deposited new fly stocks for RNAI, CRISPR, NanoTagging, and small ORFs to the BDSC

e In 2024, Addgene distributed ~100 plasmids we had deposited with them (for nanobodies, proximity
labeling, CRISPR, etc.) and 3 copies of the full-genome pooled fly cell CRISPR knockout library

e In 2024, DGRC shipped 46 DRSC-associated cell lines, including 37 distributions of cells from the
Simcox lab RasV12-based tissue-specific cell line collection (Coleman-Gosser et al. 2023 eLife)

e In 2024, BDSC shipped ~56,000 TRIP fly stocks to more than 1,300 different user groups in 44 countries

4. What’s new for DRSC cell technologies:

e We posted a pre-print on an improved version of our pooled CRISPR platform for Drosophila CRISPR
knockout cell screens (INtAC method); see Viswanatha et al. 2024 bioRxiv

o We posted a pre-print reporting genome-wide screens in Anopheles mosquito cells related to cell
fitness and immune cell functions; see Mameli et al. 2024 bioRxiv

e We continued to innovate in this area, including development of new engineered cell lines for screening
in additional arthropod species and testing new types of assays

¢ We provided advice and support to labs across the US and overseas to help them use CRISPR cell
screen technology in their own labs or, for local folks, perform screens on-site at our facility

5. What’s new for in TRIP technologies:

e We made a collection of split-Gal4 drivers targeting conserved signaling ligands in Drosophila using
CRISPR/Cas9-mediated knock-in that have been sent to BDSC; see Ewen-Campen et al. 2025 G3

e We continued building a set of LexAop and QUAS shRNA lines covering genes targeted by the most
popular UAS-shRNA TRIP lines; see Zirin et al. 2024 eLife

o We generated ~200 new sgRNA and shRNA lines for the TRiP RNAI, TRiP-CRISPR-KO, and TRiP-
CRISPR-OE collections, and deposited them at BDSC

e Using our newly developed split-intein approach for intersectional genetic labeling, we have generated
both activation domain and DNA binding domain split-intein-Gal4 lines to label glial cell subpopulations.


https://fgr.hms.harvard.edu/
https://www.addgene.org/Norbert_Perrimon/
https://dgrc.bio.indiana.edu/Home
https://bdsc.indiana.edu/

e We used CRISPR/Cas9-mediated knock-in to insert a NanoTag epitope at the C-terminus of ~50
mitochondrial genes; the resulting protein fusions can be recognized by an existing high-affinity
nanobody against the NanoTag; once validated, we will send the flies to BDSC for distribution

6. What’s new in DRSC Bioinformatics resources:

o We developed and published CESA (Cross-species Epitope Sequence Analysis) for discovery of
existing antibodies for phospho-specific protein detection; see Hu et al. 2025 Int J Mol Sci

e We launched and submitted a manuscript describing TF2TG (transcription factor to target gene), a
comprehensive resource that combines both in vitro and in vivo datasets to link transcription factors
(TFs) to their target genes based on TF—DNA binding preferences

o We updated our GuideXpress tool to include genome-scale KO sgRNAs (Cas9) for Ixodes scapularis

¢ We updated FlyPredictome, a resource for mining binary protein-protein interaction predictions based
on 3D structure predictions from AlphaFold, with improved Ul features and more prediction results

7. New Preprints:

Mameli E, Samantsidis GR, Viswanatha R, Kwon H, Hall DR, Butnaru M, Hu Y, Mohr SE, Perrimon N, Smith
RC. A genome-wide CRISPR screen in Anopheles mosquito cells identifies essential genes and
required components of clodronate liposome function. bioRxiv. 2024 Sep 24:2024.09.24.614595.

Viswanatha R, Entwisle S, Hu C, Reap K, Butnaru M, Mohr SE, Perrimon N. Higher resolution pooled
genome-wide CRISPR knockout screening in Drosophila cells using Integration and Anti-
CRISPR (IntAC). bioRxiv. 2024 Sep 25:2024.09.19.613976.

Hu Y, Rodiger J, Liu Y, Gao C, Liu Y, Qadiri M, Veal A, Bulyk ML, Perrimon N. TF2TG: an online resource
mining the potential gene targets of transcription factors in Drosophila. bioRxiv. 2025 Feb
14:2025.02.13.638157.

8. New Research Publications:

McGee A, Liu Y, Griffith A, Szegletes Z, Wen B, Kraus C, Miller N, Steger R, Escude Velasco B, Bosch JA,
Zirin J, Viswanatha R, Sontheimer E, Goodale A, Greene M, Green T, Doench J. Modular vector
assembly enables rapid assessment of emerging CRISPR technologies. Cell Genom. 2024 Mar
13;4(3):100519.

Zirin J, Jusiak B, Lopes R, Ewen-Campen B, Bosch JA, Risbeck A, Forman C, Villalta C, Hu Y, Perrimon N.
Expanding the Drosophila toolkit for dual control of gene expression. Elife. 2024 Apr
3;12:RP94073.

Hu Y, Comjean A, Rodiger J, Chen W, Kim AR, Qadiri M, Gao C, Zirin J, Mohr SE, Perrimon N. FlyRNAi.org
2025 update-expanded resources for new technologies and species. Nucleic Acids Res. 2025 Jan
6;53(D1):D958-D965.

Hu Y, Gao C, McKenna W, Xia B, Ariss M, Mohr SE, Perrimon N. Cross-Species Epitope Sequence
Analysis for Discovery of Existing Antibodies Useful for Phospho-Specific Protein Detection in
Model Species. Int J Mol Sci. 2025 Jan 10;26(2):558.

Ewen-Campen B, Joshi N, Hermon AS, Thakkar T, Zirin J, Perrimon N. A collection of split-Gal4 drivers
targeting conserved signaling ligands in Drosophila. G3. 2025 Feb 5;15(2):jkae276.


https://github.com/chenxi-gao/antibody_discovery
https://www.flyrnai.org/tools/tf2tg/
https://www.flyrnai.org/tools/fly2mosquito/web/
https://www.flyrnai.org/tools/fly_predictome/web/

FlyBase FlyBoard Report ~ February, 2025

For the past thirty-two years, FlyBase has provided a centralized resource for Drosophila genetic and genomic
data to enable researchers to further their research. Drosophila is one of the premier model organisms and
provides cost-effective help in elucidating the etiology of human genetic diseases.

FlyBase has three main goals. 1. Improve curation and data utilization. The process of curation within
FlyBase is continuously streamlined and enhanced, with the aim of producing the most beneficial resource for
the research community. We continue to 1) improve the efficiency of curation by i) assessing the priority of the
curated data for the research community and focusing on the highest priority data, and ii) improving the
technical curation process; 2) utilize the time freed up by increased efficiency to add new data types to FlyBase
to match new directions in the field; and 3) help the community make the best use of the data in FlyBase by
providing integrated summaries, including visual representations, and improved searching. 2: Maintain and
strengthen the FlyBase ecosystem. FlyBase synergizes with a number of other databases in order to
enhance access to Drosophila data and tools by the research community. These efforts help maximize the
utility of resources at all sites and distribute high-quality curated information to multiple websites, tools, etc. Our
collaborators include the Alliance, the EBI Single Cell Expression Atlas, the Virtual Fly Brain project, the DRSC
Functional Genomics Resources, and the Gene Ontology Consortium. 3: Harmonize and transfer of FlyBase
data and processes into the Alliance. FlyBase is a founding member of the Alliance whose goals are to
harmonize model organism and human data and make it accessible to a variety of users following FAIR plus 5
principles. Another major Alliance goal is to increase efficiency by promoting collaboration between MODs and
the Gene Ontology consortium (GOC). Increased efficiency has become more of a necessity in recent years
with severe reductions in MOD funding. Independent support of FlyBase curators and developers remains
essential to obtain the goals of the Alliance and support the Drosophila research community. FlyBase, in
collaboration with other Alliance members, has already made significant progress to harmonize Drosophila
data sets and processes with those from other MODs and humans, and make these integrated data accessible
via the Alliance web portal and APIs. We will further integrate actively curated Drosophila data and develop
processes and tools to import and export these data to and from the Alliance. This effort will have a major,
positive impact on multiple research and clinical communities, including the fly community, by accelerating the
development of integrative analyses and approaches for fly models of human diseases.

February 1, 2025 began year 2 of our current, and last, 5-year grant cycle with NHGRI. Several months ago,
we were notified by the NIH's NHGRI that funding will come from the Alliance grant rather than the individual
Model Organism Databases (MODs). At that time, we will not be able to sustain the FlyBase.org web

site. Instead, sometime before February 1, 2029, our users will rely on the Alliance web site to access FlyBase
information. This announcement is not unexpected as it has been the NHGRI long term vision to have a
common platform (web site and curation) for the MODs. We are currently formulating a comprehensive plan to
transition as much of FlyBase as possible into the Alliance. A few datasets that aren’t transferred to the
Alliance will be archived and remain accessible.

Our expected budget for this 5-year grant cycle has been substantially reduced during the last decade.
Additional funds FlyBase receives are an NHGRI supplement for the Alliance; an NIDDKD grant; and funding
from a BBSRC, Wellcome Trust and British Medical Research Council grant — which altogether represent
nearly 30% of our overall budget. Finally, we continue to collect some fees from the community to which also
help cover the budget deficit. Since February 2024, ~570 labs have contributed ~$118,000 in total. We plan to
continue the user-fee collection to supplement FlyBase funding and ensure as robust a transition to the
Alliance as possible in order to continue to serve the Drosophila community.

FlyBase is a mature project with an experienced staff of long-term employees and many of our activities are
continuous. In this report, we include minimal descriptions of on-going activities and highlights of new or
modified activities, as well as web site usage statistics.

Respectfully submitted on behalf of Pls by
Norbert Perrimon and Susan Russo Gelbart



USER OUTREACH

FlyBase Community advisory group (FCAG) The FCAG was launched in 2014 with the aim of improving our
consultation of the community about the effectiveness of current curation strategies and website features,
proposed changes, and future plans. The group currently comprises 807 representatives from 47 countries.
There has been one FCAG survey in the current reporting period. The “Fly Lab List Survey” completed in
November 2023, has been utilized to improve the Fly Lab List resource. We will continue to send out surveys
to increase community input into upcoming changes and new features.

Fly Lab list We continue to maintain the ‘Fly Lab List’ to assist colleagues to find Fly Labs in particular
geographical locations, as well as recording the number of active Fly Labs worldwide. The list is maintained on
a wiki page and now includes an interactive map. The list currently comprises 2,065 entries.

Papers with technical advances As part of FTYP, we ask authors if their submitted paper includes a
technical advance or a new type of reagent/resource likely to be useful for other researchers. These ‘Papers
with technical advances’ are listed on a FlyBase wiki page, accessible via links on the homepage. In the
current reporting period, there have been 126 submissions.

Presentations/Conference attendance Staff attended either in-person or virtually the European Drosophila
Research Conference in October 2023, presenting posters, and talk and a helpdesk; The Allied Genetics
Conference (TAGC) in March 2024, speaking at workshops and exhibiting; gave a talk at the 15th International
Conference on Biomedical Ontologies in July 2024; and attended and presented at the Boston Area Drosophila
Meeting in May 2024.

Social Media We promote FlyBase on Twitter: @ FlyBaseDotrOrg
https://twitter.com/flybasedotorg?lang=en Tweets are done regularly about new features and updates and has
over 4,700 followers. We specialize in highly informative ‘Tweetorials’, ‘Skeetorials’ and ‘Tootorials’, all of
which have been hashtagged to enhance searchability. In addition to maintaining the FlyBase Twitter account
(over 4800 followers), FlyBase has Mastodon and Bluesky accounts, including involvement in instituting a
Mastodon feed on the FlyBase homepage.

FlyBase Help Desk \We maintain a project-wide help desk to provide support to users with data/web
interface questions or suggestions.

FlyBase Wiki We contribute with updates of the FlyBase documentation on the wiki and Bev maintains the
online resource pages that contain many hundreds of links to useful external web sites. All external links in the
resource pages were checked and updated.

CURATION

We continue curation of literature and reagents relevant to Drosophila research, so researchers can continue
to rely on FlyBase to find the latest innovations in the field. We will prioritize curation of data sets relevant to
gene expression, cellular functions, signaling pathways, and human diseases, and display the information in an
intuitive, integrated, readily searchable format.

BIBLIOGRAPHY

New publications Potentially relevant publications are identified in PubMed and citations downloaded on a
weekly basis. 3,158 publications were assessed in the current period; 2,729 (86%) were verified and added to
FlyBase.

In addition to maintaining regular bibliography updates, we will continue to work with the Literature Acquisition
working group of the Alliance of Genome Resources to improve/streamline our literature search pipeline.

FIRST-PASS CURATION

Author curation. We continue to use our automated email system to ask authors to

triage and associate key genes to their newly published papers using our online

'Fast-Track Your Paper' (FTYP) tool. 881 papers have been curated by authors in the

current reporting period, representing ~44% of new curatable papers (those containing

genetic information). For newly published reviews, we ask authors to associate key

genes using the FTYP tool. 79 reviews have been curated by authors, representing a

33% response rate to being emailed. Overall, author curation has added 4,523 new

gene-to-reference associations.

Triaging using text-mining We continue to use the results of a Support Vector Machine (SVM) text-mining
system, developed by WormBase, to automatically identify papers containing new alleles, new transgenes,
disease models and physical interactions. These results are used to pre-populate the Fast-Track Your Paper


https://twitter.com/flybasedotorg?lang=en

form to facilitate curation by authors and as a ‘back-up’ to identify any relevant papers that are not Fast-
Tracked by authors. We also use the SVM to identify papers containing neural expression data relevant to the
Virtual Fly Brain project. We will continue to send automated emails asking authors to first-pass curate their
newly published papers and reviews using the FTYP tool, and will continue to use the SVM text-mining system
to automatically identify papers containing high priority data-types.

LITERATURE CURATION

Genetic/Phenotypic curation 1,191 papers have been curated for new genetic reagent information in the
current period; this added 21,520 allele-to-reference associations, and details of 5,877 new alleles
(classical/transgenic) described in the literature were added to the database. 370 papers have been curated for
phenotypic data in the current period; phenotypic data was added to 2,081 alleles, adding 6,937 single mutant
phenotype annotations and 4,276 genetic interaction annotations. We aim to keep up with the number of new
curatable papers published (~1,200 papers/year based on current triage and publication levels).

Gene Ontology (GO) annotation FlyBase curators have added 7,895 new annotations to Drosophila genes
from 1,354 research publications using the Protein2GO annotation tool. 102 annotations have been made/used
in the creation of 26 GO-Causal Activity Models (GO-CAMs) in the Noctua annotation tool. Annotation efforts
have focused on the curation of non-coding RNAs, newly characterized genes, signaling pathways, metabolic
pathways, mitochondrial processes and transmembrane transporters. We continue to focus on improving the
quality of our main annotation set, removing uninformative or inaccurate annotations. This, together with GO
term obsoletions of ‘single-step’ processes instigated by the GO consortium (GOC), has resulted in the
deletion of 4,811 annotations in this period. Our Protein2GO import pipeline has been modified to include
‘extensions’ data - these add contextual and molecular target information to 2,308 GO annotations. Extended
annotations are now available in the FlyBase GO annotation file and the GOC website tools and downloads.
We will focus on the annotation of newly characterized genes, metabolic pathways, planar cell polarity,
mitochondrially-localized gene products and mitochondrial processes.

Neural expression As part of our collaboration with Virtual Fly Brain (VFB), 664 expression pattern statements
from 24 references have been curated for neural expression. Curation has continued to focus on large
datasets using split-GAL4 drivers expressed in sparse subsets of neurons. Papers supporting the FlyLight
split-GAL4 image database, as well as all but two papers flagged as containing new split-GAL4s from our
expression pipelist, are up to date.

VFB expression curation will continue to prioritize specific driver lines, primarily split-GAL4 drivers, expressed
in the larval and adult CNS. Papers supporting VFB datasets will be the focus, including drivers from
connectomics, transcriptomics and image datasets.

INTEGRATION/SUMMARIZATION

Gene Groups FlyBase Gene Groups comprise sets of functionally related D. melanogaster genes arranged in
a hierarchical manner, such as classes of enzymes, cell adhesion molecules or transcription factors. In this
period, we added 140 new gene groups and have completed a systematic review to produce a complete
collection of transmembrane transporters. There are now 1,848 gene groups, comprising 8,597 unique genes
(encompassing 48% of all sequence-localized genes).

We will continue to update the Gene Group resource with groups that align with our GO curation priorities
and/or user requests.

Signaling Pathways We have continued to update signaling pathway reports. In this period, 12 of the 17
pathways have been updated with new genes and references. For each pathway, we shall provide a list of, and
links to, pathway reporter alleles and will continue to update the pages with new information.

Macromolecular complexes We have introduced a separate resource for complexes. The Macromolecular
Complex Reports are available for 273 complexes and can be searched via a new QuickSearch tab or
browsed via a list. We will continue to expand this resource and work to align it more closely with the Complex
Portal.

Metabolic Pathways We have updated the Drosophila metabolic network in BioCyc (FlyCyc) based on our
systematic improvements to catalytic activity GO annotations and mappings in the GO. We have begun a new
project to manually curate Drosophila metabolic pathways as GO-CAMs, taking advantage of metabolic
pathway predictions at FlyCyc, KEGG and Reactome. To date, we have reviewed and updated GO
annotations for 27 metabolic pathways involved in the carbohydrate metabolism and constructed the
corresponding GO-CAMs. Finally, we have updated the links given in individual gene reports to Drosophila
pathway representations at Reactome, KEGG and FlyCyc. We will continue to review and annotate Drosophila



metabolic pathways using the GO-CAM framework. We will also begin generating Metabolic Pathway Reports
pages in FlyBase that will display the GO-CAM model alongside other relevant information and links. Finally,
we will submit another FlyCyc update based on improvements to catalytic activity GO annotations and
mappings in the GO.

Collaboration with journals In collaboration with WormBase and the GSA journals, Genetics and G3, the
pipeline to mark-up genetic entities in articles and hyperlink them to FlyBase is ongoing. Authors approve final
links after automated article mark-up and QC check by a FlyBase curator. FlyBase curators have also
continued to perform QC for the journal microPublication Biology, hyperlinking genetic entities and ensuring
that authors meet nomenclature and reporting standards.

Gene Snapshots These are the short summaries shown at the top of each D. melanogaster gene report
designed to provide a quick overview of the function of a gene's product(s). 29 new snapshots have been
added via the FTYP tool and 120 snapshots for snoRNA genes were added based on Sklias et al. 2024,
resulting in a total of 3,804 published snapshots. Additions/edits to snapshots via the FTYP tool or direct
requests/contributions will continue to be processed.

Experimental tools Reports for 84 new experimental tools and links to the relevant transgenes were added in
this reporting period, bringing the total number of tool reports to 982. Two sub-categories have been introduced
for reporter enzymes (bioluminescence reporter and chemical labeling reporter) and tools have been made for
deGradFP and deGradHA (which can be used to target GFP-tagged and HA-tagged proteins respectively for
degradation), to make it easier to find transgenes containing these tools.

Split System Combination reports We worked with FlyBase developers to create new report pages for ‘split
system combinations’, where two hemidrivers are brought together to generate a functional driver expressed in
a restricted pattern corresponding to the intersection of the domains of the hemidrivers. 2,450 split system
combinations have been created to date.

Testis-specificity index We worked with FlyBase developers to add a testis-specificity index score to the
expression section of each D. melanogaster gene report. This score indicates the degree of testis expression
bias of a gene, and was originally calculated from modENCODE data by Vedelek et al. 2018. The score has
also been added to the High-Throughput Gene Expression bulk download file.

snoRNA data updates We collaborated with Athena Sklias and Jean-Yves Roignant to systematically update
the nomenclature and gene models of D. melanogaster C/D box snoRNAs.

New gene nomenclature section on gene reports We worked with the U developers to consolidate
information related to gene nomenclature changes in a new ‘Nomenclature History’ section of the gene report.
scRNAseq datasets All eligible datasets publicly available in the last release of EMBL-EBI’'s Single-Cell
Expression Atlas (SCEA) have already been loaded into FlyBase. We have pre-curated 6 more datasets that
are currently pending publication and that will become available upon the upcoming SCEA release (planned for
November 2024). We have collaborated with the “sc-FAIR” project (led by the Swiss Institute of Bioinformatics)
to design a generic, taxon-neutral schema to represent and store scRNAseq metadata.

Physical interactions (protein-protein, protein-RNA, miRNA-RNA) 1803 interactions curated from 246
papers. The current corpus of physical interaction data comprises 53,051 interactions, 60.6% of which are
supported by low-throughput experiments. These interactions represent 34,646 distinct pairwise gene-gene
interactions involving 6,350 genes, curated from 5,184 publications. Physical interaction data curated by
FlyBase is also presented at the Alliance. There is currently a backlog of 195 papers dating between 1994 and
2005. We plan to stay current with curation of new papers and clear the backlog list.

Features mapped to genome (mutational lesions): 680 features from 607 genes curated from 183
references. Of these 680 features, 38 are analogous to human disease-implicated variants curated from 19
references for 20 genes. Genome feature curation has been kept up to date based on flags generated by user
and curator triaging of the literature as well as personal communications from the stock centers. The majority
of the mapped mutations are submitted to the Alliance, where they are displayed as part of the Alleles and
Variants section of the Gene page with additional details on the Allele/Variant pages. We plan to: stay current
with curation of new papers flagged for “genome feature”; and stay current with mapping of fly mutations
analogous to disease-implicated variants.

Expression data 926 expression lines curated for 556 transcripts/proteins/reporters from 615 references.
GAL4 expression patterns The table of the most popular GAL4 lines is updated regularly. This table currently
comprises over 340 GAL4 drivers, including the 150 stocks reported as most frequently requested by the
Bloomington Drosophila Stock Center, as well as all GAL4 drivers that have been curated to more than 20
references. The table includes representative images for over 90% of the lines. We have added over 150 new
images to this resource. Curation of every GAL4, lexA, and QF driver attached to at least 6 papers as of



FB2024_04 has been completed. We plan to continue curating the backlog of GAL4 drivers with no attached
expression data; the backlog list includes ~340 drivers attached to at least 3 research papers; 18 of these are
attached to at least five papers; Curate backlog of other drivers with no attached expression data; the backlog
list includes 54 Ecol\lexA attached to at least 3 papers of which 9 are attached to at least 5 papers, and 9
Ncra\QF drivers attached to at least 3 papers; and Curate new candidates (i.e., that have been curated to >20
references) for the Frequently Used GAL4 Drivers table; associated references are evaluated for potential
representative images; continue work on other wt_exp flagged paper backlog.

Cell lines 320 cell-line-to-reference associations from 249 references; 10 new cell line record added to
FlyBase, 27 new cell to gene associations. Cell line curation was kept up to date. We plant to stay current with
curation of “cell_line” flags; and coordinate with Arthur Luhur (DGRC) and Stephanie Mohr (DRSC) to create
FlyBase reports for new cell lines added to the DGRC, many of which come from the DRSC.

Assignment of Disease Ontology (DO) terms to alleles used in human disease models 245 publications
curated; 1138 DO statements (DO term to allele connection, can be model or modifier of a model) captured or
updated. We are now keeping current with new papers. We plan to stay current with curation of new papers
requiring DO curation; Initiate project to include causative and therapeutic chemical entities in DO statements;
and expand genotype curation (e.g. driver used in conjunction with DO-curated allele) and presentation: this
ongoing project impacts DO curation; may initiate DO retrofit in the coming year.

Human disease model curation has reached steady state: we continue to keep current with new papers and
reviews.

65 new human disease model reports. 1585 total, consisting of 1262 specific model reports, 162 series
reports, 162 cross-reference and potential reports.

669 additional papers associated with one or more disease models. 7221 total, consisting of 5843 primary
references; 1259 reviews, including general reviews of the disease (179) and fly-centric reviews (1080); 119
misc. (notes, editorials).

105 additional genes associated with human disease model reports. 1673 total, consisting of 1096 D.
melanogaster, 514 H. sapiens, a few other species or synthetic.

Reports for non-gene based models, such as chemical- or diet-induced; cell ablation; infectious agent (no
change): 63 total.

86 new disease-implicated variants (DIV’s). 1285 unique DIV’s total, associated with 460 human disease
models. We plan to stay current with: curation of new papers describing new disease models; “disease
skimming” (addition of new references to existing disease models, identifying new models, referring papers
needing prompt thin curation to Cambridge) for new papers and reviews; and with curation of disease-
implicated variants.

Gene model annotation (D. melanogaster): 5 gene models updated (mainly new circular RNAs). We plan to
continue to stay current with models flagged based on new data in the literature and in personal
communications.

Chemical curation: 3,334 chemical-to-publication links have been curated for 1006 chemicals from 933
references. Overall, 13,844 chemical-to-publication links have been curated for 2734 chemicals from 4943
references. Skim curation of chemicals, consisting of curating chemical-to-publication links and identifying the
IDs for the corresponding chemicals in the ChEBI and/or PubChem databases, has continued.
Skimming/triaging: 10,251 gene_to_publication links curated from 1,821 publications. Skim curation of
papers is up to date, including reviews. We plan to remain current with skim curation of papers and with review
curation.

ONTOLOGY DEVELOPMENT

Fly anatomy 8,164 terms have been added to the fly anatomy ontology in this reporting period. The majority of
these (7,427) are terms for putative neuronal cell types identified in electron microscopy datasets (flywire FAFB
and MANC). Most of the other new terms are also neuroanatomy terms added as part of our ongoing
collaboration with VFB. Continuing to work with VFB, we will add new neuroanatomy terms and enhance
existing terms through an ongoing review process. This will include updates and merges for some of the many
terms that represent putative new neuronal types (from EM) as these types become better studied in future.
FlyBase controlled vocabulary 10 terms have been added to the miscellaneous controlled vocabulary,
representing 8 new experimental tool types and 2 new pathway groups. Subclasses of ‘in vitro construct’ have
been obsoleted as this information is now captured as "Transgenic product class' using SO terms. Conditional
AD and DBD split driver fragments have also been made obsolete in favor of terms that do not specify which
half of the driver they represent to allow more flexibility in describing the relevant conditional tools. New terms
will be added as required for integration of single cell RNAseq data or new experimental tools.



Fly development 10 terms have been added to the fly development ontology to represent flies aged between
61 and 70 days old (needed for the “Aging Fly Cell Atlas” scRNAseq dataset).

COLLABORATIONS WITH RELATED RESOURCES

Collaboration with journals In collaboration with WormBase and the GSA journals, Genetics and G3, the
pipeline to mark-up genetic entities in articles and hyperlink them to FlyBase is ongoing. Authors approve final
links after automated article mark-up and QC check by a FlyBase curator. FlyBase curators have also
continued to perform QC for the journal microPublication Biology, hyperlinking genetic entities and ensuring
that authors meet nomenclature and reporting standards.

ComplexPortal We have continued to work with Sandra Orchard (EMBL-EBI) to add new complexes within
our Macromolecular Complex resource to the Complex Portal, a cross-species resource of macromolecular
complexes. The current release of Complex Portal contains 243 Drosophila complexes.

HGNC We continue to update our links between Drosophila Gene Groups at FlyBase and human Gene
Groups at the HGNC. A total of 568 such links now exist, facilitating comparison between equivalent protein
complexes and other functional classes.

Bloomington Drosophila Stock Center (BDSC) and large scale stock providers We continue to work with
the BDSC to coordinate the naming of genetic components (alleles, transgenic insertions, chromosomal
aberrations) in newly acquired stocks, which facilitates linking between the BDSC stock pages and relevant
FlyBase reports. FlyBase and the BDSC have also established collaborations with several large scale stock
providers: stock providers submit new stocks to the BDSC in a standardized spreadsheet, and FlyBase
process these computationally to generate records for the new genetic components. During this time period,
the number of new insertions added for each of these large scale projects is as follows: Gene Disruption
Project (CRIMIC-RMCE lines): 264, Transgenic RNAI Project (sgRNA transgenes): 467, Drosophila
Humanization Project: 298, Fourth Chromosome Resource Project: 44. In addition, stock reports have been
added for a number of large collections available from the National Institute of Genetics Fly Stocks (NIG-Fly) or
the Korea Drosophila Resource Center (KDRC), generating new FlyBase entities where needed. For NIG-Fly,
stock reports have been generated for the NIG-Fly TRiP RNAI collection (1,117 insertions). For the KDRC, two
sets of driver lines that were originally generated by the Janelia FlyLight Project Team have been added (2,874
GAL4 driver lines, 2,869 lexA driver lines).

Alliance of Genome Resources FlyBase is a member of the Alliance of Genome Resources which was
organized to provide an integrated web portal of several model organism resources to integrate their data and
develop tools to enable easily accessible cross-species analyses between D. melanogaster, C. elegans, S.
cerevisiae, D. rerio, M. musculus and R. norvegicus.

FlyBase staff continue to contribute to working groups within the Alliance: ‘Phenotypes and Disease Models,
‘Literature Acquisition’, ‘Interactions’, ‘Pathways’, ‘Alleles’, 'Variants’, “Orthology”, ‘User Outreach’, ‘Gene
Descriptions, “Searches”, helping to specify commonalities in the content/format of data exchange, as well as
the display and searching of integrated data in the Alliance website. This work is essential to: i) ensure
accurate and complete submissions of FlyBase data to the Alliance; ii) specify suitable curation interfaces; and
(iii) specify optimal display and searching of integrated data in the Alliance website.

Developers are involved in producing and integrating data for the Alliance website members of the Architecture
working group, and setting up website management. Two FlyBase members have served as Alliance Data
Quartermasters (responsible for overall dataset integration / liaison between working groups and developers),
one person is the Alliance Twitter Master, and one person administers the Jira software and organizes the all-
developer weekly Technical Calls discussions. Significant contributions have been made to supporting the
Alliance cloud infrastructure and maintaining developer tools utilized throughout the entire project. FlyBase has
also continued to contribute to the development of search tools, created software for supporting gene
annotations, worked to harmonize allele, variant, and genetic interaction data across MODs, and helped to
develop the "LinkML" unified cross-organization model of Alliance data. We continue to contribute to working
groups within our remit and areas of expertise.

Gene Ontology Consortium (GOC) We are working with the GOC to improve the Noctua curation interface
for making both standard GO annotations and modeling causal networks (GO-CAMSs). As part of GO working
groups we have contributed to the improvement in the representation of enzyme, non-coding RNAs and
intracellular signaling cassettes.

Analysis of Alfonso-Gonzalez et al. full-length cDNA set Significant effort was made to assess the ~60,000
full-length transcript isoforms reported in FBrf0256598, Alfonso-Gonzalez et al., 2023, Cell 186(11): 2438--
2455.e22. ~30,000 of these were reported to be previously unidentified mRNA isoforms. The full-length



attribute of the sequences made them of particular interest. We plan to continue to evaluate and annotate as
determined, the Alfonso-Gonzalez et al. mMRNAs and stay current with models flagged based on new data in
the literature and in personal communications.

Notable Website Features & Enhancements (Sep 2023 to August 2024)

Several data ingestion pipelines were updated and improved: OrthoDB ortholog calls, Interactive Fly, OMIM
terms, KEGG and Reactome pathway data. The long-awaited Gene Toolkit made its debut in Gene reports
(Figure 1). We deployed the new Split System Combination data class on the website, with reports, hitlist
integration, and searchability (Figure 3). Interactive table improvements were delivered in Gene and Allele
reports, and the GAL4 QuickSearch result page. We decommissioned the labor-intensive “live” FlyBase
archive servers, while continuing to make all data from those servers (and all other releases) available via FTP.

Ongoing website activities

In addition to development of the above-mentioned new features, the FlyBase team has maintained a schedule
of six updated releases per year. Ongoing activities include internal and external group coordination, pipeline
management and maintenance, account management, and system administration tasks.

Cybersecurity has required a lot of attention during the last year. We implemented a CAPTCHA gatekeeper for
report access, and is designing an improved version that will protect most of our tools as well. Monitoring and
responding to increasingly frequent site overloads (IP blocking, efc.) is an ongoing concern. We continue to
work on an improved CAPTCHA that will protect tool pages as well as reports.

2023-2024 FlyBase Web Usage

The following are web statistics from the FlyBase website as captured by Google Analytics. Unless otherwise
stated, all usage statistics in this document cover the years 2019-2023 and Jan-Aug for 2024. In summary, the
usage statistics for Jan-Aug 2024, when compared to the same period in the previous year, show that our
overall pageviews have decreased a little (3.8%), sessions are down sharply (~23%), and users are sharply
down (~32%, but spiking right now). "User" numbers in particular seem to reveal some interesting information
(see Users, p. 3).

Pageviews

Figure 1 shows FlyBase pageviews for the years 2019 through the first part of 2024. A pageview is defined as
a hit to an HTML page, script output or other content (omitting non-document files like CSS, images,
JavaScript, etc.). The average number of pageviews per month for 2024 so far is ~757k, with a high of ~865k
and a low of ~661k. The periodic dips in this plot correlate with expected seasonal patterns that we typically
experience, except for the unusually flat pattern in the first part of 2020 due to pandemic measures. Compared
to Jan-Aug of 2023, pageviews are down 3.8%.



Page Views by Month
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Figure 1 — FlyBase Pageviews for Jan 2019 — Aug 2024



Sessions

Figure 2 shows FlyBase sessions (visits) for the years 2018 through the first part of 2024. A session is defined
as a period of activity by a unique web user. If no activity is recorded for 30 minutes, any subsequent activity is
counted as a new session. The average number of sessions per month for 2024 so far is ~121k, with a high of
~138k and a low of ~101k. Sessions are down sharply compared to Jan-Aug of 2023, by ~23%.

Note that the 2024 statistics resemble those from 2018-2020 closely, except for the unusual August increase.

FlyBase Sessions by Month
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Figure 2 — FlyBase sessions for Jan 2018 — Jul 2024



Users

Figure 3 shows FlyBase users for the years 2019 through the first part of 2024. A user is defined by a unique
session ID generated by Google Analytics. This value does not account for a single user using multiple
computers and/or browsers in some cases (e.g. not logged into a Google account). The average number of
users for 2024 thus far is ~43k/month, with a high of ~79k and a low of ~32k. Compared to Jan-Aug of 2023,
the number of FlyBase Users is sharply down by ~32%, but is rising fast over the last two months.

This statistic approximately doubled in 2021, and stayed high until near the end of 2023. We have tentatively
attributed this bubble to (over)counting of “bots” (script-generated traffic). User numbers for December 2023
through June 2024 were back in line with pre-2021 values, but as of July and August we have jumped back to
2021 levels. There has been no change in the algorithms used by GA to calculate these statistics, so this
seems to reveal the end of an anomalous period, and perhaps the beginning of a new one.
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Figure 3 — FlyBase users for Jan 2019 — Aug 2024



Geographical Distribution

The majority of user traffic to FlyBase in the past year (Aug 2023 - Jul 2024) came from the U.S. and from
China. Traffic from China is sharply down this past year, from more than 300k "users" Jan-Dec 2023 to less
than 100k for a period that overlaps. This is another view of the end of an anomalous use period.

410,549
100% of total

1 United States 118,439
2 China 96,863
3 Japan 32,466
4 United Kingdom 18,607
S India 17,111
6 Germany 16,291
7 Canada 12,632
8 France 9,241

9 Australia 6,846

10 Spain 5,928

Figure 4 — FlyBase Users by Country (Aug 2023 - Jul 2024)



Data Class Usage

Table 1 and Figure 5 below show the proportions of page views of FlyBase data class reports for Sep 2023 —
Aug 2024. Gene report views still account for more than half of our data class page views, with Reference
reports coming in second as usual. The next four classes (Insertion, Allele, Stock, and Construct), the same
group as last year, have significantly more views than those below them. As you can see from the "% change'
column, there's a lot of fluctuation going on, with some big winners and losers.

The remaining classes shown have some changes from previous years (although the order remains similar)

Data Class Sep 1, 2023 to Aug 31, %

i 3024 e change
Gene 2,716,528 2,641,078 3%
Reference 456,506 635,131 -28%
Insertion 295,576 302,105 -2%
Allele 269,867 278,080 -3%
Stock 217,397 217,648 0%
Construct 118,007 178,583 -34%
CV Term 79,718 NA NA
Gene Group 62,901 86,088 -27%
Polypeptide 49,740 39,499 26%
Aberration 45,924 50,812 -10%
Transcript 41,560 39,283 6%
Clone 35,812 38,411 -7%
Tool 29,762 55,689 -47%
Sequence Feature 23,217 18,210 27%
Balancer 23,017 27,076 -15%
Human Disease Model 11,790 23,690 -50%
Physical Interaction 9,962 11,427 -13%
Dataset 9,279 10,308 -10%
Image 5,032 4,800 5%
Natural Transposon 3,969 7,755 -49%
Strain 3,797 4,369 -13%
Molecular Construct 3,235 5,138 -37%
Cell Line 1,724 2,909 -41%
Chemical 1,302 1,458 -11%

Table 1 — page views by FlyBase Data Class.



The Gene Disruption Project (Oguz Kanca, Robert Levis, Hugo Bellen)

The Drosophila Gene Disruption Project (GDP), since its inception in 1991, has produced a large, publicly
available library of individual, sequence-mapped transposable element (TE) insertions that have become
an essential resource for fly research. More than 1,000,000 GDP fly cultures have been distributed to
thousands of labs nationally and internationally, facilitating the analysis of thousands of genes. For the past
8 years, the GDP has entirely pivoted to targeted insertions through CRISPR mediated homologous
recombination-based strategies to integrate CRIMIC (CRISPR-mediated integration cassette) T2ZAGAL4
and KozakGAL4 cassettes in the coding region of the targeted genes (CRIMIC). For most genes, an
artificial exon that encodes the T2AGALA4 is inserted in an intron in the coding region. For genes that do not
contain a suitable coding intron, the whole coding region is removed and replaced with a KozakGAL4
cassette.

The GAL4 alleles generated with these strategies typically generate severe loss-of-function alleles that can
be used to determine the phenotypes associated with the loss of the targeted gene. Another powerful use
of GAL4 alleles is the sensitive and accurate detection of the expression pattern of the gene tagged with
the CRIMIC-GAL4 cassette. The GAL4 alleles offer a much better signal to noise ratio when compared to
single-cell RNA sequencing approaches and hence are a more reliable and informative way to determine
the tissues/cells in which the gene is expressed. In addition, the T2AGAL4 cassette is placed between two
phiC31 attP sites that can be used to insert novel genetic reagents through Recombinase Mediated
Cassette Exchange (RMCE). One popular application of RMCE is to replace a T2AGAL4 cassette in an
intronic CRIMIC with a SA-GFP-SD cassette which leads to a protein trap allele. These protein trap alleles
internally tag the targeted gene product with GFP, which can be used to determine the subcellular
localization of the targeted protein and the interaction partners of the tagged protein through
immunoprecipitation using anti-GFP antibodies. Hence, by combining these applications, the loss of
function phenotypes can be assessed, the tissues/cells in which the gene is expressed can be identified
and the subcellular location of the protein in those tissues/cells can be determined.

The collection can be searched online on the project website, and new mutants may be requested while
they are being balanced. Balanced stocks are sent to the Bloomington Drosophila Stock Center (BSDC)
and annotation data are submitted to FlyBase. The GDP has generated more than 3500 GAL4 strains so
far and the stocks were distributed to nearly 500 labs in 36 countries in 2024. According to BDSC usage
statistics, about 75% of the CRIMIC collection has been ordered at least once. In 2024, 2292 cultures with
CRIMIC insertions have been ordered. In total 10,213 cultures containing CRIMIC alleles have been
ordered from BDSC over the years. In the past year, we have generated about 300 new transgenic stocks,
and we currently have made 146 constructs that in our pipeline (synthesis of constructs/injected/stock
generation).

In the past year, we have applied for and secured a competitive renewal for the Gene Disruption project
from the Office of Research Infrastructure Programs (ORIP, 2R240D031447). The current grant will
support the generation of 2000 additional alleles, increase the scope of imaging of the expression pattern of
the generated GAL4 alleles and create a collection of Flp transgenes expressed in somatic tissues (e.g.
diverse subpopulations of neurons and glia, fat body, gut, somatic muscles). The CRIMIC-T2AGAL4
cassette is flanked by two site specific recombinase target sequences (FRT) which allow efficient and
precise removal of the mutagenic cassette in a spatially and temporally controllable manner by FLP
recombinase. The Flp collection that we will build will facilitate this rescue paradigm to restore gene
expression at endogenous levels and patterns in the tissues expressing the Flp transgene without
misexpression or overexpression. Hence it is a more precise strategy to assess the contribution of the
tissues/cells to phenotypes associated with the loss of the gene compared to overexpression-based rescue
strategies using tissue specific GAL4s and UAS cDNA transgenes.



Human ¢DNA project (Shinya Yamamoto, Sue Celniker, Toshiyuki Takano-Shimizu, Oguz Kanca, Hugo Bellen)

We are generating a library of UAS-human cDNA constructs and transgenic lines for the fly community
supported by NIH/ORIP (R24 OD022005, 06/01/2016 - 05/31/2024, NCE till 05/31/2025). These tools can be
used in conjunction with the T2A-GAL4 or Kozak-GAL4 lines (see GDP report) to ‘humanize’ a fly gene and
to assess functional conservation of orthologous genes. In addition, one can introduce a variant found in an
individual (e.g. a missense allele identified as being a potential pathogenic variant in a rare disease patient) to
assess its functional consequences in vivo in flies based on rescue and overexpression experiments (reviewed in
Yamamoto & Kanca et al., 2023 Nat Rev Genet: PMID: 37491400). In principle, we inject our constructs into
the VK37 docking site on the 2nd chromosome if the best ortholog candidate gene in fly is on the X, 3rd or 4. If
the best fly ortholog candidate gene is on the 2nd chromosome, we inject them into the VK33 docking site on the
3rd. Note that some transgenes generated in the pilot phase of this project were injected into the ZH-86Fb
docking site on the 3rd chromosome. About 600 plasmids and transgenic flies generated by Drs. Travis Johnson
& Coral Warr in Australia were integrated into this collection.

To date, human cDNA plasmids corresponding to 7,927 human genes have been subcloned into a fly transgenic
vector, 7,197 of which were subcloned at LBNL. Most of these plasmids are in the pGW-HA.attB plasmid but
some clones generated during the initial phase of the project were in pUASg-HA.attB (See Bischof et al., 2013
Development: PMID: 23637332). Clones corresponding to 5,964 genes are currently available from DGRC and
the remaining will become available in the near future. In addition, constructs corresponding to 5,459 human
genes have been made into transgenic flies (69% of plasmids) and are available from BDSC and/or Kyoto Stock
Center. 2,911 lines corresponding to 2,638 human genes in BDSC are from our collection (84% of all UAS-
human cDNA transgenic lines in BDSC) Prior to this project, UAS-human cDNA lines corresponding to 80
human genes were available.

Through a supplement on the parental R24 grant, we also generated UAS transgenes that allow expression of
the 29 protein coding genes of the SARS-CoV-2 virus and human proteins these viral protein interact with
(untagged or C’-3xHA tagged, BDSC #94220-95281). A paper describing these reagents was published in Cell
Reports in collaboration with Ethan Bier’s lab (Guichard et al., 2023 Cell Rep: PMID: 37480566).

* BDGP: https://www.fruitfly.org/humanfly/
...Human cDNAs subcloned in the Celniker laboratory (plasmids corresponding to 7,196 human genes)

* DGRC: https://dgrc.bio.indiana.edu/clones/Catalog#
...Human cDNAs available from DGRC. Click the ‘Human ORF’ link from the navigation panel on the left to
download an excel file (plasmids corresponding to 5,664 human genes).

* FlyPush: https://flypush.research.bcm.edu/humanfly/
...Human cDNAs subcloned and injected in the Bellen and Yamamoto laboratory. Also, contains information of

human cDNAs obtained from the Celniker laboratory which have been injected in the Bellen and Yamamoto
labs.

* BDSC: https://bdsc.indiana.edu/stocks/uas/uas_hsap.html
...Human cDNAs available from BDSC (lines corresponding to 2,638 human genes).

* Kyoto Stock Center: https://kyotofly kit.jp/stocks/documents/Humanized fly lines.html
...Human cDNAs available from KIT (Note that 787 lines of the 3,608 lines available are copies of strocks that
are also available form DBSC).



Reproducibility

In fall 2024, FlyBase had a guest presentation from Anita Bandrowski of SciCrunch about the
SciScore (https://www.scicrunch.com/sciscore), a metric that assesses the presence in
published reports of information important for reproducibility and related topics. Dr. Bandrowski
had analyzed Drosophila research reports in bulk using the SciScore approach. It seems that
the Drosophila research community is doing well but could do better. Some of the actions that
would improve the SciScore would only require changes in reporting; e.g., always use RRIDs
and specifically indicate if samples were blinded prior to phenotyping. Others might require
changes to experimental workflows. There appears to be an opportunity in our community to
help one another get better at the kind of clear reporting that should lead to improved
reproducibility.



https://www.scicrunch.com/sciscore
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