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Dear Delegates ¡Bienvenidos! We warmly welcome you
to the 2024 Annual  Meeting of the Society for Molecular
Biology and Evolution (SMBE 2024) in Puerto Vallarta,
Mexico. We are thrilled to have you here in our beautiful
country.

It has been a long journey since 2018 when we dreamed
of hosting this world-class meeting in Mexico and now it
is a reality. This is the first time the Annual SMBE meeting
is hosted in mainland Latin America and in a developing/
middle-income country. It is a significant gesture from
the Society to hold the meeting outside the Global North,
highlighting the long-term goal of becoming a more
inclusive and global Society. We are honored to have
received such trust from the Society and you, our guest,
and we hope the meeting meets or even exceeds your
scientific and personal expectations.

Mexico is one of the most megadiverse countries in the
world and, therefore, has a long history of research in
ecology, evolution, molecular biology, and genomics. In
the last two decades, Mexico has seen the birth of at
least three new research centers with complementary
strengths: the National Laboratory of Genomics for
Biodiversity (LANGEBIO, Cinvestav), the Center for
Genomic Sciences Research (CCG, UNAM), and the
International Laboratory fo Human Genome Research
(LIIGH, UNAM). Our local organizing committee
combines members from these different institutions
and our joint interests cover a wide range of bleeding-
edge topics in Evolutionary Biology which we have
reflected in a rich scientific program with an
unprecedented number of 39 symposia. This includes
Phylogenetics, Evolutionary and Population Genetics,
Paleogenomics, Conservation, Crop Evolution, Machine
Learning, Education, Medical Genomics, and more. We
hope you’ll get to discuss lots of science, interact with as
many delegates as possible and strengthen the Society’s
mission.

Welcome Message
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We have strived to provide excellence in your travel and
conference experience, incluiding childcare, travel,
accommodation and transport to and from the venue
from key points across Puerto Vallarta. You can find more
about these on the following pages, or you can approach
any of us and our staff during the meeting

We want to thank Artefacto Consultores, our Professional
Conference Organizer for embarking in this effort and
making this event a success. We also want to thank all
the sponsors supporting this meeting. We strongly
encourage you to visit their booths, as they are a key part
of what has made this meeting possible.
 
We hope our efforts translate into memorable scientific
and personal experiences and connections that will last
well beyond the end of this meeting. Thank you for
attending SMBE 2024, and we hope you enjoy your stay
in Mexico.

We trust this year’s venue, Puerto Vallarta’s International
Convention Center, will be an excellent place for our
cherished Annual Meeting and that you’ll get the
opportunity to enjoy some of the outstanding natural,
entertainment, culinary and cultural experiences Puerto
Vallarta has to offer, either the natural charm of its
beaches embraced by the Sierra Madre mountain range;
the essence of its culture, its gastronomy and traditions;
and the warmth of their hospitality of its people. It is a
magical destination with an authentic Mexican spirit.

On behalf of the Local Organizing Committee - ¡Gracias!
Selene Fernández and Andrés Moreno

Cinvestav
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Valeria Souza

María Avila Arcos
International Laboratory for Human Genome Research (LIIGH),
National Autonomous University of Mexico (UNAM), Mexico.

Local Organizing Committee (LOC)

Mashaal Sohail

Diego Cortez Quezada

Andrés Moreno Estrada

Karla Sandoval Mendoza

Federico Sánchez Quinto

Diego Ortega Del Vecchyo

Selene Fernández Valverde

Center for Genomic Sciences (CCG), National Autonomous
University of Mexico (UNAM), Mexico.

Center for Genomic Sciences (CCG), National Autonomous
University of Mexico (UNAM), Mexico.

Equity and Gender Office of the Center for Research and
Advanced Studies (CODIGO-C), CINVESTAV, Mexico.

Institute of Ecology, National Autonomous University of Mexico
(UNAM), Mexico.

Advanced Genomics Unit, Center for Research and Advanced
Studies (CINVESTAV), Mexico.

International Laboratory for Human Genome Research (LIIGH),
National Autonomous University of Mexico (UNAM), Mexico.

International Laboratory for Human Genome Research (LIIGH),
National Autonomous University of Mexico (UNAM), Mexico.

Formerly at CINVESTAV, Mexico. Currently: UNSW RNA Institute /
School of Biotechnology & Biomolecular Sciences, UNSW Sydney,
Australia.
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LOC Support Team

Event Planner Coordinator

Karla Patricia Benítez Castrejón

Professional Conference Organizer (PCO) Team

Annette Aguilar Bustamante

Center for Research and Advanced Studies (CINVESTAV), Mexico.

ARTEFACTO CONSULTORES, Mexico.
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Carmina Barberena Jonas
Center for Research and Advanced Studies (CINVESTAV), Mexico.

LOC Volunteers

José Antonio Corona
 

Viridiana Villa Islas

Amara Shaukat 

Walter Nicolás

Victoria Pastor

Fernanda García

Ram González

Laura Carrillo

Sofía Vieyra

Daniela Orozco

Miguel Navarro 

Florencia Alvarez

Carmina Barberena 

Ernesto Garfias

Scientific Program Copyeditor

PCO Director

Santiago Iker Aguilar
ARTEFACTO CONSULTORES, Mexico.

PCO Staff Manager



³ȒƬǣƏǼ�¨ȸȒǕȸƏȅ

(ƺǼƺǕƏɎƺ�XȇǔȒȸȅƏɎǣȒȇ

ƺǕǣɀɎȸƏɎǣȒȇ»�ِ׏

�XȇɎƺȸȇƺɎ��ƬƬƺɀɀِא

JƏǼƏ�xƺɴǣƬƏȇ�(ǣȇȇƺȸ

áƺǼƬȒȅƺ�!ȒƬǸɎƏǣǼ

zƺɎɯȒȸǸ�³يx 0גא׎א

¨ƏɀɀɯȒȸƳي�ǝȒǼƏƏȅǣǕȒ

(ƏɎƺ�³يɖȇƳƏɵًו��hɖǼɵِגא׎א��

Áǣȅƺ׎׎يח׏�ي�

àƺȇɖƺي�!ȒȇɮƺȇɎǣȒȇ�!ƺȇɎƺȸً�¨ɖƺȸɎȒ�àƏǼǼƏȸɎƏً�xƻɴǣƬȒِ

(ƏɎƺي�áƺƳȇƺɀƳƏɵً׎׏��hɖǼɵِגא׎א��

Áǣȅƺ׎׎يח׏�ي�

àƺȇɖƺي�RȒɀɎ�ǝȒɎƺǼ

¨ƏȸƏƳǣɀƺ�àǣǼǼƏǕƺ�RȒɎƺǼً�zɖƺɮȒ�zƏɵƏȸǣɎً�xƻɴǣƬȒِ�

�ÁǣƬǸƺɎɀ�ȅɖɀɎ�ƫƺ�ȵȸƺٮȵɖȸƬǝƏɀƺƳ�ƏɎדזڟ��È³(�ƳɖȸǣȇǕ�ȸƺǕǣɀɎȸƏɎǣȒȇ�Ȓȸ

ƫɵ�ƺȅƏǣǼǣȇǕ�ƏɎɎƺȇƳƏȇƬƺɀȅƫƺ۬גא׎אǕȅƏǣǼِƬȒȅِ�

Iȸƺƺ�ɎȸƏȇɀȵȒȸɎƏɎǣȒȇ�ɯǣǼǼ�ƫƺ�ȵȸȒɮǣƳƺƳ�ɖɀǣȇǕ�ɀǝɖɎɎǼƺ�ȸȒɖɎƺ�٢׏�ƫǼɖƺ�Ǽǣȇƺ

Ȓȇ�Ɏǝƺ�ɎȸƏɮƺǼ�ǕɖǣƳƺ٣�

(ƏɎƺ�³يɖȇƳƏɵًו��hɖǼɵِגא׎א��

Áǣȅƺي�IȸȒȅ׎׎يג׏��ɎȒ׎׎يז׏��

àƺȇɖƺي�!ȒȇɮƺȇɎǣȒȇ�!ƺȇɎƺȸً�¨ɖƺȸɎȒ�àƏǼǼƏȸɎƏً�xƻɴǣƬȒِ

³x 0�JƏǼƏ�(ǣȇȇƺȸ�ɎǣƬǸƺɎ�ǣɀ�z�Á�ǣȇƬǼɖƳƺƳ�ǣȇ�Ɏǝƺ�ȸƺǕǣɀɎȸƏɎǣȒȇ�ǔƺƺ٫�

³x 0׭׫ש׫��ȸƺǕǣɀɎȸƏɎǣȒȇ�ǣȇƬǼɖƳƺɀ٥��ƬƬƺɀɀ�ɎȒ�ƏǼǼ�ɀƬǣƺȇɎǣǔǣƬ�ɀƺɀɀǣȒȇɀ٦
(ƺǼƺǕƏɎƺ�ƫƏǕ٦�ɯƺǼƬȒȅƺ�ƬȒƬǸɎƏǣǼ٦�ǼɖȇƬǝ�ƫȸƺƏǸɀ٦�ƬȒǔǔƺƺ�ƫȸƺƏǸɀ٦�ƏȇƳ
ȵȒɀɎƺȸ�ɀƺɀɀǣȒȇ�ȸƺǔȸƺɀǝȅƺȇɎɀ٫

ה



 ȸȒƏƳƬƏɀɎǣȇǕ�¨ȒǼǣƬɵ

³x 0�ƬȒƳƺ�Ȓǔ�ƬȒȇƳɖƬɎ�ƏȇƳ�³x 0��ǼǼǣƺɀ

RƏȸƏɀɀȅƺȇɎً�(ǣɀƬȸǣȅǣȇƏɎǣȒȇ�ƏȇƳ�nǣƏƫǣǼǣɎɵ

�Ɏ�Ɏǝƺ�ȇƺɴɎ�³x 0גא׎א��ȅƺƺɎǣȇǕ�ǣȇ�¨ɖƺȸɎȒ�àƏǼǼƏȸɎƏً�xƺɴǣƬȒً�ɵȒɖ�ɯǣǼǼ
ȇȒɎǣƬƺ� ɀȒȅƺ� ƏɎɎƺȇƳƺƺɀ�ɯƺƏȸǣȇǕ� Ə� ȸǣƫƫȒȇ� ǣȇƳǣƬƏɎǣȇǕ� Ɏǝƺǣȸ� ɀɎƏɎɖɀ� Əɀ
³x 0��ǼǼǣƺɀِ�Áǝƺɀƺ�ƏǼǼǣƺɀ�Əȸƺ�ɎȸƏǣȇƺƳ�ɎȒ�ȵȸȒɮǣƳƺ�ɀɖȵȵȒȸɎ�ɎȒ�ɎǝȒɀƺ�ɯǝȒ
Əȸƺ�ɮǣƬɎǣȅɀ�Ȓȸ�ɯǣɎȇƺɀɀƺɀ�Ȓǔ� ǣȇƏȵȵȸȒȵȸǣƏɎƺ�ƫƺǝƏɮǣȒȸ� ɎǝƏɎ�ȅƏɵ�ɮǣȒǼƏɎƺ
Ɏǝƺ� ³x 0� !ȒƳƺ� Ȓǔ� !ȒȇƳɖƬɎِ� Áǝƺǣȸ� ȸȒǼƺ� ǣɀ� ɎȒ� ǼǣɀɎƺȇً� ǝƺǼȵ� ƏǔǔƺƬɎƺƳ
ǣȇƳǣɮǣƳɖƏǼɀ� ƳƺƏǼ� ɯǣɎǝ� Ɏǝƺ� ɀǣɎɖƏɎǣȒȇ� ƏȇƳ� ȵȸȒɮǣƳƺ� Ɏǝƺȅ� ɯǣɎǝ
ǣȇǔȒȸȅƏɎǣȒȇ� ƏƫȒɖɎ� Ɏǝƺǣȸ� ȒȵɎǣȒȇɀً� ǣȇƬǼɖƳǣȇǕ� Ɏǝƺ� ȵȒɀɀǣƫǣǼǣɎɵ� Ȓǔ� ǔǣǼǣȇǕ
ƬȒȅȵǼƏǣȇɎɀِ�RȒɯƺɮƺȸً�Ɏǝƺ�ƏǼǼǣƺɀ�Əȸƺ�ȇȒɎ�ǣȇɮȒǼɮƺƳ�ǣȇ�ǣȇɮƺɀɎǣǕƏɎǣȒȇɀ�Ȓȸ
Ɏǝƺ� ǣȅȵȒɀǣɎǣȒȇ� Ȓǔ� ɀƏȇƬɎǣȒȇɀِ� Xȇ� ƏƳƳǣɎǣȒȇً� Ɏǝƺɵ� Əȸƺ� ƬȒȅȅǣɎɎƺƳ� ɎȒ
ƬȸƺƏɎǣȇǕ�ɀƏǔƺ�ɀȵƏƬƺɀ�ƫɵ�ƏƬɎǣȇǕ�Əɀ�ƏƬɎǣɮƺ�Ȓƫɀƺȸɮƺȸɀ�ƳɖȸǣȇǕ�Ɏǝƺ�ƺɮƺȇɎِ

Áǝƺ� ³x 0� �ȇȇɖƏǼ� xƺƺɎǣȇǕ� ɀɖȵȵȒȸɎɀ� Ɏǝƺ� ƬȒȅȅɖȇǣƬƏɎǣȒȇ� ƏȇƳ
ƳǣɀƬɖɀɀǣȒȇ�Ȓǔ�ɀƬǣƺȇƬƺِ�XȇǔȒȸȅƏɎǣȒȇ�ȵȸƺɀƺȇɎƺƳ�ƏɎ�Ɏǝƺ�xƺƺɎǣȇǕ�٢ǣȇ�ȒȸƏǼ
Ȓȸ�ȵȒɀɎƺȸ�ǔȒȸȅƏɎ٣�ȅƏɵ�ƫƺ�ȸƺȵȒȸɎƺƳ�ƏȇƳ�ƳǣɀƬɖɀɀƺƳ�ƫɵ�ƏɎɎƺȇƳƺƺɀ�ƏȇƳ
ɀƬǣƺȇƬƺ�ɯȸǣɎƺȸɀ�ɮǣƏ�ƫǼȒǕɀً�ɀȒƬǣƏǼ�ȅƺƳǣƏً�Ȓȸ�ȒɎǝƺȸ�ǔȒȸȅƏɎɀً�ɖȇǼƺɀɀ�Əȇɵ
Ȓǔ� Ɏǝƺ� ƏɖɎǝȒȸɀ� ȸƺȷɖƺɀɎɀ� ȒɎǝƺȸɯǣɀƺِ� áƺ� ƳȒ� ȸƺȷɖƺɀɎ� ɎǝƏɎ
ƬȒȅȅɖȇǣƬƏɎǣȒȇɀ� Əȸƺ� ȸƺɀȵƺƬɎǔɖǼ� ƏȇƳ� ƳȒ� ȇȒɎ� ƳǣȸƺƬɎǼɵ� ȸƺȵȸȒƳɖƬƺ
ɮǣɀɖƏǼ� ȅƏɎƺȸǣƏǼɀ� ٢ƺِǕًِ� ȇȒ� ȵȒɀɎǣȇǕ� Ȓǔ� ȵǝȒɎȒɀ� Ȓǔ� ɀǼǣƳƺɀ� Ȓȸ� ȵȒɀɎƺȸɀ٣
ɖȇǼƺɀɀ� ȵƺȸȅǣɀɀǣȒȇ� ǣɀ� ȒƫɎƏǣȇƺƳ� ǔȸȒȅ� Ɏǝƺ� ȵȸƺɀƺȇɎƺȸ� Ȓȸ� ǣǔ� Ɏǝƺɵ� ǝƏɮƺ
ƏǼȸƺƏƳɵ� ȅƏƳƺ� Ɏǝǣɀ� ǣȇǔȒȸȅƏɎǣȒȇ� ǔȸƺƺǼɵ� ƏɮƏǣǼƏƫǼƺ� ǣȇ� Əȇ� ȒȵƺȇٮɀȒɖȸƬƺ
ǔȒȸɖȅِ� Xǔ� Ə� ȵȸƺɀƺȇɎƺȸ� ƳȒƺɀ� ȇȒɎ� ɯƏȇɎ� ǣȇǔȒȸȅƏɎǣȒȇ� ǔȸȒȅ� ǝǣɀٖǝƺȸ
ȵȸƺɀƺȇɎƏɎǣȒȇ� ɎȒ�ƫƺ�ȵǝȒɎȒǕȸƏȵǝƺƳ�ƏɎ� ƏǼǼً� Ȓȸ�ƫȸȒƏƳƬƏɀɎً� Ɏǝƺɵ� ɀǝȒɖǼƳ
ȅƏǸƺ� Ɏǝǣɀ� ƬǼƺƏȸ� ǣȇ� Ɏǝƺǣȸ� ɎƏǼǸٖȵȒɀɎƺȸ� ƏȇƳ� ɯƺ� ƏɀǸ� ɎǝƏɎ� ƏɎɎƺȇƳƺƺɀ
ȸƺɀȵƺƬɎ�Ɏǝǣɀِ�Xǔ�ɵȒɖ�ǝƏɮƺ�ȷɖƺɀɎǣȒȇɀ�Ȓȸ�ƬȒȇƬƺȸȇɀ�ƏƫȒɖɎ�Ɏǝǣɀ�ȵȒǼǣƬɵً�Ȓȸ
ɯȒɖǼƳ� ǼǣǸƺ� ɎȒ� ȸƺȵȒȸɎ�Əȇ�Əƫɖɀƺ�Ȓǔ� ǣɎً�ȵǼƺƏɀƺ�ƬȒȇɎƏƬɎ�Əȇɵ�ȅƺȅƫƺȸ�Ȓǔ
Ɏǝƺ� nȒƬƏǼ� �ȸǕƏȇǣɿǣȇǕ� !ȒȅȅǣɎɎƺƺ� Ȓȸ� ƺȅƏǣǼ� ¨ƏɖǼƏ�  ȸƏȇɎȇƺȸ� ƏɎ
ȵƫɯȒȸǸɀȒǼɖɎǣȒȇɀ۬ǕȅƏǣǼِƬȒȅ

³x 0� �גא׎א ƏɎɎƺȇƳƺƺɀ� Əȸƺ� ƺɴȵƺƬɎƺƳ� ɎȒ� ƏƳǝƺȸƺ� ɎȒ� ³x 0ټɀ� !ȒƳƺ� Ȓǔ
!ȒȇƳɖƬɎِ� ³x 0� ǣɀ� ƳƺƳǣƬƏɎƺƳ� ɎȒ� ȵȸȒɮǣƳǣȇǕ� Ə� ɀƏǔƺً� ǝȒɀȵǣɎƏƫǼƺً� ƏȇƳ
ȵȸȒƳɖƬɎǣɮƺ� ƺȇɮǣȸȒȇȅƺȇɎ� ǔȒȸ� ƏǼǼ� ȅƺȅƫƺȸɀِ� �ƬƬȒȸƳǣȇǕǼɵً� ³x 0
ȵȸȒǝǣƫǣɎɀ� ƏǼǼ� ǔȒȸȅɀ� Ȓǔ� ƳǣɀƬȸǣȅǣȇƏɎǣȒȇ� ƏȇƳ� ǝƏȸƏɀɀȅƺȇɎ� ٢ǣȇƬǼɖƳǣȇǕ
ƏȅȒȇǕ� ȅƺȅƫƺȸɀً� ɮȒǼɖȇɎƺƺȸɀً� ƏȇƳ� ɀɎƏǔǔ٣� ǣȇ� ƏǼǼ� ³ȒƬǣƺɎɵ� ƏƬɎǣɮǣɎǣƺɀً
ǣȇƬǼɖƳǣȇǕ�ƺɮƺȇɎɀ�٢ȒȇǼǣȇƺ�Ȓȸ�ǣȇ�ȵƺȸɀȒȇ٣ً�ǴȒɖȸȇƏǼ�ƬȒȸȸƺɀȵȒȇƳƺȇƬƺً�ɀȒƬǣƏǼ
ȅƺƳǣƏً�ƺɎƬ٣ِ� ƺǝƏɮǣȒɖȸ�ɎǝƏɎ�ɖȇƳƺȸȅǣȇƺɀ�Ɏǝƺ� ǣȇɎƺǕȸǣɎɵ�Ȓǔ� ǣȇɎƺǼǼƺƬɎɖƏǼ
ƳǣɀƬȒɖȸɀƺ� ǣɀ� Əȇ� ǣȅȵƺƳǣȅƺȇɎ� ɎȒ� ɀƬǣƺȇɎǣǔǣƬ� ȵȸȒǕȸƺɀɀ� ƏȇƳ� ɯǣǼǼ� ȇȒɎ� ƫƺ
ɎȒǼƺȸƏɎƺƳِ� ÈȇƏƬƬƺȵɎƏƫǼƺ� ɎȸƺƏɎȅƺȇɎ� Ȓǔ� ȒɎǝƺȸɀ� ǣȇƬǼɖƳƺɀ� ٢ƫɖɎ� ǣɀ� ȇȒɎ
ǼǣȅǣɎƺƳ� ɎȒ٣� ǝƏȸƏɀɀȅƺȇɎً� ɀɎƏǼǸǣȇǕً� ƫƺǼǣɎɎǼǣȇǕً� ƳǣɀƬȸǣȅǣȇƏɎǣȒȇً
ƫɖǼǼɵǣȇǕٖǣȇɎǣȅǣƳƏɎǣȒȇً�ƏɀɀƏɖǼɎً�ɎȸȒǼǼǣȇǕً�ƏȇƳ�ȸƺɎƏǼǣƏɎǣȒȇ�٢ɀƺƺ�ƏƫȒɮƺ�ǼǣȇǸ
ǔȒȸ� ƳƺɀƬȸǣȵɎǣȒȇɀ٣ِ� �ȇɵ� ȅǣɀƬȒȇƳɖƬɎ� Ȓȇ� Ɏǝƺ� ƫƏɀǣɀ� Ȓǔ� ǕƺȇƳƺȸً� ǕƺȇƳƺȸ
ǣƳƺȇɎǣɎɵً�ɀƺɴɖƏǼ�ȒȸǣƺȇɎƏɎǣȒȇً�ƏǕƺً�ƳǣɀƏƫǣǼǣɎɵً�ȵǝɵɀǣƬƏǼ�ƏȵȵƺƏȸƏȇƬƺً�ȸƏƬƺً
ȸƺǼǣǕǣȒȇً�ȇƏɎǣȒȇƏǼ�ȒȸǣǕǣȇً�ƺɎǝȇǣƬǣɎɵً�Ȓȸ�ȒɎǝƺȸ�ƳƺɀƬȸǣȵɎǣɮƺ�ƬƏɎƺǕȒȸǣƺɀ�ɯǣǼǼ
ȇȒɎ� ƫƺ� ɎȒǼƺȸƏɎƺƳِ� Xǔ� ɵȒɖ� ȇƺƺƳ� ɎȒ� ȸƺȵȒȸɎ� Əȇ� ǣȇƬǣƳƺȇɎً� ȵǼƺƏɀƺ� ƬȒȇɎƏƬɎ
Ȓɖȸ�³ƏǔƺɎɵ��ǔǔǣƬƺȸً�¨ƏɖǼƏ� ȸƏȇɎȇƺȸ�ƏɎ�ȵƫɯȒȸǸɀȒǼɖɎǣȒȇɀ۬ǕȅƏǣǼِƬȒȅ

!ȒƳƺ�Ȓǔ�!ȒȇƳɖƬɎ

ו
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³ɵȅȵȒɀǣƏ�ǝƏɮƺ�ƫƺƺȇ�ƏǼǼȒƬƏɎƺƳ�ɮƏȸǣȒɖɀ�ƳɖȸƏɎǣȒȇɀ�ƳƺȵƺȇƳǣȇǕ�Ȓȇ�Ɏǝƺ
ȇɖȅƫƺȸ�Ȓǔ�ȵȸƺɀƺȇɎƺȸɀِ�¨ǼƺƏɀƺ�ƬǝƺƬǸ�Ɏǝƺ�ȵȸȒǕȸƏȅ�ɎȒ�ɀƺƺ�Ɏǝƺ�ƏǼǼȒƬƏɎƺƳ
Ɏǣȅƺ�ǔȒȸ�ƺƏƬǝ�ɎƏǼǸِ�

JɖǣƳƺǼǣȇƺɀ�ǔȒȸ�ȒȸƏǼ�ȵȸƺɀƺȇɎƏɎǣȒȇɀ

ז

�ǼǼȒƬƏɎƺƳ�Ɏǣȅƺ�ǔȒȸ�XȇɮǣɎƺƳ�³ȵƺƏǸƺȸɀ׎א��ي�ȅǣȇɖɎƺɀד�ڷ��ȅǣȇɖɎƺɀژǔȒȸ
ªۭ�ِ
�ǼǼȒƬƏɎƺƳ�Ɏǣȅƺ�ǔȒȸ�!ȒȇɎȸǣƫɖɎƺƳ�ÁƏǼǸɀא׏�ي�ȅǣȇɖɎƺɀב�ڷ��ȅǣȇɖɎƺɀژǔȒȸ
ªۭ�ِ
¨ȸƺɀƺȇɎƏɎǣȒȇ�ǔȒȸȅƏɎ�ƏȇƳ�ɀɖƫȅǣɀɀǣȒȇ�³يȵƺƏǸƺȸɀ�Əȸƺ�ɀɎȸȒȇǕǼɵ
ƺȇƬȒɖȸƏǕƺƳ�ɎȒ�ɀƺȇƳ�Ɏǝƺǣȸ�ȵȸƺɀƺȇɎƏɎǣȒȇ�ǣȇ�¨(I�ǔȒȸȅƏɎ�ɎȒ�ƏɮȒǣƳ
ȵȒɎƺȇɎǣƏǼ�ǣȇƬȒȅȵƏɎǣƫǣǼǣɎǣƺɀِ�¨ȒɯƺȸȵȒǣȇɎ�ǣɀ�ƏǼɀȒ�ƏƬƬƺȵɎƺƳ�ƫɖɎ�Ɏǝƺ
ɀɎƏǔǔ�ƬƏȇȇȒɎ�ƺȇɀɖȸƺ�ȵȸȒȵƺȸ�ǔȒȸȅƏɎɎǣȇǕِ��
¨ȸƺɀƺȇɎƏɎǣȒȇɀ�ȅɖɀɎ�ƫƺ�ɀƺȇɎ�ɎȒ�Ɏǝƺ�ǔȒǼǼȒɯǣȇǕ�ƺȅƏǣǼ�ƏƳƳȸƺɀɀ�ƫƺǔȒȸƺ
Ɏǝƺ�ƬȒȇǔƺȸƺȇƬƺي�ɀȅƫƺגאɀȵƺƏǸƺȸɀ۬ǕȅƏǣǼِƬȒȅِ
Xǔ�ɵȒɖ�ǝƏɮƺ�Əȇɵ�ǣɀɀɖƺ�ȵȸȒɮǣƳǣȇǕ�ɵȒɖȸ�ȵȸƺɀƺȇɎƏɎǣȒȇ�ȵǼƺƏɀƺ�ƏȵȵȸȒƏƬǝ
Ɏǝƺ�ɀɎƏǔǔ�ƏɎ�Ɏǝƺ�ǔȸȒȇɎ�ƳƺɀǸ�Ȓǔ�Ɏǝƺ�ƬȒȇɮƺȇɎǣȒȇ�ƬƺȇɎƺȸِ�

¨ǼƺƏɀƺ� Əȸȸǣɮƺ� ɎȒ� ɵȒɖȸ� ȵȸƺɀƺȇɎƏɎǣȒȇ� ȸȒȒȅ� ƏɎ� ǼƺƏɀɎ� �ד׏ ȅǣȇɖɎƺɀ� ƫƺǔȒȸƺ
ɵȒɖȸ� ȵȸƺɀƺȇɎƏɎǣȒȇ� ɀȒ� ɵȒɖ� ƬƏȇ� ǕƺɎ� ȵȸƺȵƏȸƺƳ� ƏȇƳ� ȅƺƺɎ� Ɏǝƺ� ɀƺɀɀǣȒȇ
ƬǝƏǣȸِ

«ƺȅȒɎƺ�³ȵƺƏǸƺȸɀ

«ƺȅȒɎƺ�ɀȵƺƏǸƺȸɀ�ǝƏɮƺ�ƫƺƺȇ�ȸƺȷɖƺɀɎƺƳ�ɎȒ�ɀƺȇƳ�Ə�ȵȸƺٮȸƺƬȒȸƳƺƳ�ɮǣƳƺȒ
Ȓǔ� Ɏǝƺǣȸ� ȵȸƺɀƺȇɎƏɎǣȒȇً� ɯǝǣƬǝ� ɯǣǼǼ� ƫƺ� ȵǼƏɵƺƳ� Ȓȇ� ɀǣɎƺ� ƳɖȸǣȇǕ� Ɏǝƺǣȸ
ȸƺɀȵƺƬɎǣɮƺ� ɀɵȅȵȒɀǣɖȅِ� RȒɯƺɮƺȸً� ȸƺȅȒɎƺ� ɀȵƺƏǸƺȸɀ� ɯǣǼǼ� ƫƺ� ȒȇǼǣȇƺ
ƳɖȸǣȇǕ� Ɏǝƺ� ªۭ�� ɀƺɀɀǣȒȇ� ǔȒǼǼȒɯǣȇǕ� Ɏǝƺǣȸ� ɎƏǼǸ� ɎȒ� ƫƺ� ƏƫǼƺ� ɎȒ� Əȇɀɯƺȸ
ȷɖƺɀɎǣȒȇɀ� ǔȸȒȅ� Ɏǝƺ�ȵɖƫǼǣƬِ� �«ƺȅȒɎƺ� ɀȵƺƏǸƺȸɀ�ɯǣǼǼ� ȸƺƬƺǣɮƺ�Ə�È«n� ǼǣȇǸ
ɮǣƏ� ƺȅƏǣǼ� ɯǣɎǝ� Ɏǝƺǣȸ� ƬȸƺƳƺȇɎǣƏǼɀ� ɎȒ� ƬȒȇȇƺƬɎ� Ǽǣɮƺ� ƳɖȸǣȇǕ� Ɏǝƺǣȸ� ªۭ�
ɀƺɀɀǣȒȇِ



¨ȒɀɎƺȸ�ɀƺɀɀǣȒȇɀ�ɯǣǼǼ�ƫƺ�ǣȇٮȵƺȸɀȒȇ�ȒȇǼɵِ�

¨ȒɀɎƺȸ�ȵȸƺɀƺȇɎƏɎǣȒȇɀ�ǝƏɮƺ�ƫƺƺȇ�ƳǣɀɎȸǣƫɖɎƺƳ�ƏƬȸȒɀɀב�� ɀƺɀɀǣȒȇɀ�ƏƬƬȒȸƳǣȇǕ� ɎȒ
Ɏǝƺ�ɎȒȵǣƬɀ�Ȓǔ�ɀɵȅȵȒɀǣƏ�ȵȸƺɀƺȇɎƺƳ�ƺƏƬǝ�ƳƏɵِ�zɖȅƫƺȸƺƳ�ƫȒƏȸƳɀ�ɯǣǼǼ�ƫƺ�ɖɀƺƳ
ɎȒ�ƺɴǝǣƫǣɎ�ȵȒɀɎƺȸɀ�ǣȇ�Ɏǝȸƺƺ�ǕȸȒɖȵɀ�ƬȒǼȒȸƺƳ�ƫɵ�ƳƏɎƺي�

�ȸƏȇǕƺ�ȇɖȅƫƺȸɀي�xȒȇƳƏɵז��hɖǼɵ��
 Ǽɖƺ�ȇɖȅƫƺȸɀي�ÁɖƺɀƳƏɵח��hɖǼɵ�
Jȸƺƺȇ�ȇɖȅƫƺȸɀي�áƺƳȇƺɀƳƏɵ׎׏��hɖǼɵ�

¨ȒɀɎƺȸɀ� ƏɀɀǣǕȇƺƳ� ɎȒ�³ƺɀɀǣȒȇ� �׏ ٢xȒȇƳƏɵ� �ז hɖǼɵً� �٣ً�ȅɖɀɎ׎דيד׏ٮ׎אيג׏ ƫƺ� Ȓȇ
ƳǣɀȵǼƏɵ� ǔȸȒȅ� �׎דيד׏ٮ׎׎يח ǣȇ� Ɏǝƺ� ȵȒɀɎƺȸ� ƺɴǝǣƫǣɎǣȒȇ� ǝƏǼǼ� ɖɀǣȇǕ� Ɏǝƺ� ƫȒƏȸƳِ���
ȅƏȸǸƺƳ� ɯǣɎǝ� ɵȒɖȸ� ȵȒɀɎƺȸ� ȇɖȅƫƺȸ� ٢ƺِǕًِ� �xȒȇ٣ِٮ׎׎׏ ¨ȒɀɎƺȸɀ� ƏɀɀǣǕȇƺƳ� ɎȒ
³ƺɀɀǣȒȇ׏��ɀǝȒɖǼƳ�ƫƺ�ȸƺȅȒɮƺƳ�ƫɵ׎בيז׏��Ȓȇ�xȒȇƳƏɵً�hɖǼɵِז��

¨ȒɀɎƺȸɀ�ƏɀɀǣǕȇƺƳ� ɎȒ�³ƺɀɀǣȒȇא�� ٢ÁɖƺɀƳƏɵח�� hɖǼɵً� ٣ً�ȅɖɀɎ�ƫƺ�Ȓȇ׎דيג׏ٮ׎אيב׏
ƳǣɀȵǼƏɵ� ǔȸȒȅ� �׎דيג׏ٮ׎׎يח ǣȇ� Ɏǝƺ� ȵȒɀɎƺȸ� ƺɴǝǣƫǣɎǣȒȇ� ǝƏǼǼ� ɖɀǣȇǕ� Ɏǝƺ� ƫȒƏȸƳِ
ȅƏȸǸƺƳ� ɯǣɎǝ� ɵȒɖȸ� ȵȒɀɎƺȸ� ȇɖȅƫƺȸ� ٢ƺِǕًِ� �Áɖƺ٣ِٮ׎׎׏ ¨ȒɀɎƺȸɀ� ƏɀɀǣǕȇƺƳ� ɎȒ
³ƺɀɀǣȒȇא��ɀǝȒɖǼƳ�ƫƺ�ȸƺȅȒɮƺƳ�ƫɵ׎׎ي׎א��Ȓȇ�ÁɖƺɀƳƏɵً�hɖǼɵِח���

¨ȒɀɎƺȸɀ�ƏɀɀǣǕȇƺƳ�ɎȒ�³ƺɀɀǣȒȇב�� ٢áƺƳȇƺɀƳƏɵ׎׏��hɖǼɵً٣ً׎דيג׏ٮ׎אيב׏��ȅɖɀɎ�ƫƺ
Ȓȇ�ƳǣɀȵǼƏɵ�ǔȸȒȅ׎דيג׏ٮ׎׎يח��ǣȇ�Ɏǝƺ�ȵȒɀɎƺȸ�ƺɴǝǣƫǣɎǣȒȇ�ǝƏǼǼ�ɖɀǣȇǕ�Ɏǝƺ�ƫȒƏȸƳِ
ȅƏȸǸƺƳ� ɯǣɎǝ� ɵȒɖȸ� ȵȒɀɎƺȸ� ȇɖȅƫƺȸ� ٢ƺِǕًِ� �áƺƳ٣ِٮ׎׎׏ ¨ȒɀɎƺȸɀ� ƏɀɀǣǕȇƺƳ� ɎȒ
³ƺɀɀǣȒȇב��ɀǝȒɖǼƳ�ƫƺ�ȸƺȅȒɮƺƳ�ƫɵ׎בيו׏��Ȓȇ�áƺƳȇƺɀƳƏɵً�hɖǼɵِ׎׏���

JɖǣƳƺǼǣȇƺɀ�ǔȒȸ�ȵȒɀɎƺȸ�ȵȸƺɀƺȇɎƏɎǣȒȇɀ

!ǝƺƬǸ�ɵȒɖȸ�ȵȒɀɎƺȸ�ȇɖȅƫƺȸٍ

IȒǼǼȒɯ�Ɏǝƺ�ª«�ƬȒƳƺ�ɎȒ�ƳȒɯȇǼȒƏƳ
Ɏǝƺ�ȵȒɀɎƺȸ�ȵȸƺɀƺȇɎƏɎǣȒȇɀ�ɀƬǝƺƳɖǼƺ�

ח

ÈȵȒȇ��ȸȸǣɮƏǼ

¨ȒɀɎƺȸɀ�ȅɖɀɎ�ƫƺ�ƫȸȒɖǕǝɎ�ɎȒ�Ɏǝƺ�ȅƺƺɎǣȇǕ�ƫɵ�Ɏǝƺ�ȵȸƺɀƺȇɎƺȸِ�
«ƺƬȒȅȅƺȇƳƺƳ�ȵȒɀɎƺȸ�ɀǣɿƺ׎וِ׎�ي�ɴ׏��ȅ�٢ɯǣƳɎǝ�ɴ�ǝƺǣǕǝɎ٣
(ǣȅƺȇɀǣȒȇ�ǼǣȅǣɎɀ׎זِ׎�ي�ɴ׎אِ׏��ȅ�٢ɯǣƳɎǝ�ɴ�ǝƺǣǕǝɎ٣

�¨ɖɀǝȵǣȇɀ�ɯǣǼǼ�ƫƺ�ȵȸȒɮǣƳƺƳ�ƫɵ�Ɏǝƺ�ƬȒȇǔƺȸƺȇƬƺ�ɀɎƏǔǔ�ǔȒȸ�ȵȸƺɀƺȇɎƺȸɀ�ɎȒ�ȵɖɎ
ɖȵ�Ɏǝƺǣȸ�ȵȒɀɎƺȸɀِ
³ƺɎٮɖȵً�ȸƺȅȒɮƏǼً�ƏȇƳ�ɀɎȒȸƏǕƺ�Ȓǔ�ȵȒɀɎƺȸɀ�Əȸƺ�Ɏǝƺ�ȸƺɀȵȒȇɀǣƫǣǼǣɎɵ�Ȓǔ
ȵȸƺɀƺȇɎƺȸɀِ��ȇɵ�ȵȒɀɎƺȸɀ�ȸƺȅƏǣȇǣȇǕ�Ȓȇ�Ɏǝƺ�ƫȒƏȸƳɀ�ƏǔɎƺȸ�ƺƏƬǝ�ȵȒɀɎƺȸ
ɀƺɀɀǣȒȇ�ɯǣǼǼ�ƫƺ�ƳǣɀȵȒɀƺƳ�Ȓǔ�ƫɵ�Ɏǝƺ�ƬȒȇǔƺȸƺȇƬƺ�ɀɎƏǔǔِ
¨ȒɀɎƺȸ�ȵȸƺɀƺȇɎƺȸɀ�Əȸƺ�ȸƺȷɖƺɀɎƺƳ�ɎȒ�ɀɎƏȇƳٮƫɵ�Ɏǝƺǣȸ�ȵȒɀɎƺȸɀ�ƳɖȸǣȇǕ�Ɏǝƺ
ƏǼǼȒƬƏɎƺƳ�Ɏǣȅƺ�ɎȒ�ȅƏǸƺ�Ɏǝƺ�ƫȸǣƺǔ�ǣȇɎȸȒƳɖƬɎȒȸɵ�ȵȸƺɀƺȇɎƏɎǣȒȇ�ƏȇƳ�ɎȒ�ɎƏǸƺ
ȵƏȸɎ�ǣȇ�Ɏǝƺ�ȵȒɀɎƺȸ�ƳǣɀƬɖɀɀǣȒȇِ�



JɖǣƳƺǼǣȇƺɀ�ǔȒȸ��ȇǼǣȇƺ�ƏɎɎƺȇƳƺƺɀ�

׎׏

JɖǣƳƺǼǣȇƺɀ�ǔȒȸ�áȒȸǸɀǝȒȵɀ

¨ȸƺٮƬȒȇǕȸƺɀɀ�áȒȸǸɀǝȒȵɀ�

�ȇ�³ɖȇƳƏɵ�hɖǼɵו�Ɏǝً�Ɏǝƺȸƺ�ɯǣǼǼ�ƫƺ�Ɏǝȸƺƺ�ɎȸƏǣȇǣȇǕ�ɯȒȸǸɀǝȒȵɀ�ɎǝƏɎ�ɯǣǼǼ�ɎƏǸƺ
ȵǼƏƬƺ�ƫƺǔȒȸƺ�Ɏǝƺ�ȅƏǣȇ�³x 0גא׎א��ƬȒȇǔƺȸƺȇƬƺ�ɀɎƏȸɎɀِ�³ȵƺƬǣǔǣƬ�Ɏǣȅƺɀ�ƏȇƳ
ǼȒƬƏɎǣȒȇɀ�Əȸƺ�Əɀ�ǔȒǼǼȒɯɀي�

XȇɎȸȒƳɖƬɎǣȒȇ�ɎȒ�ȵȸȒǕȸƏȅȅƏɎǣƬ�ƏƬƬƺɀɀ�ɎȒ�0ȇɀ0x nِ
!ȒɀɎƏ��ǼƺǕȸƺ�RƏǼǼ�٢ɖȵȵƺȸ�ǔǼȒȒȸ٣�ǔȸȒȅ׎׎ي׏׏��ɎȒ׎׎يה׏�

XȇɎȸȒƳɖɎǣȒȇ�ɎȒ�³Á(¨�¨³Xx�ɯȒȸǸɀǝȒȵ�٢¨ȒȵǕƺȇ٣ِ
 ȒƬƏ�Ƴƺ�ÁȒȅƏɎƺɀ�RƏǼǼ�ǔȸȒȅ׎׎يא׏��ɎȒ׎׎يג׏�

J0zRX³Á�!ȒȅȵƺɎǣɎǣȒȇ�ǸǣƬǸȒǔǔ�ƏɎ�³x 0�٢¨ȒȵǕƺȇ٣ِ
 ȒƬƏ�Ƴƺ�ÁȒȅƏɎƺɀ�RƏǼǼ�ǔȸȒȅ׎׎يג׏��ɎȒ׎׎يה׏�

�ǼƺƏɀƺ�ȇȒɎƺ¨ن ɎǝƏɎ� Ɏǝƺɀƺ�ɯȒȸǸɀǝȒȵɀ�ǝƏɮƺ� ǼǣȅǣɎƺƳ�ƬƏȵƏƬǣɎɵ�ƏȇƳ�ƏƬƬƺɀɀ� ǣɀ
ȸƺɀɎȸǣƬɎƺƳ�ɎȒ�ȵȸƺٮȸƺǕǣɀɎƺȸƺƳ�ȵƏȸɎǣƬǣȵƏȇɎɀ�ȒȇǼɵِ

nǣɮƺ�ƫȸȒƏƳƬƏɀɎǣȇǕ��

³x 0גא׎א��ɯǣǼǼ�ǝȒɀɎ�ǔǣɮƺ�ȵƏȸƏǼǼƺǼ�ɀƺɀɀǣȒȇɀ�ɎǝȸȒɖǕǝȒɖɎ�ȅȒɀɎ�Ȓǔ�Ɏǝƺ
ƺɮƺȇɎِ� ȸȒƏƳƬƏɀɎǣȇǕ�Ȓǔ�ȒȸƏǼ�ȵȸƺɀƺȇɎƏɎǣȒȇɀ�ɯǣǼǼ�ƫƺ�ƺɴƬǼɖɀǣɮƺǼɵ�ƏɮƏǣǼƏƫǼƺ
ɎȒ�³x 0גא׎א��ƳƺǼƺǕƏɎƺɀ�ɯǝȒ�ȸƺǕǣɀɎƺȸƺƳ�ɎȒ�ƏɎɎƺȇƳ�Ɏǝƺ�ƬȒȇǔƺȸƺȇƬƺ
ȒȇǼǣȇƺِ��ƬƬƺɀɀ�ɯǣǼǼ�ƫƺ�ȵȸȒɮǣƳƺƳ�ɎǝȸȒɖǕǝ�Ɏǝƺ�³x 0גא׎א��ɯƺƫɀǣɎƺ
٢ǝɎɎȵɀٖٖيɀȅƫƺِגא׎אȒȸǕ٣�ɖɀǣȇǕ�Ə�ȵƏɀɀɯȒȸƳ�ȵȸȒɎƺƬɎƺƳ�ǼǣȇǸ�ȵƺȸ�ɖɀƺȸِ
�ȇǼǣȇƺ�ƏɎɎƺȇƳƺƺɀ�ɯǣǼǼ�ȸƺƬƺǣɮƺ�Əȇ�ƺȅƏǣǼ�ǔȸȒȅ�Ɏǝƺ�ƬȒȇǔƺȸƺȇƬƺ�ɀɎƏǔǔ�ȵȸǣȒȸ
ɎȒ�Ɏǝƺ�ƺɮƺȇɎ�ɯǣɎǝ�Ɏǝƺǣȸ�ƏƬƬƺɀɀ�ƬȸƺƳƺȇɎǣƏǼɀِ�nǣɮƺ�ƫȸȒƏƳƬƏɀɎǣȇǕ�ɯǣǼǼ�ɎƏǸƺ
ȵǼƏƬƺ�ɎǝȸȒɖǕǝȒɖɎ�Ɏǝƺ�ƺɮƺȇɎ�ɖȇƳƺȸ�ÈÁ!הٮ��Ɏǣȅƺ�ɿȒȇƺ�ƏƬƬȒȸƳǣȇǕ�ɎȒ�Ɏǝƺ
ɀƬǝƺƳɖǼƺ�Ȓǔ�Ɏǝƺ�ɀƬǣƺȇɎǣǔǣƬ�ȵȸȒǕȸƏȅِ�

�ȇٮƳƺȅƏȇƳ�ɀɎȸƺƏȅǣȇǕ�

ÁƏǼǸɀ�ɯǣǼǼ�ƫƺ�ȸƺƬȒȸƳƺƳ�ƏȇƳ�ƏƬƬƺɀɀǣƫǼƺ�ɖȵȒȇ�ƬȒȅȵǼƺɎǣȒȇ�Ȓǔ�ƺƏƬǝ
ɀɵȅȵȒɀǣɖȅ�ǣȇ�ȒȸƳƺȸ�ɎȒ�Ǖǣɮƺ�Ɏǝƺ�ȒȵȵȒȸɎɖȇǣɎɵ�ɎȒ�ƳƺǼƺǕƏɎƺɀ�ɎȒ�ɮǣȸɎɖƏǼǼɵ
ƏɎɎƺȇƳ�ɀɵȅȵȒɀǣƏ�Ɏǝƺɵ�ȅƏɵ�ǝƏɮƺ�ȅǣɀɀƺƳِ�
«ƺƬȒȸƳƺƳ�ɎƏǼǸɀ�ɯǣǼǼ�ƫƺ�ƏɮƏǣǼƏƫǼƺ�ǔȒȸ�ȒȇٮƳƺȅƏȇƳ�ɀɎƺƏȅǣȇǕ�ǔȒȸג��ɯƺƺǸɀ
ƏǔɎƺȸ�Ɏǝƺ�ƺȇƳ�Ȓǔ�Ɏǝƺ�ƺɮƺȇɎِ��ȇ�ƺȅƏǣǼ�ɯǣǼǼ�ƫƺ�ɀƺȇɎ�ɎȒ�ƫȒɎǝ�ȒȇɀǣɎƺ�ƏȇƳ
ȒȇǼǣȇƺ�ƏɎɎƺȇƳƺƺɀ�ɯǣɎǝ�ƬȸƺƳƺȇɎǣƏǼɀ�ɎȒ�ƏƬƬƺɀɀ�ȸƺƬȒȸƳƺƳ�ɎƏǼǸɀِ�
Áǝǣɀ�ɯǣǼǼ�ƫƺ�ǼǣȅǣɎƺƳ�ɎȒ�ɎǝȒɀƺ�ɎƏǼǸɀ�ɯǣɎǝ�ȵȸǣȒȸ�ƏɖɎǝȒȸǣɿƏɎǣȒȇ�ƫɵ�Ɏǝƺ
ɀȵƺƏǸƺȸ�ɎȒ�ƫƺ�ȸƺƬȒȸƳƺƳ�ƏȇƳ�ɯǣǼǼ�ƫƺ�ƏɮƏǣǼƏƫǼƺ�ƫɵ�ɖɀƺȸٖȵƏɀɀɯȒȸƳ�ƏƬƬƺɀɀ
ɎǝȸȒɖǕǝ�Ɏǝƺ�³x 0גא׎א��ɯƺƫɀǣɎƺ�ǔȒȸ�ȒȇٮƳƺȅƏȇƳ�ɀɎȸƺƏȅǣȇǕِ



¨ȸȒǕȸƏȅ��ɮƺȸɮǣƺɯ

׏׏



IǼȒȒȸ�xƏȵ

א׏



IǼȒȒȸ�xƏȵ

ב׏



�ǼǣƬǣƏ�xƏɀɎȸƺɎɎƏٮçƏȇƺɀ
!�z�R!çÁٮ��Èz�xً�xƺɴǣƬȒ

�ǼǣƬǣƏ�ǣɀ�Ə�ƫǣȒǼȒǕǣɀɎ�ǔȸȒȅ�Ɏǝƺ�zƏɎǣȒȇƏǼ��ɖɎȒȇȒȅȒɖɀ�ÈȇǣɮƺȸɀǣɎɵ�Ȓǔ�xƺɴǣƬȒ�٢Èz�x٣ً
ƏȇƳ� ǝȒǼƳɀ� Ə� ¨ǝ(� ǔȸȒȅ� Ɏǝƺ� ÈȇǣɮƺȸɀǣɎɵ� Ȓǔ� 0ƏɀɎ� �ȇǕǼǣƏً� 0ȇǕǼƏȇƳِ� ³ǝƺ� ƬɖȸȸƺȇɎǼɵ
áȒȸǸɀ� Əɀ� Ə� !�z�R!çÁ�«ƺɀƺƏȸƬǝ� IƺǼǼȒɯ� ƏɎ� XȇɀɎǣɎɖɎȒ� Ƴƺ� 0ƬȒǼȒǕǥƏ� �Èz�xِ�Rƺȸٮ
ȸƺɀƺƏȸƬǝ� ǔȒƬɖɀƺɀ� Ȓȇ� ǣȇƬȒȸȵȒȸƏɎǣȇǕ� ǕƺȇƺɎǣƬ� ƳǣɮƺȸɀǣɎɵ� ǣȇɎȒ� ƬȒȇɀƺȸɮƏɎǣȒȇ� ɖɀǣȇǕ
ƺɮȒǼɖɎǣȒȇƏȸɵ�ƏȵȵȸȒƏƬǝƺɀً�ɀȵƏȇȇǣȇǕ�Ƴǣɮƺȸɀƺ�ƺƬȒɀɵɀɎƺȅɀ�ɀɖƬǝ�Əɀ�Ɏǝƺ�nƏƬƏȇƳȒȇƏ
ǴɖȇǕǼƺً� ɀǸɵٮǣɀǼƏȇƳɀً� ȵȒǼǼɖɎƺƳ� ǔȒȸƺɀɎɀً� ƏȇƳ� xƺɴǣƬƏȇ� ƏǕȸȒƺƬȒɀɵɀɎƺȅɀِ� ³ǝƺ
ƬȒȇɎȸǣƫɖɎƺƳ�ɎȒ�Ɏǝƺ�ƳƺɮƺǼȒȵȅƺȇɎ�Ȓǔ�ǕƺȇƺɎǣƬ�ƳǣɮƺȸɀǣɎɵ�ǣȇƳǣƬƏɎȒȸɀً�ȇȒɯ�ƏƳȒȵɎƺƳ�ƫɵ
Ɏǝƺ� JǼȒƫƏǼ�  ǣȒƳɮǣƺȸɀǣɎɵ� IȸƏȅƺɯȒȸǸً� ƏȇƳ� ɀǝƺ� ǣɀ� ƏƬɎǣɮƺǼɵ� ǣȇɮȒǼɮƺƳ� ǣȇ� ƬȒٮ
ǔȒȸȅɖǼƏɎǣȇǕ�ƏȵȵȸȒƏƬǝƺɀ�ǔȒȸ�ȇƏɎǣȒȇɀ�ɎȒ�ȅȒȇǣɎȒȸ�ƏȇƳ�ɀƏǔƺǕɖƏȸƳ�ǕƺȇƺɎǣƬ�ƳǣɮƺȸɀǣɎɵ
Ȓȇ�Ə�ǕǼȒƫƏǼ�ɀƬƏǼƺِ

kƺɵȇȒɎƺ�³ȵƺƏǸƺȸɀ

ג׏

³Ɏƺȵǝƺȇ�áȸǣǕǝɎ�
³x 0�¨ȸƺɀǣƳƺȇɎ�
ÈȇǣɮƺȸɀǣɎɵ�Ȓǔ�ÁȒȸȒȇɎȒً�!ƏȇƏƳƏ

³Ɏƺȵǝƺȇ� ǣɀ� Ɏǝƺ� ƬɖȸȸƺȇɎ� ¨ȸƺɀǣƳƺȇɎ� Ȓǔ� Ɏǝƺ� ³ȒƬǣƺɎɵ� ǔȒȸ� xȒǼƺƬɖǼƏȸ�  ǣȒǼȒǕɵ� ƏȇƳ
0ɮȒǼɖɎǣȒȇ� ٢³x 0٣ِ� Rǣɀ� ȸƺɀƺƏȸƬǝ� ǔȒƬɖɀƺɀ� Ȓȇ� ɖȇƳƺȸɀɎƏȇƳǣȇǕ� ȇɖƬǼƺȒɎǣƳƺ
ȵȒǼɵȅȒȸȵǝǣɀȅ�ƏȇƳ�ǕƺȇȒȅƺ�ƺɮȒǼɖɎǣȒȇ� ǣȇ�ȇƏɎɖȸƏǼ�ȵǼƏȇɎ�ȵȒȵɖǼƏɎǣȒȇɀِ�Rƺ�ƺɴȵǼȒȸƺɀ
ȷɖƺɀɎǣȒȇɀ�ɀɖƬǝ�Əɀ�Ɏǝƺ�ȸȒǼƺ�Ȓǔ�ȅɖɎƏɎǣȒȇ�ɮɀِ�ȇƏɎɖȸƏǼ�ɀƺǼƺƬɎǣȒȇ�ǣȇ�ǕƺȇȒȅƺ�ɀɎȸɖƬɎɖȸƺ
ƺɮȒǼɖɎǣȒȇً�ǝȒɯ�ȵȒȵɖǼƏɎǣȒȇ�ǝǣɀɎȒȸɵ�ƏȇƳ�ȅƏɎǣȇǕ�ɀɵɀɎƺȅɀ�ƏǔǔƺƬɎ�ǕƺȇƺɎǣƬ�ɮƏȸǣƏƫǣǼǣɎɵً
ƏȇƳ� Ɏǝƺ� ȸƏɎƺ�ƏȇƳ�ǕƺȇƺɎǣƬ�ƫƏɀǣɀ�Ȓǔ� ƏƳƏȵɎǣɮƺ�ƺɮȒǼɖɎǣȒȇ�ƏȇƳ�ƳƺǼƺɎƺȸǣȒɖɀ�ȅɖɎƏɎǣȒȇِ
Rƺ�ɖɀƺɀ�(z�� ɀƺȷɖƺȇƬƺ�ȵȒǼɵȅȒȸȵǝǣɀȅ�ƏȇƳ�ȅȒǼƺƬɖǼƏȸ� ƺɮȒǼɖɎǣȒȇ� ƏȇƏǼɵɀǣɀً� ǼƏȸǕƺٮ
ɀƬƏǼƺ� ǕƺȇȒȅƺ� ɀƺȷɖƺȇƬƺ� ƳƏɎƏ� ƏȇƏǼɵɀǣɀً� ƏȇƳ� ȵȒȵɖǼƏɎǣȒȇ� ǕƺȇƺɎǣƬ� ɎǝƺȒȸɵ� ɎȒ
ǣȇɮƺɀɎǣǕƏɎƺ� Ɏǝƺɀƺ� ȷɖƺɀɎǣȒȇɀِ� Rƺ� ƏȵȵǼǣƺɀ� Ɏǝƺɀƺ� ƏȵȵȸȒƏƬǝƺɀ� ǣȇ� Ə� ƬȒȅȵƏȸƏɎǣɮƺ
ƬȒȇɎƺɴɎً�ɀɎɖƳɵǣȇǕ�ƫȒɎǝ�ȅȒƳƺǼ�ƏȇƳ�ȇȒȇٮȅȒƳƺǼ�ȒȸǕƏȇǣɀȅɀً�ɎȒ�ɖȇƳƺȸɀɎƏȇƳ�ǕƺȇȒȅƺ
ƳǣɮƺȸɀǣɎɵ� ƏȇƳ� ɀɎȸɖƬɎɖȸƺ� ȵƏɎɎƺȸȇɀِ� Rǣɀ� ƬɖȸȸƺȇɎ� ȵȸȒǴƺƬɎɀ� ǣȇƬǼɖƳƺ� ɀɎɖƳɵǣȇǕ
ɎȸƏȇɀȵȒɀƏƫǼƺ� ƺǼƺȅƺȇɎ� ƺɮȒǼɖɎǣȒȇً� Ɏǝƺ� ǣȅȵƏƬɎ� Ȓǔ� ȸƺƬȒȅƫǣȇƏɎǣȒȇ� ƏȇƳ� ȅƏɎǣȇǕ
ɀɵɀɎƺȅɀ� Ȓȇ� ǕƺȇȒȅƺ� ƺɮȒǼɖɎǣȒȇً� Ɏǝƺ� ƺǔǔƺƬɎɀ� Ȓǔ� ƳƺȅȒǕȸƏȵǝǣƬ� ǝǣɀɎȒȸɵ� ƏȇƳ� ȇƏɎɖȸƏǼ
ɀƺǼƺƬɎǣȒȇ�Ȓȇ�ǕƺȇƺɎǣƬ�ƳǣɮƺȸɀǣɎɵً� ƏȇƳ� Ɏǝƺ� ȸȒǼƺ�Ȓǔ�Ǖƺȇƺ�ƏȇƳ�ǕƺȇȒȅƺ�ƳɖȵǼǣƬƏɎǣȒȇ� ǣȇ
ɀȵƺƬǣƺɀ�ƳǣɮƺȸɀǣǔǣƬƏɎǣȒȇ�ƏȇƳ�ǕƺȇȒȅƺ�ƺɮȒǼɖɎǣȒȇِ



³ƬȒɎɎ�àِ�0ƳɯƏȸƳɀ�
RƏȸɮƏȸƳ�ÈȇǣɮƺȸɀǣɎɵً�È³�

³ƬȒɎɎ�ǝȒǼƳɀ�Ə� ِ�ِ�ǔȸȒȅ�RƏȸɮƏȸƳ�ÈȇǣɮƺȸɀǣɎɵ٣הזח׏�٢�ƏȇƳ�Ə�¨ǝ(�ǔȸȒȅ�Ɏǝƺ�ÈȇǣɮƺȸɀǣɎɵ�Ȓǔ
!ƏǼǣǔȒȸȇǣƏً� ƺȸǸƺǼƺɵ٣ِאחח׏�٢�IȒǼǼȒɯǣȇǕ�ǝǣɀ�ƳȒƬɎȒȸƏǼ�ɀɎɖƳǣƺɀً�ǝƺ�ɀƺȸɮƺƳ�Əɀ�Əȇ��ǼǔȸƺƳ�¨ِ
³ǼȒƏȇ� ¨ȒɀɎƳȒƬɎȒȸƏǼ� IƺǼǼȒɯ� ǣȇ� xȒǼƺƬɖǼƏȸ� 0ɮȒǼɖɎǣȒȇ� ƏɎ� Ɏǝƺ� ÈȇǣɮƺȸɀǣɎɵ� Ȓǔ� IǼȒȸǣƳƏً
JƏǣȇƺɀɮǣǼǼƺ٣ِגח�ٮאחח׏�٢��ɀ�Ə�ɀƬǣƺȇɎǣɀɎً�ǝƺ�ǝƏɀ�ƫȸȒƏƳ�ǣȇɎƺȸƺɀɎɀ�ǣȇ�Ɏǝƺ�ƺɮȒǼɖɎǣȒȇ�Ȓǔ�Ǽǣǔƺ
Ȓȇ� ƺƏȸɎǝ� ƏȇƳ� Ɏǝƺ� ȵȸȒƬƺɀɀƺɀ� ɎǝƏɎ� ǝƏɮƺ� ǕƺȇƺȸƏɎƺƳ� ƫǣȒƳǣɮƺȸɀǣɎɵِ� Rǣɀ� ȸƺɀƺƏȸƬǝ
ȵȸǣȅƏȸǣǼɵ�ɖɎǣǼǣɿƺɀ�ƫǣȸƳɀ�Əɀ�ȅȒƳƺǼɀ� ɎȒ�ɀɎɖƳɵ�ȵƏɎɎƺȸȇɀ�Ȓǔ� ɀȵƺƬǣƏɎǣȒȇً�ƫǣȒǕƺȒǕȸƏȵǝɵً
ƺɮȒǼɖɎǣȒȇ�Ȓǔ�Ɏǝƺ�ǕƺȇȒȅƺً�ƏȇƳ�Ɏǝƺ�ȵȸȒƬƺɀɀ�Ȓǔ�ƏƳƏȵɎƏɎǣȒȇِ�Áǝǣɀ�ɯȒȸǸ�ǝƏɀ�ƺɴȵȒɀƺƳ
ǝǣɀ� ǼƏƫ� ɎȒ�Ə�ɯǣƳƺ� ȸƏȇǕƺ�Ȓǔ�ȷɖƺɀɎǣȒȇɀً� ǔȸȒȅ� Ɏǝƺ�ƺɮȒǼɖɎǣȒȇ�Ȓǔ� ǣȅȅɖȇƺ�Ǖƺȇƺɀ�ƏȇƳ
ƳǣɀƺƏɀƺ�ȸƺɀǣɀɎƏȇƬƺ�ɎȒ�ǝȒɯ�ƫƺɀɎ�ɎȒ�ȸƺƬȒȇɀɎȸɖƬɎ�Ɏǝƺ�Ɏȸƺƺ�Ȓǔ�Ǽǣǔƺِ

kƺɵȇȒɎƺ�³ȵƺƏǸƺȸɀ

ד׏

�ǣƳƏ��ȇƳȸƻɀ�
ÈȇǣɮƺȸɀǣɎɵ�!ȒǼǼƺǕƺ�nȒȇƳȒȇً�Èk

�ǣƳƏ�ǣɀ�¨ȸȒǔƺɀɀȒȸ�Ȓǔ�¨ȒȵɖǼƏɎǣȒȇ�ƏȇƳ�0ɮȒǼɖɎǣȒȇƏȸɵ�JƺȇȒȅǣƬɀ�ƏɎ�ÈȇǣɮƺȸɀǣɎɵ�!ȒǼǼƺǕƺ
nȒȇƳȒȇ�٢Èk٣ِ�³ǝƺ�ǣɀ�ǣȇɎƺȸƺɀɎƺƳ�ǣȇ�ǝȒɯ�ȒȸǕƏȇǣɀȅɀ�ƏƳƏȵɎ�ɎȒ�Ɏǝƺǣȸ�ƺȇɮǣȸȒȇȅƺȇɎِ�Xȇ
ǝƺȸ� ɯȒȸǸً� Ɏǝǣɀ�ȅƺƏȇɀ� ƏȇƏǼɵɀǣȇǕ� ǕƺȇȒȅƺɀً� ƫȒɎǝ�ȅȒƳƺȸȇ� ƏȇƳ� ƏȇƬǣƺȇɎً� ɎȒ� ǣȇǔƺȸ
ǝȒɯ�ȇƏɎɖȸƏǼ�ɀƺǼƺƬɎǣȒȇ�ȅƺƳǣƏɎƺɀ�ǕƺȇƺɎǣƬ�ƏƳƏȵɎƏɎǣȒȇɀِ�Rƺȸ�ǕȸȒɖȵ�ɯȒȸǸɀ�ȅȒɀɎǼɵ�Ȓȇ
ǝɖȅƏȇɀً� Əɀ� Ɏǝƺɵ� ǝƏɮƺ� Əȇ� ǣȇɎƺȸƺɀɎǣȇǕ� ǝǣɀɎȒȸɵ� Ȓǔ� ǔƏɀɎ� ƬȒǼȒȇǣɀƏɎǣȒȇ� Ȓǔ� Ƴǣɮƺȸɀƺ
ǝƏƫǣɎƏɎɀً� ƏȇƳ� ǣȇ� ƺȇƳƏȇǕƺȸƺƳ� ȵȸǣȅƏɎƺɀً� ɯǝƺȸƺ� Ɏǝƺ� ƏƫǣǼǣɎɵ� ɎȒ� ƏƳƏȵɎ� ɎȒ� ȷɖǣƬǸǼɵ
ƬǝƏȇǕǣȇǕ�ƺȇɮǣȸȒȇȅƺȇɎɀ�ǣɀ�ƬȸɖƬǣƏǼ�ǔȒȸ�ɀɖȸɮǣɮƏǼِ�Rƺȸ�ǕȸȒɖȵ�ɎƏƬǸǼƺɀ�Ɏǝƺɀƺ�ȷɖƺɀɎǣȒȇɀ
ɖɀǣȇǕ� ǕƺȇȒȅǣƬ� ƏȵȵȸȒƏƬǝƺɀ� ɎȒ� ɀɎɖƳɵ� Ɏǝƺ� ȵȸȒƬƺɀɀƺɀ� Ȓǔ� ƏƳƏȵɎƏɎǣȒȇً� ȵȒȵɖǼƏɎǣȒȇ
ǕƺȇƺɎǣƬ� ɎƺƬǝȇǣȷɖƺɀ� ɎȒ�ȅƏǸƺ� ǣȇǔƺȸƺȇƬƺɀ� Ȓȇ� Ɏǝƺ� ǝǣɀɎȒȸɵ� Ȓǔ� ɀƺǼƺƬɎƺƳ� ƏǼǼƺǼƺɀً� ƏȇƳ
ǔɖȇƬɎǣȒȇƏǼ�ǣȇǔȒȸȅƏɎǣȒȇ�ɎȒ�ǣȇǔƺȸ�Ɏǝƺ�ƬȒȇɀƺȷɖƺȇƬƺɀ�ǣȇ�ȵȸƺɀƺȇɎٮƳƏɵ�ȵǝƺȇȒɎɵȵƺɀ�Ȓǔ
ȵȸƺɮǣȒɖɀǼɵ� ƏƳƏȵɎǣɮƺ� ƏǼǼƺǼƺɀِ� Áǝƺ� ǕȸȒɖȵ� ǣɀ� ȵƏȸɎǣƬɖǼƏȸǼɵ� ǣȇɎƺȸƺɀɎƺƳ� ǣȇ� Ɏǝƺ� Ɏɵȵƺɀ� Ȓǔ
ȇƏɎɖȸƏǼ� ɀƺǼƺƬɎǣȒȇ� ɎǝƏɎ� ȅƏǣȇɎƏǣȇ� ƳǣɮƺȸɀǣɎɵ� ɯǣɎǝǣȇ� ȵȒȵɖǼƏɎǣȒȇɀ� ٢ƺِǕِ� ƫƏǼƏȇƬǣȇǕ
ɀƺǼƺƬɎǣȒȇ٣�Ȓȸ� ɎǝƏɎ�ƬȸƺƏɎƺ�ƳǣǔǔƺȸƺȇƬƺɀ�ƏȅȒȇǕ�ȵȒȵɖǼƏɎǣȒȇɀ� ٢ƺِǕِ� ǼȒƬƏǼ�ƏƳƏȵɎƏɎǣȒȇ٣ً
Əɀ�ɯƺǼǼ�Əɀ�ƏƳƏȵɎǣɮƺ�ǣȇɎȸȒǕȸƺɀɀǣȒȇِ
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Day 1 (7 July)

Day 2 (8 July)

14:00-18:00 

12:00-14:00

14:00-16:00

11:00-16:00

18:00-19:00

9:00-11:00

11:00- 11:30

11:30 - 13:20

19:00-20:00

Registration

Workshop On site “Introduction to  
STDPOPSIM workshop” (Popgen)

Workshop On site “GENHIST kickoff  
at SMBE” (Popgen)

Workshop Online “Introduction to programmatic  
access to EnsEMBL”

Opening Keynote Speaker

Graduate Student Excellence Awards
Bárbara Sousa da Mota

Investigating the ecological suicide (“ecocide”) theory in Rapa Nui with ancient DNA data

Benjamin Moran
A lethal mitonuclear incompatibility in complex I of natural hybrids

Christopher Blake
Evolutionary shift of a tipping point forestalls collapse in a microbial community.

Jaison Jeevan Sequeira
The provenance of Proto-North Dravidian ancestry in the Indus valley

María José Palma Martínez
Beyond Continental Groups: Unveiling Dynamic Human Genetic Communities with a Novel Network 

Analysis Pipeline

Mariela Tenorio
MAYEX is an ancient long non-coding RNA recruited for X chromosome dosage compensation  

in lizards

Meaghan Marohn
Revisiting the evolution of lactase persistence: insights from South Asian genomes

Siliang Song
Human sex ratio at birth has virtually no detectable genetic variation: Was Fisher wrong about the 

evolution of sex ratio?

Sung-Ya Lin
Rapid coevolution preserves the epigenetic establishment of telomere protection

Welcome Cocktail

Stephen Wright
Adaptation and maladaptation in plant genomes.

9:00-9:13

9:13-9:26

9:26-9:39

9:39-9:52

9:52-10:05

10:05-10:18

11:30-11:45

11:45-12:00

12:00-12:15

12:15-12:30

12:30-12:45

12:45-13:00

13:00-13:15

10:18-10:31

10:31-10:44

Los Tules

COFFEE BREAK

S39-Associate Editors’ Symposium
Aida Ouangraoua

Transcript Homology Relationships and Phylogeny Reconstruction

Carolin Kosiol
PoMo via RevBayes: Inferring Phylogenies, Disentangling GC-bias and Balancing Selection

Jianzhi Zhang
Evidence for the role of selection for reproductively advantageous alleles in human aging

Joanna Kelley
The evolution of hibernation-related shifts in gene expression across hibernating mammals

Kirk Lohmueller
The distribution of fitness effects varies with phylogeny across animals

Maud Tenaillon
Detecting barriers to gene flow from genomic patterns: application to maize and teosintes

Adam Eyre-Walker
Is there nepotism in the allocation of research grants?

Los Tules

Los Tules

Boca de Tomates

Boca de Tomates

Costa Alegre

10:44-10:57
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11:30 - 13:20

11:30 - 13:20

S32-Not just Ne Ne-more: New applications for  
SMC from ecology to phylogenies.
Noah Rose

Mosquito evolution and the emergence of mosquito-borne disease in the human era

Anastasia Ignatieva
Detecting structural variation in reconstructed genealogies

Toby Kovacs
Drivers of historical population declines in Australian Marsupials: are humans behind the wheel?

Alba Nieto Heredia
AI and demographic inference in structured populations

Arun Durvasula
Accurate inference of population history in the presence of background selection

Stefan Strütt
Joint inference of evolutionary transitions to self-fertilization and demographic history using whole-

genome sequences

S8- Clustering of human cohorts beyond race and  
ancestry: Towards relational thinking in genomics
Hussein Mohsen

What is in a discrete category? Clustering genomics cohorts beyond race, ethnicity—and ancestry

Simon Gravel
Genetically informed representations of ancestry and ethnicity

Luke Anderson-Trocmé
Breaking Boundaries: Leveraging Continuous Models for Improved Population Genetics Analyses

Benjamin Peter
Quantitative Interpretations of Principal Component Analysis

John Novembre
Non-parametric representations of structure in genetic ancestry through time

Marta Ciccarella
Multiple periods of admixture and isolation during and after the Transatlantic Slave Trade on the island 

of São Tomé.

Olas Altas

Las Pilitas

111:30-11:55

11:55-12:10

12:10-12:25

12:25-12:40

12:40-12:55

12:55-13:20

11:30-11:55

11:55-12:20

12:20-12:35

12:35-12:50

12:50-13:05

13:05-13:20

Day 2 (8 July)

11:30 - 13:20 S38-Open Symposium 1
Ulises Rosas

Size matters: revealing the genes controlling shot apical meristem gigantism in cacti

Navya Shukla
Investigating Functional Convergence Across Millions Of Years Of Evolution

Christian Landry
Compensatory mutations potentiate constructive neutral evolution by gene duplication

Dulce Valdivia Martínez
Exploring the role of tRNA regulation in the transition to multicellularity of the amoeba Dictyostelium 

discoideum.

Landen Gozashti
How repeats rearrange chromosomes in deer mice

Ying Zhen
Firefly toxin lucibufagins evolved after the origin of bioluminescence

Leon Hilgers
Seven new reference-quality genomes illuminate the genomic evolution of genetic sex determination in 

turtles

Paul Taylor
Insights into Human Neurotransmission through Molecular Evolution Studies in Bacteria

Boca de Tomates

12:45-13:00

13:00-13:15

11:30-11:45

11:45-12:00

12:00-12:15

12:15-12:30

12:30-12:45

13:15-13:25

11:30 - 13:20

11:30-11:55

11:55-12:20

12:20-12:35

S36- Greener and Sustainable Computing in  
Molecular Evolution: Methods, Algorithms, Tools,  
and Protocols
Beatriz Mello

Green Computing in Molecular Evolution and Phylogenetics for the Global South

Bui Minh
CMAPLE: efficient phylogenetic inference in the pandemic era

Sudhir Kumar
MEGA 12: Advancing Green Computing and Phylogenomics

Costa Alegre
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15:50-16:15

16:15-16:30

16:30-16:45

16:45-17:00

17:00-17:15

17:15-17:30

17:30-17:45

17:45-18:10

15:50-16:15

16:15-16:30

16:30-16:45

16:45-17:00

17:00-17:15

17:15-17:30

Los Tules

Boca de TomatesEvent: MBE Editors Meeting

14:20 - 15:50

15:50 -18:10

14:20 - 15:50

Poster session 1
Clustering of human cohorts beyond race and ancestry: Towards relational thinking in genomics.

Exploring the Evolutionary Effects of Admixture.

Human evolution in the genomic era.

Human genetic variability in the Pangenomic era.

Not just Ne Ne-more: New applications for SMC from ecology  

to phylogenies.

Open Symposium 1

Progress and challenges for understanding the molecular evolution of sex chromosomes across Eukarya

Structural phylogenetics: investigating deep evolutionary history using protein structure.

Unlocking the hidden dimensions of genomic diversity within species.

S5- Human evolution in the genomic era.
Katherine Pollard

Decoding the evolution and functions of Human Accelerated Regions with deep learning

Erin Gilbertson
Machine learning reveals the diversity of human 3D chromatin contact patterns

Ryder Easterlin
Discovering the cis-regulatory basis of archaic human-derived phenotypes

Maddy Comerford
Functional characterisation of the regulatory activity of archaic DNA in Island Southeast Asia

Samvardhini Sridharan
Worldwide patterns of diversity at the 17q21.31 locus in modern human genomes\r\n

Eva Brigos Barril
Why do we get sick? Unraveling Genetic Trade-offs between Fertility, Longevity, and  

Complex Diseases

Moisès Coll Macià
Archaic introgression in modern humans modelled by ancestral components

Bo Xia
On the genetic basis of tail loss evolution in humans and apes

S12-Exploring the Evolutionary Effects of  
Admixture
Alexander Ioannidis

Disentangling the effects and history of human admixture from the Americas to Oceania

Alexander Kirschel
Alternative genomic and biochemical pathways to red carotenoid pigments in birds

Daniel Powell
Pervasive gene flow despite strong and varied reproductive barriers in swordtails

Lucia Morales Reyes
Genomic Insights into the Recurrent Interspecific Hybridizations of Agave-Associated  

Saccharomyces Yeasts

Maria Fariello Rico
Detecting selection in admixed populations using haplotypic information\r\n

Andrew Vaughn
Bayesian Inference of Admixture Graphs on Native American and Arctic Populations

Boca de Tomates15:50 -18:10

LUNCH BREAK13:20- 14:20

11:30 - 13:20

12:35-12:50

12:50-13:05

S36- Greener and Sustainable Computing in  
Molecular Evolution: Methods, Algorithms, Tools,  
and Protocols
Gavin Huttley

A spectral step on the divide and conquer path to energy efficient phylogenetic reconstruction

Jiansi Gao
Causes and impacts of the widespread lack of topological convergence in Bayesian phylodynamic 

inference on large viral datasets

Li Liu
Shifting Focus from Gene-centric to Evolution-centric Analyses in Cancer Genomics

Costa Alegre

13:05-13:20
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S12-Exploring the Evolutionary Effects of  
Admixture
Aaron Pfennig

Complex neutral processes drive the evolutionary fate of Neanderthal alleles in 30,780 admixed 

genomes with African-like and European-like ancestry

Emilia Huerta Sanchez
Evolutionary insights from admixed genomes

S24- Unlocking the hidden dimensions of genomic  
diversity within species.
Mayra Furlan-Magaril

Chromatin 3D conformation of a silent genome: the case of nucleated erythrocytes

Paco Majic Bergara
On mutational neighbourhoods and their influence on evolutionary processes

James Phipps-Tan Sheng Yi
Beyond averages: transcriptional variability in outbred Drosophila melanogaster and its environmental 

and genetic dependence

Thea Rogers
Novel topological units characterise a distinct regulatory architecture underlying the evolution of 

complex traits in coleiod cephalopods

Christabel-Floi Bucao
Gene expression variability implies stable cis-regulation of brain genes across non-nervous organs

Justin Wilcox
Population genomics of wild avian embryos uncovers hidden genetic diversity

Gabriela Santos Rodriguez
The evolution of transcriptome complexity using Oxford Nanopore long-read sequencing technology.

Aurora Ruiz-Herrara
Plasticity of 3D chromatin folding across timescales

15:50-16:15

16:15-16:30

16:30-16:45

17:30-17:45

17:45-18:10

16:45-17:00

17:00-17:15

17:15-17:30

17:30-17:45

17:45-18:10

Boca de Tomates

Olas Altas

15:50 -18:10

15:50 -18:10

S1- Structural phylogenetics: investigating deep  
evolutionary history using protein structure
Martin Steinegger

Supercharged Protein Analysis in the era of AI

Hector Romero
Exploring protein evolution through natural and simulated sequences using experimental and modeled 

3D structures\r\n

Stefano Pascarelli
AlphaHOG, a protein structure-based reference classification to improve orthology inference

David Moi
Foldtree. Empirical benchmarking of structural phylogenetics methods

Betul Kaçar
Early protein evolution using deep time sequence and structure reconstructions

Desiree Langer
Structural phylogenetics of the jelly roll fold sheds light on viral evolution

Claudia Alvarez Carreno
Polyphyletic insertions in the bacterial DNA-directed RNA polymerase

Charles Carter, Jr
Structural Enzymology, Phylogenetics, Differentiation and Symbolic Reflexivity at the Dawn of Biology

15:50-16:15

16:15-16:30

16:30-16:45

16:45-17:00

17:00-17:25

17:25-17:40

17:40-17:55

17:55-18:10

Las Pilitas15:50 -18:10

S3- Progress and challenges for understanding  
the molecular evolution of sex chromosomes  
across Eukarya
Gabriel Marais

The Silene latifolia genome and its giant Y chromosome

Erik Fogh Sorensen
The struggle of being a sex chromosome: Why X has a lower diversity than expected in primates

Claudia C Weber
Do Z chromosomes in Butterflies and Moths Show Evidence of Increased Rates of Adaptation?

Josué Barrera-Redondo
The UV sex chromosomes of brown algae act as genomic cradles for new genes that evolve de novo

15:50-16:15

16:15-16:30

16:30-16:45

16:45-17:00

Costa Alegre15:50 -18:10
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S3- Progress and challenges for understanding  
the molecular evolution of sex chromosomes  
across Eukarya
Sophia Catherine MacRae Orzechowski

Shining a light on early stages of neo-sex chromosome evolution in Australian honeyeaters (Aves: 

Meliphagidae)

Gabrielle Coffing
Cephalopod sex determination and its ancient evolutionary origin revealed by chromosome-level 

assembly of the California two-spot octopus

Sarah Carey
Using phased genome assemblies to examine the evolution of heteromorphic sex chromosomes in 

Cannabaceae

Melissa Wilson
Alignment and Variant Calling in Reference Genomes to Improve Sex Chromosome Comparative 

Genomics

17:00-17:15

17:15-17:30

17:30-17:45

17:45-18:10

Costa Alegre

Mayapán Restaurant at 
 Paradise Village Resort

15:50 -18:10

20:00 - 22:00

10:00- 10:30

9:00-10:00 Keynote Speaker
Alicia Mastretta-Yanes

Genetic diversity in the Anthropocene and the role of molecular studies for the future of biodiversity

Event: MBE Editors Dinner

COFFEE BREAK

Los Tules

Los Tules10:30 - 12:20 S23- Exploring the Frontiers of Single-Cell  
Biology in Diverse Organisms
Carlos Ortiz Ramírez

Single-cell genomics for understanding trait evolution and rapid adaptation

Jesús Murga-Moreno
Quantifying adaptive evolution of the human immune cell landscape

Roberto Arbore
The molecular bases of red-to-yellow color variation in parrots

Meritxell Riera
Evolutionary impact of transcriptomic differences in X and Y carrying gametes

Taylor Cooper
Characterizing neuronal evolution between recently diverged species at single-cell resolution

Ines Hellmann
Cross-species comparison of gene regulatory networks using single cell sequencing

10:30-10:55

10:55-11:10

11:10-11:25

11:25-11:40

11:40-11:55

11:55-12:10

10:30 - 12:20 S37- IDEA Symposium
Miriam Miyagi

Contextual Analysis of Genetic Studies of Gender, Sex, and Sexuality

Rori Rohlfs
Science Wise: From ‘hidden figures’ to scientific foremothers getting their flowers

Joanna Kelley
Title to be confirmed

Samantha López Clinton
Title to be confirmed

Discussion

10:30- 11:00

11:00- 11:30

11:30- 11:45

11:45-12:00

12:00-12:20

Boca de Tomates

10:30 - 12:20 S17-Aging from a multidisciplinary overview:  
evolution, longevity and biomedicine.
Luis Gutierrez Robledo

Evolutionary medicine, aging and longevity

Tamas Szekely
Sex difference in longevity: causes and implications

Mariangela Iannello
Signatures of extreme longevity: a perspective from bivalve molecular evolution

Miriam Merenciano
Contribution of transposable elements in the sex gap longevity of different Drosophila species

10:30-10:55

10:55-11:20

11:20-11:35

11:35-11:50

Olas Altas
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10:30 - 12:20 Las PilitasS31- Haplotype-based methods and frameworks 
for inference of evolutionary history
Pier Palamara

Inference of recent effective population size from high and low coverage DNA data

Katia Bougiouri
How to paint a dog: limits of local ancestry inference in ancient genomes

Eduardo González Orozco
Archaic ancestry fragment calling using wavelet decomposition

Amy Williams
Reconstructing parent genotypes at genotyping array accuracy using siblings and other relatives

Jazeps Medina Tretmanis
Improving Local Ancestry Inference through Neural Networks

Amy Goldberg
Ancestry-based approaches for inference of evolutionary history on short timescales

10:30-10:55

10:55-11:10

11:10-11:25

11:25-11:40

11:40-11:55

11:55-12:20

10:30 - 12:20 S17-Aging from a multidisciplinary overview:  
evolution, longevity and biomedicine.
Gillian Meeks

Accounting for common genetic variation improves chronological age prediction in African populations

Eugenio Mancera
Exploring the chronological lifespan spectrum of Candida species

11:50-12:05

12:05-12:20

Olas Altas

10:30 - 12:20 Costa AlegreS4- Everything that is old becomes new:  
comparative genomics and museum specimens.
Elinor Karlsson

Title to be confirmed

Alexandra Keene
Viral and host metagenomics of 100-year-old insect museum specimens

Eucharist Kun
The trait specific timing of accelerated genomic change in the human lineage.

Lucas Rocha Moreira
Evolutionary paths to thermal resilience in placental mammals: functional genomics insights from the 

Frozen Zoo Biobank

Michelle Stitze
From swampy ancestors to modern maize: tracing the allopolyploid origins of Zea

Nico Franz
Title to be confirmed

10:30-10:55

10:55-11:10

11:10-11:25

11:25-11:40

11:40-11:55

11:55-12:20

12:20- 13:20 LUNCH BREAK

12:20 - 13:20

13:20 - 14:50

Event: SMBE Business Meeting

Event: GBE Editors Meeting

Boca de Tomates

Boca de Tomates

13:20 - 14:50 Poster session 2 
Aging from a multidisciplinary overview: evolution, longevity and biomedicine.

Animal paleogenomics beyond higher latitudes.

Everything that is old becomes new: comparative genomics and museum specimens.

Evolutionary medical genomics.

Exploring the Frontiers of Single-Cell Biology in Diverse Organisms.

Genetics, Molecular Biology, and the Future of Forensic Science.

Going local: Using engaged research practices to understand regional-scale interactions.

Haplotype-based methods and frameworks for inference of evolutionary history.

Impact of environmental changes on agrobiodiversity and strategies for resilience.

Molecular evolution through metagenomics.

One Health and microbial evolution: New ideas and perspectives.

Paleogenomics and human evolutionary history: new insights and novel methods.

Pushing the frontiers of conservation genomics.

Transposable elements in the population genomics era: towards a better understanding of their 

contribution to evolution.
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14:50 -17:10 S16- Evolutionary Medical Genomics
Pleuni Pennings

Why aren’t all E. coli resistant to antibiotics?

Imroze Khan
Rapid evolution of mutation rate and germline maintenance under strong pathogen selection: new 

insights from experimental evolution experiments

Cara Love
Radiation-induced stress and signatures of selection on anti-tumor immunity in Chornobyl wolves

Daniel Jordan
Deep learning phenotype imputation to measure dominance of rare variant effects on rare disease in 

UK Biobank

Alief Moulana
Epistasis and pleiotropy constrain and expand the evolution of SARS-CoV-2 Omicron lineage

Helena Hopson
Interactions between sickle cell and Plasmodium falciparum genotypes in asymptomatic malaria

Evan Irving-Pease
The evolutionary origins of autoimmune and infectious disease risks

Shamil Sunyaev
Evolutionary perspective on human polygenic traits

14:50-15:15

15:15-15:30

15:30-15:45

15:45-16:00

16:00-16:15

16:15-16:30

16:30-16:45

16:45-17:10

Los Tules

14:50 -17:10 S15- Paleogenomics and human evolutionary  
history: new insights and novel methods.
Kay Prüfer

Ancient Genomes of Neandertals and Modern Humans from Europe

Marco Rosario Capodiferro
Archaic ancestry inference in imputed ancient human genomes

Yulin Zhang
Reconstructing mutation patterns over the course of human evolution

Stéphane Peyrégne
A high-quality genome from a 200,000-year-old Denisovan

Maanasa Raghavan
Human genetic histories at the Himalayan frontiers

Dilek Koptekin
Overcoming bias and postmortem damage to improve the accuracy of ancient genome analysis

Sandra Oliveira
Tracing admixture in European early farmers using local ancestry inference

Hugh McColl
Steppe Ancestry in western Eurasia and the spread of the Germanic Languages

14:50-15:15

15:15-15:30

15:30-15:45

15:45-16:00

16:00-16:25

16:25-16:40

16:40-16:55

16:55-17:10

Boca de Tomates

14:50 -17:10

16:30-16:45

16:45-17:10

15:30-15:45

15:45-16:00

16:00-16:15

16:15-16:30

S20- Pushing the frontiers of conservation  
genomics.
Carolyn Hogg

Conservation Genomics: innovations, applications & where to next?

Genís Garcia-Erill
The genetic architecture of an adaptive phenotype conditions vulnerability and populations 

evolutionary response to climate change

Jonas Aguirre Liguori
The evolutionary genomics of population’s responses to climate change

Paulina Nuñez-Valencia
Predicting Pathogenic Variation for conservation: a deep learning approach

Rebekah Rogers
Low Rates of Gene Duplication in an Endangered Freshwater Mussel

Eugenie Charley Yen
Epigenome-wide scans identify DNA methylation markers for monitoring sublethal thermal stress in 

endangered sea turtles

Theo Phanu Serivichyaswat
Towards genome-wide data of Arctic species obtained from snow footprints

Eduardo Eizirik
Conservation Genomics of Neotropical Wild Cats

14:50-15:15

15:15-15:30

Olas Altas
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14:50 -17:10 S6- Molecular evolution through metagenomics
Gabriela Olmedo Álvarez

Clues to the Evolution of Antibiotic resistance from bacteria and ancient communities from pristine sites 

in Cuatrocienegas, Coahuila, Mexico.

Abigail Lind
Host adaptation and genomic change in intestinal eukaryotes revealed from sequencing  

microbial mixtures

Maya Lemmon-Kishi
What’s the Rate: Molecular Clock Calibration Using Sedimentary Ancient DNA

Edder Daniel Bustos-Diaz
Nitrogen cycling in symbiotic bacterial communities associated with ancient American plants

Irina Velsko
De novo assembly of ancient human metagenomes improves community diversity estimates and 

reveals varied microbial taxon-specific evolutionary trajectories

Mariana Guerrero-Osornio
Time-lapse of the microbial composition during agave fermentation using Meta-HiC

Davide Bozzi
Genomic characterization of novel Treponema species from the oral microbiome of  

Aboriginal Australians

Nandita Garud
Pervasive selective sweeps within and across human gut microbiomes

14:50-15:15

Las Pilitas

15:15-15:30

15:30-15:45

15:45-16:00

16:00-16:15

16:15-16:30

16:30-16:45

16:45-17:10

14:50 -17:10 S27- Transposable elements in the population  
genomics era: towards a better understanding of  
their contribution to evolution.
Grace Yuh Chwen Lee

How transposable element shapes genome evolution through epigenetic mechanisms?

Leandro Quadrana
Transposon-Mediated Environmental Regulation: Catalyst for Adaptive Responses?

Marie Lebherz
DNA Transposons favour de novo transcript emergence through enrichment of transcription factor 

binding motifs

Riccardo Pianezza
Double trouble: two retrotransposons triggered a cascade of horizontal transfers in Drosophila  

species within the last 50 years

Jilong Ma
Independent transitions to sociality in Stegodyphus spiders are associated with transposable element 

expansions

Austin Daigle
TEforest: Enhancing short-read transposable element detection with machine learning

Cei Abreu-Goodger
Evolution of transposable elements as the source of extracellular RNA

Jordana Oliveira
Evolution of transposable elements in arbuscular mycorrhizal fungi: insights into genome variability and 

gene regulation

14:50-15:15

15:15-15:40

15:40-15:55

Costa Alegre

15:55-16:10

16:10-16:25

16:25-16:40

16:40-16:55

16:55-17:10

17:40-17:55

17:55-18:10

18:10-18:25

18:25-18:40

17:10 - 17:40

17:40-19:30

COFFEE BREAK

S18- One Health and microbial evolution:  
New ideas and perspectives
Mirna Vázquez-Rosas-Landa

Microbial dynamics in mangrove sediments during the anthropogenic era

Matthew Shepherd
Within-patient evolution of ciprofloxacin resistance in Pseudomonas aeruginosa across a large-scale 

clinical trial

Rahgavi Poopalarajah
Evolution of the human gut resistome across diverse lifestyles and environments

Manuel Ochoa-Sánchez
Feather microbiota compositional and functional landscapes across phenology and biogeography in 

Magellanic penguins in the Magellan Strait, Chile

Los Tules
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18:40-19:05

19:05-19:30

17:40-19:30 S18- One Health and microbial evolution:  
New ideas and perspectives
Santiago Elena

An evolving world for evolving pathogens: ecological drivers of virus diversification and adaptation

Fernando González Candelas
Evolutionary genomics and the one health approach to AMR

Los Tules

17:40 - 19:30 S34- Going local: Using engaged research  
practices to understand regional-scale interactions.
María Ávila-Arcos

Community engagement experiences of the Afromexico Genomics Project

Eleni Seferidou
An ancient genetic insight into pre-colonial Trinidad.

Daniela Orozco-Perez
Paleogenomic analyses of archaeological remains reveal sex roles and mobility of ancient families in 

central Mexico

Esha Bandyopadhyay
Distinct positions of genetic and oral histories: Perspectives from India

Constanza de la Fuente Castro
Conversations in community-based genomic research: Showcasing a platform from Chile to integrate 

Indigenous engagement and representation

Laura Weyrich
Uncovering the global origins of an Industrialized microbiome using regionally focused studies

17:40-18:05

18:05-18:20

18:20-18:35

19:05-19:30

18:35-18:50

18:50-19:05

Boca de Tomates

17:40 - 19:30 S22- Impact of environmental changes on  
agrobiodiversity and strategies for resilience.
Brandon Gaut

Crop wild relatives, climate change and genomic diversity

Luis Eguiarte
Population genomics of tequila and mezcal (Agave spp.): Unexpected findings and lessons for these 

Mexican industries in the face of climate change.

Mirte Bosse
A boaring story of hybridization and adaptation in wild boars, domestic pigs and feral swine

Alejandra Hernandez-Teran
Disentangling microbiome effects on plant adaptation

Ayelet Salman-Minkov
Strategies for mining useful alleles for climate change adaptation

Azalea Guerra-García
Building agroecosystems resilience by fostering native crops and their wild relatives

17:40-18:05

18:05-18:20

18:20-18:35

18:35-18:50

18:50-19:05

19:05-19:30

Olas Altas

17:40 - 19:30 S13- Animal paleogenomics beyond higher latitudes.
Selina Brace

Museomics and the Tropics: occasionally vexing, but a rewarding partnership

Alida de Flamingh
Compacted hair in broken carnivore teeth reveal dietary prey of historic lions

Gloria Gonzalez Fortes
The last especimen of Eurasian lynx (Lynx lynx) from the Iberian Peninsula: new genetic data leads to 

review the biogeographic history of lynx matrilineal linages in western Europe.

David Ledesma
Small but mighty: ancient DNA analyses of late Pleistocene and Holocene microvertebrates from 

Central Texas

Federico Sánchez Quinto
The evolutionary origin of the Columbian mammoths from the Basin of Mexico and its implications for 

the Mammuthus genus

Viviane Slon
Sedimentary ancient DNA studies in challenging preservation contexts: Insights from the  

southern Levant

17:40-18:05

18:05-18:20

18:20-18:35

18:35-18:50

18:50-19:05

19:05-19:30

Las Pilitas
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Day 3 (9 July)

17:40 - 19:30

9:00-10:00

20:00 - 22:00

S35-Genetics, Molecular Biology, and the Future  
of Forensic Science
Rori Rohlfs

Quantifying the accuracy of forensic genetic technologies

Anne Stone
The recovery of DNA from burned forensic contexts.

Feriel Ouerghi
How should we report genetic matches following an Investigative Genetic Genealogy search?

Meghna Swayambhu
Highly accurate predictions indicating sexual activity using microbiome-based analyses in  

forensic settings

Maria Flores
Construction of Epigenetic Clock using Cell-Free DNA

Jaehee Kim
Population genetics approaches for forensic genetic record-matching

Keynote Speaker
Aida Andrés

Local genetic adaptation in humans and other primates

Event: GBE Editors Dinner

Day 4 (10 July)

17:40-18:05

18:05-18:20

18:20-18:35

18:35-18:50

18:50-19:05

19:05-19:30

Costa Alegre

Mayapán Restaurant at 
Paradise Village Resort

Los Tules

10:00- 10:30

10:30 - 12:20

COFFEE BREAK

S2-Novel approaches to study plant domestication: 
disentangling the complex evolutionary history of crops
June Simpson

Exploring the fructan syndrome in Agave tequilana-a non-typical crop plant

Xianran Li
Deciphering Sorghum Domestication: The Pivotal Role of Condensed Tannins in Co-evolution Among 

Plants, Humans, and Birds

Arthur Wojcik
Meta-analysis of wild and domesticated crop phenotypic spaces

Laura Botigué
Wheat domestication and adaptation to new environments: the role of wild emmer.

Miriam Ferrer
Multipurpose species domestication in Mayan homegardens

Alejandro Quintero
Exploring the patterns of microbiota recruitment and inheritance on the chocolate tree, Theobroma 

cacao L

10:30-10:55

10:55-11:10

11:10-11:25

11:25-11:40

11:40-11:55

11:55-12:20

Los Tules

10:30 - 12:20 S10- Genomes and Generations: Mapping  
Health and Heritage Through African Genomics.
Brenna Henn

A Rich Resource of African-Descent Genomes (CAAPA2)

Dhriti Sengupta
Impact of Khoe-San gene flow in phenotypic variation of anthropometric and cardiometabolic traits

Jeremy Choin
Genomic Insights into the population history of southern-central Africa

Rohini Janivara
Heterogeneous genetic architectures and evolutionary genomics of prostate cancer in  

Sub-Saharan Africa

Esther Brielle
Sudanic, Central, and Western African ancestry contributions to ancient Ugandan Populations

Jasmin Rees
Evolutionary History of Transient Receptor Proteins in Sub-Saharan Africa

Boca de Tomates

10:30-10:55

10:55-11:20

11:20-11:35

11:35-11:50

11:50-12:05

12:05-12:20
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Day 4 (10 July)

10:30 - 12:20

10:30 - 12:20

S29- Advances in Machine Learning for  
Evolutionary Genomics.
Sara Mathieson

Interpreting deep learning methods for population genetic inference

Siavash Mirarab
Metric learning for phylogenetic placement

Carina Cornejo Paramo
A Bag-Of-Motif Model Captures Context-Specific Distal Regulatory Elements

Steven Reilly
Interrogating the relationship between conservation and regulatory function across all human 

promoters using machine-learning variant effect predictions

Murillo Rodrigues
A deep learning framework for evolutionary inference using ancestral recombination graphs

Zhengting Zou
Sequence embeddings by pretrained language model indicate adaptive convergence of high-order 

protein features.

S14- Unveiling the evolutionary history of pathogens  
through paleogenomics
Tanvi Honap

Exploring oral microbial evolution in the context of European colonization of the Americas

Laura Carrillo-Olivas
Exploring Pathogens and Demographic Dynamics in Colonial Mexico City through Paleogenomics

Paola Campos
Deciphering the emergence and evolutionary history of a bacterial crop pathogen: insights from 

historical herbarium specimens

Sojung Han
RNA virus genomes from historical specimens of great apes

Nasreen Broomandkhoshbacht
Characteristics of a 5,500-year-old Treponema pathogen from Colombia

Elizabeth Nelson
Tuberculosis and Sociocultural Dynamics: Critical Insights from Paleogenomics in South America and 

Beyond

Olas Altas

Las Pilitas

10:30-10:55

10:55-11:20

11:20-11:35

11:35-11:50

10:30-10:55

10:55-11:10

11:10-11:25

11:50-12:05

12:05-12:20

11:25-11:40

11:40-11:55

11:55-12:20

10:30 - 12:20 S33- Science in the Spotlight: Empowering  
Education and Public Engagement with  
Cutting-Edge Science in Molecular Evolution.
Roberto Torres

Melanogaster Catch The Fly! Rural high schools committed to frontier research on genomics and 

evolution through citizen science

Sarah Schaack
TE Hub: A Community for Developing Tools, Trainings, and Resources to Analyze DNA Repeats

Kate Duggan
Disease Detectives: Using Minecraft to explore virus evolution and epidemiology

Sònia Casillas
Adopting ESG principles in PopLife, the population genomics browser across the tree of life

Rebecca Siford
Evaluating community perceptions and ethical considerations in genetics research in small scale 

northern Kenyan populations

Nicolette Caperello
Engaging the Public on Biology’s Moonshot: The Earth BioGenome Project

10:30-10:55

10:55-11:10

11:10-11:25

11:25-11:40

11:40-11:55

11:55-12:20

Costa Alegre

Boca de Tomates

12:20- 13:20

12:20 - 13:20

LUNCH BREAK

Event: MBE & GBE Editors ‘Q&A session’ 
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14:50 -17:10

13:20 - 14:50

S19- Evolution of microbial communities:  
is the sum of parts greater than the whole?
Paul Rainey

Communities, lineages, and the evolution of evolvability

José Flores-Uribe
Experimental evolution of synthetic phototrophic communities

Mike McDonald
A new genome from the pangenome - experimental evolution with horizontal gene transfer.

Pu Wang
Eco-evolutionary feedbacks promoted by hypermutation rate in a predator-prey microcosm

Edmund Moody
The nature of the Last Universal Common Ancestor and its impact on the early Earth system

Autumn Peterson
Disentangling the evolutionary impacts of relatedness and facultative/obligate life cycles during the 

transition to multicellularity

Sarit Avrani
Tradeoffs between phage resistance and nitrogen fixation drive the evolution of multicellular 

cyanobacteria

Poster session 3 
Advances in Machine Learning for Evolutionary Genomics.

Deciphering the functional and adaptive effects of genomic structural variation.

Decoding the past to safeguard the future.

Epigenetic inheritance: from molecular mechanisms to evolutionary consequences.

Evolution of microbial communities: is the sum of parts greater than the whole?

Genomes and Generations: Mapping Health and Heritage Through African Genomics.

Human population demography and adaptation signals in the Americas.

Mitochondria: from powerhouse to processor and from marker to meaning.

New computational approaches to estimate past demographic events and natural selection.

Novel approaches to study plant domestication: disentangling the complex evolutionary history of crops

Open Symposium 2

Spatial population genetics: where are we now?

Unveiling the evolutionary history of pathogens through paleogenomics.

Day 4 (10 July)

Los Tules

14:50-15:15

15:15-15:30

15:30-15:45

15:45-16:00

16:00-16:15

16:15-16:30

16:30-16:55

14:50 -17:10 S9- Human population demography and  
adaptation signals in the Americas
Cosimo Posth

The genetic history of early Americans

Santiago Medina-Muñoz
Inferring fine-scale demography of indigenous lineages from 500 whole genomes across Mexico

Valeria Anorve-Garibay
The contribution of Neanderthal introgression to the heritability of human complex traits in Mexico

Esther Brielle
Adaptation in Ancient Maya

Tábita Hünemeier
Evolutionary Changes Throughout Human History in America

Epifanía Arango Isaza
Uncovering South American genomic diversity in the Southern Cone

Marisol Espitia Fajardo
Colombian Arawak genomes shed light on population demography of South America

Thomaz Pinotti
Picuris Pueblo oral history and genomics reveal genetic continuity in North American Southwest

14:50-15:15

15:15-15:30

15:30-15:45

15:45-16:00

16:00-16:25

16:25-16:40

16:40-16:55

16:55-17:10

Boca de Tomates

14:50 -17:10 S11- Spatial population genetics: where are we now?
Alison Feder

Spatial drivers of disease progression in bacteria and viruses

Alessandro Lopez-Hernandez
A space-time model for jointly inferring gene flow and natural selection

Clara Rehmann
In space no one can hear you sweep: a novel signal of selective sweeps in continuous geographic 

space

14:50-15:15

15:15-15:30

15:30-15:45

Olas Altas
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14:50 -17:10 S11- Spatial population genetics: where are we now?
Jack Harper

Using biological invasions to understand rapid adaptation to new environments: a genomic 

reconstruction of the house sparrow global spread

Andy Kern
Deep Space– supervised machine learning methods for spatial population genetics

Gilia Patterson
A spatially explicit close kin mark recapture method for estimating census size from genetic data

Vivaswat Shastry
Inference of long-range gene-flow events in a background of spatially heterogeneous  

isolation-by-distance

Michael Grundler
Spatial ancestry reconstruction using parsimony on tree sequences

Day 4 (10 July)

15:45-16:00

16:00-16:25

16:25-16:40

16:40-16:55

16:55-17:10

Olas Altas

14:50 - 15:50 S25- Mitochondria: from powerhouse to processor  
and from marker to meaning
Dennis Lavrov

Evolution of mitochondrial mRNA editing and linear multipartite mt-genome architecture in 

calcaronean sponges

Vaishali Katju
No passive sidekick: a substantial role for mitochondrial compensatory evolution during adaptation of 

ETC-deficient strains of Caenorhabditis elegans

Toni Gossmann
Phylonumtomics uncovers diverse evolutionary trajectories of mitogenomic fossils buried in 

mammalian and avian genomes

Dennis Lavrov
Evolution of mitochondrial mRNA editing and linear multipartite mt-genome architecture in 

calcaronean sponges (invited talk)

Konstantin Popadin
Decoding the Puzzle of Human Somatic mtDNA Mutagenesis: Bridging Species Life-History Traits 

and Organ-Specific Cellular Properties

Leah Darwin
The contribution of within- and between-species mitochondrial variation to adaptation in 

experimental Drosophila populations

Wei-Chin Ho
Population-Genetic Environment of Genome Retention and Reduction in Mitochondria

Michael Garvin
The Importance of Mito-nuclear Epistasis in Evolutionary Genetics

14:50-15:15

15:15-15:30

15:30-15:45

15:45-16:00

Las Pilitas

16:00-16:15

16:15-16:30

16:30-16:45

16:45-17:10

14:50 - 15:50 S26- Deciphering the functional and adaptive  
effects of genomic structural variation
Mia Levine

DNA satellite evolution triggers a cross-species incompatibility

Julie Chuong
DNA replication errors are a major source of gene amplification in adaptive evolution

Elli Cryan
Molecular evolution of a maize hybrid barrier over 12 million years suggests epistatic silencing

Samuel Bogan
Convergent Structural Variation of Antifreeze Proteins in Polar and Deep Sea Fishes

Tristram Dodge
Intergenic structural variation and ancient gene duplication underpin pigmentation diversification in 

swordtail fish

Diego Hartasánchez
The role of structural variation in clownfish adaptive radiation\r\n

Megan Dennis
Gene expansions contributing to human brain evolution

Christine Beck
Repetitive sequences drive genomic variation and vary  

regulatory landscapes

14:50-15:15

15:15-15:30

15:30-15:45

15:45-16:00

16:00-16:15

16:15-16:30

16:30-16:45

16:45-17:10

Costa Alegre

   Host Hotel Paradise Village 19:00-23:00 GALA DINNER
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09:00- 10:50 S30- New computational approaches to estimate  
past demographic events and natural selection.
Jazlyn Mooney

Considerations for Inferring Demography and Detecting Selection in Understudies Species

Charleston Chiang
A genealogy-based framework to estimate population structure and demographic history

Ekaterina Noskova
Hidden Diffusion: Accurate Joint Inference of Selection and Demographic History from Time-series Data 

for Multiple Populations

Yun Deng
Understanding the interactions between demography and selection landscapes in human populations: 

insights from Ancestral Recombination Graphs (ARGs)

Anastasia Lyulina
Linkage equilibrium between rare alleles

Joshua Schraiber
Inference of ultra recent demography, recurrent mutation, and natural selection from biobank-scale site 

frequency spectra

M. Elise Lauterbur
Bayesian mediation models reveal patterns of host genomic disease adaptation driven by environment

Day 5 (11 July)

09:00-09:25

09:25-09:40

09:40-09:55

09:55-10:10

10:10-10:25

10:25-10:40

Los Tules

10:40-10:55

09:00- 10:50

09:00- 10:50

S38- Open Symposium 2
Nadia Haghani

The genetic and structural basis of a novel iridescence phenotype in the platyfish, Xiphophorus variatus

Tamsen Dunn
Inferring the characteristics of ancient polyploidization events from modern plant genomes

Sara Miller
Genomic architecture in social insects is more strongly associated with phylogeny than social behavior

Héléna Vassilieff
A new scenario for the macroevolution of the Caulimoviridae based on the analysis of endogenous 

caulimovirids using CAULIFINDER\r\n

Maëlle Daunesse
Phylogenetic modeling of gene expression shifts in the mole-rat clade

Jay Storz
Life at extreme elevations: genomic and physiological insights into mechanisms of hypoxia adaptation 

in Andean mice

Angel Rivera-Colón
Population genetics of the Pacific acorn barnacle and insights into evolution in large populations

S7- Epigenetic inheritance: from molecular  
mechanisms to evolutionary consequences.
Peter Sarkies

Contribution of epimutation to evolution in C. elegans and beyond

Elisa Israel
MBD2/3 lost its methyl-CpG binding ability in multiple families of Holometabola

Pierre Baduel
Molecular determinants of transgenerational epigenetic variation at transposable element sequences 

in plants and its impact in nature

Mariana Gómez-Schiavon
Exploring the evolutionary dynamics of epigenetic switches and beyond: Insights from gene regulatory 

circuit models

Gustavo Tapia
The role of CTCF in the transcriptional activation of the hematopoietic-specific gene HBA2 is 

evolutionary conserved

Sito Torres-García
Exploring the potential for epimutations to drive cancer cell adaptation

9:00-9:15

9:15-9:30

9:30-9:45

9:45-10:00

9:00-9:25

9:25-9:40

9:40-9:55

10:00-10:15

10:15-10:30

10:30-10:45

9:55-10:10

10:10-10:25

10:25-10:50

Boca de Tomates

Olas Altas

09:00- 10:50 S21- Decoding the past to safeguard the future.
Mafalda Sousa Ferreira

Harnessing the past to predict the future: the evolution and future adaptive potential of seasonal 

camouflage in white-tailed jackrabbits

Laurent Frantz
Tracking human-mediated animal translocation in Island Southeast Asia using ancient DNA

9:00-9:25

9:25-9:50

Las Pilitas
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Day 5 (11 July)

09:00- 10:50 S21- Decoding the past to safeguard the future.
Germán Hernández-Alonso

Exploring the Rock Dove’s (Columba livia) Genetic Diversity: Insights into the Species’ Evolutionary 

History and Conservation Challenges

Chenyu Jin
Metagenomic reconstruction of the plant community in the stomach content of a steppe bison living 

over 48,000 C14 years ago

Maria Zicos
Reconstructing the population history of the endangered Hispaniolan solenodon, one of the most 

evolutionary distinct mammals on earth

Xuejing Wang
Reviving from four birds: post-bottleneck overview of temporal genomics of Mauritius kestrel

9:50-10:05

10:05-10:20

10:20-10:35

10:35-10:50

Las Pilitas

09:00- 10:50

10:50 -11:20

12:20-14:20

11:20-12:20

S28- Human genetic variability in the  
Pangenomic era..
Erik Garrison

Implicit pangenomics

Gabriel Renaud
Maximum-likelihood inferences from ancient environmental DNA using panmitogenomes

Runyang Nicolas Lou
Global diversity, recurrent evolution, and recent selection on amylase structural haplotypes in humans

Joana Rocha
A Pan-pangenome captures the full spectrum of genetic variation in humans, chimpanzees and 

bonobos

Rick McLaughlin
Pangenome assemblies reveal the evolution and recent in vivo activity of human LINE-1 

retrotransposons

Arang  Rhie
Living with your dynamic genome: lessons learned from T2T genomes

COFFEE BREAK

Awards Ceremony and Introduction to SMBE 2025

Closing Keynote Speaker
Scott Edwards

PhyloG2P: the new science of connecting genomes to phenotypes via phylogenies

9:00-9:25

9:25-9:40

9:40-9:55

9:55-10:10

10:10-10:25

10:25-10:50

Costa Alegre

Los Tules




