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AMF dilemma
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(B) Break-induced
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replication (A) Plasmogamy

Kokkoris et al., 2020

(D) TE-induced
genetic transfer

Where is the origin of AMF variability?
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How did they escape the extinction? ¢ é
“Despite the long time frame of (j . é S ) ¢
coevolution with highly divergent f S S / g
host plants of the green plant b, g S >

lineage, AMF exhibit surprisingly
low morphological diversity and no
obvious signs of plant specificity.][...]
As a result, these fungi are still (C) Gene conversion by
considered by many as being el C e a e
‘evolutionary scandals’ that should

have become extinct long ago.”

Revised by Corradi & Brachmann, 2017 Yildirir et al., 2020
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percent of genome

TE landscape of R. irregularis

* A third part of TEs is composed of unknown families:

based on homology

Interspersed Repeat Landscape
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Homology based TEs

Classification of unknown superfamilies
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* Transposase and TIRS presence
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TE families among the strains

# TE families
DAOM197198 | 57
A1 58
B3 57
C2 53
Ad 65
A5 64
G1 59

DAOM1
97198
(57)

Al
(58)

B3
(57)

C2
(53)

Ad_d
(65)

A5_d
(64)

Al B3
(58) (57)
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Hybrid dysgenesis in animals

Dysgenic cross Reciprocal cross

Female (lab stock) X Male (wild) Female (lab stock) X Male (wild)

Hybrid dysgenesis in Drosophila virilis @
results in clusters of mitotic recombination
and loss-of-heterozygosity but leaves

meiotic recombination unaltered

P cytotype

Lucas W. Hemmer'# ®, Guilherme B. Dias®, Brittny Smith*, Kelley Van Vaerenberghe', Ashley Howard',
Casey M. Bergman® and Justin P. Blumenstiel

“Hybrid dysgenesis is a phenomenon of sterility
that arises during intraspecific hybridization
when TE families are absent in one strain but
abundant in another.”

; Defective hybrids
l (dygenic progeny)

No offspring



* The unknown and putative AMF superfamilies
* The strains carry >70% of shared families.

* TEs into A and B compartments seems to
have different behaviors: degeneration and

Final remarks

were identified.

But, some families are strains specific.

mobilization

* The dikaryon haplotypes are homogenous

FUTURE QUESTIONS: How this differences
can contribute to strain expression? Can TE

specific families to sign/represent the strain?

Bourque et al. Genome Biology (2018) 19:199
https://doi.org/10.1186/513059-018-1577-z

Genome Biology
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Ten things you should know about @
transposable elements

Guillaume Bourquem"@, Kathleen H. Burns®, Mary Gehring“, Vera Gorbunova®, Andrei Seluanov®, Molly Harmmell®,
Michaél Imbeault’, Zsuzsanna lzsvak?, Henry L. Levin®, Todd S. Macfarlan®, Dixie L. Mager'® and Cédric Feschotte'"”
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