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AMF dilemma

“Despite the long time frame of 
coevolution with highly divergent 
host plants of the green plant 
lineage, AMF exhibit surprisingly 
low morphological diversity and no 
obvious signs of plant specificity.[…] 
As a result, these fungi are still 
considered by many as being 
‘evolutionary scandals’ that should 
have become extinct long ago.”

Kokkoris et al., 2020

Revised by Corradi & Brachmann, 2017

Where is the origin of AMF variability? 
How did they escape the extinction?

Yildirir et al., 2020



TE landscape of R. irregularis
• A third part of TEs is composed of unknown families: 
based on homology 
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DAOM197198 Homology-based TEs
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• Transposase and TIRS presence
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Yildirir et al., 2022

Two speed-genome architecture:
• A-compartment: 46.8% non-repetitive region

• euchromatin, gene dense
• B- compartment: 29.5% non-repetitive region

• heterochromatin, repetitive DNA dense



# TE families

DAOM197198 57

A1 58

B3 57

C2 53

A4 65

A5 64

G1 59

TE families among the strains



Hybrid dysgenesis in animals

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



Final remarks

• The unknown and putative AMF superfamilies 
were identified.

• The strains carry >70% of shared families. 
But, some families are strains specific. 

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



Merci!
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