We conclude three possible developmental
procedures of the ant defense organ, domatia:
pith cell division; programmed cell death; and
secondary cell wall deposition.

Comparative transcriptomics analysis reveals a developmental process and the

occurrence of cell death in the formation of domatia
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Intro Materials & Methods

« Lambir Hills National Park, _
Sarawak, Malaysia. RNA-seq analysis
* Well-known ant plants
Macaranga®.
 Myrmecophytes: M. winkleri,
M. trachyphylla, M. bancana,
M. beccariana
 Non-myrmecophytes: M.
gigantea, M. conifera

« The protective ant-plant interaction is very common in tropical region(V

 Myrmecophytes use ants as anti-herbivore agents, and in turn provide
the nesting sites (domatia)@

« Domatium is a modified structure from various plant organs and
formed mainly spontaneously®)

« Domatium is known as a key trait for the evolution of myrmecophytic
ant-plant interaction, although it has rarely been studied at the

Obligate symbiosis

e Quality control
* Mapping, STAR SUSHI"®

Domatia * Counting, FeatherCount

* Differentially expressed genes, edgeR

* Gene ontology analysis, topGO
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Comparison of ant defense strategies points out that the programmed Extra Tables &
cell death occurs in the myrmecophytes species Figures
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Comparison of domatia developmental stages indicates the other two primary cellwall formation up-regulated & secondary

cell wall formation down-regulated in the swollen
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/ @ o Cell de_ath happens in the domatia
Brassinosteroid is a key hormone that regulates VA formation of the myrmecophyte

cell death & secondary cell wall deposition =+ Three possible main procedures in the

domatia formation:
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tracheary elements formation.
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