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Introduction

I Corbicula, commonly known as Asian clams, represent a group o "

of highly adaptable mollusks with diverse reproductive strategies, ) . ) ) o
I e Constructing the phylogenetic relationships within
*  which have successfully dispersed globally through rapid radiation Corbicula I

. and ecological plasticity. Given the prevalence of gene flow and , Reveal the complex evolutionary history of |

I incomplete lineage sorting (ILS), simple bifurcating tree models Cogle ;

| and allopatric speciation scenarios cannot fully capture the © Providing molecular resources for the breeding and

conservation of Corbicula species J
\ . complexity of Corbicula evolution. “
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, mollusc revealed the taxonomic classification of Corbicula. I I e I
s o c " @ Freshll L2

" e i g EEEEEEE————— H " Freshl L3 1 u

. Q«\ e | [ i i—"— Freshll L3 2 I

. 5. Testing for introgression between different lineages. I
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Conclusion .
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" factors resulting in phylogenetic discordances in Corbicula. " .
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