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Tab.1 Copy number of meiosis associating genes in known sexually propagating species and Emiliania huxleyi

1 2 3 7

(Mus musculus)" 44 9 5 30 9
(Homo sapiens)P? 42 8 4 30 9
(Chelonia mydas)?®®! 39 7 3 29 9
(Xiphophorus maculatus)P 42 8 4 30 9
(Ciona intestinalis)P**! 32 1 4 27 9
(Xenopus(Silurana) tropicalis)®® 43 8 5 30 9
(Saccoglossus kowalevskii)>7 37 2 5 30 9
(Gallus gallus)P® 40 7 5 28 8
(Nematostella vectensis)?*”] 30 4 3 23 7
(Hydra vulgaris)*” 38 5 4 29 9
(Amphimedon queenslandica)*" 39 7 7 25 8
(Branchiostoma floridae)*? 31 5 2 24 6
(Trichoplax adhaerens)*’) 34 7 4 23 6
(Coprinopsis cinerea)*¥ 32 3 2 27 6
(Neurosporacrassa)[45] 26 1 0 25 5
(Leishmania infantum)™*®) 22 0 3 19 5
(Arabidopsis thaliana)™”] 43 9 6 28 8
(Amborella trichopoda)™*™ 42 8 6 28 8
(Theobroma cacao)t*? 41 8 5 28 8
(Oryza sativa)P>” 38 6 7 25 6
(Selaginella moellendorffii)>") 51 24 5 22 7
(Physcomitrella patens)P®? 31 5 3 23 6
(Volvox carteri)P 30 3 4 23 5
(Chondrus crispus)™¥ 28 3 2 23 6
(Chlamydomonas reinhardtii)t>! 26 2 2 22 5

Total - - - =19 =5

(Emiliania huxleyi) 49 16 8 25 6

L1 .2

; . , . ;% , ,
, [57]
30 25 9
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Ascertaining the reproduction strategy of Emiliania huxleyi
by numbering its meiosis-associated genes
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Abstract: Reproduction strategy is one of the most important biological characteristics of an organism. Ascertain-
ing such a strategy is crucial for its genetic research and improvement. Emiliania huxleyi plays a key role in the
ocean ecosystem, but nothing is known about its reproductive strategy. Here, we numbered the meiosis-associated
genes of sexually reproductive eukaryotes with genome sequences that were available and found that they held =19
meiosis-associated genes, of which =5 were meiosis-specific. We also found that E. huxleyi contained 25 meio-
sis-associated genes, of which 6 were meiosis-specific. Based on this information, we concluded that E. huxl/eyi
performs sexual reproduction. This ascertainment may aid to studying its life cycle and genome and further its ge-

netic improvement.
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