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Analysis for horizontal transmittance mechanism of mariner-like elements of insects
and spiders inhabiting sub-tropical area
SelicHIRo Okuma, YuicHr KawanisHi, Kenat Sasaki, MicHio Hipaka, Hipeaki Maekawa and Yumiko NakasiMa

Mariner-like elements (MLE) isolated from insects and spiders inhabiting Okinawa were compared among them
and determined which organism was inserted into by which class of MLE. Consequently, mechanism of the
horizontal transmittance would be demonstrated from differences and diversities of MLEs as an useful indicator for
evolutionary events. Mellifera type MLE originally isolated from western honey bee, Apis mellifera, was observed in
big joro-spider, Nephila pilipes, inhabiting south from Amami island with over 90% homology. Joro-spider, N.
clavata, inhabiting Japan main land and South-West islands, spider species, Heteropoda venatoria (Iriomote islsand)
and Leucauge blanda (Okinawa island), also contained the same type of MLE isolated by using inverted terminal
repeat (ITR) of mellifera type MLE as a primer. And a complete ORF for the transposase was obtained in MLEs of N.
pilipes and H. venatoria. Differences depending on inhabiting four different areas were not detected in Joro-spiders.
Spiders and western honey bee constructed one big clade except bee sp., Amegilla senahai senahai and ant,
Diacamma sp. inhabiting Okinawa island. This means that the same mellifera type MLE might be transmitted into
spiders and honey bee.
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Fig. 1. Phylogenetic analysis of PCR amplified clones using a consensus
sequence as degenerated primers for genomic DNA of spider, Nephila pilipes
MLE sequence of Apis mellifera is compared with isolated clones.
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Fig. 2. Full-length phylogenetic tree of mellifera-ITR MLEs. PCR
amplification to genomic DNAs from spiders (Nephila clavata, Nephila pilipes,
Heteropoda venatoria and Leucauge blanda), bees (Apis mellifera and Amegilla
senahai senahai) and ant (Diacamma sp.) was carried out by using mellifera-ITR
as a primer. Phylogenetic tree was constructed with Neighbor Joining analysis.
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