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Fig. 1 The target fragment of the ITS region in Craspedacusta 80%, (C. sinensis)
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61 AMACCACTGTGAATGGTATTGGACCGTGCGGGGTGGCCAATGAGTCAGAGGTAGCCGCCT 120
121 TAAATGCAGTCTCAGCGATGAGCTGCGGCCCCGCACGAGTCGACTGGTTGTTTCCACAGA 180
181 CTTTTGCGGGCTGTATTCGAATTCGAAAAAGCAGAACTGAAGTACCTTATAGTTTCCGTTG 240
241 GGTGTCTCATAGAGCACAAACGAAAGATGGTTTAAACGAACAACTTCTAACGGTGGATCT 300
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361 TTCAGTGAATCATCGAATCTTTGAACGCAAATTGCGCTCTCTGGATCCCCAGGGAGCATG 420
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661 GGGATAAGAAAAAGGCTCGGTCGGTGGCGAAGTTATTAAGCGAGAGGTGTCATATCAATG 720
721 TGTTATATATGCCTGTGTTGCGAATTTGACCTCAGATCAGGCAAGACTACC 771
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Fig. 2 The sequence of the /TS region of Craspedacusta from Qingdao
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Fig. 3 The conserved domains of the /7S region of Craspedacusta from Qingdao
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Abstract: The ribosomal RNA gene internal transcribed spacer (ITS) region of Craspedacusta from Qingdao was
isolated using the polymerase chain reaction followed by sequencing. Homology and phylogenetic analyses re-
vealed that the ITS region of Craspedacusta showed a high similarity with Craspedacusta sowerbyi (>93%). Si-
multaneously, our results showed that this region is closely related to C. sowerbyi using a phylogenetic tree. The
present data suggest that the Craspedacusta from Qingdao are closely related to C. sowerbyi. This is a new study

about Craspedacusta in Qingdao.
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