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1 Epistylis plicatilis

CCAGCAGCCG CGGTAATTCC AGCTCCAAAA GCGTATATTA AAGTTGTTGC AGTTAAAAAG 60
CTCGTAGTTG AAATTCTGGC TGTATTGGGC CTTTGCTTTC ATGCGAAGGA ACCAGCAGTC 120
ATCCGCTTGC AAGTACATGC TCTTCCTTAA CCGGTAGACT GTATAAGTAA GCATTTTACC 180
TITGAGAAAAA CAGAGTGTTC CAGGCAGGTT TGTCCGGAAT GCATTAGCAT GGAATAATAG 240
TATGACTGAG GTCGATTTAT TGGTTAGAGA CTTTAGTAAT GATTAATAGG AACAATCGGG 300
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GGCATTGGTA CTTGTCAGTC AGAGGTGAAA TTCTTGGATT TGACAAAGAC TAACTGATGC 360
GAAAGCGTTT GTCAAGAATG TTTTCATTAA CAAGAACGAA AGTTAGGGGA TCAAAGACGA 420
TCAGATACCG TCCTAGTCTT AACTATAACT ATACCGACTC GGATTCAGAT GAATATCAAA 480
GTTCATTTGG GACCGTAGGA GAAATCAAAG TCTTTGGGTT CTGGGGGGAG TATGGTCGCA 540
AAGCTGAAAC CTTAAAGGAA TTGACGGTTT TGCACCACCA TGGAGTGGAC GTGCGGCTTA 600
ATTTGACTCA ACACTGGGAA ACTCATCAGG GCAAGAAGAT TTTAGGATTG ACAGATTGAG 660
AGTTCTTTCT TGATTGTCTA GTGGTGGTGC ATGGCCGTTC TTAGTTGGTG GAGTGATTTG 720
TCTGGTTAAT TCCGTTAACG AACGAGACCT TAACCTGCTA ACTAGTACTT TGATTTTCAA 780
TCGGAGTTAC TTCTTAGAGG ACTATGTGAT GTAATCACAT GGAAGTTTGA GGCAATAACA &0
GGTCTGTGAT GCCCTTAGAT GTCCTGAGCT GCACGCGCGC TACAATGACA CATTCAACGA 90
GTATTTCCTG ACCCGAAAGG GCTCGGGTAA TCTTTTTAGT GTGTGTCGTG ATAGGGATAG  9%0
ATCTTTGTAA TTATGGATCT TGAACGAGGA ATTCCTAGTA AGCGCATGTC ATCAGCATGT 1M40
GCTGATTACG TCCCTGCAAA ATGTACACAC CGCCCGTCGC TATTACCGAT TGGGTGTATA 1100
GGTGAACCTT CTCGACAGTC GCAAGACTAG AAATTAAGTA AACCTTTACA CCTAGAGGAA 1160
ATAAAAGTCG TAACAAGGTT TCCGTA 1186
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Knu(‘,
E. plicatilis 0
C campylum 0244 8 0.000 0
G chattoni 02810 0. 067 8 0 000 0
V. comullaria 0 1019 02772 0326 6 0000 0
O. hennegwi 0 089 1 0 2657 0287 1 0042 8 0 0000
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Sequence Analyses of 16S rRNA Gene from
Episwylis plicatilis (Ciliophora)

X

CHEN Yuegin » XU Ruilin, ZHAOJin, QU Lianghu, SHEN Yunfen

Abstract: A method for In Situ PCR amplification of pwotozoa rDNA was developed, which made it
possible to analyze natural populations and solve the poblems arising from the analysis of rRNA gene
for those organisms that are difficult or impossible to propagate in the lab. The 16S rDNA of Epistylis
plicatilis (Ciliophora) was amplified and sequenced with this method. Using sequence analyses and
comparisons, the systematic relationship between Epistylis plicatilis and other species of Ciliophora was
discussed.
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