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Bootstrap consensus tree based on maximum likelihood, inferred from analysis of the 28S rDNA fragment of Cichlidogyrus philander in relation to other taxa. Values along branches indicate percentage bootstrap support for maximum likelihood and maximum parsimony methods (ML/MP). Nodes without bootstrap values had support lower than 50% and were omitted or represented with a dash.
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Measurements used in this study. Abbreviations: VB ventral transverse bar: x length of one ventral bar branch, w ventral bar maximum width; DB dorsal transverse bar: h length of auricle, x total length, y distance between auricles, w maximum width; GR gripus: a total length of gripus, b blade length, c outer root length, d inner root length, e point length; MCO male copulatory organ: Ap accessory piece length, Pe penis total length, He heel length; U uncinulus: ul uncinulus length.


    

  