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Abstract

<SPAN lang=EN-US style="FONT-SIZE: 10pt; LAYOUT-GRID-MODE: line; FONT-
FAMILY: 'Times New Roman'; LETTER-SPACING: 0.2pt; mso-bidi-font-size: 12.0pt;
mso-fareast-font-family: J5 iIF B4 f#{4; mso-font-kerning: 1.0pt; mso-ansi-language:
EN-US; mso-fareast-language: ZH-CN; mso-bidi-language: AR-SA">Phylogenetic
reconstruction among various organisms not only helps understand their
evolutionary history but also reveal several fundamental evolutionary questions.
Understanding of the evolutionary relationships among organisms establishes the
foundation for the investigations of other biological disciplines. However, almost all
the widely used phylogenetic methods have limitations which fail to eliminate
systematic errors effectively, preventing the reconstruction of true organismal
relationships. “ Long-branch <SPAN style="TEXT-TRANSFORM:
uppercase">a</SPAN=>ttraction” (LBA) artifact is one of the most disturbing factors
in phylogenetic reconstruction. In this review, the conception and analytic method
as well as the avoidance strategy of LBA were summarized. In addition, several
typical examples were provided. The approach to avoid and resolve LBA artifact has
been discussed.</SPAN>
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