i 4% HEREDITAS (Beijing) 28(11): 1445~1450, 2006

DOI: 10.1360/yc-006-1445

AoRsEREF—EEET MM —FEANERE

::F 2@1,2’ gjﬁj]z 7.2

(1. =R SRR AN E L%, BW 650091; 2. ff EEHEBE RSO Siaiie 5 7 T S s, BY 650023)

% B AWERNARIARG R N RE R B IR R T IRE I FIER A E R R R B H 8 AE K
MRS R R R A %X — 8 5 T NS WA, X145 87 28 R H B B8 A iy 2 I — S iR N i fR . S
T N E SRR GR B B IS DL M O ERAT AN, IR T e H R AR I ) DL K Sk A A R AN
SERE I T .

KR RAREY, ERA%, RERKGFEFAY, FHERM Y, 2R Y%
PESES: QL1 XHERFRIRED: A X E S 0253-9772(2006)11-1445-06

s

Phylogenomics——An Attractive Avenue to Reconstruct
“Tree of Life”
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Abstract: The successive start-up of genome project in recent years has far-reaching impact on present phylogenetic
studies. A new synthesized discipline— “Phylogenomics”, combing genomics with phylogenetics together, is emerging,
and becomes an attractive avenue to reconstruct “Tree of Life”. In the review, the conception and analytic method of
phylogenomics are summarized. The potential problems are also suggested.
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