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¥k« Sanger M7 LA K A= FE R 2008 B A BOR, TR e
el 2 BT s DAL A v 5 o0 SR R DR R AR AR e, D
I Gl 92 TR RN RE 5 4, DA SAN [ Tl A R TR 1) 4% R
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K HASVE = SO H AR 105 KRB B HEAT T 2047
WS E T BRI R 3 K2 S 8 AP, JRPE N
TWHERAS MR R RGO G PR E Gy 2 75
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T T REREN AR R, Al A% 5L R
T A 2 S B ).
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i FH A BE R ALY R 1K) SNP, v LAk A5 58 s it b7
FE BB RIFP R R B, W R AR IR a5k, 3R
AT Y BRURE BRT 1Y) 2 A48 20y 3, 5 RAHTI 3 4
5p 3R AR 5 OKF R 2) 32 (Branch 0~4) IR
K. RGO E WS SR o AR ) BL S SR AR N
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PG (290 2 B A TE RN AT S 1) 5 R B 1
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From Phylogenetics to Phylogenomics: a Brief Review to the Evolutionary
Researches of Yersinia pestis

CUI YuJun, SONG YalJun & YANG RuiFu

State Key Laboratory of Pathogen and Biosecurity, Beijing Institute of Microbiology and Epidemiology, Beijing 100071, China

Since 1990s, genomics has been serving a more and more important role in bacterial researches, especially in the
evolutionary studies of pathogens. Numerously novel findings in this area are achieved with the accumulation of the
flooding genomics data. Here we focused on the history of evolutionary researches of an important human pathogen,
Yersinia pestis, which undergoes dramatic changes from the traditional phylogenetics analysis based on polymorphisms

of specific alleles in genomes, to the phylogenomics studies involving whole genome-wide variations of large amount

of strains.
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