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Fig. 1 Likelihood map of Phytophthora PL gene family data

Note: A:; Points inside an equilateral triangle; B: Probabilities of three

topologies; C: Tree-like regions probability is 92. 1%.
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Fig. 2 Phylogenetic tree of Phytophthora PL gene family using the Neighbour Joining method
Note: Phylogeny is unrooted. The numbers at the nodes indicate percentage bootstrap values of the 1 000 bootstrap replicates,only values greater than 50

are shown. Pin=P. infestans, Pso= P. sojae, Pra= P. ramorum.
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Phylogenetic Classification of Pectin Lyase Gene Family in the Genus Phytophthora

QI Ming-xing' ,ZHU Jie-hua' , YANG Zhi-hui' , Yang Yu-rong® ,ZHU Li-dan'
(1. College of Plant Protection, Agricultural University of Hebei,Baoding, Hebei 071000;2. Academic Affairs Office, Agricultural University of
Hebei, Baoding , Hebei 071000)

Abstract: The protein sequences of pectin lyase gene family of Phytophthora were used to construct phylogenetic tree
using neighbor-joining and minimum-evolution methods. According to the formed clades, classification and distribution of
PL gene family were determined. The objective of this study was to investigate the classification of PL gene family of
Phytophthora fungi and the gene distribution among different species of pathogens,which could laid the foundation of the
relationship between the species specificity of pectin lyase genes and host specificity of pathogens. The results showed that
the tree was divided into 11 clades, which were nominated as PL1~ PL11, repectively. Of 11 clades,5 ones (i. e. PL1,
PL6,PL7,PL10 and PL11) were shared by three Phytophthora species i. e. P. infestans, P. sojae and P. ramorum and
PL8 was shared by P. sojae and P. ramorum. Nevertheless, three Phytophthora species had species-specific one or two
clades. PL4 was specific to P. ramorum, PL3 and PL5 were specific to P. sojae and PL2 and PL9 were specific to P.
infestans. The clades of phylogenetic tree were used to classify and nominate PL gene family of genus Phytophthora. The
relationship of the division of PL gene family of Phytophthora pathogens and host specificity of pathogens was analyzed.
Key words: Phytophthora;pectin lyase;phylogenetic; specificit
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