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3 . GST-hBLyS
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Fig 2 The sketch map of the construction of
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Fig 3 Restiction map of recombinant
plasmid pGEX 4T -1/ hBLy S
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The partial sequencing results of recombinant ex pression plasmid pGEX 4T -1/ hBLy S
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Construction of Recombinant Plasmid of GST-hBLyS Fusion Protein Gene
and Expression of GST-hBLyYS Fusion Protein in E. coli BL21

ZHANG Zhifangl, ZHANG Chun yanl,
FU Yong shuiz, LINXueyanl, PAN Jingyunl
(1. Zhongshan Medical School, Sun Yat sen (Zhongshan) University, Guangzhou 510089, China;
2. Guangzhou Blood Center, Guangzhou 510095, China)

Abstract: The human B lymphocyte stimulator (hBLyS) gene, a 858 bp DN A fragment, was amplified by RT -
PCR using a pair of primers which were designed and sy nthesized according to the hBLyS gene sequence in Gen-
Bank. The hBLyS gene was cloned into pGEX 4T -1 plasmid, a GST expression Vector. The recombinant ex-
pression plasmid of pGEX 4T -1/hBLyS was transformed into E. coli BL21. The recombinant GST hBLyS fu-

sion protein was expressed after induced by IPTG in E. coli BL2I.
Key words: hBLyS; gene expression; fusion protein

( 1)
The Scale Effect of « Diversity Measurement in Forest
Community Succession Series at Heishiding Nature Reserve, Guangdong

WANG Yong fan, YU Shixiao, HUANG Xiang, LIU Wei giu
(School of Life Sciences, Sun Yatsen (Zhongshan) University, Guangzhou 510275, China)

Abstract: The adiversity on different spatial scales and the fractal powerdaw relationship between a diversity
and sample size in coniferous broad1eaved mixed forest and evergreen broad leaved forest at Heishiding nature
reserve in Guangdong Province, were studied, using transect sampling, with species richness index and Shannon
index analysis. The results showed that, adiversity indices values abruptly increased at the beginning and then
kept steady while scale enlarged, indicating the strong influence of scale on adiversity in some scale ranges on
the two transects. The sampling scale of o diversity on evergreen broaddeaved forest transect is obviously greater
than that with coniferous broad leaved mixed forest transect, based on the scale changing curves of a diversity
indices. The fractal powerdaw relationship of a diversity indices versus sample scales on coniferous broad leaved
mixed forest transect is significant than that with evergreen broad Jeaved forest transect. It shows that the ever-
green broadleaved forest transect had greater spatial variation on community structure than that with the conif-
erous broad leaved mixed forest transect. The problem of standard sampling scale in « diversity research is dis-
cussed as well, the concept of relatively maxima expression scale ( RMES) is proposed.

Key words: coniferous broad deaved mixed forest; evergreen broadeaved forest; o diversity; scale; transect

sampling; fractal analysis; relatively maxima expression scale



