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Study on the obtaining of sterile explants and callus induction
of Carpesium macrocephalum Franch et Sav

L 1Yu-ping*”WANGY ong-hong’, ZHANG Qiang’, FENG Jun-tao’, ZHANG X ing’
(aCollege d L if e Sciences bB iorational Pesticides Research and D evelqpment Center,

N orthwest A & F U niversity, Yangling, Shaanxi 712100, China)

Abstract: It was the first time to induce the callus of Carpesium macrocephalum Franch et Sav by tak-
ing its root as the explants from its seeds in thispaper. The results indicated that the asepsis gem ination
rate of seed anounted to 98 80% w hen its seedsw ere sterilized w ith 70% aloohol for 5 min, then 50%
N aClOs for 30 minutes It alo showed that such factors as basic media, types and concentration of hor-
mones had a great effect on the induction rate, grow th and brow ning time of the callus The proper callus
induction mediaw ere selected by orthogonal design,more-over, the kind and suitable level of homonew ere
ascertained T he basic mediaw ere the critical factors to callus induction, then NAA , the optimum medium
for callus induction of Carpesium macrocephalum Franch et Sav wasBs+ NAA 3 Omg/A + 6BA Q 2
mg/A. M oreover the best effectsw ere obtained by usingNAA of 2 0- 3 OmgA + 6BA Q 2- Q 4mg/L
in Bs 0lid medium s The induction rate of the calluswas 100%, and the calluswas primrose yellow and
loose By adding 500mgA Vcor 10 000mgA PV P, the callus kept primrose yellow and vigorous

Key words compositae plant; Carpesium. macrocephalum Franch et Sav; explant; disinfector; callus in-

duction
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Ethanol fementation from cellulose by expression of cellobiase
gene and disruption of GPD 1 in Saccharamyces cerevisiae

ZHANGL iang’, SH | Gui-yang’, W ANG Zheng-xiang’, ZHANG Ke-chang*
(aL aboratory B ianass Resources, School B iotechnology; b The K gy L aboratory o Industry B iotechnology,
M inistry d Education, Southern YangtzeU niversity,W uxi, J iangsu 214036, China)

Abstract: A ccording to homologous recombination theory, fglucosidase gene bgl II from T richodema
reesei w as integrated into the key enzyme gene GD P 1 of the glycerol metabolisn pathway from industrial
Saccharamy ces cerevisiae chromosome DNA. A nd multi-copy recombinantsw ere screened through increas
ing G418 concentration in themedium. Itw as show n, based on the study, that cellobiose utility capability of
the recombinantsw as increased, glycerol productivity of thatw as decreased, and the bg! II gene expression
w as stable in the host cell No mpact on the cell character gppeared after the introduction of extrinsic
gene, but the cells fluctuated w hen grow ing W hen compared w ith parent industrial S. cerevisiae Y to fer-
ment w ith microcrystalline cellulose for rav material incorporation cellulase, ethanol strength increased by
69% and cellobiose accumulation decreased

Key words Bglucosidase; cellobiose; cellulose utility; ethanol fementation



