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The rapid deter mination of reducing sugar in honey
SHI Jian-guwo ,MA Yao-hong,YANG Yan,ZHANGLi-qun,
YAN GJurrhui ,MEN G Qing-jun JIAN G Hong-bin

( SinoJapanese Friendship Biotechnology Research Centre of Shandong
Academy of Sciences,Jinan 250014, China)

Abstract :Reducing sugar in honey was determined with both analyzer and ordinary method. The resultsindicate
that the reducing sugar can be determined with the analyzer more accurately and rapidly , CV =0.006, S =0.
41 ,and its recovery is 99. 3 %.

Key wor ds:reducing sugar ; Fehling’ s reagent ; honey ;reducing sugar anayzer

( 23 )
SARS Related coronavirus and itsrelationship with animal coronavir uses

ZHAN G Xiarrsheng ,WAN G Shao-jie ,REN Yan ,WEI Yarrli L1 Hong mei , YAN G He-tong
( SinoJapanese Friendship Biotechnology Research Centre of Shandong

Academy of Sciences,Jinan 250014, China)

Abstract : The sequencesof ike glyooprotein genesof Sx human coronavirus strains five avian infectious brorn-
chitisvirus strains,four murine hepatitis virus strains, seven bovine coronavirus strains,two feline coronavirus
strains,nine porcine coronavirus strains (epidemic diarrhea virus transmissble gastroenteritis virus) four canine
coronavirus strains and five SARS coronavirus strains were conpared by software DNAstar. It is shown that the
sequence consensus of human coronavirus pike glycoprotein genesis 27.2% 99.5 %;that of avian infectious
bronchitisviruses is 81. 5% 100 %;of feline coronavirus strains is 79. 5% 89. 6 %;of bovine coronavirus
strainsis97.7 % 100 %;of canine coronavirus srainsis 64.9% 98.8 %;of SARSreated coronavirusis 99.
9% 100 %. The sequence consensus of Pike glycoprotein genes of SARS coronavirus strains compared with
forty-two other coronavirus strains is lower than 30. 8 % ,which indicates that SARSrelated coronavirus might
not evolve from the other kind of viruses,but it isa new kind of virusthat humankind has never touched before.
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