,2014,43(2):129-134
Journal of Henan Agricultural Sciences

1 1 2
’ ’ ’ ’ ’

(1. s 4041005 2. s 215123)

[N
[N
)

(Serpins) Spil \Spi2

) RT-PCR. PCR Western blot , 6
mRNA , . ., Spil
5 ) (MSG) (PSG) )
Spil , Spi2 MSG
; Western blot ,SPI1 4 ; 5 ;
Spil ; ,
) Spil LSPI1
o Spi mRNA .
3 Spil 3 Spi2 ; SPI1 ;
: S881.271 : A : 1004-3268(2014)02-0129-06

Gene Expression of Serine Protease Inhibitor (Serpins) Gene
and Relationship with Ratio of Cocoon Shell in

Silkworm , Bombyx mori
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Abstract: In order to ascertain molecular mechanism of serine protease inhibitor which is related
to the differences of silk synthesis between the male and female of Bombyx mori ,the mRNA and
protein expression levels of serine protease inhibitor gene in larvae silkgland of different genders
and varieties of Bombyx mori were investigated by RT-PCR, Real time PCR and Western blot.
Meanwhile, the cocoon shell ratio was measured. It was showed that Spil gene began to express
in the late fifth instar larvae and had a high expression quantity in MSG and PSG,while Spi2 was
expressed in MSG,head and the body wall. The Spil gene expression time of male silkworm was
longer than that of female in silkgland and midgut. Western blot result showed that SPI1 was ex-
pressed from four molting stage in male whereas only expressed in the late fifth instars in female.
However, the expression and protein translation of Spil gene in silkgland of male silkworm lasted

longer than that in silkgland of female. In varieties, the ratio of cocoon shell of Jingsong were high
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in either male or female, which was consistent with the higher expression level of Spil in

silkgland than other varieties, which basically reflected positive correlation between SPI1 protein

and ratio of cocoon shell.
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