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28S rRNA
185 rRNA

BT o BT i 20 A AL PALEL RN A HL k]

1: IMANHEERNA; 2: JILALE RNA
Fig. 1 Total RNA isolated from hemacytes and muscle of
Fenneropenaeus chinensis

1: total RNA from hemacyte; 2: total RNA from muscle
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M: DL 2 000 3Tttt 1: M40 mRNA; 2: LA mRNA
Fig. 2 mRNA from hemacytes and muscle of Fenneropenaeus
chinensis

M: DL 2 000 marker; 1: mRNA from hemacyte; 2: mRNA from muscle
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Fig. 3 Synthesis of double-strand ¢cDNA from hemacytes and
muscle of Fenneropenaeus chinensis

M: 1 kb marker; 1,2: double-strand ¢DNA from hemacytes and muscle
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Fig. 4 Identification of ¢cDNA library from hemacytes of
Fernneropenaeus chinensis

M: DL 2 000 marker; 1-10: PCR products of 10 clones from primary ¢DNA library
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Fig. 5 Identification of cDNA library from muscle

of Fernneropenaeus chinensis
M: DL 2 000 marker; 1-10: PCR products of 10 clones from

primary ¢cDNA library
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Construction of ¢cDNA libraries from Chinese shrimp Fenneropenaeus
chinensis “Huanghai No. 1”

LI Ji-tao, LI Jian, CHEN Ping, LIU Ping, HE Yu-ying, WANG Qing-yin

(Key Laboratory for Sustainable Utilization of Marine Fisheries Resources, Ministry of Agriculture; Yellow Sea Fisheries Research Institute,

Chinese Academy of Fishery Sciences, Qingdao 266071, China)

Abstract: cDNA libraries provide useful resources for functional genomic research. In order to discover and understand
the molecular mechanism of Chinese shrimp Fenneropenaeus chinensis “Huanghai No.1” . Two ¢cDNA libraries from
hemacyte and muscle were constructed using the technique of switching mechanism at 5" end of RNA transcript
(SMART). Total RNA were extracted and mRNA were separated and purified. After digested with restriction enzyme
Sfi I and fractionated with CHROMA SPIN™-400 columns, ¢cDNA fragments longer than 400 bp were collected and
ligated into the Sfi I -digested A TriplEx2"™ vector. The ligation mixture was packaged into lambda capsids using
the Packagene” Lambda DNA Packaging extract (Promega) to generate full-length hemacyte and muscle libraries
of Fenneropenaeus chinensis. The titers of un-amplified libraries were 0.77 x 10° pfu/mL for the muscle library and
236 x 10° pfu/mL for the hemacyte library, and the titers of amplified libraries were 3.0 x 10° pfu/mL for the muscle
library and 5.6 x 10° pfu/mL for the hemacyte library. In order to detect quality of these libraries, inserted fragments
were amplified with sequencing primers. The sizes of the inserted fragments ranged from 400 bp to 2 000 bp. Quality of
these ¢cDNA libraries is good enough for further cloning of hemacyte and muscle specific expression genes in hemacyte
and muscle. [Journal of Fishery Sciences of China,2009,16 (5): 781-785]
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