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Construction and Evaluation of cDNA Library from Jute Seedlings
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Abstract Construction of the full-length cDNA library of jute is significant value in genetic and function research. With a well
known jute (Corchorus capsularis L.) cultivar Minyin no.1 as material, a full-length cDNA library was constructed using Creator
SMART cDNA Construction Kit technology. This library had a capacity of 1.9x10° pfu/mL and the insert sizes was about 0.5~2.0 kb
based on PCR analysis of 86 randomly chosen clones. The results suggest that the cDNA library of jute should have been constructed
successfully.
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MRE= IRl 4H 24 09F 7T 1K) & J2 (Kikuchi et al., 2003; Kim et al.,
cDNA JE RIS HEMAEMNE— ek E 2006; Seki et al., 1998; Carninci et al., 2003).
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Figure 1 Electrophoresis of total RNA isolated from Corchorus
olitorius L. Minyin no.1

1.2 cDNA &%
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T (%) 400 ng), EZHfERAT 20 MERYHE, M
T 3545 52 B CDNA 155 — 5% o B PR I 45 52 2 1 (]
2): ¥IBUR RIT, cDNA KZREU T 0.3~5 kb
28], Hrp, £ 1.0~25kb Z M HI4& e, UiHiX
AN XK cDNA 73 A B 3 4R, 145 R A U ds
CDNA 584 8 1K

1.3 cDNA 143 2%
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Figure 2 Electrophoresis of ds cDNA

Note: M: A-HindITI/EcoR I digest DNA marker; 1: Minyin no.1

M134 5 6 7 8 91011 12 13 14 1516 17

K 3 #JFk ds cDNA 4 CHROMA SPIN-400S #3732 73 &5
¥E: M: HindIII/EcoR T B§1J) ¥ ADNA; 1~17 HE S

Figure 3 ds cDNA of jute size fraction by CHROMASPIN400
Note: M: A-HindIII/EcoR I digest DNA marker; 1~17: Tube
number
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1584 bp
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546 bp

4 5 EALT R

#: M: HindIII/EcoR T E P ADNA; 1~10 AffH A F Bt PCR
R

Figure 4 The Detection of colonies

Note: M: A-HindIlI/EcoR I digest DNA marker; 1~10: The
PCR product of insert size
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