W24 S W 4 A FEHR Vol.22 No.5
2018 4 10 H Life Science Research Oct. 2018

DOI:10.16605/j.cnki.1007-7847.2018.05.004

Gateway S ARHIEFFRZE=SEK cDNA XEK
EST I Fr 53 th

;}5‘7 A ?Jﬁ *’ i]’—’:‘ 7},‘}*
(P EREBCE 8 R AEA AT, TP EILZR MR 264003)

W EAFEIFIRARAZHRTAMT &, VORI H F 3 £ 4, BB F 4K cDNA 5 Gateway 4
PREAK pDONR222 40, M2 T HF T IR 4 K cDNA L& EFESA A REY 300 R¥E Lk RE
F 4 5.76x10° CFU, 46X 5 BL X/ %4 1~3 000 bp, TLLE % 100% (24/24), 3] T SR E A a4k, AR
% 3B 3E AT & 1K 7 5] 47 4 (expressed sequence tag, EST)M| 5, 35| 2 639 4 % i &4 EST /57, ¥4z )5 3%k 13
1 895 4-3F & & #9°f — & 5 5 7 (unigene), 5 NCBI #) NR 2 4% & B /R s st A7 & 90, 324 1 533 % unigene
(80.9%)5 C 4 AR A L EWRF R, GO S ELERB T FHFRhERZLARES FHRERT, L4 MEINLE
HEFT & o] 3k %, b cDNA XER TR TH Fhae AW a5 # A BE JF it 5l 2 EST M A AL H ¥ cDNA
R EE

KR HF; cDNA LE; Gateway 3 R ; £ 3& 55474 (BEST); A B 4

hESES: Q781 XERFRIZED: A MEHS: 1007-7847(2018)05-0370-05
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Analysis of Expressed Sequence Tags (ESTs) from Jerusalem
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Abstract: A full-length ¢cDNA library was constructed from the tuber of Jerusalem artichoke by recombinating
the full-length ¢cDNAs with the Gateway donor vector of pDONR222 for gene discovery and functional char—
acterization. The ¢cDNA library quality analysis showed that the capacity of original library was 5.76x10° CFU.
The inserted fragments were mainly in the range of 1~3 000 bp and the recombination rate was 100% (24/24).
These results indicated that the ¢cDNA library had a high quality. EST sequencing was conducted and 2 639
high—quality ESTs were obtained, and 1 895 unigenes were obtained after assembly. NCBI database (NR)
homologous alignment analysis showed that a total of 1 533 unigenes (80.9%) had significant homology with
known genes. GO classification showed that the proportion of binding and catalytic activity were highest a—
mong the molecular function taxon. The ¢cDNA library can be well used for functional genomics, novel gene
screening, high—through EST sequencing and the preparation of cDNA microarray of Jerusalem artichoke.
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notation
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Fig.1 Agarose gel electrophoresis of total RNA and
mRNA

(A) Electrophoresis of total RNA from Jerusalem artichoke
tuber. 1, 2: Total RNA; M: DNA marker. (B) Result of mRNA
electrophoresis. 1: Purified mRNA.
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Fig.2 PCR analysis of the insert size in the cDNA library

1~24: PCR products for clones selected randomly; M: DNA marker.
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