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M T PN 5L I BreuDFR-like/BreuAXS fRIZfig, JliiIPCR RIRACE fHI77 5k T 3 & BrcuDFR-
like/BrcuAXS LA [)cDNA FIgDNA K78, 45 REW: ZHER%ISX K1 332 bp, 4312 MR EEEE————————
Jk. XV IGDNA 4K 2 460 bp, H48 ML TRT M T, WE FAKHL 042bp, JLHHES ARG P AR A K

T, K401 bp. WETHERZAERESTTARIRER T, AOCNE Tt SRERFNITTE. S50 b IIAFRI 4R

PERMRE N Tl SRR T . WRKY #5785 6 A0 m T R IHA TEIEMYB Bk R 745 &0 mi 5. FIAE b OIINE | G

SETRRT-PCR AT R IAHI, KIBrcuDFR-like/BreuAXS BHSEE A 2 L AT L @ H B IETTE, HRERE } Email Alert

Wi, HIEYIDFR-like BEK A RERATEWI S, BTN 25 R S 2 AR AR B I Bedin i DFR-like BT

REPERTARIIAXS [IATAEYE, JLIURE AT ST SEEE T R0 L AL AL A R AL S A K slEsE

KW, RE ME O R4Sl Kk 13 AH R S
Abstract: In order to predict the function of BrcuDFR-like/BrcuAXS, both the full-length of cDNA and genomic DNA were PO L

cloned with the method of PCR and RACE and expression pattern was investigated in flowering Chinese cabbage (Brassica b FiE

rapa syn. campestris L. ssp. chinensis var. utilis Tsen et Lee) . The results indicated that the cDNA with the complete coding

region was 1 332 bp in length which encoded 312 putative amino acids. The corresponding gDNA was 2 460 bp in length ESRA

which harbored eight exons and seven introns. The longest intron was the third intron with 401 bp in length. A computer b AT

scan disclosed that the introns harbored light-responsive element, gibberellin-responsive element, defense and stress
responsiveness element, heat stress responsiveness element, WRKY and MYB binding site and so on. The semi-quantitative bR
RT-PCR analysis revealed that no detectable levels were expressed during the first stage of sampling, then transcripts were

detected during the two true-leaf, the four true-leaf, the five true-leaf and the flowering stages. Based on expression

analysis, it is more likely to encode DFR than AXS, and it may play a role of transition from vegetative growth to reproductive

growth in flowering Chinese cabbage.
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