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Research on Tissue Culture and Plant Regeneration of Peperomia obtusi folia

JI Chunryan' , LI Ruryi’ s ZHANG Car1i* , WANG Zhu!
(1. Institute of Life Science and Technology » Mudanjiang Normal University, Mudanjiang, Heilongjiang 157012; 2. Institute of Horticultural,
Northeast Agricultural University, Harbin, Heilongjiang 150030;3. Qigihar Gannan No. 2 Middle School,Gannan, Heilongjiang 162100)

Abstract; Taking the round leaf segments of pepper stems as test materials, the effect of 6-BA,NAA,IBA on pepper
grass callus induction, adventitious bud differentiation and plantlet rooting were studied, to filter out the callus and
shoot induction of differentiation and the best rooting medium. The results showed that MS—+ 1. 0 mg/L + NAA
0.1 mg/L for the conduct of callus induction, callus and adventitious buds optimal differentiation medium,1/2MS-
NAA 0.5 mg/L+0.5% activated carbon were the best medium for in wvitro rooting culture.
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FCCTAGCCATTGGCACAG?TACCCCCGACCACTGTGTCTACCAGTCTGATTATGCTGATT
TCTATTTCAGGGTCACTAAGAGCGAGCACATGACTGCGTTGAAGAAGAAGTTCAATCGCA
TATGTAAGTATATTCATGCATTAATTTCTTACATGCATAACAGTTCTGTATATATGTGAC

TGACACTAGGTGAGGCTCACCTCCAAGTGAATGAATGTTGCAATCTTTCTAGAGTATAGC

TTTTAGATAAAATACTACAGAAAACTTGAAAATTATTTTACTTCAGTAGCTAATATTCAT
TTCATCTGACTTAAATGGCTTGAAGAGCTGTTCTTTGAATCATGTCGCATTGCCAGCTAT
AATTAAGAATAACCTTCTATACTTGCTTCAATGTTAAATGCATGTCGATCATCTTCAACG

ATATTCTATATCACTTGTTGATTGGTAAAACTAATGTGTTCATGTTATTTCATTTACAGG
TGACAAATCCATGATCAAGAAGCGTTACATTCATTTGACCGAAGAAATGCTTGAGGAGCA
CCCAAACATTGGTGCTTATATGGCTCCATCTCTTAACATACGCCAAGAGATTATCACTGC
CGAGGCACCCAAGCTCGGTAAGGAAGCAGCACTGAAGGCTCTTAAAGAGTGGGGTCAGCC
TAAATCGAAGATCACCCACCTTGTATTTTIGTACCACCTCAGGTGTAGAAATGCCTGGTGC
AGATTATAAACTCGCTAATCTCTTAGGCCTCGAACCATCTGTCAGAAGAGTGATGTTGTA
CCATCAAGGGTGCTATGCAGGTGGAACTGTCCTTCGAACCGCTAAGGATCTTGCAGACAA
TAATGCAGGAGCACGAGTTCTTGTGGTGTGCTCTGAGATCACAGTTGTTACATTTCGCGG
CCCTTCCGAAGATGCTTTGGACTCTTTAGTTGGCCAAGCCCTTTTTGGTGATGGGTCTGC
AGCTGTAATTGTAGGATCAGATCCGCATATCTCAATTGAACGACCACTCTTCCAACTTGT
CTCAGCAGCCCAAACATTTATTCCTAATTCTGCAGGTGCCATTGCAGGAAACTTACGTGA
GGTGGGACTCACCTTTCATTTGTGGCCCAATGTGCCCACTTTAATTTCTGAGAACATAGA
GAAATGTTTGACTCAGGCTTTTGACCCACTTGGTATTAGCGATTGGAACTCGTTATTTTG
GATTGCTCACCCAGGTGGCCCTGCAATTCTTGATGCAGTTGAAGCAAAACTCAATTTAGA
TAAAAAGAAACTCGAAGCAACGAGGCATGTGCTAAGTGAGTATGGAAACATGTCAAGTGC
ATGTGTGTTGTTTATTTTGGATGAGATGAGAAAGAAATCCCTTAAGGGGGAGAGGGCCAC
CﬂCGGGTGﬂAGGATTGGHTTGbGGHGTﬂTTATTCGGTTT

2 “ »

Fig. 2 Amplification product sequence of cabernet franc
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Note: Underlined for the intron,two sides for part of the exons.and in the boxes for the PCR primers. respectively.
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Fig. 4 Homology multiple comparison analysis of introns
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Fig. 5 Homology multiple comparison analysis of amino acids

Note: Conserved amino acids (Cysteine)is indicated by a box ,underlined sequences are conserved motifs, respectively.
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Cloning and Sequence Analysis of Resveratrol Synthase Gene

from Different Wine Grape Varieties

SONG Chang-zheng, ZHANG Zhen-wen
(College of Enology, Northwest Agriculture and Forestry University, Yangling, Shaanxi 712100)

Abstract: Red grape varieties ¢ Cabernet Sauvignon’, ¢ Cabernet Franc’, ¢ Pinot Noir” and white grape variety

‘Riesling” were used as test material, the DNA from leaf tissue with modified CTAB method were extracted,and get

the resveratrol synthase part gene segments of four different wine grape varieties with PCR method. The results

showed that amplification product of ‘Cabernet Sauvignon’, ‘Cabernet Franc’, ‘Pinot Noir” were all 1 419 bp,yet it

was 1 417 bp as for the white grape variety ‘Riesling’. The gene sequences homology was quite high(above 90%)

between the obtained four gene segments and the same gene of vitis riparia(No. in Genbank: AF128861)according to

the sequence multiple comparison analysis. Homology of the exons was higher than introns; when it came to red grape

varieties of the same strain, red grape varieties of different strains, red grape varieties and white grape varieties,

sequences homology declines successively.
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