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MRNA Differential Expression

of Camellia sinensis under Drought Conditions
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Abstract: 20% PEG-6000 was used for simulating drought treatment to Camellia sinensis cv. Fuding-dabaicha clone.
mRNA differential display reverse transcriptase polymerase chain reaction (DDRT-PCR) was used to study the
mRNA differential expression between drought stress and irrigated control. One down regulated gene was found
under drought stress. Sequence analysis and homology alignment showed that N3_s showed 75% homogenicity with
the Camellia sinensis clone Sajin tea leaf mutant color tag S31.B15 genomic sequence (Accession: DQ443473.1). It
was suggested that the fragments N;_5 was related to drought tolerance mechanism of tea plant according to the
functions of their homologous sequences.
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Table 1 Composition and nature of the primers
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Primer Name Sequence Name Sequence Name Sequence

e 519 AP, 5'-Oligo d(T);;A-3’ AP, 5'-Oligo d(T);1G-3’ AP; 5'-Oligo d(T);C-3’

Anchored primer

BEHLS RP, 5'-TACAACGAGG-3' RP; 5'-GGAACCAATC-3" RPy; 5'-TGCTGGTGG-3'

Random primer RP, 5- TTTTGGCTCC-3"  RPg 5-CTGCTTGATG-3" RPy, 5'-TGCTGGTAG-3’
RP; 5'- TCGGTCATAG-3" RPy 5'-CTTTCTACCA-3’ RP;s 5'-TGCTGGGTG-3'
RP4 5'- GATCTGACAC-3' RPy 5'-GATCGCATTG-3" RPys 5'-TGCTGTATG-3’
RPs 5'- GATCAATCGC-3' RPy; 5-GATCTGACTG-3" RPyy 5-TGGAGCTGG-3'
RPg 5-GGTACATTGG-3" RPj, 5'-TGCTGGGGA-3' RP;g 5'-TGTGGCAGG-3’
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Fig. 1 Morphological changes of Camellia sinensis cv.Fuding-dabaicha under irrigation and drought
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Fig. 2 Agarose gel electrophoresis detection of total RNA samples
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Fig. 3 DDRT-PCR amplified result with different primer combination

e Nx-z, NZRUWIMRE, x ZoRMEs5I1 S, 2 ZoRBNLGIWT 5 PaYy,, PY RIRACHAE, a RoRAEBIN (], x. z &R
ﬁXﬁJ_o M: 200bp DNA Ladder Mark, 1: N3_2y 2: P1Y3,2; 3: P2Y3_2y 4: P3Y3,2y 5: N3_4,6: P1Y3_4y 7: P2Y3,4y 8:

P3Y3.4, 9: N3, 10: PyYss, 11: PyYss, 12: P3Yss,
Pi1Ys00, 19: P2Y3.40, 20: P3Y3q00

13: Nig, 14: P;Ysg, 15: PyYsg, 16: P3Yss, 17: Nijo, 18:

Note: In Nx-z, N means contol, x means anchored sequence, z means random sequence. In PaYx-z, a means treatmented time, x and z
mean that of the former. M: 200 bp DNA Ladder Mark, 1: N3, 2: P1Y3., 3: P2Y3., 4: P3Y3.,, 5: N34, 6: P1Y3.4, 7: P2Y3.4, 8:
P3Y3_4, 9: N3_5, 10: P1Y3_5, 11: P2Y3_5, 12: P3Y3_5, 13: N3_3, 14: P]Y}.g, 15: P2Y3_g, 163P3Y3_3, 17: N3_10, 18: P1Y3_10, 19: P2Y3_10,

20: P3Y3_10.

& 4 % PCR
Fig. 4 PCR amplified result of colony

W PHPETRE: 1. 4. 9. 200 255 BIMEWEE: 15,
Note: Positive cloning: 1, 4, 9, 20, 25. Negative cloning: 15.
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Fig. 5 Comparison on the similiarity of Base sequence of N3-5 alignment with Sajin
tea leaf mutant color tag S31.B15 and AM461193.seq
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