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cDNA-AFLP analysis on transcripts associated with bolting in
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Abstract: Premature bolting, caused by low temperature in spring and summer cultivation in low land and high land re-
spectively, leads to reduction of the yield and quality of the harvested products in Chinese cabbage. Therefore, exploring
genes involved in vernalization response is important to the improvement of Chinese cabbage varieties. Here, one extremely
early bolting line (DH-54) and one extremely late bolting line (DH-43) were employed, and the cDNA-AFLP approach was
used to identify key components involved in the low-temperature required vernalization response. Of 256 primer recombi-
nations screened, a total of 191 differential expressed transcript-derived fragments (TDFs) were identified, and 82 TDFs
were sequenced. BLAST and alignments showed that 52 candidate TDFs shared high levels of similarity with genes of
known function, 22 TDFs of unknown function and 8 novel ESTs. The TDFs of known function were involved in genes
encoding enzymes working in metabolism, proteins related to stress and defense, signal transduction, and transcription
regulation, etc.
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(bp) (%) E

p63m50-1 GD254045 210 97 3e-15 %

p63m50-2 GD254046 114 95 0.001 NADPH
p64m55-1-4 GD254047 229 95 9e-35 CDC50 x
p64m55-2-4 GD254048 165 82 3e-29 KBrB017B11"
p64m56-2-4 GD254049 303

p64m56-4-4 GD254050 44 100 9e-15 AFE30M28"
p64m57-1-4-1  GD254051 254 89 1e-86 14N
p64m57-1-4-2  GD254052 200

p64m57-3-4 GD254053 159 91 6e-56 HNH

p64m58-1-4 GD254054 926 92 4e-10 AFE30M28N
p64m58-2-4 GD254055 193 98 6e-89 KBrB030F12"
p64m61-1-5 GD254056 173 98 8e-26 L15%
p66m48-2-5 GD254057 264 98 2e-23 /
p66m48-2-4 GD254058 93 95 5e-06 x
p66m48-3-4 GD254059 278 82 le-24 GRAM N
p66m48-4-4 GD254060 214 71 6e-20  SLW-5-E07 mRNA N
p66m48-5-4 GD254061 157 98 3e-59 KBrH004pP05 N
p66m49-1-5 GD254062 170 88 le-51 KBrs004B22"
p66m49-2-4 GD254063 165 87 2e-10 x
p66m49-3-4 GD254064 147 98 le-64 mRNAN
p66m50-2-5 GD254065 87 92 1e-08 DNAJ x
p66m50-4-4 GD254066 246 93 7e-37

p66m52-1-4 GD254067 293 87 3e-45 MtN21
p66m53-2-4 GD254068 192 86 4e-28 KBrH004P05
p66m53-3-4 GD254069 154 85 le-26 KBrH004P05
p69M55-1-4 GD254070 193 89 7e-25 CZF1/ZFAR1X
p69mM59-1-4 GD254071 181 90 7e-22 BES1*
p69m60-1-4 GD254072 221 85 2e-26 x
p69mM60-2-4 GD254073 159 77 le-27

p69IM62-1-4 GD254074 143 81 2e-29 KBrB003A10N
p69mM62-2-4 GD254075 104 83 2e-20 KBrB003A10N
p70m47-1-5 GD254076 184 71 1e-20 N
p70m52-1-5 GD254077 284 82 1le-73 x
p70m52-2-5 GD254078 284 81 8e-71 X
p70m56-1-5 GD254079 159 98 1e-20 X
p70m56-2-5 GD254080 136

p70m57-1-4 GD254081 214 97 3e-32 x

p70m57-2-4 GD254082 153 82 1e-33 ATNHX8 N
p70m57-4-4 GD254083 84 85 2e-04 64 *
p70m62-1-4 GD254084 103 84 4e-08 x
p70m62-2-5 GD254085 115 83 4e-11 MAG2 (MAIGO2)*
p71m51-1-4 GD254086 156 98 2e-21 X
p71m52-1-4 GD254087 236 99 7e-115 KBrB026K21"
p71m55-2-5 GD254088 102 98 5e-41 665 mRNAN
p71m55-3-5 GD254089 99 93 1e-09

p71m57-1-4 GD254090 291 81 4e-55 x
p71m61-1-4 GD254091 155 100 3e-21 NADH ND1X

p71m61-3-5 GD254092 167 90 3e-22 %
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p72m48-1-4 GD254093 112 81 3e-11 armadillo/B-catenin X
p72m4s-2-4 GD254094 106 97 4e-12 70 %
p74m56-1-4 GD254095 111
p74m57-1-5 GD254096 303 94 5e-48 x
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