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Abstract Total RNAs were exiracted from the petals of Petunia hybrida strains with different flower col-
ors. Using Olig dT as pimer the total RNAs were synthesized into the first strand of ¢cDNA by reverse
transcription reaction. By Polymerase Chain Reaction PCR  amplification we obtained a cDNA frag-
ment in length of about 450bp from different Petunia strains. The primes used for PCR amplification were
designed according to the ¢cDNA encoding region of cytochrome bS5 protein that were reported previously.
The PCR products were cloned into pGEM-T vector respectively. We analyzed the sequences of different
recombinant plasmids and compared them with the reported ¢cDNA sequence of Cyt bS. We found that their
encoding areas all contain 447 nucleotides and encode 149 amino acid residues. However the ¢DNAs
from violet and blue Petunia have one different nucleotide ~ but without different amino acid residues from
the reported cDNA  those from pink and white Petunia have three different nucleotides and two different

amino acid residues from the reported cDNA. These results imply that the Cyt bS gene regulation on flower
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color may be relevant to the primary structure of its encoding cDNA.
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Fig. 1 PCR amplification of Cyt bS gene
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1AA ATG GAG AAA CAA AGA GTG TTT ACA CTT TCT CAA GTC GCA GAA CAC AAG TCA AAG 56

Th4 444 44+ +4+ +++ 44+ +++ +++ H4+ +++ FHF A+ A E A At At A EE A S E 56
Thd +44 +++ 44+ +4+ +4++ 44+ 444 +4+ ++4 + ++ +FF FHE FF+ FE+ FEF HEE PR St 56
Thd +44 +4+ 44+ 44+ +++ +++ +4+ +4++ +++ +++ +++ T+ b A AR FE S H 56
R R T T S S S R T e ks bk B SRS TR bt N o oh o o S T T o o ol e o 56
1 M D K Q R v F T L S Q A A E H K S K 18
1 + + + + + + + + + + + + + + + + + + 18
i + + + + + + + + + + + + + + + 1 + + 18
1 + + + + + + v + + + + + + + + + + + 18
> 1 + + + + + + + + + + + + + + + 3 + + 18
57 CAA GAT TGC TGG ATT ATC ATC AAT GGC AGA GTA GTA GAT GTA ACA AAG TTC TTG 110
57 b bt bAd bt A d A b b tE bt btd bfd bt bt bRt b bt bR+ 4+ 110

57  wtd bbbt bhd A b bHd bt b bbb bR E bt At bR 4 HE+ FHE v+t 110
B7 444 bt bt b d Ahd Ahd mrd bt b+ HFE F4+ A bkt ot bEF A+ b+t 110
B7 44 d f bt bt b d bt Fdd bt bbb bt A b hd At bbbt A4 4+ +++ 110

19 Q o] C W | | | N G R vV vV D vV T K F L 36
19 + + + + + + + + + + + + + + + + + + 36
16 + + + + + + + + + + + + + + + + + + a6
19 + + + + 3 + + + + + + + + + + + + + 36
19 + + + + + + + + + + + + + + + + + + 36
111 GAA CAA CAT CCT GGA GGA GAA GAA GTG TTG ATT GAA TCA GCA GGA AAG GAT GCA 164
1171 444+ +4+4 +4+ +++ +++ ++ 1 +++ +++ ++4+ +++ +++ +t4 t+++ ++[| +++ +++ +++ + 214 164

111 ddd 4bd 4+ 244 bit th+ +++ 44+ +++ F4++ 246 4+ +++ T+ 4+ +++ 44+ +++ 164
119 444 44+ tHd 44+ 444 +44 +4+ +4+ 44+ 44+ bt +r+ 4+ F+[[ |44+ o+t +++ 164
THT 444 444 +4+ b 444 FH+ 44+ vEE vFF bt A A bt HHT A e T+ 4+ 164

37 E F H P G G E E vV L | E s A G K D A 54
37 + + + 4 + + + + + + + + + + + + + + 54
a7 + + + + + + + + + + + + + + + + + + 54
37 + + + + + + + + + + + + + + + + + + 54
37 + + + + + 4 + + + + + + + + + + + 4 54

165 ACT AAA GAG TTT CAA GAT ATT GGA CAT AGT AAA GCT GCC AAG AAC TTG CTT TTC 218
165 444 44+ 44+ 41+ + bt +++ +++ F4+ 44 Fh+ FH+ FH+ +H+ t++ F++ A4+ bbd +++ 218
1B 44 444 44+ +++ +4++ +++ +++ +++ +4+ t++ F++ +++ +++ £+ +++ +++ 44+ v+ 218
165 444 +4+ 44+ +++ +4+ 444 +++ 4+ +++ +++ b+ +++ F++ F++ +++ +++ +++ +++ 218
TEBE 444 +4+ 4+4 bbb +4+ +h+ HbE b A b Rt b d b b+ b HE AR+ F++ 218

55 T K E F Q D f G H 5 K A A K N L L F 72
55 + + + + + + + + + + + + + + + 4 + + 72
55 + + + + + + + + + + + + + + -+ + + + 72
55 + + + + + + + + + + + + + + + + + + 72
55 + + + + + + + + + + + + + + + + + + 72

219 AAA TAC CAA ATT GGA TAT CTT CAA GGT TAC AAA GCC TCA GAT GAT TCT GAA CTT 272

D19 444 +44 +44 1+ T4+ 4+ FHF 4+ bt b+ A+ Fhd bk b b bt A+ e 272

D1U 444 44+ b4+ F4+ +4F 4+ FH+ A+ R bbb bt b F bbb bEt HEE A+ 272

219 4t t4++ +++ +++ F++ FHE FEE HAE tHE A+ +E: I:-v- +++ Frt +H+ e+ e+ 272
G C

219 444 44+ +++ +++ +++ +++ 4+ +++ +++ FH+ H++ + + oAbt At bttt 272

73 K Y Q | G Y L Q G D D S E L 90
73 + + + + + + + + + + + + + + + + + + g0
73 + + + + + + + + + + + + + + + + + + 90
73 + + + + + + + + + + + % E + + + + + g0
73 + + + + + + + + + + + G + + + + + 90

273 GAA CTC AAC TTA GTC ACT GAT TCC ATC AAA GAA CCA AAT AAG GCC AAA GAA ATG 326
D73 £44 bt+ +++ 44+ FtF b+t At FE+ FHE FHE b b4 bR bttt e+ 4+ ++ v 326
D73 444 v+ 4+t bt EF bt A E Abd b+ A d A bd bRt bbb 4 A4 t++ 4+ 326
D73 t44 bt b d bt bbb bt At A et bt A AFE AF ARt b+t A+t +++ 326
273 444 +44 FEd FH+ tHb b d bbd b FE bhE HE+ b b+ b+ b+t tb+ t++ 4+ 326
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Fig. 3 Nucleotide and predicted amino — acid sequence of Cyt b5 ¢cDNA

A B C D E represents nucleotide sequence of Cyt bS ¢cDNA reported abroad and from violet blue pink

respectively. a

b ¢ d e represent predicted amino-acid sequence of Cyt b5 ¢cDNA reported abroad and from violet

white Petunia  respectively
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represents identical amino-acid residue and nucleotide “ []” indicates different amino-acid

residue and nucleotide “ * " indicates stop codons.
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