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Abstract

Flavonoid-3',5"-hydroxylase (F3'5'H), was the key enzyme gene for synthesizing delphinidin glyco-
sides; due to the lack of F3'5'H, plants cannot form a blue flower, which was also known as the
“blue gene”. According to the design of degenerate primers of F3’5°’H gene sequence reported, full-
length cDNA sequence of F3'5'H gene of mango fruit was obtained with 3'RACE and 5'RACE method.
The full-length cDNA sequence of F3'5'H was 1598 bp, whose open reading frame of the gene was
1539 bp, encoding 512 amino acids, with the molecular weight of 57.20 KD. The 1633 bp length
fragment was amplified from genome and analysis, which contained one intron, in 909 - 1003 bp.
It was found that the gene encoding for the protein had close relationship with dendrobium, ver-
bena plant through phylogenetic analysis. Expression of F3'5'H gene in different mango varieties
showed: the high expression of the “Guifei” varieties, and the expression of green Guiqi varieties
with low volume.
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Figure 1. Electrophoresis results of cDNA and DNA of F3'5'H
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451 ELDMEEIFGL TLHKAVPLTA MVSPRLAPHA YV
Figure 2. Amino acid sequence of F3'5'H gene
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Figure 3. Sequence alignment of several F3'5'H protein
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Figure 4. Structure diagram of F3'5'H gene
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Figure 5. The prediction result of two structure of F3'5'H protein
5. F3'5'H EAK —REMTMER

kyte & Doolittle Scale Mean Hydrophohicity Profile
Scan-window size = 13

Mean Hydrophobicity
=

T T T T T T T T T T T T T T T T T T T T T T T
0 20 40 60 &80 100 120 140 160 150 200 220 240 260 280 300 320 340 360 330 400 420 440 460 480 500
Paosition

Figure 6. The hydrophobic region of F3'5'H protein

6. F3'5'H EB /K XA 57



&
B
Tk
B

9

|-

M %
I ot %

1w

— T g 5
=

XK=
HE
_I: W& &
- L B
W% TE
i F
Wk AR

; 8 74 A B

Figure 7. Phylogenetic relationship of some F3'5'H protein sequences
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Figure 8. Expression of F3'5'H gene in mango fruit
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