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honey samples (including Apis mellifera ) were collected from the blueberry growing areas of Bai zhulin, Maka and

Wukaping in Guizhou, meanwhilw, commercial local honey and Canadian blueberry honey were also purchased. Twenty-six

blueberry samples at the same flowering stage were collected from the blueberry gardens and the areas around the bee farms

in the Baizhulin region of Majiang Town, Guizhou Province. The trnL gene in the sampling plant genome were sequenced. A

trnL gene-specific primer of blueberry was designed based on the multiple sequence alignments of trnL gene sequences in the

plant genome. TagMan probe was used for validation. The results showed that the TagMan probe had high specificity, and the

minimum concentration of DNA as low as 0.3 ng/uL can be detected was in blueberry sample using the established TagMan

probe real-time fluorescent PCR detection method. Such an established method was used to test the samples of 11 kinds of

commercial honey and Guizhou blueberry honey. It was found that the Ct value of Guizhou blueberry honey was 24~26,

the number of blueberry pollen was 800~1 700, and the Ct values of other honey samples were over 30, indicating that this

method can effectively distinguish Guizhou blueberry honey from other honeys, thereby having a good application prospect.

Key words: blueberry honey; real-time pcr; tagman probe; nectar plant
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trnL-P FAM-TCTACCAACGCAGTCAACTCCAT- BHQ1
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Fig.1 Gel electrophoresis map of blueberry pollen DNA and
other plant DNA amplified by trnL primers
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HEERONPINE R, 247558 09 200 I Ct {5y
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Fig.2 TagMan probe specificity verification amplification curve
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Fig.3 Amplification curve in blueberry pollen standard curve
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36r PCR #5411 Ct 4B 55 TS L P 3 2 A6 B R R
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Fig.4 Standerd curve of Taq Man fluorescent quantitative PCR
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AR A b v 2675 H P 4, Ct fE 5 3 A 46K DNA
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Fig.5 Standard curve of blueberry pollen number and

DNA concentration value
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LR T RE N y=77.107x-6.177 2, it i hriie th 28 A1 5%
RECN R=0.998 7. FPERICH DNA FEIRE S
W RETE R RLUE 2 A B R 2R MG R

PR 2 57 15 R 16K DNA R IR ¥ 5 1 %4
o b 0K R B OE R »=77.107x-6.177 2, 5 2.3 +f
y=-5.620 5x+65.285 Wi A {1t 4 DNA Jii &K ¥ 1g (&
5 CtERBR RS, WA REOER K RAE
¥ DNA AL, B R e RES Ct a2 (7]
8RR A (1), AT LLHFE 5 2 8 2 S0 2k

2.5 HEARAANE
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Fig.6 Detection and amplification curve of
blueberry honey samples
E: CK A=,

W E R MRS R B R, B AR E R oE
R 7 SRR 5 1 TaqMan RS2 9% )6 PCR A 7732
R, P b2 W 6, dmik A1 AT, B
FIFE 0 LM 3] LMS s iE R fE 3. fek 2t
R SUETAMYUAE CHETE A REig % g%, 16
e A . X IR A LML 2 LMS #H1T
S ¢ E B PCR Arill, Fogh 3oy LM2 Ct ¥{E N
24.15. LM3 Ny 24.24. LMS5 N 24.47 7] DL43 i
B G WA CEYEE 24~25, LM4 (GEi&H &5 5
) M CtHME N 27.42. LML (FhigEREHD ) Ct
BIME R 28.44, 7 06 1 5 R v g R 3 2 WA A L
HYEFEIN 27~29 (& 4.

F 4 BEHEFEMEITE
Table 4 Calculation of pollen number in blueberry honey

A Ct 14 ks

LM1 28.44+0.59 227~322
LM2 24.1540.12 1 542~1 660
LM3 24.24+40.07 1 535~1 542
LM4 27.42+0.13 397~430
LMS5 24.47+0.19 1324~1479
LM6 35.43+0.28 <100
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I 15 g DM W A B AT SR O PCR, H
Ct [H¥/NT 29, ZSEAXTIRA T =E, RNK R
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B 7. M7 vy 38 oty 2 w7 LG i 55 5 O
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EHON . T 11 AN E R S SR 586 PCR 73
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Fig.7 Amplification curve of blueberry honey and other honey
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iR A2 #8273 M 55 2 TaqMan $R 5y 7 1k
S 520 PCR ARSI T7i5, W% 6K DNA Flig &
DNA FREGETT AR BT T & 22— 3R, T
TR FE 7K r B SR AR Hh A AE 1 R B R R
DL, X1 DNA R B K U AT BE A7 AR AR E
PG~ EACk S A e B P At s T i
Hola AR, AAERY R ) A B M v e 1 2 2

WRAEH S T RIEE S EN R R E.

3 it
AHFFE % HE tnl FE R ¥t T W5 A5 10K DNA
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