T8 BE IR 242 2015,16(2) :368-372
Journal of Plant Genetic Resources DOI:10. 13430/j. enki. jpgr. 2015.02. 024

B B PEAR LS I AE BNS 1 YS 728 8 ki vk
AE RPN ERRZEZE TP

KT E EHAL ERS, T E R &, DA
(PHACARMBHE KA 2B, DRI 712100)

FEE AR FARXAR TAI F» TA2 /£ BNS F= YS (DA BAME R F £ 732A F00 KL 7 ot B0 Rk 4 & 33X 2
AFRAAXARSBHEERFT D ETREROKEZ, KA A A LA ERTE PCR 7%, £ BNS## YS B R FH £ 732A &
BEFwHyRE EEA R T AW AR TAI o TA2 49 mRNA &k KF, 2R & . (1) 4 732A # BNS 4%
AHEWH R MEZ SN, AR TAI AgstRd ¥ LA, EZ BB RAF T, (2) A B T42 Mt &4 8 /£ BNS L X F ¢
AR E AR T S8 A R T32A Femr A F 4 AeE P e ARt Rk F T ALRISFARR ; (3) 4 BNS A2 732A i
WA E =R, AR TAL F= TA2 ¥ A IMAL, R BB T BNS f= YS BN X BHMMEER AT 20X F RN,
(4)ETRH % BNS A= 732A e A LA 4 AW TAI 94t Rk T TWE B TA2 49 &, ki TAI 35 R H % BNS #= 732A
R E HnA2 IR T TA2; (5) AR TAI #= TA2 #ast & ik B /8 BNS 69 300 K 7 o 2 Ak AL AR, 4 m) 3L st BNS 76 M &
Y EFI AR, L2 MR R RES £ T32A BHAFHMEA AR, M Lt RE R 7324 LH KT % rh £ A
WEAER

K4 . & TAL; TA2 ;BNS;732A ; % % 52 84 £ & PCR

Differential Expression Analysis of Two Male Fertility-related Genes
in Wheat Thermo-sensitive Male Sterile Line
BNS and YS( Triticum aestivum L. )

ZHANG Fang-ning, Ll Gui-dong,FAN Xiao-jing, WANG Zhen,ZHANG Miao,MA Ling-jian
(College of Agronomy , Northwest A&F University , Yangling Shaanxi 712100)

Abstract; This study focus on the expression characteristics of wheat male sterility related gene TAI and TA2
in the pollen development of BNS and YS-type wheat thermo-sensitive male sterile line 732A. The expression differ-
ences may show the relationship between the two genes and the fertility transformation of wheat thermo-sensitive
male sterile line. In this study, mRNA expression level of TAl and TA2 were examined by fluorescence real-time
quantitative PCR( qRT-PCR) ,taking anthers of male sterile line BNS and 732 A as materials,and anthers were col-
lected at four key developmental stages (tetrad phase,uninucleated period, binucleated period and trinucleate peri-
od ) respectively. The results showed that : (1) The relative expression of TAI increased from tetrad phase to binucle-
ated period and decreased in trinucleate period of pollen development. (2) The relative expression of TA2 decreased
from tetrad phase to binucleated period and increased since trinucleate period in BNS,while the relative expression

showed the opposite changes in 732A. (3) The relative expression of TAI and TA2 both showed extreme value in bi-
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nucleated period of pollen development,demonstrating the key stage of pollen abortion might be”binucleated period”

for sterile line BNS and 732A. (4) During the pollen development process of sterile lines BNS and 732A | the varia-

tion range in relative expression of TAI was higher than that of TA2. This indicated that TAI might play a more in-
fluential role in pollen abortion of BNS and 732 A than TA2. (5) Gene TAl and TA2 showed opposite effects in pol-

len development of sterile line BNS, manifesting that these two non-allelic genes played antergic roles in pollen abor-

tion of BNS. In the contrast, these two genes expressed consistently in the pollen development of 732A | showing that

they worked synergisticly in the pollen abortion of 732A.
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