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Construction and identification of UAS-Hey transgenic fly strains”
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(Department of Emergency,College of Clinical Medicine of Henan University of Science and Technology/
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[ Abstract |

gene in the fly development. Methods

Objective To construct the UAS-Hey transgenic fly strains to provide a tool for researching the function of Hey
The Hey gene coding sequence was amplified by reverse transcription PCR and subcloned in-
to pUAST expression vector. The pUAS-Hey recombinant plasmid was constructed and microinjected into the embryos of wild type
flies. The UAS-Hey transgenic flies with red eyes were screened out with mini-white marker, then the balancing and mapping of
these transgenic strains were performed. The identification was performed by using the PCR amplification method. Results The
pUAS-Hey recombinant plasmid was successfully constructed,and seven independent transgenic strains were obtained by microin-
jection and transgenic fly screening and balance. PCR analysis confirmed that the P[ mini-white, UAS-Hey| was integrated into ge-

nomes of transgenic strains and was in expressible region. Conclusion The UAS-Hey transgenic flies are successfully constructed,

which lays the foundation for further studies of the function and regulation of Hey gene with GAL4/UAS system.
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Hey 3& [ (Hairy/E (spD-related with YRPW motif) & F
T L E - BR- 2L i (basic helix-loop-helix, bHLH) %% 5% A F#2
FIER B, A7 bHLH 544 38 . Orange 45 ¥4 38k K ¥ 36 K I 1Y
YRPW =7 DU k. Wi 7L 30 % /) Hey % K £ 4 Heyl. Hey2,
HeyL 3 AERF IR FERETFHE RS 000
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1.1 f R WI118 Hf A4 5 5 i | elav-GAL4 Rl & R .
B1/CyO; TM2/TM6B BV ffif 5 08 f R A pUAST {4 Hy A 512
W R I Hey Z PR AR ALK EH %. cDNA &
LI £ B A B PCR P 3% 350 & L BR il i EcoR [ Al Xho
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1.2.2 pUAS-Hey A FRMH  BFA G # 19 RNA B &
PE R AR . 45 B cDNA & a0 & i Ul W 43 34 47 306 5% 5 I b
B S 155 cDNA, SRJ5 LA cDNA G i b A o AR , 1)
PCR AR Y 4450 Hey K 09 4 085 77 31 o 3 8 7 35 43 590
EcoR 1 #l Xho I B§YIfZ &1, 1E 01514 : GCC GAATTC ATG
GAT CAC AAC ATG; R MBI4¥: TAA CTCGAG TCA ATA
GGC CAT CTC, f1 GENEWIZ A & & . PCR & Ji & &
(50. 00 pID)ALFE 10X whi (F 4 Mg” 5. 00 uL,dNTP iE
W (2. 50 mmol/L)4. 00 pL, iE 1M 5[4 (10. 00 pmol/L) 4%
1. 00 pL,#H cDNA(100. 00 ng/pl)1. 00 pL,DNA % 4§ (5
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RIml B H B3k A B A ASE A AL F ] 33k 1 X,
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94 C7AEME 30 5,60 “CiB k 30 5.72 CHEMH 2 min, 3k 35 FI;
72 "CHEAR 8 min, PCR ™4y 3EA7 Bl Bl 58 R vk Azl o

W1118 X The flies developed from embryos with microinjection

All $ are red eyes and
all 8 are white eyes
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2. 02, 40 5 55 A b o 5 B Wl e i e vk S5 SR &1 2 9, 18S 4%
P 2% TCHE RS AN VR OSR R 0, 26 B B RNA B 2 52810,
WATFESE R AL R A 5 Y. 5 4h, Agilent £ 4 43 Hr 1Y
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DNA #47 /40 4347 » EcoR T #1 Xho T WAEGYIE 3] 1. 296
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R 5B R L R R B R R AR RN A 58 A BT A Y pUAS-
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3l =, DL S RS e 1 3k I 41D pUAS-Hey T 41 53 RE
ARG 1,885 kb By H By A B (B 5) . #E— 0P &
% PCR =Y & T Hey BEH 1 4% )3 51, H R & SRR
ML,
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Hey %08 #H H. , elav-GAL4/UAS Hey S i 5% A i3 21 20 1y
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FiRMAM UASHLEL R M R . X A4 b R4Sl =4 4k
TR F— IR0 . GALL B 3 A fE4F 5 45 & UAS. {23t
HF W i K35, GAL4/UAS RS AT T 3 H o & 3%
K RNA T 8 B Rl A ARl 4 R G R B RS, T2
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3z il 152 Notch 38 B 10 55 545 8. 1F N B 530 i 9 45
GTEEIEEM )G ) FRME LG REE. S5 00EF . LE
B EE WA K G T R 4R 3T SL e A BLAR i
Hey JE P mRNA 32 %23 35 F H AKX i 48 3R 2 09 i R i 42
B £ Hey A EEEM T A L5025 18 A wf
220N R 28BS A0 L, 0 2B 1 BT R B k B SR BR Hey 1E R
Notch 55 (1 ¥ 3k 2 5 1 22715 53 40 i 19 A 0 AR 4 i o 34, L
WA TFHLHA ik — 2 . RS gh R R E T
pUAS-Hey T4 5ok . 5 A2-3 % B BOkL AL [7] 8 400 5 5 55 4=
TS 1Y WG« R J5 i 3 mini-white F5 100 & ) T UAS-Hey
B RN LT R S0 L IF 4 R AT P 5 7, pUAST BB &
5 AR UAS )P RB sk 45 & GALL ¥ 5t B 7, K
JEKRIKA hspT0 Jg 8 F . 2 TR 2. SVA0 /N T B & F
A SV40 ZRIRFMIMBES . XLREFI 5] A P H T,
{LEET PIRF 0 3 R a5 K 3k . BB AS BE 2 i %% 88 it {HL
TR A O A PR A AL AN . A2-3 i Bl TR 2 e Y i B
RIS P N7 REUS dn i % el B2 B B A RERE 3. #E A2-3
W) EORLAE R . pUAS-Hey T 41 it Az 7 19 P [ mini-white,
UAS-Hey |0l D & A 55 8 40 A R ME 09 2R 40 . PCR 41
SIHTIESS T PLmini-white, UAS-Hey 1C % & A 7 A~ 7 5% 5
B i R B 3 R . L AL AT 38 3 B X3 AT fofF SR e g A R 5%
BRI, T hh AR TRIE A 4 47 19 UAS-Hey 55 3L & &R
5 GALL R 458, R IE L i R 7E GALL I AI/EA T fig
{2 i Hey 3£ [H i ik, It H BT 507 W B 838 2 1 % 5=
R, K Hey Wl ERB TR THERENIER LT A
TR B Ak S R R R R B AR B

25 BTk, UAS-Hey % 36 [F 3 g 50 2 09 5% Zh 49 2 o4 iz A
GAL4/UAS Z % i it 3Rk Hey F it — 2515 Hey ZE N
KE 1R ) fig K PR LT 2w T 3 i ELEh ) Hey
L B FH R AR S 5 R % .
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