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Construction and Identification of Luciferase Reporter Recombinant

Driven by Pit1 Promoter of Goose
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Abstract: To study the possible regulation mechanism of Pitl gene expression, promoter se-
quence of Pitl gene was subcloned and a Pitl promoter-luciferase reporter vector was construc-
ted. The promoter of Pitl gene was cloned by genome walking and subcloned into the luciferase
expression vector pGL3-Basic directly. The result showed that the recombinant reporter gene
pGL3-Pitl was constructed including correct target gene, and identified by restrictive endonucle-
ase enzyme cutting, PCR and sequencing. The result indicate that the luciferase reporter gene eu-
karyotic expression vector containing Pitl promoter sequences was constructed successfully, fur-
thermore, the result will play an important role for analyzing the promoter activity and transcrip-
tional regulation mechanism.
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Fig. 1 PCR products on 1% agarose gel by genome walking
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Fig. 2 The results of Pitl gene promoter PCR amplification
on 1% agrose gel
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Fig. 3 The assay the T-Pitl plasmid by restriction endo-
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Fig. 4 The assay the pGL-Pitl recombinant vector by
bacteria PCR
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Fig.5 The assay the pGL-Pitl recombinant vector by re-

striction endonuclease
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121 TTATATCAGTATTTAGOCTCAT TACTGCTAAMGCACATATGCALTTTGCALLATGCAGTA

CECEEEEEEEREEEEEEEEE R R E LT
1696 TTATATCAGTATTTAGOCTCATTACTGCTAAMGCACATATGCAATT TGCAMATGCAGTA

181 ATTCTGAAATTTCTCCACAMOCALACGACACAGOCTTCACALALTCACAT TTACAGATAL
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301 CATATTGGAAGTCTGTTACATCALAL TOCTACT TCAGGCATTTGATOCAG TITGGALTAT
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421 TACAAATTAALATAAALLATACATTTTADCTOCTALALAGTALLATCAATGALATGGALC
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661  CATTTACTTAGTCACTAFANCAATALY: AT AGGACTICTGGATGAGAC TG TAGATGTT
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2296 GCAATGCTATAAATTAATAATAS TAMCTGTGAG TG AT TICATG TG TCAC TATAGGCTCT

TEl  TTCAAGATTTTATCTTAGATAAMCATTCAGCAGTTCTTGCTTATGTAALACTGTCTGTTC
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2596 TIGOCTGGATGAGATICTAGGGCAGG TG TTAMC IO TG ALACCTACTTAATATTALOTG
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CECEEEEEECEC TR PP TR T
2656 TACTGICTCTTIGCTAOCGACTTTGGAGATGGAMCTTTTATTTTTTTTTTIOCTGG TCA

1 141 TIGTTCTTCACALALGAOCTAATTGALALTATCTGT TARATCATGTCTCTGGTTTOOCTC
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CECCEEEEEEE R
2836 TAGCAGTATAGCAATATIGCTOGGGAMG AN ATTARAATGGATARMGGGATTIOCTGGT
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CECEEEEEREE R LT LT
2 896 GGTATARATAOCTGCACATGA05TOOCTG I6CTC TG AGO0CTTC TG TATATG TATATGC

1381 AAGTACAALGACTGCALTACAG TTCGAGCTCCTG TTAATCACTCAGGATC TG TICTGTTA

CECEEEEEREE R TR R
2956 AMGTACARMGACTOGAATACAGTTGGARCTGCTGTTAATCACTCARGATC TS TIC TG TTA

1441 GAALMCAGGGGAMGGTGGCTCTTTIGTCTTTCACCTCTTTGAGGGT 1 485

CECEPEEEEEE LR PR LT
3 016 GAAMACARGGGAMGGTGGCTCTTIGTCTTICAICTCTTIGARGET 3 060

B 6 #EIFH pGL-Pitl EARMK FFILL X &R

Fig. 6 The results of construction of pGL-Pitl recombinant plasmid and sequence alignment
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