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CMV-f GEHFIYD:
Sequence: 5’-CGCAAATGGGCGGTAGGCGTG-3’

BGH-r GEM51¥):
Sequence: 5’-TAGAAGGCACAGTCGAGG-3’

Propagation in E.coli

(1> DHS5a. JMI101. XL1-Blue 537,
(2> PitERN Amp+.
(3)  Copy number: & (~500),

HonorGene (BRFEE) KW L BELMPHEHRAF
Hubk: WA KV SRR TR 229 SEASER LIE C # 12 &%

®Mik: www.honorgene.com

i

15574926881

E-mail: 12695920@qq.com



