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Abstract: The CCR mRNA sequence alignment was analyzed between several species of Paulownia fortu-
nei , and the degenerated primers were designed. The partial sequence was amplified with RT-PCR, and
then the 5UTR and 3UTR sequences were cloned with rapid amplification of cDNA Ends (RACE) meth-
od. The complete sequence was 1 243 bp, including 999 bp CDS, and 332 amino acids were coded. Before
the CCR mRNA complete sequence was published., no any sequence was substrate in GenBank nucleotide
sequence database about P. fortunei lignin metabolism. The further work could be done about quality im-
provement of P. fortunei based on this sequence.
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Fig. 1 The PCR of RT-PCR
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GAAAATATCATTCCCTCGTACCCACCTTGTTCTCTCACGCACTATACATACATATATATA :
CGTACACACACAGTATCAGCATCCGCAGCCACCAACTCCACCATGCCGTCGGTTGCCGGC -
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AAACTCGTCTGCGTCACCGGCGCCGGAGGCTTCATTGCTTCGTGGCTGGTTAAAGTACTC :

KLVvCVTGAGGTFTIASWLVIKVL

CTTGAAAAGGGCTACACAGTCAGAGGCACCGTCAGAAATCCAGAGGATCCGAAGAATTCA :

LEKXKGYTVRGTVRNPETDTPI KNS

CATTTGAGAGAGCTTGAAGGAGCAGATGAGAGGCTGATTCTGTGCAAGGCTGATCTTAAC :

HLRELESGADETRTLTITLT CI KA ADTLN

GATTATGAGAGTTTACGCGAAGCCATTAATGGCTGCGACGGTGTTTTCCACACTGCCTCG :

DYESLREAINGCDGVFHTAS

CCTGTCACTGATGATCCAGAACAAATGGTGGAGCCGGCAGTGAATGGGGCCAAATATGTT :

PV TDDPE QMVYVEPAVNGAKTYYV

ATACGTGCAGCGGCAGAAGCCAAGGTCCGCCGTGTGGTGTTAACCTCCTCAATTGGTGCA -

I R AAAEAKVRRVVLTSZ STIGA

ATATACATGGATCCCAACAGAGACCCTGATAAAGTTGTAGACGAGACTTGTTGGAGTGAT :

I YMDPNRDPDIKVVDETT CWSD

CTTGAATTCTGCAAAAATACAAAGAATTGGTATTGCTATGGAAAGGCTGTGGCTGAACAA :

LEFCKNTI KNWYCYGI KAV AENQ

GCAGCATGGGAAGCAGCTGCGGAGTTGGGGGTGGACTTGGTGGCGATCAACCCAGTGTTG :

AAAWEAAAELGVDLVAINPVL

GTTCTTGGCCCACTGCTTCAGCCAACTGTGAATGCCAGTGTTCTTCACATACTCAAGTAC :

VLGPLLQPTVNASVLIHTITLTEKY

TTGACTGGCTCTGCAAAGACTTATGCCAACTCCGTCCAAGCCTATGTCCATGTCAAGGAT

LTGSAKTYANSVQAYVHYV KD

GTGGCATTGGCACACATACTCTTGTTCGAGACACCGGCTGCGTCGGGGCGGTACCTCTGC :

VALAHIILTLT FETPAASGRTYTLSTC

GCTGAGAGCGTACCCCACCGCGGCGATGTGGTGGAGATTCTTGCCAAGTTCTTCCCGGAA -

AAESVPHRGDVVETTLAZKTFTFTPE

TATCCCATCCCTACCAAGTGCTCAGATGAAAAGAACCCAAGAAAGAAACCTTACAAGTTC :

Yy PIPTZ KT CSDEIZ KNPRI KTZEKPYKTF

TCAAACCAAAAGCTAAAGGACTTGGGCTTGGAGTTCACACCAGTGAAGCAGTGTTTGTAT :

S NQKLX KDLGLETFTPVEKAQC CTLY

GATACAGTGAAAAGCCTTCAGGAAAAAGGCCATCTTCCAATCCCAACTCAGAATGAGGAG :

DTVK SLA QETZ KGHTLZPTIPTT GQNEE

CCCATTCGTATTCAGTCTTAGCCTTTGTTGTCCATTGGGCTGCTCAACAATAAAGCTTTT
P I RTI Q S * PolyA Signal site :

AAAATCTGGGCCCCCATCTACTATATGGGTCACCAATAGTATCAAGTTAGCAAGAGAACA :
: 1243

ATTCTTCTCCTTGTTCTTTTAAAAAAAAAGAAAAAAAAAAAAA
PolyA

indicated with underline, the degeneration primer were indicated with bold.

B2 BgiiatE CCR mRNA £FK 7l
Fig. 2 The complete sequence of CCR mRNA
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% The ORF of CCR was translated and shown under the codon, the PolyA signal site "AATAAA"and PolyA were
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% PF, Paulownia fortunei (Seem.) Hemsl. (gi|187609478) LE. Lycopersicon esculentum. (gi|65306612) ST.
Solanum tuberosum. (gi| 25140434) PT. Populus trichocarpa. (gi] 9998901)
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