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ABSTRACT Objective: Many transcription factors regulate the growth and development of plant, it is very important to explore
WRKY transcription regulation function about the tissue of Dendrobium officinale. Methods: Primers were designed according to the
transcriptomic WRKY6 unigene sequence of protocorm in D. officinale, then I cloned DoWRKY6 transcription factors by RACE
techniques. Through bioinformatics analysis and phylogenesis analysis we predicted its protein structure, and got its affinity. I analyzed
the relative expression of D.officinale seedling's root, stem and leaf through Roche Light circle 96 real-time fluorescent quantitative PCR
(QRT-PCR) experiment. Results: By RACE technique, I obtain a new 1,238 bp long D. officinale Il kind of WRKY transcription factors
named DoWRKY6, its ORF (Open reading frame) is 1,017 bp encoding 339 amino acids. The DoWRKY6 has the close relatives with
Prunus mume [PrmuWRKY27(XM_008236601.1)] and Glycine max[GlmaWRKY?27(XM_003555347.3)]. The DoWRKY6 expression
in stem is the biggest. Conclusions: We predicted that DoWRKY6 in D. officinale's growth and development regulate the root, leaf and
stem enhanced in turn, and DoWRKY6 had great different expression on the different organizations with the published D.officinale
WRKY, which enriched WRKY family to provide more evidence on D. officinale growth regulatory mechanism.
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ATGTCGTCGTCTIGGTGGT TACCOE TGO AMGGOGATCAGGATGGCTGGEATT TCTAQGCGG TGG TGCG AAGCTGOCGGCCGHGECCARATCCTCGGCCTCOG TGCCACCTCTICCTCCATGG
M SSSV¥YVYLPVEGDEDGVY¥DLYAVYVRSCRPAKSSASVYPPLPEPYVY
GAMCCTCTCATACTTCAGTCAACGGAACCTCTGC T TCCGTCOCAQCGCACAG ATCTGATAG ACTCGAGCAAQGC TG T TCAAG AGC TGG AGGAGC TCTG TAAGCCTTTOCTGCCCACAACC
EPLILQSTEPLLPSHRTDLTIDSSNAVQELEELCKPFLPTT
CAGCAGCCARAAT TOCAGCTTTCGCCCAGCTC TGCCTCGACGGCGACGG TRCCTCCGCGCTCACAGT T TCCOCGCACARAARG AMGGAAGAATCAGCAGAAGCGAATGG TTTGOCAMGTT
QQPKFQLSPSSASTATVPPRSQFPRTEKRREKNQQKRNYCQYV

CTGCCOGATCGCCTCTCORGOG ACCTCTCGEC TTGCCOGAAGTACGG ACAG) GATTAAGGG TTCTCCTTATCCAAGGGGATATTAOCG TTGCAGCAGCTCTAAGGGGTGTTTAGCT
LADGLSGDL'A%

PIKGSPYPRGYTYR
COGAAMCANG T TCAGCGGAGCAGAACTGATCAMGGAATGT T TG TGATAACTT. T6G G AGCACAAQCATCCGC T TCCCACOCAQCGGAACTC TCTGGC TG AAGCACGCGGCAGAAA

I P L P T H R N S L AGSTROQK
TTICCCTCOCO5GA6GGGATSG A5G TG AGGAATCTICC66 AGCCGTCOACGTCORCOGG AG AMGG 456 T6 TTCG TCTTTICGCCGAACACGCCGC T TACGTCTIGCACGG AGG AMGAT
FPSAGGDGGGGNLPEPSTSAGEGGVRLSPNTPLTSCTEED
CTCTTICOGOCACGGAAGAAGAAMAGCAGS AHGG TAGCACOG AQS AGG AGG AGG AGG AGG AGG AGGCGG AGG TGGGG6 AKG AGG AGGATC AW TG ATATGC TTT TGS TG AGGACATG
LFRPREKKKKQEGSTDEEEEEEEAEVYGEEEDELDMNLLVYVEDHN
GAGCTIGTOGGAGAKG ATGAGT TICTGT TCATGGGATT TG AMG AGC TACAGS TCTCCTCCTCOCC66.C05 TOS AT AACTARAGS TATCCTCGTTGCCGGC0G TOCATG AGCTOCTTICC

ELVYGEDETFLTFMNGFEELQVSSSPAVDELIKYSSLPAVHELLS
TGGGATOG TCAHCC TCAGCARACOLG AACGCCGCCOTGRCCTCCGGCOATCOCTGAT
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Fig.1 DoWRKY®6 protein structure prediction
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Fig.2 DoWRKY6 Phylogenetic analysis
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