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Fig. 8.  OsTFX1 is a member of the bZIP family of transcription factors.
A.  The OsTFX1 coding sequence consists of 519 base pairs and a predicted protein product of
173 amino acid residues.  The full-length cDNA (NCBI AK108319) in the database is 837
nucleotides beginning 103 nucleotides upstream from the predicted start codon and ending 212
nucleotides downstream from the stop codon (in bold).  Predicted CAAT and TATAA motifs,
which are located 60 and 33 nucleotides upstream from the transcription start site, respectively,
and a consensus nuclear-localization motif in the predicted amino acid sequence are underlined.
Arrows indicate the primers sequences used to generate probe for hybridization analyses.

B. Alignment of OsTFX1 region of greatest similarity with other representative bZIP family
members.  HOREUM (BQ766888), Os8bZIP (BAD09328), AtbZIP48 (NP_178489), AtbZIP8
(AAK94025), Os2bZIP (BAD34015), HTF rat (BAA82600).  Sequences were aligned using the
ClustalW program (Thompson, et al., 1994). The consensus is built from four or more shared
codons at the aligned position (in bold font).


