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Figure 1. Amino acid sequences and phylogenetic tree of
AtRBPA47c’-related family proteins. A, Amino acid
sequence alignment of AtRBP47c’-related family proteins.
The alignment was generated with Clastal W using default
parameters. RNP2 (6 amino acids) and RNP1 (8 amino
acids) motifs of RNA recognition motif are underlined.
Residues with a black background and a gray background
are identical amino acids and similar amino acids,
respectively, in all AtRBP47c’-related family proteins.
Dashes indicate gaps to optimize the alignment. B,
Phylogenetic tree of AtRBP47¢’-related family proteins.
The dendrogram indicates relative evolutionary distance
among the AtRBP47c’-related family proteins and was
generated by using NJ method. The bar indicates the
genetic distance for 0.1 amino acid substitutions/site.
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Figure 2. Boric acid tolerance of yeast Y01169 cells
transformed with AtRBP47c’-related genes. Yeast cells
were grown to an ODgy of 1.0, and then diluted to an
ODgqg 0f 0.1 in SD media adding 0 or 80 mM boric acid.
The diluted yeast cells were cultured at 30°C and values of
ODgqp at 96 h after dilution were recorded. Vertical bars
represent the mean of three replicate measurements + the
standard deviation of the mean.
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