Supplementary Table 1 Potential T-half sites in vertebrate species

	Species
	Total number of the upstream regions used for analyses
	Total number of the upstream regions including the T-half site sequences
	Total hit count of the T-half site sequences

	Mus musculus (mouse)
	31803
	1174
	1199

	Gallus gallus (chicken)
	17858
	786
	820

	Xenopus tropicalis (frog)
	19012
	965
	1017

	Danio rerio (fish)
	27852
	1487
	1531


Supplementary Table 3 Xenopus tropicalis genes identified by fuzznuc pattern search for the T-half site sequences and their mouse orthologs.

	Gene name
	Xenopus tropicalis genes
	Mouse orthologs

	
	Gene ID (Ensembl)
	T-half site sequencea
	Gene ID (Ensembl)
	T-half site sequencea

	bix
	ENSXETG00000027670
	AGGTGTGAAGTT (-360~-349)
	ENSMUSG00000026497
	AGGTGTGAACTT (-1968~-1957)

	collagen, type VIII, alpha-1
	ENSXETG00000005782
	AATTTCACACCG (-1814~-1803)
	ENSMUSG00000068196
	AGCTGTGAAATT (5820~-5809)

	vimentin
	ENSXETG00000007462
	AATTACACACCT
(-1077~-1066)
	ENSMUSG00000026728
	AATTTCCCACCT (-4979~-4968)


aNucleotides corresponding to the T-half site sequences were highlighted.  Numbers in parentheses refer to the T-half site position from the transcription start sites.
Supplementary Figure 1 legend  Phylogenetic trees of bix (A) and vimentin (B) proteins constructed by the neighbor-joining method.  Bootstrap values obtained with 1000 replicates are given around branches.  The X. tropicalis THS proteins and their possible X. laevis orthologs, which are shown with the accession numbers for their nucleotide sequences in Table 1, are indicated with a box and in bold, respectively.  Species abbreviations: Daboia, Daboia russellii; Dr, Danio rerio; Gg, Gallus gallus; Mm, Mus musculus; Xl, Xenopus laevis; Xt, Xenopus tropicalis.
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Supplementary Figure 2 legend  RT-PCR analyses of animal caps injected with 100 pg of VegT RNA and Eomesodermin RNA.

cDNAs derived from VegT- or Eomesodermin-injected animal caps and uninjected animal caps were used as templates for RT-PCR.  The numbers of PCR cycles were 33 for vimentin, 30 for Xbra, and 30 for ODC.  Expression of the ODC was used as an internal control.  In VegT- or Eomesodermin-injected caps, the expression of Xbra was induced while the expression of vimentin was not affected (A, B).  The expression levels of Xbra induced by the injection of VegT or Eomesodermin were lower than those by Xbra injection (C).  Two independent experiments each were performed.  
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