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SUPPLEMENTARY FIGURES

Supplemental Figure 1: Size exclusion chromatography analysis of S1-, S2- or
L-Tgf2TPases binding with random 50-mer double stranded DNA control C50.

(a) Elution profiles of C50 double stranded DNA probe alone; (b-c) Elution profiles
of S1-Tgf2TPase alone (b) or a mixture of S1-Tgf2TPase and C50 (c); (d-e) Elution
profiles of S2-Tgf2TPase alone (d) or a mixture of S2-Tgf2TPase and C50 (e). (f-g)
Elution profiles of L-Tgf2TPase alone (f) or a mixture of L-Tgf2TPase and C50 (g).
(h-i) Elution profiles of L-Tgf2TPaseP?\ E548Q alone (h) or a mixture of
L-Tgf2TPase™22®N E548Q and C50 (i). Based on elution times, peak 1 corresponds to
C50 probes and peaks 2 and 3 represent Tgf2TPase dimers and monomers,

respectively.

Supplemental Figure 2: Terminal inverted repeats (TIRs) and subterminal repeats
(STRs) within the left (220bp) and right (185bp) ends of the Tgf2 element. The 11 bp
TIRs are underscored. Arrows suggest the occurrence of A/IGAGTA STR motifs. Gray

sequences show double-stranded DNA L50 probe for size exclusion chromatography.
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Supplemental Figure 2:

Tgf2 left-end
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