Supplementary Table 1: Quantitation of Fig. 3A

Rail Exonuclease Activities
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Supplementary Table 2. Quantitation of Fig. 3C

Rail Exonuclease Activities
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Supplementary Table 3: Quantitation of Fig. 6C

Rail and mutants Exonuclease Activities
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Supplementary Fig. 1. Sequence alignment of fungal Rail homologs and mouse DXO
(MmDXO). The secondary structure elements in the AgRail structure are shown (S. S.),
and the six conserved sequence motifs are labeled. Strictly conserved residues among the
aligned sequences are highlighted in red, mostly conserved residues in red. Residues that
were selected for mutagenesis studies in AgRail and CaRail are highlighted in yellow.



Supplementary Fig. 2. Overlay of the structure of AgRail in a ternary complex with
pU(S)6 and Mn®" (in color) with that of free AgRail (gray).
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Supplementary Fig. 3. Overlay of the structure of CaRail in a ternary complex with
pU5 and Mn*" (in color) with that of SsRail (gray).



Supplementary Fig. 4. Overlay of the active site region of the two molecules
of CaRail in the crystallographic asymmetric unit of the ternary complex with pU5 and
Mn*".





