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Figure S2: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 22 successful sequences (out of 27 starting sequences) for the 7 4 target topology (cont
on next page).
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Figure S2: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 22 successful sequences (out of 27 starting sequences) for the 7 4 target topology (cont
from previous page).
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Figure S3: Distribution for the number of mutations for unique sequences generated by
RAG-IF for 5 successful sequences (out of 9 starting sequences) for the 8 4 target topology.
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Figure S4: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 17 successful sequences (out of 20 starting sequences) for the 8 6 target topology (cont
on next page).
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Figure S4: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 17 successful sequences (out of 20 starting sequences) for the 8 6 target topology (cont
from previous page).
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Figure S5: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 24 successful sequences (out of 26 starting sequences) for the 8 7 target topology (cont
on next page).
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Figure S5: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 24 successful sequences (out of 26 starting sequences) for the 8 7 target topology (cont
from previous page).
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Figure S6: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 24 successful sequences (out of 34 starting sequences) for the 8 9 target topology (cont
on next page).
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Figure S6: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 24 successful sequences (out of 34 starting sequences) for the 8 9 target topology (cont
from previous page).
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Figure S7: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 68 successful sequences (out of 71 starting sequences) for the 8 12 target topology (cont
on next page).
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Figure S7: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 68 successful sequences (out of 71 starting sequences) for the 8 12 target topology (cont
on next page).
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Figure S7: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 68 successful sequences (out of 71 starting sequences) for the 8 12 target topology (cont
on next page).
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Figure S7: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 68 successful sequences (out of 71 starting sequences) for the 8 12 target topology (cont
on next page).

15



Figure S7: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 68 successful sequences (out of 71 starting sequences) for the 8 12 target topology (cont
on next page).
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Figure S7: Distribution for the number of mutations for unique sequences generated by RAG-
IF for 68 successful sequences (out of 71 starting sequences) for the 8 12 target topology (cont
from previous page).
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Figure S8: Run time comparison between RAG-IF GA algorithm and RNAInverse for the
sample sequence for 6 target topologies shown in Figures 4-9 in the main article. For sequence
3 for the 8 12 topology, the intermediate sequence shown in Figure 9 of the main document
is used. Both RNAInverse and GA were run until they generated at least 800 sequences.
Note that the generated sequences by GA and RNAInverse were not screened further to
check whether they fold onto the target topology.
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Figure S9: The NUPACK predicted topologies for the starting sequences for 6 target topolo-
gies. Number of all starting sequences are shown in blue and number of successful starting
sequences (for which RAG-IF generates at least one successful sequence) are shown in orange.

19


