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Analysis of Local Helical parameters of data-mined helix junctions:
Graphical representation of 3DNA outputs

Figure 1S: 3’(1) junctions
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Angstrom units (A)
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Figure 1S. Local helix parameters at 3’(1) junctions (Table 1). Helix parameters for 3’
strands at junctions are used in the analysis. The junctions were analyzed using 3DNA.
The 3’ strand was treated as a single strand for this analysis. HI and H2: base-paired

residues within the terminal helix region; S1: first stacked, unpaired 3’ strand base; US1:
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first unpaired, unstacked 3’ strand base, US2: second unpaired, unstacked 3’ strand base,
US3: third unpaired, unstacked 3’ strand base. Unstacked bases (US) are defined as those
bases that are not stacked at that particular helix junction and are therefore assigned to the
single stranded segment of the junction. However, within the single stranded region bases

may be stacked.
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Figure 2S: 3’(2) junctions

a. Shift

10 —

, Angstrom Units (A)
O o »h oo u

N,
S
I

b. Slide

Angstrom Units (A)

g woN
I

T



Supplementary Material

Angstrom Units (A)
o N A O
[

d. Area of overlap

8_
_._0

7
_._r

6
5 n
<4 —=—q
3 —_—
2 —&— m

1
0 ' I
us2 —=—Kk

Figure S2. Local helix parameters at 3°(2) junctions (Table 1). H1 and H2: base-paired
residues within the terminal helix region; S1: first stacked, unpaired 3’ strand base; S2:
second stacked, unpaired 3’ strand base; US1: first unpaired, unstacked 3’ strand base,

US2: second unpaired, unstacked 3’ strand base. Unstacked bases (US) are defined as
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those bases that are not stacked at that particular helix junction and are therefore assigned
to the single stranded segment of the junction. However, within the single stranded region

bases may be stacked.

Details of Stacked Junctions
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