A RF01767.cons

p2.2

5-@@@@GUURYRA@OOR

wt
NRTIOHO sl ONRT1OH 0

B

‘“-““u-“-ﬂﬁ
Geg . 2 = & & <_. i--—:-éé‘:::e:#
Gs6 MMESS_ES-=F% s : N
~ S 2 - 2 ETT L '
G50 N g .o ,
£ ; =
* - - = sl
:: --aq‘::pma-fab g g
G40 ! . = - o =
F * B 8
. et
GSS\! ) - e
* s - -e
e e =
- s - -
o - = s -
- SEEEE M =
3 - - - R R R LR > -
" - . ”.::.o-moooo O« ww *
o —..‘wn.uavcto —
A : - - * :
- - -
- ': Sl
- L O —
ot - e
- . 0 = =
-i \ R il R
G18. = s ® colie - -
- =
- _
- - -
R o -
- il
G12 o
- = =

o Y'R'Y
/4
Ry

R GRY

Fa G

0 Loy sy
AGGl/,U A

A A
p21 @ CoRRRg
G cd
c-G°G S c-G
c-G & .. Cc-G
1 C-G (619 Cc=G
p
U=A U=A
u-A u=-A

00000/ /UG

RF01767 NGLG01000001.1/2396830-2396746/1-85

o

. L2 T3 CERE TiT ey
13
s

L

2 RN

P22

P21

P1

—-‘-"
&
PPY I
*
*
-..“’o
*
"
*w
*
*[
o ot



Figure S1. SAM-III riboswitch. A) left: consensus structure of SAM-III riboswitch; A) right: secondary
structure of sequence from Enterococcus sp which was used to verify with in-line probing. B) In line
probing result show structure differences among three different constructs and structure modulation with
or without ligand. The ligand concentration is from 0.1 pM to 10 uM. The different colored rectangles
show the modulating as the increasing of the ligands for wild and and mu2 constructions. The color
circles mark structure differences between the three different constructions. The arrows mark the positions
which we used to calculate the Kp. The stars mark the mutation position. The black solid lines mark the
stem positions of the secondary structure in A. Our experiments did not allow very precise determination
of Kps, but there was clear modulation and the Kps could be estimated to be 0.6+0.5 uM for the wild
type, and 0.4 £ 0.5 uM for the compatible mutant. However, no Kp could be determined for the disrupted

mutant.
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