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A< =1

cGCq
G
G A
©5-o®
0=0
G=C
G=C
e-0
o-Y
R=Y
e-o
e-0
0-2 ,0=0 0-3
nv/' \Yﬂ
A Astart\G
SN/
nt g_g nt 1-4|
C=G ntA
23 ,G=C, °
nt Y U
Y G
u=-GY <
G=C SD—A
Y=G
Plc=g G
U=R G
6-9
U=A
G=C nt
cuuu® g_YAARY
C=G
U=R
C=G
C=GP2
G=C
G=C
C=G
A @
e U
GGA

o)
—_

5'=AG AY

A .
Sh 6CCq rmf motif
C=1G C 3-5nt 3-6 nt
A C
Y-R ) A
o=Y C=@G
C=@G G=C A=U C=G
-0 C=G G=C U=R
-0 Y=R A=U C=G
Y=G P2 v=r P3 c=G c=G P4
O=0 G=C G=C R=Y
G=c 9= T S CreecGGAYAY@A
1-5 nt 3-7 nt 1 nt
SP stzlart
CAGUCAACARRUGAGGG@OAAYACCCUAUG
1-3 C
nt f g . .

c-g livK motif

G=CA

C=GG

A=U ‘YG zﬁ

Y=R ¢ n

A=U c=G

C=G A=U

Cc=G =
G G=C

U=A =

U=A y®-8,

V=0 ® ee® .
- To-c nuoG motif
®c_c Y=R -

G=C C=Gq -

0-0 A=Y -

R=Y G=C
5= @@@®RC -0

G=C
Y=-R
Y=R
C=-G SD start
G=Y

5-GAAUUOUYGAUUAAC

| |
CA®OYUGGAAGCAUG

base pair annotations
- covarying mutations
- compatible mutations
no mutations observed

nucleotide nucleotide
present identity

®97% @75% N 979%

® 90% 50% N 90%

N 75%

connector (zero length)
— variable-length region
C variable-length loop

(ﬁ variable-length stem-loop

R=AorG.Y=CorU.
“nt” = nucleotides.

“P1" = pairing element 1.
“SD" = Shine-Dalgarno
(predicted ribosome-
binding site).

“start” = start codon.



