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created by the SSU-ALIGN package (http://selab.janelia.org/software.html)
structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
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C-G Watson-Crick basepair (bp)   406

G-U G-U or U-G bp    46

A-A non-canonical bp    19

A
U
U
C C G G U

U G
A
UCCUGCCGGAG

G
C

C
A

C
U

G
C

U

AU
C

G
G

G
G

U
c

C

G A
C

U A
AG

C
C A
U
G
C

g

A

G U C
G a
G c G C c C c g c u

U
a

ggcgGgGCgCGGC

G
g

A
CGGC

U
C
A
G
U
A

ACA
C
G
U
G
G
c
c A
AC

C
U
A
C

C
C
U
C
g
G
G
A g G G G

G A U A
A C C C C G G G

A
A

ACUGGGGC
U

AAU
C
CCCc

A
U
A
G
G
g
g
a
u
G
g
g
u

c
C
U
G

GA
A
U
G
g
c
c
C
a
u
c
c
C
C
G
A
A
A
g
GcgccgcgGG

AU
u
c
g C

C C c g c g g c g C G
C
C
c
G
A
G
G

A
U
G
G

g
g
C
U
G
C
G
GC

C
G
A

UU

A
G

G
U
A

GU
U

G
G

U
G

G
G
G

UA
A
C
G
G C

C
C
A
C
C
A
A

G
C
C

g
A
u
g A

U
C
G
G
U
A
CGGG

CCGU
G
A
G A

G C G G
G A

G
C C C G G

A
G

A
UGGaca

CUG
A
G
A
CA

A G
g g u C C A

G
G

C
C

C
U
A
C G

G
G
G
C
G C A G

C
A
G
G
C

G

C
G
A
A
A
CC

U
CCG

CAA
UGCGCG

A
A
A G C G C G A C G G G G G

g A
C
C
C
C
G
AGUGCCagggCau

A
u A G c c c u G G C

U
U

U
U

C
u

c
c

A
G

uG
U
A
A
A a

A
g
C
Ug

g
a
G
G
A
A
U
A
A G
g
G
C
u
GGGC

A
A
G A

C
C
G
G

U
G
C
C
A
G
C
C
G C

C
G
C G

G
U
A
A
U

A
C
C
G
G

C
a
G
C
c
C
G
A
G
U
G
G
U
G
G
C
C

G
c
U
A
U
U
A
U
U
G G
G
C

CU
A

A
A
G
C

G
U

C
CG

UA
G

C
CGGcCcggc

A
AGUCCCucGug

A
AA

U
CCccCGGCU

u
A A C C G g g G G

G C G
u g C g g G G G A

U A
C U g c c g G g C

U
u
G
G
G
A
C
C
G
G
G
A

G
A
G
G
C
c
G
G
G

GGUACUCCCGGG
GUA

GGGGU
G
A
A A U C C

U
G
U A

A
U
C C C G G G A G G A C C

A
C C

a
G
UG

G C G
A
A

aGCG
C
C
C
g
G
C
U
A
G
A
A
C
G
G G
U
C
C
G
A
C
G
G
U
G A G

G
G
A
C G
A
A
A
G
C
C
a
G
GG

G
a G
C
G
A
A
C
C
G
G

A
U
U
A G A

U
A
C

C
C
G
G
G
U
A

G
U

C
C
u
G
G
C U G

U
A
A
A
C

G
AU

G C G g G C U A G
G
U
G
U
u
G
C
gc

gG
G
C
U u C

G
A

G
C

C
cg

c
G

C
a

G
U

G
C

CG
u
A
G
G
G
A

AG
C

CGUU
A
A
GCcCGC

C
G
C
C
U

G G G
G
A G U A

C
G G C C G

C
A

AGGCU
GAAA

CUU
A
A
A G G A A U U G G C G

G
G G G A G C A

C C
A C

A A C
G G

G
U

G
G
A
G
C
C
U
G
C
G
G
U

UUA
A

U
U

G
G
A

uUC
A
A
C
G C

C
G
G
A
A
A
U C U C A

C
C
G
G
G
g
GCG

A
C

A
G

C
A

a
g

gAU
G

A
c
G

G
U

C
A

GGc
U
G
A
c G

A
C
C
U
U
A
C
C u

G

A

c g
U
G
C
U
G A G A

G
G

A
G
G
U
GC

A U
G

G
C
C

g
C
C
G
U
C
A

GCUCGUA
C
C
G

UG
A
G
G
C

G

U

C
C
U
G
U
U
A A

G
U
C
A
G
G C

A
A C G A G C

G
A G A

C
C C g C G C C C C U A G U U G C C

A G
C c c c a C C C U

U
c

GGGGug
G

ggGGG
CACA

CUAGGGG

G

A

C
U
G
C
C
G
G
c
G
CUA

A

g
C
C
G
G
A
G
G
A
A
G
G
AGcGGG

C
a
A
C
G
G
c A
G
G
U C

A
GU

A

U
G
C
C
C
C G

A
A

UC
c
C
C
C
G
G
G

C

U
A
C
AC

G
C
G
G
G
C
U
A
C A A U

G
G
c
C
G
G
G
A
C
A A U G

g G
u
U gC

G A C
C
C
C
G A

A
A

G
G

G
G
aAG

c
U
A

AU
C

c
C
C
U

AAA
C

C
C

Gg
U

C
G
u
A
G

U
UC
G
G
A
U
C
G
A
G
G
G
C
U
G
c

AAC
U
C
G
C
C
C
U
C
G
U

G
A
A
GC

U
G

G

A
AU

CCG
U
A
G
U
A
A
U
C
G
C
G
u
G
U
C
A

aCA
u
C
g
C
G
C
G
G
UG

A
A

U
A
C
GU

CCC
UGCUCCUUGC

A
CA

C
A
C
C
G
C
C
C
G
U
C
A
A
a
C
C
A
C
C
C
G
A
G
u
G
G
G
G
u
c
c
g
G
A
U
G
A
G
G
C
C
c
u
g
g
C
C
c
c
a
u U u

c
g
g
G
G
c
c
a
g
G
G
U
C
G
A
A
U
C
u
g
g
g
C
U
C
C
g
C
G
A
G
G
G
G
G
G
u
U
A
AG
U
C
G U
A

A
C A A

G
G
U A G C C G U A G G G

G
A

ACCUGCGGCUG
G
A
U
C
A
C
C
U
C
C
U


