
A G U U

G

U

U

G

A

U

C

U

G

U
G

U

G

A

A
U

C

A

G

A

C

U
G
C

G

A

C
A G

U

U

C

G

A

G

U

U

U

G

A
A

G
C

G A

A

AG
C

U
A

G
C

A
A

C

A

G
U

A

U

C

A

A

C

A G

G

U

U

U

U
A
U

U

U

U

G

G
A

U U

U

G

G

A

A

A

C

G A
G

A
G

U

U

U

C

U

G

G

U

C

A
U

G

A

A

A

A

A

C

C C A A A A A A G

A

A

A

U

C

C

G

G

A

G
G A

U

U

C

C

G

G

A

U

U
G

U

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

C

G

C

G

G

A

G
U A

G

C

C

C

G

U

G

U G

A

G

C

C

C

C

U
U U

G

G

G

G

G

C

U

U G A

1

10

20

30

40

50

60

70

90

100

110

120

130

140

150 160

170

179

200

190

start  start  
codoncodon

A

G

A

G

G

C

U

G

C

C

A

G

C

C

G

G

A

CC

U

U

C

U

G

C

U

G

G

G

U

C

A
U

G

G

G

C

C

C

A

U

C

A

G

G
A
U

G

G

U

C
U

U

G

G

C
G

A

U

U
C

U

A

A

G

G

C

C

U

U

U

190

210

220

230

240

250

260

G C

CAC
GGC

AA

U

UU

C

A A
C

A
U

C

A

C

U

G

G

G

U

C

U

C

A

U

C

A

A U

A

G

A

U

G

G

G

G

U       U       G       A         

U

U

C

A

G

U

G

G

G

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

280

270

290

300

310

320

326 340 370 400

360

5' G

U

G

U

C

G
G

A

A
U

U

G

U

U

GGCCUCCUGCUGACCA
CA

G

C
U A

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

C

U

A

G
A C

G

U

G

G

G A G U G C A U A C

U

A UAUGUACUU
G

G

A

C

A

G
A

A

A
C

G

A

C

G

C

433 529

440

450460

480

490

500

510

520

470

A

G

G

A

A
A

A

A

A

G

C

C

UU

U

U

SLB

cHP DCS-PK

SLA

A G

U

G

G

C

U

G

U

A

A

G

C

A

C
C

A

A
U C

U

U

A
G

U

G

U

U

G

U

C

A

G

G

C

C U G C U A G

U

C

A

G

C

C

A

C

A

G

C

U

U

G

G
G

G

A

A

A

G

C

U

G

U

G
C
A

G

C
C
U

G
U

G

A

C C C C C

C

C

A

G

G

A
G A

A

G

C

U

G

G

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

U

G

G

C
A

C

G
G A A

G

A

A
G

C

C

A

U G C U

G

C

C

U

G

U

G

A

G

C
C

C

C

U

C

A

G

A

G

G
A

C

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

C

G

C

U

U
G G

A

G

G

C

G

C A

G

G

A

U

G

G

G
A

A
A
A

G

A

A

G

G

U

G
G C

G

A

C

C

U

U

C

C

C

C

A

C

C

C

U U C A A U C U

G

G

G

G

C

C

U
G

A

A
C

U

G

G

A

G

A

U

C

A

G

C U G

U

G

G

A

U

C

U

C

C

A

G
A

A

G
A

G

G
G

A
C U

A
G

U
G G U U

A G
A

G
GA

GACC

C

C

C

C

G G A A A A C G

C

A

A
A A

C

A

G

C A U A U U G A C G C

U

G

G

G

A
A A

G

A

C

C

A

G A

G

A

C
U
C

C

A

U

G

A

G

U

U

U

C

C
A
C

C

A

C

G

C

U

G

G

C

C

G

C

C
A

GGC
AC

A

G

A
U C

G C C
G A A

U

A

G

C
G

G

C

G

G

C

C

G

G

U

G

U

G

G

G

G

A

A

A

U

C

C

A

U

G

G

G

U

C

U  G

10380

10370

10400

10390

10410

10420

10430

10440

10450

10460

10470 10480 10490

10500

10510

10520

10530

10540

10550 10560

10570

10590

10600

10610

10620

10680

10690

10700

10710

10730

10740

10750

10760

10770

10780

10790

10800

10630

10650

10640

10360

  

3'

SL I SL II
sHP

3' SL

DB-1

ψ-DB

a

b

ScanFold base pair: no filter

ScanFold base pair: Zavg < -1 

ScanFold base pair: Zavg < -2 

SHAPE > 0.75

SHAPE > 0.35

SHAPE <= 0.35

No SHAPE data
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