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Stem Loop Overall
AUJUA 35.6% A 36.4% A 26.8%
GC/CG 534% C 151% C 21.4%
UG/GU 98% G 21.2% G 26.7%

Other 1.2% U 27.3% U  25.1%

Total: 52.6%

Total: 47.4%
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A
c
G
U
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C
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0.24
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-2.56
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C
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Seq 3

Seql

Seq 2

0.1 units

Seq 4
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Structural alignment

No of sequences 1 2 3 4
Min result 41.2% 65.2% 73.9% 79.2%
Max result 57.7% 821% 79.6% 79.2%
Average 48.3% 73.6% 77.8% 79.2%
CLUSTAL W alignment
No of sequences 1 2 3 4
Min result 41.2% 54.9% 60.1% 73.8%
Max result 57.7% 69.1% 76.9% 73.8%
Average 48.3% 64.4% 68.5% 73.8%
Structural alignment, no phylogeny
No of sequences 1 2 3 4
Min result 41.2% 59.9% 67.7% 716.2%
Max result 57.7% 76.6% 76.6% 76.2%
Average 48.3% 68.9% T122% 76.2%




Accuracy plot
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Using a certainty limit

Limit No of pos Correct pos Accuracy

0% 1459 1156 79.2%
50% 1314 1146 87.2%
70% 1150 1064 92.5%
80% 1068 1014 94.9%
90% 932 890 95.5%
95% 825 799 96.8%
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Sequence SCFG method MFOLD
Seq 1 57.7% 67.1%
Seq 2 48.2% 54.0%
Seq 3 41.2% 35.6%
Seq 4 46.2% 50.3%
Average 48.3% 51.7%
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