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Figure 3
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Codon Amino Acid | Frequency (%)
AAA X 15

BBB X 20

CCC X 8

DDD X 38

EEE X 8

FFF X 1"

GGG Y 60

HHH Y 40
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Figure 4A

PCT/US2021/031302

Codon Amino Acid | Frequency (%)
AAA X 19
BBB X 24
DDD X 42
FFF X 15
GGG Y 60
HHH Y 40
Figure 4B
Codon Amino Acid | Frequency (%)
AAA X 18
BBB X 24
DDD X 45
FFF X 13
GGG Y 60
HHH Y 40
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Figure 6
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If the nucleotide sequence is DNA, it is screened
for the following motifs (1-6):

S o

TATCTGTT

TTTTTT

AAGCTT

GAAGAGC

TCTAGA

5-X1ATCTX2TX3-3', wherein X1, X2 and
X3 are independently selected from A, C,
TorG

If the nucleotide sequence is RNA, it is screened
for the following motifs (7-12):

a0 =N

UAUCUGUU

Uuuuuu

AAGCUU

GAAGAGC

UCUAGA

5-X1AUCUX2UX3-3’, wherein X1, X2
and X3 are independently selected from
A C UorG
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Figure 10
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