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NUCLEOTIDE
SUBSTITUTIONS (2)

Jukes-Cantor 2-Parameter Model

A +————GC
B B

C——mm7T

Jukes-Cantor 2-Parameter Model
Paagy = P(A L] A, 0)
Paagy=1-a-2B

Pang) = (L-a-2B)Ppa) +
BPraq) + BPcaw * APsag)

Paagss) = (L - a0 - 2B)Ppny +
BPrag *+ BPcag + @Pcaq

BPppe = (0 +2B) Paagy +
BPrag * BPcag + @Pcaq

Pang = (L + €8 + 2e2@B) /4




X = (1 + €48 + 2e2@+Br) / 4
Y= (1 +e48-22@+Br) / 4

Zy=(L-e*)/4

NUCLEOTIDE
SUBSTITUTIONS
BETWEEN
SEQUENCES

usually is inferred from pairwise
comparisons

Hamming Distance
divergence
n/N
[nucleotide site?]
if small,
then observed = actual
if large,
then observed < actual

Noncoding Sequences

ly = P?aa * P2ar + P2ace * P2acty
I = (1 + 3e®at) /4
p=1-ly=3(1-eba)/4

8at =-Log[1- (4p/3)]

K =-3Log[1-(4p/3)] /4

K =Log[(1-2P-2Q)1]/2+
Log[(1-2Q)1 /4




