MEGA basics

DATA alignment

1. Alignment -> Alignment Exploror/CLUSTAL -> create new alignment
DNA form< A€
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3. MEGA9 “Alignment Explorer" Fo=z t©+A] 74 Alignment -> Align by
CLUSTALW
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4. Default option #L = alignment A% (gap opening penalty, gap extension penalty
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6. coding sequence (FA=}F F7H) #H PZoA] 4HA icone o] &Fe] LE frameS
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7. A3 FH9 dolg (DNA E+= protein)® 23t & DATA -> Export Alignment
-> MEGA format & Ad€lslo] doly A%
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Distance calculation
1. File => Open DatacllA A %3 diolg HUS zt1 3.
2. View Sequence Data FolA YZo|x Y HA olo]£& =7 select/edit taxa group

e 9.
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4. Mega #2002 &Ho}¢hA Distances —> substitution model -> H3sl= =&l AA & OK

d)) nucleotide —> Kimura 2-parameter
amino acid -> Pam matrix
5. df¥ distanceE & W Distance —> compute pairwise
AA Ht distanceE & wj Distance —> compute overall mean

7y 1% W9 Ht distanceE & W Distance —> compute within group mean



A
A

+9] distanceE £ w Distance —-> compute between groups means

ol o

e Hit distanceE £ ) Distance -> compute net between groups means

Phylogeny reconstruction
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File —> open data® HY|°o|EE loadd

2. construct phylogeny -> 93sl= 54 A€
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o 24 neighbor—joing A8 -> Y3}+= Zdl A¥ (ex. Kimura 2-parameter)
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