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Clustal Progressive Alighment

Steps in Multiple Alignment

(A) Pairwise Alignment

Example - 4 sequences §,8,8,8, S,
S, S
s, 6 pairwise comparisons 84
33 then cluster analysis 1
s, S,

-

similarity

(B) Multiple alignment following the tree from A
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A align most similar pair

Gaps 1o optimize alignment
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! align next most similar pair
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New gap to optimize
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s' align alignments - preserve gaps
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Clustal Procedure

INPUT SEQUENCES

!

stage 1 | CALCULATE ALL PAIRWISE
SIMILARITY SCORES

!

stage 2 UPGMA CLUSTER ANALYSIS

!

TAKE 2 MOST SIMILAR
(REMAINING) SEQUENCES
OR CLUSTERS

i

2 WAY AL IGNMENT

| 1

OUTPUT A CONSENSUS
AND THE SEQUENCES
WITH GAPS INSERTED

L

YES NO™ | OUTPUT FINAL
AL | GNMENT
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