PAIRWISE_ALIGNMENT (alignment)

n <-délka alignment.seq01 + 1

m <-délka alignment.seq02 + 1

score_matrix <- matice nul o rozmérechman
direction_matrix <- matice nul o rozmérechman
direction_matrix;, yonec <- alignment.insert_symbol
direction_matriXyonec1 <- alignment.delete_symbol
direction_matrix; ; <- 0

pom <-0

fori<-1ton
score_matrix,; <- pom

pom <- pom + alignment.gap

pom <-0

fori<-1tom
score_matrix;; <- pom

pom <- pom + alignment.gap

fori<-2tom
if alignment.seq02;; = A
sub_seq2<-1
elseif alignment.seq02;., = C
sub_seq2<-2
elseif alignment.seq02,, =G
sub_seq2<- 3

elseif alignment.seq02;; =T



sub_seq2<-4
forj<-2ton

if alignment.seq01;; = A
sub_seql<-1

elseif alignment.seq01;.; = C
sub_seql<-2

elseif alignment.seq01., = G
sub_seql<-3

elseif alignment.seq01;, =T

sub_seql<-4

if score_matrix;.1 .1 + alignment.scoring_matriXsyp seqi,sub_seq2 > SCOre_matrix;;.; + alighment.gap a
zaroven score_matrix;y ;.1 + alignment.scoring_matriXsyp_seq1,sub_seqz > SCOre_matrixi-1,j + alignment.gap

score_matrix;; <- score_matrix;.y;.; + alignment.scoring_matriXsus_seq1,sub_seq2
direction_matrix;; <-alignment.match_symbol

elseif score_matrix;;.; + alignment.gap > score_matrix;,; + alignment.gap
score_matrix;; <- score_matrix;;; + alignment.gap
direction_matrix;; <-alignment.insert_symbol

else
score_matrix;; <- score_matrix;; + alignment.gap

direction_matrix;; <-alignment.delete_symbol

alignment.score_matrix <- score_matrix
alignment.direction_matrix <- direction_matrix

alignment <- PAIRWISE_TRACEBACK(alignment)



