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BLAT Run )

L Significance Filtering
(for every single hit)

[gap_length > exhaust _gap_size OR

gap_length * 3 > intron_length]

[intron_length > exhaust_align_size]

[else]
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Exact Pattern Matching

__~JIntron Border Refinement
(for every single hit)

s Significance Filtering
(for every single hit)

( Sorting Hits by Score)
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[highest score < min_score]

[else]

- —>[ Hit Assembling )

__~JIntron Border Refinement
(for assembled hits)

[single_target_hits on]

[multiple_results on]

[else]
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