
vertebrates_synteny_112

SyntenyStats (13)
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WHEN (#avg_genomic_coverage# < #min_genome_coverage#)
ELSE

#2

build_synteny (9)
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build_synteny_himem (10)
 

=0

#-1

chr_name_factory (6)
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#1 WHEN defined(#ptree_db#)
ELSE

#2

compute_synteny_start_using_alignments (2)
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create_work_dir (4)
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#2

compute_synteny_start_using_orthologs (3)
 

=0

#2

concat_files (11)
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delete_synteny (14)
 

=0

#2

load_dnafrag_regions (12)
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#1

copy_dnafrags_from_master (5)
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WHEN defined (#ptree_db#)
ELSE

#1

#1

dump_gff_alignments (8)
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#1

dump_gff_homologs (7)
 

=0

#1

#1

populate_new_database (1)
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WHEN defined (#ptree_db#)
ELSE

#1

update_mlss_tag_table (15)
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