
default_vertebrates_protein_trees_112

CAFE_analysis (274)

32637d

CAFE_analysis_himem (275)

15d

#-1

CAFE_json (276)

32527d

#2

CAFE_json_himem (277)
 

44d

#2 #-1

CAFE_species_tree (271)
 

1d

hc_cafe_species_tree (272)

1d

#2

CAFE_table (273)
 

1d

#1

#2

HMM_clusterize (56)
 

1d

WHEN #clustering_mode# eq "hybrid"

#1

HMMer_classifyCurated (47)
 

1d

HMMer_classifyInterpro (48)
 

1d

#1

HMMer_remove_projection_hits (49)

1d

#1

HMMer_classifyPantherScore (51)
 

5750d

HMMer_classifyPantherScore_himem (52)

=0

#-1

HMMer_classify_factory (50)

1d

#1 WHEN #hmm_library_version# == 3
WHEN #hmm_library_version# == 2

#2

#1

HMMer_search (53)

=0

HMMer_search_himem (54)

=0

#-1

HMMer_search_super_himem (55)

=0

#-1

alignment_entry_point (103)

56346d

WHEN #is_already_supertree#
ELSE

#1

WHEN (#tree_gene_count# >= #mcoffee_short_gene_count# and #tree_g ...
WHEN (#tree_gene_count# >= #mcoffee_himem_gene_count# and #tree_g ...
WHEN (#tree_gene_count# >= #mafft_himem_gene_count#)              ...
WHEN (#tree_gene_count# >= #mafft_gene_count#         and #tree_g ...
WHEN (#tree_gene_count# <  #mcoffee_short_gene_count#)            ...

#1

aln_filtering_tagging (126)

=0

get_num_of_patterns (138)

=0

#1

aln_tagging (118)

54740d

split_genes (119)

54740d

#1

backbone_fire_clustering (2)
 

1d

pre_clustering_semaphore_check (3)

1d

#1
{compara_db,

datacheck_names,
db_type,

registry_file}

backbone_fire_db_prepare (1)

1d

#1

#1

backbone_fire_homology_dumps (8)

1d

pre_homology_dump_semaphore_check (9)
 

1d

#1
{compara_db,

datacheck_names,
db_type,

registry_file}

backbone_fire_posttree (11)
 

1d

posttree_semaphore_check (12)

1d

#1
{compara_db,

datacheck_names,
db_type,

registry_file}

backbone_fire_tree_building (5)
 

1d

pre_tree_building_semaphore_check (6)

1d

#1
{compara_db,

datacheck_names,
db_type,

registry_file}

backbone_pipeline_finished (14)

1d

final_semaphore_check (15)
 

1d

#1
{compara_db,

datacheck_names,
db_type,

registry_file}

backup_paf (82)
 

=0

backup_single_paf (68)

1d

blastdb_factory (70)

=0

#1

#2

blastp (77)
 

=0

blastp_himem (78)
 

=0

#-1

break_batch (79)
 

=0

#-2

blastp_controller (41)

=0

#1

#1#1

blastp_no_runlimit (80)
 

=0

#-1

blastp_unannotated (62)

532d

blastp_unannotated_himem (63)

=0

#-1

break_batch_unannotated (66)

6d

#-2

#-2

blastp_unannotated_himem_no_runlimit (65)

=0

blastp_unannotated_no_runlimit (64)

2678d

#-1

#2

#2

build_HMM_aa_v3 (206)

=0

build_HMM_aa_v3_himem (207)

=0

#-1

build_HMM_cds_v3 (208)

=0

build_HMM_cds_v3_himem (209)

=0

#-1

build_HMM_factory (223)
 

=0

#2 #2

calculate_wga_coverage (301)

1843d

ortholog_quality

#3

cdhit (72)

=0

dump_representative_members (73)

=0

#2

seq_member_projection

#3

check_dna_alns_complete (256)

1d

pair_species (297)

1d

#1
{species_set_name}

check_file_copy (302)

1d

WHEN #homology_dumps_shared_dir#

#1

check_member_db_is_same_version (27)
 

1d

WHEN #master_db#
ELSE

#1

check_reusability (25)

200d

Accu

#2
=> reused_gdb_ids[]:=genome_db_id

#3
=> nonreused_gdb_ids[]:=genome_db_id

cluster_factory (102)
 

1d

#1

#1

WHEN #clustering_mode# eq "topup"
ELSE

#2

cluster_tagging (91)

54540d

cluster_tagging_factory (101)
 

1d

#2

clustering_method_decision (83)
 

1d

#1
WHEN #clustering_mode# eq "ortholog"
WHEN #clustering_mode# eq "blastp"

ELSE

#1

clusterset_backup (100)
 

1d

#1

create_additional_clustersets (96)
 

1d

#1

WHEN #clustering_mode# eq "topup"

#1

component_genome_dbs_move_back_factory (230)
 

=0

move_back_component_genes (231)
 

=0

#2
{source_gdb_id,
target_gdb_id}

compute_goc (283)

18337d

compute_goc_himem (284)

=0

#-1

compute_jaccard_index (107)
 

1d

compute_statistics (242)
 

1d

#1

#1

consensus_cigar_line_prep (204)

54740d

consensus_cigar_line_prep_himem (205)

1d

#-1

copy_alignments_from_previous_release (34)
 

=0

mafft_update (111)

=0

#1

copy_clusters (92)
 

=0

remove_blocklisted_genes (94)

1d

#1

copy_dumps_to_shared_loc (269)
 

1d

copy_files_to_shared_loc (303)

1d

copy_homology_dNdS (258)

=0

homology_dNdS (257)
 

=0

#2

copy_ncbi_table (18)

2d

copy_ncbi_tables_factory (17)
 

1d

#1

#2

copy_raxml_bl_tree_2_default_tree (195)
 

=0

hc_post_tree (197)
 

54740d

#1

copy_treebest_tree_2_raxml_bl_tree (194)
 

=0

#1

copy_treerecs_bl_tree_2_default_tree (196)

=0

#1

copy_trees_from_previous_release (33)
 

=0

#3 #4#5 #1

count_genes_in_tree (264)
 

200d

create_mlss_ss (26)
 

1d

hc_members_globally (38)

1d

#1

make_treebest_species_tree (28)

1d

#1

datacheck_factory (308)
 

1d

#1

#2

datacheck_fan (312)

23d

datacheck_fan_high_mem (313)

=0

#-1

WHEN #do_jira_ticket_creation#

#2

Accu

#1
=> results[]:=results

WHEN #do_jira_ticket_creation#

#2 #1
=> results[]:=results

datacheck_funnel (309)
 

1d

store_results (310)

1d

#1

datacheck_trees (105)

1d

datacheck_trees_high_mem (106)

=0

#-1

dump_canonical_members (71)

=0

dump_genes (233)

200d

dump_polyploid_genes (234)

=0

make_blastdb (74)
 

=0

#1

dump_unannotated_members (58)

1d

make_blastdb_unannotated (59)
 

1d

#1

email_report (311)

=0

examl_16_cores (159)
 

=0

examl_16_cores_himem (160)
 

=0

#-1

examl_32_cores (161)
 

=0

#-2

examl_32_cores_himem (162)
 

=0

#-1

examl_48_cores (163)
 

=0

#-2

examl_48_cores_himem (164)
 

=0

#-1

fasttree (155)
 

=0

#-2

#-2

examl_8_cores (157)

=0

#-2

examl_8_cores_himem (158)

=0

#-1

exon_boundaries_prep (116)
 

54838d

exon_boundaries_prep_himem (117)

=0

#-1

WHEN #use_quick_tree_break# and (#tree_num_genes# > #treebreak_ge ...
ELSE

#1

WHEN #use_quick_tree_break# and (#tree_num_genes# > #treebreak_ge ...
ELSE

#1

expand_clusters_with_projections (93)
 

1d

#1

filter_decision (123)
 

=0

WHEN (#tree_gene_count# >= #threshold_n_genes_large# and #tree_al ...
WHEN (#tree_gene_count# <= #threshold_n_genes#) || (#tree_aln_len ...

ELSE

#1

fire_final_analyses (16)

1d

#1
{}

final_tree_steps (201)

54740d

#1

ktreedist (202)

54740d

#1

fire_clustering_analyses (4)
 

1d

#1WHEN #are_all_species_reused# and (#reuse_level# eq "clusters")
ELSE

#1

wga_expected_dumps (270)

1d

#1

WHEN #gene_tree_stats_shared_dir#

#1

WHEN #homology_dumps_shared_dir#

#1

fire_homology_dump_analyses (10)
 

1d

#1

#1#1 #1

fire_posttree_analyses (13)
 

1d

#1

#1

fire_tree_building_analyses (7)
 

1d

#1

#1

flag_high_confidence_orthologs (305)

19900d

import_homology_table (306)

20100d

#1
{high_conf_expected,

mlss_id}

flag_update_clusters (57)

=0

gene_count_factory (263)

1d

#1

gene_dumps_genome_db_factory (232)

1d

WHEN #is_polyploid#
ELSE

#2

generate_tree_stats_report (244)
 

1d

genome_member_copy (36)

200d

WHEN #is_polyploid#
ELSE

#1

get_ambiguous (290)
 

200d

gene_member_qc

#2

get_long_short_orth_genes (287)

200d

get_long_short_orth_genes_himem (288)

=0

#-1

#2

#2

get_num_of_patterns_himem (139)

=0

#-1

small_trees_go_to_treebest (127)

=0

#1

treebest_small_families (171)
 

=0

#2

#1

get_orphaned_genes (289)
 

200d

#2

get_species_set (285)

1d

#2

#2

get_split_genes (286)

200d

#1 #1 #1

#2

goc_entry_point (280)
 

1d

WHEN #goc_mlss_id#
ELSE

#1

goc_group_genomes_under_taxa (281)
 

1d

goc_mlss_factory (282)
 

2d

#2

#2
{goc_mlss_id}

group_genomes_under_taxa (245)
 

=0

mlss_factory (250)
 

=0

#2

hc_binary_species_tree (32)

=0

hc_cafe_results (278)

1d

write_cafe_mlss_tag (279)

1d

#1

#1

hc_clusters (95)

1d

run_qc_tests (97)

1d

#1

hc_dnds (259)
 

=0

threshold_on_dS (260)
 

=0

#1

hc_global_tree_set (104)

1d

#1
{compara_db,

datacheck_names,
db_type,

registry_file}

WHEN #do_stable_id_mapping#

#1

WHEN #do_treefam_xref#

#1

insert_member_projections (39)
 

1d

#1

hc_members_per_genome (37)

200d

#1

hc_pafs (81)
 

=0

#1

ortho_tree_decision (198)

54740d

#1

hc_species_tree (29)

1d

WHEN #use_treerecs# and !#binary_species_tree_input_file#
WHEN #use_treerecs# and  #binary_species_tree_input_file#
WHEN #use_notung# and !#binary_species_tree_input_file#
WHEN #use_notung# and  #binary_species_tree_input_file#

#1

hc_stable_id_mapping (221)
 

1d

WHEN #do_jaccard_index# && #reuse_db#

#1

hcluster_dump_factory (84)
 

=0

#1

#2

hcluster_dump_input_all_pafs (67)
 

1d

#1

hcluster_run (89)

1d

#1

hcluster_dump_input_per_genome (86)

=0

hcluster_merge_factory (87)
 

=0

#1

#2

hcluster_merge_inputs (88)
 

=0

hcluster_parse_output (90)

1d

#1

homology_dumps_mlss_id_factory (295)
 

1d

split_tree_homologies (296)

201d

#2

homology_factory (251)
 

=0

#1

#2 #3

homology_id_mapping (252)
 

19900d

homology_id_mapping_himem (253)
 

=0

#-1

homology_id_mapping_hugemem (254)
 

=0

#-1

homology_stats_factory (265)

1d

orthology_stats (266)

19900d

#2

paralogy_stats (267)

200d

#3

id_map_mlss_factory (246)
 

1d

mlss_id_mapping (247)
 

19900d

#2

import_homology_table_himem (307)
 

1d

#-1

WHEN #dbID_range_index#

#1

jira_ticket_creation (314)
 

=0

join_panther_subfam (216)
 

1d

panther_backup (217)
 

1508d

#2

ktreedist_himem (203)
 

383d

#-1

load_InterproAnnotation (46)

1d

#1

load_binary_species_tree (30)
 

=0

#2

load_genomedb (23)

200d

load_genomedb_factory (22)

1d

#1

#2

load_mlss_id (21)

1d

#1

mafft (110)

936d

mafft_himem (113)
 

8875d

#-1

mafft_huge (114)

478d

#-1

mafft_mammoth (115)
 

=0

#-1

raxml_update_decision (166)
 

=0

#1

make_binary_species_tree (31)

=0

#2

make_blastdb_unannotated_himem (60)
 

=0

#-1

unannotated_all_vs_all_factory (61)

1d

#1

#1

#2

mcoffee (109)

17705d

#-2

mcoffee_himem (112)

6754d

#-1

#-2 #-1

mcoffee_short (108)

34014d

#-2

#-1

member_copy_factory (35)
 

1d

#1

#2

members_against_allspecies_factory (75)

=0

#1

#2

members_against_nonreusedspecies_factory (76)

=0

#1

#2

#2

mlss_id_for_high_confidence_factory (304)
 

1d

#2
INPUT_PLUS 

#1
INPUT_PLUS 

mlss_id_mapping_himem (248)
 

=0

#-1

#1
INPUT_PLUS 

noisy (124)
 

=0

#1

noisy_large (125)
 

=0

#1

nonreusedspecies_factory (43)
 

=0

paf_create_empty_table (45)
 

=0

#2

notung (182)
 

=0

raxml_bl_decision (188)

=0

#1

notung_16gb (184)
 

=0

#1

notung_32gb (185)
 

=0

#1

notung_512gb (187)

=0

#1

notung_64gb (186)
 

=0

#1

notung_8gb (183)

=0

#1

notung_decision (181)
 

=0

WHEN (#tree_gene_count# > 6000) && (#tree_gene_count# <= 10000)
WHEN (#tree_gene_count# > 500)  && (#tree_gene_count# <= 1000)
WHEN (#tree_gene_count# > 3000) && (#tree_gene_count# <= 6000)

WHEN (#tree_gene_count# > 10000)
WHEN (#tree_gene_count# > 1000) && (#tree_gene_count# <= 2000)

WHEN (#tree_gene_count# <= 500)

#1

offset_homology_tables (40)
 

=0

offset_tables (20)

1d

#1

ortho_tree (199)

53131d

#1
ortho_tree_himem (200)

1609d

#-1

WHEN (#tree_gene_count# <= 400)
ELSE

#1

#1

ortholog_cluster (85)

=0

ortholog_mlss_factory (300)

1d

#1

#2

other_paralogs (212)

1151d
#3

other_paralogs_himem (213)

420d

#-1

#3

overall_qc (98)

1d

#1

paf_table_reuse (44)

=0

#1

reset_mlss (298)
 

=0

#3

#1

#2

#1
INPUT_PLUS {is_already_supertree}

panther_paralogs (218)
 

18808d
#3

panther_paralogs_himem (219)

23d

#-1

#3

paralogue_for_import_factory (228)
 

1d

#1
{high_conf_expected,

mlss_id}

per_genome_qc (99)

200d

polyploid_move_back_factory (229)
 

1d

#2

populate_method_links_from_db (19)

1d

#1

populate_method_links_from_file (24)

=0

#1
INPUT_PLUS {master_db}

#1
{}

#1
{}

#1
{}

#1
{}

prepare_blastdb (69)
 

=0

#1

#1

prottest (129)

=0

prottest_himem (130)

=0

#-1

raxml_parsimony_decision (140)
 

=0

#1

prottest_16_cores (132)

=0

#1

prottest_32_cores (133)

=0

#1

prottest_8_cores (131)
 

=0

#1

prottest_decision (128)

=0

WHEN (#tree_aln_length# > 8000) && (#tree_aln_length# <= 16000) & ...
WHEN (#tree_aln_length# > 8000) && (#tree_aln_length# <= 16000) & ...

WHEN (#tree_aln_length# > 32000)
WHEN (#tree_aln_length# > 2400) && (#tree_aln_length# <= 8000) && ...
WHEN (#tree_aln_length# > 2400) && (#tree_aln_length# <= 8000) && ...
WHEN (#tree_aln_length# > 16000) && (#tree_aln_length# <= 32000)  ...
WHEN (#tree_aln_length# > 16000) && (#tree_aln_length# <= 32000)  ...
WHEN (#tree_aln_length# > 150) && (#tree_aln_length# <= 1200) &&  ...
WHEN (#tree_aln_length# > 150) && (#tree_aln_length# <= 1200) &&  ...
WHEN (#tree_aln_length# > 1200) && (#tree_aln_length# <= 2400) && ...
WHEN (#tree_aln_length# > 1200) && (#tree_aln_length# <= 2400) && ...

WHEN (#tree_aln_length# <= 150) && (#tree_gene_count# > 500)
WHEN (#tree_aln_length# <= 150) && (#tree_gene_count# <= 500)

#1

#1

quick_tree_break (210)
 

98d

#1

quick_tree_break_himem (211)
 

3d

#-1

subcluster_factory (214)

98d

#1

#1 #1

raxml (165)
 

=0

raxml_8_cores (176)
 

=0

#-2

raxml_8_cores_himem (177)
 

=0

#-1

raxml_16_cores (178)

=0

#-2

raxml_16_cores_himem (179)

=0

#-1

raxml_2_cores (172)
 

=0

raxml_2_cores_himem (173)
 

=0

#-1

raxml_4_cores (174)
 

=0

#-2

raxml_4_cores_himem (175)
 

=0

#-1#-2

#-2#-1

raxml_bl (189)

=0

#1

#2

raxml_bl_16 (191)

=0

#1

#2

raxml_bl_32 (192)

=0

#1

#2

raxml_bl_48 (193)

=0

#1

#2

raxml_bl_8 (190)
 

=0

#1

#2

WHEN (#tree_gene_count# > 500)  && (#tree_gene_count# <= 1000)
WHEN (#tree_gene_count# > 3000) && (#tree_gene_count# <= 10000)

WHEN (#tree_gene_count# > 10000)
WHEN (#tree_gene_count# > 1000) && (#tree_gene_count# <= 2000)

WHEN (#tree_gene_count# <= 500)

#1

raxml_decision (156)

=0

WHEN (#raxml_cores# >  8)  && (#raxml_cores# <= 16)
WHEN (#raxml_cores# >  48) && (#raxml_cores# <= 128)
WHEN (#raxml_cores# >  4)  && (#raxml_cores# <= 8)
WHEN (#raxml_cores# >  32) && (#raxml_cores# <= 48)
WHEN (#raxml_cores# >  2)  && (#raxml_cores# <= 4)
WHEN (#raxml_cores# >  16) && (#raxml_cores# <= 32)

WHEN (#raxml_cores# >  128)
WHEN (#raxml_cores# >  1)  && (#raxml_cores# <= 2)

WHEN (#raxml_cores# <= 1)

#1

raxml_parsimony (141)
 

=0

raxml_parsimony_himem (142)
 

=0

#-1

raxml_parsimony_16_cores (149)
 

=0

raxml_parsimony_16_cores_himem (150)

=0

#-1

raxml_parsimony_2_cores (143)

=0

raxml_parsimony_2_cores_himem (144)

=0

#-1

raxml_parsimony_32_cores (151)
 

=0

raxml_parsimony_32_cores_himem (152)

=0

#-1

raxml_parsimony_48_cores (153)
 

=0

#-2

raxml_parsimony_48_cores_himem (154)

=0

#-1

#-2

raxml_parsimony_4_cores (145)

=0

raxml_parsimony_4_cores_himem (146)

=0

#-1

raxml_parsimony_8_cores (147)

=0

raxml_parsimony_8_cores_himem (148)

=0

#-1

#1

WHEN (#raxml_cores# >  8)  && (#raxml_cores# <= 16)
WHEN (#raxml_cores# >  4)  && (#raxml_cores# <= 8)

WHEN (#raxml_cores# >  32)
WHEN (#raxml_cores# >  2)  && (#raxml_cores# <= 4)
WHEN (#raxml_cores# >  16) && (#raxml_cores# <= 32)
WHEN (#raxml_cores# >  1)  && (#raxml_cores# <= 2)

WHEN (#raxml_cores# <= 1)

#1

raxml_update (167)
 

=0

raxml_update_16 (169)

=0

raxml_update_32 (170)

=0

raxml_update_8 (168)
 

=0

WHEN (#tree_gene_count# > 500)  && (#tree_gene_count# <= 1000)
WHEN (#tree_gene_count# > 3000)

WHEN (#tree_gene_count# > 1000) && (#tree_gene_count# <= 2000)
WHEN (#tree_gene_count# <= 500)

#1

#1

rename_labels (268)

1d

reusedspecies_factory (42)
 

=0

#2

rib_fire_cafe (236)
 

1d

WHEN #do_cafe#

#1

rib_fire_dnds (249)

1d

WHEN #do_dnds#

#1

rib_fire_gene_qc (240)

1d

WHEN #do_gene_qc#

#1

rib_fire_goc (262)

1d

WHEN #do_goc#

#1

rib_fire_high_confidence_orths (227)
 

1d

#1 #1

rib_fire_hmm_build (239)
 

1d

WHEN #do_hmm_export#

#1

rib_fire_homology_id_mapping (241)

1d

WHEN #do_homology_id_mapping#

#1

rib_fire_homology_stats (237)
 

1d

set_default_values (292)

1d

#1

WHEN #do_homology_stats#

#1

rib_fire_orth_wga (255)
 

1d

WHEN #do_orth_wga#

#1

rib_fire_tree_stats (238)

1d

#1

rib_group_1 (224)

1d

#1

#1 #1#1 #1

rib_group_2 (225)

1d

#1

#1 #1#1 #1#1

rib_group_3 (226)

1d

#1

#1

#1

#1 #2

select_mlss (299)

19900d

Accu

#1
=> alignment_mlsses[]:=accu_dataflow

#2
=> mlss_db_mapping{mlss_id}:=mlss_db

stats_gene_trees (293)

1d

#1

stats_homologies (294)

1d

#1

WHEN (#tree_num_distinct_sequences# >=4) && (#tree_aln_num_of_pat ...
WHEN #tree_num_distinct_sequences# < 4
WHEN #tree_aln_num_of_patterns# < 4

ELSE

#1

snapshot_posttree (235)

1d

split_genes_himem (121)

=0

#-1

#1

#2

tree_building_entry_point (122)
 

54740d

#1
split_genes_per_species (120)

=0

stable_id_mapping (220)
 

1d

#1

#4

datacheck_results

#3

store_tags (291)

200d

tree_backup (215)

298d

#2

threshold_on_dS_himem (261)
 

=0

#-1

#1

WHEN #use_treerecs#
WHEN #use_notung#

ELSE

#1 WHEN #use_raxml#
ELSE

#1

treebest (136)

16390d

treebest_long_himem (137)

1630d

#-2 #-1

treebest_decision (134)
 

54740d

WHEN (#tree_gene_count# >= #treebest_threshold_n_genes#)
WHEN (#tree_aln_num_residues# < #treebest_threshold_n_residues#)

ELSE

#1

treebest_short (135)

36730d

#-1

#-2

treefam_xref_idmap (222)
 

1d

treerecs (180)

=0

#1

#1

#2

write_stn_tags (243)

1d

#1 #1
{compara_db,

datacheck_groups,
db_type,

registry_file}

{locator,
master_dbID}

INPUT_PLUS 

INPUT_PLUS 

INPUT_PLUS INPUT_PLUS 


