_—— -
—_— -

{}

WHEN #homology dumps shared dir#

#1
{compara_db,
datacheck _groups,
db_type,
registry file}

# 2

INPUT_PLUS

datacheck_fan_high_mem (133) #1

\

|
‘| => results[]:=results
\

1 \

\

WHEN #do jira ticket creation#

email_report (131)

=0

jira_ticket_creation (134)
datacheck results

=0

homology_id_mapping_himem (86)

=0

#1
{compara_db,
datacheck names,
db type,
registry file}

#1

default_vertebrates_ncrna_trees_112

#1

#1

WHEN #do cafe# and !#binary species tree input file#

#1

#1
INPUT_PLUS

#2
INPUT_PLUS

#1
{high_conf_expected,
mliss_id}

#1

#32

CAFE_analysis_himem (107)

\iz

=0

WHEN #do cafe# and #binary species tree input file#

#1

WHEN #clustering mode# eq "ortholog"
ELSE

#1
{compara_db,
datacheck names,
db _type,
registry file}

ortholog_cluster (32)

=0

#1
1}

#2

#2

WHEN #skip epo#
ELSE

WHEN #tree gene count# > #treebreak gene count#
ELSE

#-1

=0

CAFE_json_himem (109)

other_paralogs_himem (49)
#3
=0

WHEN #do orth wga#

{species_set name}

reset_mlss (118)

=0

-_— .
—_—
= e
-

! #1 : #2
=> alignment_milsses[]:=accu_dataflow )=> miss_db_mapping{mlss_id}:=mlss_db

~ —_ -

/ INPUT_PLUS

—

ortholog quality

#1

WHEN #homology dumps shared dir#

#1

WHEN #tree model id#

WHEN #create ss picts#

WHEN #create ss picts#

WHEN (#raxml cores# > 4)
WHEN (#raxml cores# > 2) && (#raxml cores# <=
WHEN (#raxml cores# > 1) && (#raxml cores# <=
WHEN (#raxml cores# <= 1)

P———

=
#3
3

orthotree_himem (77) create_ss_picts (56)

=0

=0

#-1

fast_trees_hugemem (69)

=0

#2

#1

WHEN #raxml cores# <=1
ELSE

o

#-1/#3

sec_struct_model_tree_4_cores (64)

=0

H

sec_struct_model_tree_8_cores (65)

=0

! {locator,
! master dblD}




