
Organism
(Abbrev)

Gene
(.ID)

has / is on chromosome of

TaxID

NCBIID

OrganismName

BP

GenCode

{ 4, 11 }

NrGenes

NrPredHGTgenes

Taxonomy
(Abbrev)

KEGGCode
has link to

… has … information

… has … on its genome

has

has genome length

has

has

has has

NrCromosomes
{ 1, 2 }

… contains … chomosomes

GCValue

StDevGCorg

has computed *

GC1_o GC2_oGCtotal_o GC3_o

Percentage

… has … of transferred genes

GeneFunction
(.ID)

Function
has

has

Synonym

Strand

{ '-', '+' }

Coordinates
(.ID)

… has … on chromosome

BeginEnd

Length

GeneName
has

… has … of gene name

with

of has total has direction

GCstatsOrg
(Abbrev)

GCstatsGene
(.ID)

GCtotal_g GC1_g GC2_g GC3_g

has

has

MahSimMah

{ '1', '2' }

SimGC

{ '1', '2' }

DevAA

Nc

{ 20..61 }

P2

{ 0..1 }

ICDI

{ 0..1 }

Chi2

has

with translational efficiency

with bias

with bias degree

GCregion

{ 'high', 'low', '-', '+', 'f' }

Prediction

{ 'hgt', 'heg', '-' }
PID

has

has

with guesstimate

PATH
(.code)

KEGG
(.code)

participates in
… has … reference code

AltCode
(Abbrev)

has

OrganismInfo
(Abbrev)

has

HGTPredictions
(Abbrev)

has

… minus … makes up … **

GeneIDInfo
(.ID)

has additional

HGTPredictionGene
(.ID)

of has participant / participates in

GeneStats
(.ID)

hashas oddness
has oddness

has of / with

… has … at codon position

The statistics for AA and CodonUS are moved to a separate figure

ClusterOrthologGenes
has

nearby

"GeneNearbyGene"

adjacent to

overlaps with

Threshold

with max bp gap

GeneCluster
(.ID)located in

StrictHGTGeneCluster

FlexibleHGTGeneCluster

contains / located in

HGTGeneCluster

PathwayGenesCluster

Size

has minimum

NrStrictHGTClusters

has amount

is a cluster of

GCstDevGene

… has … at codon position

AggregateGCvalue
has computed *

Taxtree

has place in

 


