
1575 GENES

310 CANDIDATE GENES

193 GENES

72 GENES

65 GENES

58 PRESENCE/ABSENCE GENES

Found in >2 metazoan taxa 
and >2 bacterial and/or archaeal taxa 

Examined 
Topology

Searched for genes in 
only Metazoa and 
Bacteria/Archaea 

Re-align with
stricter parameters

Sort out and reject 
any with <10 sequences 
or <2 Metazoa species

Alignments 
inspected
by eye

Found in only Metazoa and Bacteria/Archaea
(allowing for contaminants) 

Still show LGT after realignment 

Gene alignments contained 10 or more total 
sequences and 2 or more metazoan taxa 

Final reported dataset

1265

117

121

7

71517 GENES 
REJECTED 

By Presence/Absence
Criteria

7 GENES
w/TWO LGT EVENTS
after bootstrapping

& reanalysis
1510

GENES
REJECTED

NUMBER 
OF GENES 
REJECTED 
PER STEP:

SUPPLEMENTARY FIGURE 1: Visualization of our Methodology

A schematic of the steps we took to arrive at our 58 reported presence/absence genes and 7 
genes with two LGT events. Starting with a pool of genes present in two or more metazoan 
species and two or more bacteria/archaea, we then proceeded to reject a certain portion of 
genes at each step. For more detailed information, see the methods. 


