
 
 

Figure S3 – BLD10/CEP135 shows two conserved regions used in orthologue identification. A. Graphic 

representation of the conservation of residues amongst BLD10/CEP135 orthologues found using the full 

human sequence. Gaps of non-aligned residues spanning ≥ 25% of the total sequence were removed. A 

multiple sequence alignment of those sequences revealed two conserved regions that we termed 

BLD10/CEP135 CR1 and CR2 (BLD10/CEP135 CR1: residues 6-147 and BLD10/CEP135 CR2: residues 678-

1021 in the human sequence). B. Graphic representation of residue conservation amongst all candidate 

BLD10/CEP135 orthologues. Note that in this case, while CR1 conservation is not evident, CR2 shows 

conservation. C. Domain architecture of the human BLD10/CEP135 according to A and coiled-coil 

prediction. D. Summary of results obtained with sequences used to query the databases when 

searching BLD10/CEP135 homologues. Using human BLD10/CEP135 CR1 and CR2 we were able to find 

additional homologous sequences in Plasmodium falciparum and Thalassiosira pseudonana, 

respectively. Using Chlamydomonas reinhardtii full sequence and BLD10/CEP135 CR2 we were able to 

identify homologous sequences in Ostreococcus tauri, Trypanosoma cruzi and Leishmania major. 


