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Table S3. List of metagenome projects used for the analyses of biogeography and diversity of microbial 
rhodopsins.  

Name/Description Source MG-RAST/CAMERA Accession 
Sequencing 
Method 

Reference 

Antarctica aquatic microbial 
metagenome 

CAMERA CAM_PROJ_AntarcticaAquatic 
454/ 
Sanger 

[1]  

Ward Hunt Ice Shelf melt pool 
metagenome 

MG-RAST WHI 454 [2] 

Markham Ice Shelf melt pool 
metagenome 

MG-RAST MIS 454 [2] 

Botany Bay metagenome CAMERA CAM_PROJ_BotanyBay 
454/ 
Sanger 

[3] 

Global Ocean Sampling Expedition CAMERA CAM_PROJ_GOS 
454/ 
Sanger 

[4]  

Ice metagenome of the northern 
Schneeferner 

CAMERA CAM_PROJ_IceMetagenome 454 [5]  

Marine bacterioplankton 
metagenomes 

CAMERA CAM_PROJ_Bacterioplankton 454 [6] 

Marine metagenome from coastal 
waters project at Plymouth Marine 
Laboratory 

CAMERA CAM_PROJ_PML 454 [7]  

Metagenome from Yellowstone Bison 
Hot Spring 

CAMERA CAM_PROJ_Bison 454 [8]  

Metagenomic analysis of the North 
Atlantic spring bloom 

CAMERA CAM_PROJ_BATS 454 - 

Microbial community genomics at the 
HOT/ALOHA station 

CAMERA CAM_PROJ_HOT Sanger [9]  

Monterey bay microbial study CAMERA CAM_PROJ_MontereyBay 454 [10] 

Viral and microbial metagenomes 
from salterns of differing salinities 

CAMERA CAM_PROJ_SalternMetagenome 454 [11]  

Yellowstone Lake: Genetic and gene 
diversity in a freshwater lake 

CAMERA CAM_PROJ_YLAKE Sanger [12] 
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