
Supplemental Figure 1.  Maximum likelihood (ML) phylogenetic tree illustrating the 

inferred relationship between 18S rRNA  gene sequences (460bp) showing the position of 

fungal members  of the GH endolithic community (● bold) related to the most similar 

GenBank sequences. Bootstrap values (expressed as percentages of 500 replications) are 

shown at branch nodes. Similar topologies were recovered in trees generated with the 

neighbor-joining algorithm. Bar, 0.1 substitutions per nucleotide position.  

 

Supplemental Figure 2.  Maximum likelihood (ML) phylogenetic tree illustrating the 

inferred relationship between 23S rRNA plastid targeting gene sequences (393bp) 

showing the position of pre-dominantly bacterial members and few algal members of the 

GH endolithic community (● bold) related to the most similar GenBank sequences. 

Bootstrap values (expressed as percentages of 500 replications) are shown at branch 

nodes. Similar topologies were recovered in trees generated with the neighbour-joining 

algorithm. Bar, 0.1 substitutions per nucleotide position.  

 



 EndoF JJX7Z

 EndoF H0WU8

 EF689861 Thelidium papulare  AFTOL-ID 2249

 EF689871 Verrucaria hochstetteri  AFTOL-ID 

 EndoF JZ6RP

 EndoF JXL6N

 EndoF IK63V

 JQ627466 Uncultured Ascomycota clone A2 1a 1E 27 

 JQ627465.1 Uncultured Ascomycota clone RP2 6 1E 42

 EF689827 Bagliettoa steineri  AFTOL-ID 2272

 EF689825 Bagliettoa parmigera  AFTOL-ID 2271

 EF689823 Verrucaria baldensis AFTOL-ID 2270

 FJ358328 Chaetothyriales sp. TRN436

 FJ810614 Uncultured eukaryote clone JMYED31

 JQ627462 Uncultured Ascomycota clone RP2 6 1E 146 

 AJ972862 Rhinocladiella sp. MA 4765 

 EndoF JSTTB

 EndoF JSUX3

 EndoF I90Z4

 EndoF JFR8J

 EndoF I6O24

 EU342956 Mycosphaerella punctiformis clone 29h

 GU214515 Batcheloromyces leucadendri strain CPC 1837 

 GU214688 Cf. Ramichloridium sp. CPC 10672 

 JQ838011 Phoma sp. ZHA 

 GU004245 Phoma herbarum isolate 8 BI 11-2-1 

 GU004251 Phoma herbarum isolate 12 BI 10-3-1 
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 FJ805914.1 Uncultured Chroococcidiopsis sp. clone AN1 2 Endo AU0LH FJ805923.1 Uncultured Chroococcidiopsis sp. clone SA2 2 FJ805906.1 Uncultured Chroococcidiopsis sp. clone NA3 9 Endo BKVPB FJ805909.1 Uncultured Chroococcidiopsis sp. clone NA3 12 FJ805894.1 Uncultured Chroococcidiopsis sp. clone NA2 8 FJ805913.1 Uncultured Chroococcidiopsis sp. clone AN1 1 Endo ALRQD FJ805896.1 Uncultured Chroococcidiopsis sp. clone NA2 10 Endo ASJ2R FJ805927.1 Uncultured Chroococcidiopsis sp. clone AS3 3 FJ805855.1 Uncultured Chroococcidiopsis sp. clone AR2 2 Endo AWPY8 Endo B333K FJ805850.1 Uncultured Chroococcidiopsis sp. clone AR1 1 Endo BVNN2 Endo BJI4I EF426667.1 Nostoc commune 00560 isolate 00560 AY584519.1 Nostoc punctiforme PCC 73102 Endo B3QI8 Endo CHL07 Endo BT1UF Endo B6TI1 Endo B7Z2L Endo A1C3G FJ805920.1 Uncultured Chroococcidiopsis sp. clone A1 6 FJ805915.1 Uncultured Chroococcidiopsis sp. clone A1 1 Endo CEME9 FJ804758.1 Trebouxia australis strain SAG 2205 FJ687229.1 Trebouxia gelatinosa strain UTEX 906 AY008341.1 Trichosarcina mucosa Endo BVCW4 HQ914635.1 Chlorella variabilis
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