
 
 

Metagenomic analysis reveals a novel bacteriophage abundant in 
human feces (B.E. Dutilh et al., Nature Communications (2014)) 
 

 
Supplementary Figure 1. Depth profiles of cross-contigs. Depth profiles of the cross-contigs 
containing reads from five through twelve samples, showing the highly correlating occurrence 
of the most ubiquitous cross-contigs. For details see Supplementary Data 1. 
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Supplementary Figure 3. Unrooted maximum likelihood phylogenetic trees of crAssphage ORFs orf00068 
(A); orf00077 (B); orf00079 (C); orf00019 (D, this large tree is split over four pages, the inset on each 
page shows which part of the tree is displayed); orf00021 (E); orf00028 (F); orf00032 (G); orf00034 (H); 
orf00036 (I); orf00040 (J); orf00097 (K) orf00041 (L); orf00042 (M); and orf00050 (N) with Genbank 
homologs. In each tree, the crAssphage ORF is indicated with a dashed arrow. The Phylip files for these 
trees are available from the authors on request. 

 



 



 



 



 



 



 



 

 

Supplementary Figure 4. Phage proteomic tree of 1,193 complete viral genomes including crAssphage. 
CrAssphage and the two Bacteroides phages B124-14 and B40-8 are indicated with a dashed arrow in 
red. This large tree is split over four pages, the inset on each page shows which part of the tree is 
displayed. 
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Supplementary Figure 5. Domain structure of orf00074, including eight BACON domains. The shading intensity 
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Supplementary Table 1. Regions sequenced by Sanger dideoxynucleotide sequencing and their origin. 
Sample: sample of fecal virus-like particle (VLP) derived DNA used for amplification, see Methods for 
details. Primers: primer pair used for amplification by long-range PCR; see Table 2 for sequences; see 
Supplementary Figure 6 for region; see Supplementary Figure 2 for band. Amplified: start and end 
positions of the amplicon. Sequenced: start and end positions of the region sequenced by Sanger 
sequencing. Identity: percent identity of the region sequenced by Sanger sequencing. 

Identifier Sample Genbank ID Primers Amplified Sequenced Identity 
TS4.2-F1R1-1 TS4.2 KM000086 F1-R1 1,784-6,793 6,010-6,732 97.79 
TS4.2-F2R2-2 TS4.2 KM000087 F2-R2 6,003-11,923 6,040-7,068 99.90 
TS4.2-F2R2-3 TS4.2 KM000088 F2-R2 6,003-11,923 10,855-11,882 99.61 
TSDC8.2-F3R3-4 TSDC8.2 KM000089 F3-R3 9,511-14,930 14,214-14,651 91.55 
TS4.2-F4R6-5 TS4.2 KM000090 F4-R6 13,525-29,713 24,740-25,760 99.71 
TS4.2-F4R6-6 TS4.2 KM000091 F4-R6 13,525-29,713 24,748-25,785 100.00 
TS4.2-F5R5-7 TS4.2 KM000092 F5-R5 17,800-25,822 17,855-18,859 99.80 
TS4.2-F5R5-8 TS4.2 KM000093 F5-R5 17,800-25,822 24,779-25,785 99.80 
TS4.2-F6R6-9 TS4.2 KM000094 F6-R6 23,444-29,713 23,487-24,478 99.80 
TS4.2-F6R6-10 TS4.2 KM000095 F6-R6 23,444-29,713 28,632-29,679 99.24 
TS4.2-F7R7-11 TS4.2 KM000096 F7-R7 28,191-30,897 28,223-29,125 99.78 
TSDC8.2-F7R7-12 TS4.2 KM000097 F7-R7 28,191-30,897 28,223-29,040 94.01 
TS4.2-F7R7-13 TSDC8.2 KM000098 F7-R7 28,191-30,897 30,024-30,831 99.75 
TSDC8.2-F7R7-14 TSDC8.2 KM000099 F7-R7 28,191-30,897 30,009-30,838 97.47 
TS4.2-F8R8-15 TS4.2 KM000100 F8-R8 30,874-36,058 30,913-31,880 99.69 
TS4.2-F8R8-16 TS4.2 KM000101 F8-R8 30,874-36,058 35,064-36,006 100.00 
TS4.2-F9R9-17 TS4.2 KM000102 F9-R9 35,018-40,185 35,064-36,060 99.80 
TS4.2-F9R9-18 TS4.2 KM000103 F9-R9 35,018-40,185 39,256-40,134 98.75 
TS4.2-F10R10-19 TS4.2 KM000104 F10-R10 38,016-43,360 38,067-39,023 100.00 
TS4.2-F10R10-20 TS4.2 KM000105 F10-R10 38,016-43,360 42,451-43,309 99.77 
TSDC8.2-F12R12-22 TSDC8.2 KM000106 F12-R12 47,319-52,314 47,289-47,646 93.58 
TSDC8.2-F13R13-23 TSDC8.2 KM000107 F13-R13 50,677-54,585 50,746-51,290 92.46 
TSDC8.2-F13R13-24 TSDC8.2 KM000108 F13-R13 50,677-54,585 53,703-54,518 97.92 
TSDC8.2-F14R17-25 TSDC8.2 KM000109 F14-R17 53,476-71,818 71,512-71,805 97.28 
TSDC8.2-F17R20-26 TSDC8.2 KM000110 F17-R20 65,847-83,203 69,229-70,168 95.43 
TSDC8.2-F17R20-27 TSDC8.2 KM000111 F17-R20 65,847-83,203 78,679-79,572 98.77 
TS4.2-F20R20-28 TS4.2 KM000112 F20-R20 78,704-83,203 78,761-79,782 99.80 
TS4.2-F20R20-29 TS4.2 KM000113 F20-R20 78,704-83,203 82,218-83,152 99.89 
TSDC8.2-F21R22-30 TSDC8.2 KM000114 F21-R22 82,363-91,978 82,470-83,000 91.34 
TSDC8.2-F21R22-31 TSDC8.2 KM000115 F21-R22 82,363-91,978 83,756-84,563 97.28 
TS4.2-F23R23-32 TS4.2 KM000116 F23-R23 91,909-628 91,940-92,951 99.51 
TS4.2-F23R23-33 TS4.2 KM000117 F23-R23 91,909-628 96,503-97,064 96.80 
TS4.2-F23R23-34 TS4.2 KM000118 F23-R23 91,909-628 4-601 99.50 
TS4.2-F23R23-35 TS4.2 KM000119 F23-R23 91,909-628 96,513-96,998 97.12 
TSDC8.2-F23R23-36 TSDC8.2 KM000120 F23-R23 91,909-628 91,957-92,893 97.24 
TS4.2-F24R24-37 TS4.2 KM000121 F24-R24 95,394-3,167 2,420-3,109 99.28 

 




