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Table 1 
 

Habitat N PD whole tree ANOVA Chao1 index ANOVA Obs. sp. ANOVA Shannon index ANOVA

Soil 309 74.2 a 2238.5 a 1043.2 a 9.6 a 
Rhizosphere 751 49.6 b 1505.3 b 675.5 b 7.3 b 
Cow gut 188 35.0 c 778.5 c 480.1 c 7.6 b 
Utricularia 22 34.2 c 816.4 c 422.5 c 7.0 b 
Trap 16 35.0 c 859.2 c 439.3 c 7.1 b 
Periphyton 6 32.2 c 702.2 c 377.7 c 6.9 b 
Iguana gut 91 22.6 b 359.3 d 218.3 d 5.4 c 
Freshwater 2635 21.1 b 262.9 d 206.9 d 5.4 c
Sarracenia  
pitchers 

17 15.4 bd 270.1 d 169.4 de 5.3 c 

Nepenthes pitchers 16 13.1 bd 211.2 d 132.8 de 4.5 c 

Bat gut 51 11.9 d 185.4 d 108.4 e 3.0 de 
Bat fecal 13 10.3 bd 163.4 d 87.8 de 2.6 e 
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Table 2 

            

  

Bacteria 
(106) 

Fungi 
(103) 

Methanotrophs 

(106) 

Methanogens 

 

F/B 

Trap (n=16) 1.6 7.7 0.34 B.D. 0.0048 
St.dev  1.9 5.3 0.4     
Periphyton (n = 6) 2.9 41 0.41 B.D. 0.0143 
 St.dev 4.3 79 0.21     

B.D. – below detection 
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Table 3 

 

 

 Trap age 
Bacteria 

[106 ml–1] 

Protozoa 

[103 ml–1] 

IGR 

[bact. prot.–1 h–1] 

TGR 

[106 bact. ml–1 d–1] 

Turnover 

[day–1] 

Young 44.5 35.4 273.4 223.1 5.0 

Mature 65.3 46.5 263.1 290.0 4.4 

Old 266.9 50.8 342.1 411.8 1.5 
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Table 4 
 

a   KEGG level 1 KEGG level 2 KEGG level 3  aver.a
error     

    Cellular Processes Transport and Catabolism Endocytosis 
57

57 37   high expression 
      Cell Growth and Death Cell cycle - Caulobacter 

38 

38 16   intermediate expression 
    Environmental Inf. Processing Signal Transduction Two-component system 

45

45 33   low expression 
    Genetic Inf. Processing Translation Aminoacyl-tRNA biosynthesis 

224 

224 165     
      Translation Ribosome 

198 

198 137     

      
Folding, Sorting and 
Degradation RNA degradation 

123 

123 34     
      Replication and Repair Base excision repair 

60 

60 39     
      Transcription Spliceosome 

40

40 34     
    Metabolism Energy Metabolism Oxidative phosphorylation 

519 

519 396     
      Nucleotide Metabolism Pyrimidine metabolism 

338 

338 210     
      Energy Metabolism Nitrogen metabolism 

286 

286 243     

      
Metabolism of Cofactors and 
Vitamins Porphyrin and chlorophyll metabolism 

236 

236 187     

      Carbohydrate Metabolism 
Amino sugar and nucleotide sugar 
metabolism 

234 

234 166     
      Energy Metabolism Methane metabolism 

216 

216 162     
      Nucleotide Metabolism Purine metabolism 

167 

167 116     
      Carbohydrate Metabolism Galactose metabolism 

164 

164 127     
      Amino Acid Metabolism Glycine, serine and threonine metabolism 

150 

150 137     

      
Metabolism of Other Amino 
Acids Glutathione metabolism 

128 

128 86     
      Energy Metabolism Photosynthesis 

124 

124 91     
      Carbohydrate Metabolism Citrate cycle (TCA cycle) 

109 

109 70     
      Lipid Metabolism Glycerophospholipid metabolism 

105

105 107     
      Carbohydrate Metabolism Propanoate metabolism 

104 

104 124     
      Amino Acid Metabolism Arginine and proline metabolism 

100 

100 68     

A
ll rights reserved. N

o reuse allow
ed w

ithout perm
ission. 

w
as not peer-review

ed) is the author/funder, w
ho has granted bioR

xiv a license to display the preprint in perpetuity.
T

he copyright holder for this preprint (w
hich

. 
http://dx.doi.org/10.1101/197020

doi: 
bioR

xiv preprint first posted online O
ct. 2, 2017; 

http://dx.doi.org/10.1101/197020


      Carbohydrate Metabolism Pentose phosphate pathway 
94 

94 49     

      Energy Metabolism 
Carbon fixation in photosynthetic 
organisms 

92 

92 58     
      Amino Acid Metabolism Valine, leucine and isoleucine degradation 

90 

90 68     
      Carbohydrate Metabolism Pyruvate metabolism 

83

83 42     

      
Biosynthesis of Other 
Secondary Metabolites Penicillin and cephalosporin biosynthesis 

69 

69 32     
      Amino Acid Metabolism Phenylalanine metabolism 

69 

69 66     
      Amino Acid Metabolism Lysine biosynthesis 

68 

68 63     
      Carbohydrate Metabolism Glycolysis / Gluconeogenesis 

68

68 70     

      Amino Acid Metabolism 
Alanine, aspartate and glutamate 
metabolism 

66 

66 57     
      Carbohydrate Metabolism Starch and sucrose metabolism 

63 

63 70     
      Carbohydrate Metabolism Glyoxylate and dicarboxylate metabolism 

59

59 24     

      Amino Acid Metabolism 
Phenylalanine, tyrosine and tryptophan 
biosynthesis 

55 

55 45     
      Amino Acid Metabolism Histidine metabolism 

48 

48 9     
      Carbohydrate Metabolism Butanoate metabolism 

42

42 17     
      Amino Acid Metabolism Tryptophan metabolism 

40

40 30     

      
Metabolism of Cofactors and 
Vitamins 

Ubiquinone and other terpenoid-quinone 
biosynthesis 

38 

38 25     
      Carbohydrate Metabolism Inositol phosphate metabolism 

37

37 41     
aFPKM normalized transcript abundances. Averages were calculated from 3 biological metatranscriptome replicates 
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Table 4 
                   

b   KEGG level 1 KEGG level 2 KEGG level 3  aver.a
error     

    Cellular Processes Transport and Catabolism Lysosome 
1 622 

1 622 904   high expression 
      Transport and Catabolism Regulation of autophagy 

1 223 

1 223 843   intermediate expression 
      Transport and Catabolism Endocytosis 

1 163 

1 163 563   low expression 
      Cell Growth and Death Cell cycle 

1 155 

1 155 707     
      Cell Growth and Death Oocyte meiosis 

1 093

1 093 603     
      Cell Growth and Death Meiosis - yeast 

1 034 

1 034 716     
      Cell Growth and Death Cell cycle - yeast 

1 000 

1 000 494     
      Cell Communication Gap junction 

853 

853 554     
      Transport and Catabolism Peroxisome 

624 

624 335     
      Cell Communication Tight junction 

587

587 235     
    Environmental Inf. Processing Signal Transduction MAPK signaling pathway 

1 143 

1 143 669     
      Membrane Transport ABC transporters 

1 091 

1 091 569     
      Signal Transduction Calcium signaling pathway 

786 

786 359     
      Signal Transduction PI3K-Akt signaling pathway 

624 

624 349     
      Signal Transduction Phosphatidylinositol signaling system

562 

562 321     
    Genetic Inf. Processing Transcription Spliceosome 

2 980 

2 980 1 680     
      Translation Ribosome 

2 945 

2 945 1 842     

      Folding, Sorting and Degradation 
Protein processing in endoplasmic 
reticulum 

2 620 

2 620 1 340     
      Translation Ribosome biogenesis in eukaryotes 

2 255 

2 255 1 258     
      Folding, Sorting and Degradation Ubiquitin mediated proteolysis 

2 192 

2 192 1 024     
      Translation Aminoacyl-tRNA biosynthesis 

1 791 

1 791 952     
      Translation RNA transport 

1 475 

1 475 726     
      Folding, Sorting and Degradation RNA degradation 

1 109 

1 109 538     
      Folding, Sorting and Degradation Proteasome 

968 

968 497     
      Translation mRNA surveillance pathway 

893 

893 378     
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      Replication and Repair Nucleotide excision repair 
653 

653 239     
      Replication and Repair Base excision repair 

622 

622 401     
    Metabolism Nucleotide Metabolism Purine metabolism 

2 378 

2 378 1 255     
      Energy Metabolism Oxidative phosphorylation 

1 490

1 490 941     

      Carbohydrate Metabolism 
Amino sugar and nucleotide sugar 
metabolism 

1 128 

1 128 532     
      Metabolism of Other Amino Acids Glutathione metabolism 

1 116 

1 116 582     
      Lipid Metabolism Glycerophospholipid metabolism 

898 

898 499     

      
Glycan Biosynthesis and 
Metabolism N-Glycan biosynthesis 

770 

770 318     
      Nucleotide Metabolism Pyrimidine metabolism 

761 

761 426     

      Amino Acid Metabolism 
Alanine, aspartate and glutamate 
metabolism 

621 

621 375     
      Amino Acid Metabolism Arginine and proline metabolism 

605 

605 363     

      
Glycan Biosynthesis and 
Metabolism Other glycan degradation 

598

598 316     
      Energy Metabolism Photosynthesis 

532 

532 301     

      
Xenobiotics Biodegradation and 
Metabolism 

Metabolism of xenobiotics by 
cytochrome P450 

498 

498 213     
      Carbohydrate Metabolism Citrate cycle (TCA cycle) 

495 

495 284     
aFPKM normalized transcript abundances. Averages were calculated from 3 biological metatranscriptome replicates 
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