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Lampiran  

Tabel 1. Gambaran mikrobiota pada seluruh populasi 

Genus Abundance (OTUs) 

Relative Abundance 

(%) 

Escherichia 12074 23.4 

Fusobacterium 9271 18.0 

Streptococcus 3263 6.3 

Klebsiella 2442 4.7 

Prevotella 2418 4.7 

Salmonella 2127 4.1 

Gemella 1937 3.8 

Vescimonas 1860 3.6 

Campylobacter 1565 3.0 

Peptostreptococcus 1438 2.8 

Bacteroides 1236 2.4 

Parvimonas 1079 2.1 

Faecalibacterium 1034 2.0 

Clostridioides 478 0.9 

Enterocloster 452 0.9 

Mediterraneibacter 448 0.9 

Morganella 422 0.8 

Dialister 363 0.7 

Citrobacter 361 0.7 

Clostridium 354 0.7 

Enterobacter 345 0.7 

Lachnoclostridium 344 0.7 

Simiaoa 331 0.6 

Flavonifractor 282 0.6 

Coprococcus 278 0.5 

Enterococcus 276 0.5 

Selenomonas 272 0.5 

Hungatella 267 0.5 

Blautia 250 0.5 

Solibaculum 245 0.5 

Unknown 237 0.5 

Filifactor 195 0.4 
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Roseburia 187 0.4 

Christensenella 164 0.3 

Yersinia 158 0.3 

Shigella 157 0.3 

Dorea 145 0.3 

Vibrio 141 0.3 

Ruminococcus 128 0.3 

Emergencia 118 0.2 

Ruthenibacterium 117 0.2 

Qiania 116 0.2 

Serratia 110 0.2 

Phascolarctobacterium 109 0.2 

Eisenbergiella 108 0.2 

Lachnoanaerobaculum 92 0.2 

Erwinia 82 0.2 

Granulicatella 82 0.2 

Peptoniphilus 78 0.2 

Segatella 78 0.2 

Anaerotruncus 76 0.2 

Dickeya 74 0.1 

Kosakonia 62 0.1 

Anaerococcus 61 0.1 

Intestinimonas 60 0.1 

Providencia 58 0.1 

Haemophilus 57 0.1 

Thermocaproicibacter 56 0.1 

Megasphaera 52 0.1 

Xanthomonas 51 0.1 

Terrisporobacter 49 0.1 

Oscillibacter 49 0.1 

Ligilactobacillus 48 0.1 

Candidatus Annandia 46 0.1 

Chakrabartyella 46 0.1 

Caloramator 43 0.1 

Paludihabitans 42 0.1 

Sodalis 38 0.1 

Proteus 33 0.1 
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Pantoea 33 0.1 

Pseudomonas 32 0.1 

Porphyromonas 31 0.1 

Flintibacter 30 0.1 

Heliorestis 30 0.1 

Odoribacter 29 0.1 

Selenobaculum 26 0.1 

Candidatus Epulonipiscium 24 0.1 

Lawsonibacter 22 0.0 

Alicyclobacillus 22 0.0 

Agathobacter 19 0.0 

Aeromonas 19 0.0 

Stomatobaculum 19 0.0 

Xenorhabdus 18 0.0 

Bacillus 16 0.0 

Lentisphaera 16 0.0 

Edwardsiella 15 0.0 

Desulfovibrio 14 0.0 

Anaerobutyricum 13 0.0 

Pseudoalteromonas 12 0.0 

Alkalibacter 10 0.0 
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Tabel 2.   Gambaran mikrobiota pada pasien kanker kolorektal metastasis 

genus Abundance (OTUs) Relative Abundance (%) 

Escherichia 11071 26.48 

Fusobacterium 7803 18.66 

Streptococcus 3025 7.23 

Klebsiella 2346 5.61 

Prevotella 2268 5.42 

Salmonella 1956 4.68 

Vescimonas 1860 4.45 

Gemella 1455 3.48 

Faecalibacterium 925 2.21 

Peptostreptococcus 660 1.58 

Campylobacter 592 1.42 

Bacteroides 461 1.10 

Morganella 422 1.01 

Enterocloster 399 0.95 

Parvimonas 378 0.90 

Citrobacter 361 0.86 

Enterobacter 345 0.83 

Simiaoa 299 0.72 

Coprococcus 252 0.60 

Dialister 245 0.59 

Solibaculum 245 0.59 

Clostridioides 244 0.58 

Blautia 178 0.43 

Unknown 172 0.41 

Filifactor 166 0.40 

Selenomonas 160 0.38 

Yersinia 158 0.38 

Shigella 157 0.38 

Clostridium 148 0.35 

Dorea 145 0.35 

Vibrio 141 0.34 

Mediterraneibacter 135 0.32 

Christensenella 134 0.32 

Ruminococcus 128 0.31 

Roseburia 128 0.31 
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Ruthenibacterium 117 0.28 

Serratia 110 0.26 

Hungatella 109 0.26 

Eisenbergiella 108 0.26 

Phascolarctobacterium 96 0.23 

Erwinia 82 0.20 

Flavonifractor 82 0.20 

Peptoniphilus 78 0.19 

Segatella 78 0.19 

Dickeya 74 0.18 

Kosakonia 62 0.15 

Providencia 58 0.14 

Haemophilus 57 0.14 

Thermocaproicibacter 56 0.13 

Lachnoclostridium 54 0.13 

Megasphaera 52 0.12 

Xanthomonas 51 0.12 

Granulicatella 50 0.12 

Intestinimonas 47 0.11 

Candidatus Annandia 46 0.11 

Chakrabartyella 46 0.11 

Caloramator 43 0.10 

Paludihabitans 42 0.10 

Sodalis 38 0.09 

Pantoea 33 0.08 

Proteus 33 0.08 

Pseudomonas 32 0.08 

Anaerotruncus 31 0.07 

Porphyromonas 31 0.07 

Heliorestis 30 0.07 

Oscillibacter 29 0.07 

Odoribacter 29 0.07 

Ligilactobacillus 27 0.06 

Selenobaculum 26 0.06 

Lachnoanaerobaculum 25 0.06 

Qiania 24 0.06 

Candidatus Epulonipiscium 24 0.06 
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Alicyclobacillus 22 0.05 

Lawsonibacter 22 0.05 

Emergencia 21 0.05 

Stomatobaculum 19 0.05 

Aeromonas 19 0.05 

Agathobacter 19 0.05 

Xenorhabdus 18 0.04 

Lentisphaera 16 0.04 

Flintibacter 16 0.04 

Edwardsiella 15 0.04 

Desulfovibrio 14 0.03 

Terrisporobacter 14 0.03 

Anaerobutyricum 13 0.03 

Pseudoalteromonas 12 0.03 

Anaerococcus 0 0.00 
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Tabel 3.  Gambaran mikrobiota pada pasien kanker kolorektal tanpa metastasis 

Genus Abundance (OTUs) Relative Abundance (%) 

Fusobacterium 1468 15.05 

Escherichia 1003 10.28 

Campylobacter 973 9.98 

Peptostreptococcus 778 7.98 

Bacteroides 775 7.95 

Parvimonas 701 7.19 

Gemella 482 4.94 

Mediterraneibacter 313 3.21 

Lachnoclostridium 290 2.97 

Enterococcus 276 2.83 

Streptococcus 238 2.44 

Clostridioides 234 2.40 

Clostridium 206 2.11 

Flavonifractor 200 2.05 

Salmonella 171 1.75 

Hungatella 158 1.62 

Prevotella 150 1.54 

Dialister 118 1.21 

Selenomonas 112 1.15 

Faecalibacterium 109 1.12 

Emergencia 97 0.99 

Klebsiella 96 0.98 

Qiania 92 0.94 

Blautia 72 0.74 

Lachnoanaerobaculum 67 0.69 

Unknown 65 0.67 

Anaerococcus 61 0.63 

Roseburia 59 0.60 

Enterocloster 53 0.54 

Anaerotruncus 45 0.46 

Terrisporobacter 35 0.36 

Granulicatella 32 0.33 

Simiaoa 32 0.33 

Christensenella 30 0.31 

Filifactor 29 0.30 
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Coprococcus 26 0.27 

Ligilactobacillus 21 0.22 

Oscillibacter 20 0.21 

Bacillus 16 0.16 

Flintibacter 14 0.14 

Intestinimonas 13 0.13 

Phascolarctobacterium 13 0.13 

Alkalibacter 10 0.10 

 

 


	DAFTAR PUSTAKA
	Lampiran

