
R2 AIC
Samples Source #samples #OTUs best-fit m neutral neutral binomial Reference

Caenorhabditis elegans [1]
natural samples natural 22 193 0.03 0.37 -673.2 -452.5
lab samples lab 34 106 0.01 0.33 -330.0 -208.2

Ircinia oros
Spain, Barcelona natural 11 1121 0.41 0.6 -5391.47 -4966.26 [2]

Sarcotragus fasciculatus
Spain, Barcelona natural 12 735 0.83 0.81 -3552.82 -3165.09 [2]

Carteriospongia foliascens [2]
Australia, Davies Reef natural 15 939 0.36 0.6 -5435.40 -5007.39
Australia, Fantome Island natural 14 728 0.81 0.79 -3740.45 -3336.08
Australia, Orpheus Island natural 15 750 0.86 0.8 -3987.01 -3539.84
Australia, Green Island natural 13 774 0.47 0.59 -3846.0 -3542.79
Australia, Torres Strait natural 7 336 0.78 0.58 -1410.75 -1244.0

Mus musculus [3]
natural samples natural 69 281 0.11 0.84 -1217.97 -998.15
lab samples lab 54 136 0.18 0.82 -536.30 -452.48

Nematostella vectensis [4]
1 day post fertilization (dpf) lab 6 226 0.23 0.46 -738.68 -655.06
4 dpf lab 15 149 0.33 0.67 -521.62 -479.29
40 dpf lab 12 155 0.09 0.59 -502.39 -413.96
123 dpf lab 12 195 0.39 0.69 -678.72 -623.49
385 dpf lab 20 225 0.17 0.58 -766.93 -679.74
401 dpf lab 8 120 0.7 0.74 -446.34 -402.59

Hydra vulgaris [5]
0.5 weeks after hatching (wah) lab 8 699 0.6 0.54 -2527.91 -2289.35
2.5 wah lab 8 248 0.28 0.44 -820.92 -756.19
5 wah lab 8 242 0.53 0.45 -1129.85 -1041.28
9 wah lab 8 257 0.5 0.43 -833.46 -765.88
15 wah lab 8 140 0.45 0.59 -466.20 -432.55

Aurelia aurita [6]
control lab 5 163 0.91 0.69 -624.96 -538.45
quorum quenching (QQ) lab 18 391 0.62 0.85 -1716.09 -1532.6

Environment
Compost natural 65 587 0.48 0.87 -2690.26 -2491.77 [1]
Seawater natural 16 2518 0.62 0.7 -12345.33 -11113.17 [2]
Sediment natural 12 3796 0.77 0.47 -16658.27 -14665.48 [2]
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