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Table S1. Observed species (OTUs) and Shannon diversity indices obtained at 97% sequence 

similarity for rarefied 16S rRNA gene sequence data of original and fermented medicinal 

plant samples. 

Sample
a
 OTUs Shannon index 

Mc1-Ec 136 5.58 

Mc2-Ec 229 6.46 

Mc3-Ec 115 5.45 

Mc4-Ec 180 5.75 

Co1-Ec 241 6.69 

Co2-Ec 183 5.90 

Co3-Ec 208 6.31 

Co4-Ec 123 4.84 

Mc1-En 83 3.84 

Mc2-En 85 3.87 

Mc3-En 89 4.00 

Mc4-En 87 3.87 

Co1-En 86 4.04 

Co2-En 84 3.91 

Co3-En 89 4.17 

Co4-En 85 3.85 

Mc-W1 43 2.59 

Mc-W2 40 2.25 

Mc-W3 65 3.54 

Mc-W4 76 4.01 

Mc-W5 73 4.36 

Mc-W6 74 4.56 

Co-W1 50 3.34 

Co-W2 55 3.80 

Co-W3 68 4.10 

Co-W4 60 3.90 

Co-W5 62 4.11 

Co-W6 60 3.71 
a
Sample abbreviations indicate: (1) Mc = Matricaria chamomilla, Co = Calendula officinalis, 

(2) Ec = ectosphere, En = endosphere, W1-W6 = weeks of fermentation. 

 


