Table S3. Descriptive Statistics for 16S Data

B6 HLB

TO TT TO TT
N 7 7 11 10
Mean read 17463 + 19336 + 19428 + 17704 %
depth/sample + SD 3117 2335 3082 2546
g‘f’f;;ltampletSD 166 + 16 129+13 153 £30 154 % 11

Sample count for each genotype by time point along with mean read depth per sample and mean
number of OTUs per sample + standard deviation. There were not large community differences between T1 and T3, thus all
analyses were performed on TO and TT.




