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Table E-2 Continued

*Values to the upper-right of the diagonal line represent bacterial indices, while values to
the lower-left of the line represent fungal indices.
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Figure E-1. RiboSort MDS plot of leaf bacteria by sample.
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Figure E-2. RiboSort MDS plot of leaf bacteria by peak.
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Figure E-3. RiboSort MDS plot of stem bacteria by sample.
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Figure E-4. RiboSort MDS plot of stem bacteria by peak.
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Figure E-5. RiboSort MDS plot of root bacteria by sample.
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Figure E-6. RiboSort MDS plot of root bacteria by peak.
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Figure E-7. RiboSort MDS plot of media bacteria by sample.
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Figure E-8. RiboSort MDS plot of media bacteria by peak.
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Figure E-9. RiboSort MDS plot of leaf fungi by sample.
-
* 115
~
* 555 * 554
o - .
145
o 10 149
. 100 * 559
C\I-I -
* 556
< -
.12
- * 653
. 117
T T T T T
-4 2 0 2 4 6

Figure E-10. RiboSort MDS plot of leaf fungi by peak.
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Figure E-11. RiboSort MDS plot of stem fungi by sample.
* 115
* 656
* 655
~
* 556
* 506
° i
* 650 . G54
E‘IJ -
* 652
<
* 653
K - T T T ] T
4 -2 0 2 4 6
Figure E-12. RiboSort MDS plot of stem fungi by peak.
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Figure E-13. RiboSort MDS plot of root fungi by sample.
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Figure E-14. RiboSort MDS plot of root fungi by peak.
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Figure E-15. RiboSort MDS plot of media fungi by sample.
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Figure E-16. RiboSort plot of media fungi by peak.
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Figure E-17. PC-ORD plot of leaf bacteria.
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Figure E-18. PC-ORD plot of stem bacteria.
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Figure E-19. PC-ORD plot of root bacteria.
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Figure E-20. PC-ORD plot of media bacteria.
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Figure E-21. PC-ORD plot of leaf fungi.
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Figure E-22. PC-ORD plot of stem fungi.
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Figure E-23. PC-ORD plot of root fungi.
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Figure E-24.

PC-ORD plot of media fungi.
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kkkkdkkkdkkkkkkdkkdd Mylti-Response Permutation Procedures (MRPP)
khkhkkhhhkhkhhkhddhhkdr

PC-ORD, 5.10

1Y get U099, 172y

MRPP Treatment All Bacterial Samples

Groups were defined by wvalues of: Treatment

Input data has: 72 treatment by 598 peaks
Weighting option: C(I) = n(I)/sum(n(I))

Distance measure: Sorensen (Bray-Curtis)

GROUP: i
Code: i
Size: 16 0.86060569 = Average distance
Members:
1T 18 1R 1M 2L 25 2R 2M
3L 35 3R 3M 4L 43 4R 4M
GROUP: 2
Code: 2
Size: 24 0.87800039 = RAverage distance
Members:
5L 58t 58m 55b 5R 5M 6L 6St
6Sm 6Sh 6R 6M 7L 75E 7Sm 7Sb
TR ™ 8L 85t 8Sm 85b 8R 8M
GROUPE: 3
Code: 3
Size: 16 0.85786087 = RAverage distance
Members:
SL 9s 9R 9M 10L 108 10R 10M
11T 118 11R 11M 12L 1574 TR 12M
GROUP: 4
Code: 4
Size: 16 0.85651285 = Average distance
Members:
13L 13s 13R 13M 14L 14s 14R 14M
15L 158 15R 15M 16L 165 16R 16M
Test statistic: T = -2.3361186
Observed delta = 0.86488444
Expected delta = 0.87427297
Variance of delta = 0.16151224E-04
Skewness of delta = -0.94962090
Chance-corrected within-group agreement, A = 0.01073867
AR =1 - (observed delta/expected delta)
Amax = 1 when all items are identical within groups (delta=0)

A = 0 when heterogeneity within groups equals expectation by chance
A < 0 with more heterogeneity within groups than expected by chance

Probability of a smaller or equal delta, p = 0.02604943

khkkdhkhkdhkhhhhhhhhhhhhhhhhhkddd MRPP finished ***kkkdkkdkhkhrhhhkrhhhkrhdhkdhdhkdkhkdhk

Figure E-25. Example of PC-ORD MRPP output for bacterial ARISA data.




