Table Attachment S2: Analysis of molecular variance (AMOVA) in Schoenoplectus americanus according to time, geography, community type, and across CO2 exposure regimes
	Source of variation
	DF
	SS
	% of total variation
	PhiPT
	Nm
	p-value

	(a) Among all depth cohorts
        Within cohorts
        Total
	4
70
74 
	50.189
447.664
497.853
	7%
93%
100%
	0.072
 
	3.200
	0.003

	(b) Among depth cohorts and extant S. americanus in Kirkpatrick Marsh (KM)
      Within populations
      Total
 
	 1
127
128
	 90.287
885.798
976.085
	16%
84%
100%
	 0.160
	1.314
	0.001

	(c) Among CO2 exposure regime across KM
      Among plots
      Within plots
      Total
	 1
15
37
53
	14.815
204.013
169.117
387.944
	0%
39%
61%
100%
	 0.387
	0.396
	0.001

	(d) Among community plot types in KM
      Among plots
      Within plots
      Total
	2
14
37
53
	84.856
133.971
169.117
387.944
	23%
20%
56%
100%
	0.435
	0.325
	0.001

	(e) Among extant KM & all other Chesapeake Bay (CM) marshes
      Among all CM
      Within all CM
      Total
	 1
132
133
266
	 73.929
315.840
743.142
1132.910
	 0%
39%
61%
100%
	0.313
	0.549
	0.001

	(f) Among extant Atlantic and Gulf marshes
     Among all marshes
     Within all marshes
     Total
	1
33
286
320
	 353.079
1279.001
1576.353
3208.433
	 20%
33%
48%
100%
	 0.523
	0.228
	0.001




