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An accelerated degredetlen ef eceleglcal Changes of community structure with restoration
. environments has occurred over the last | | NMS of the mol% of 37 identifiable PLFAs NMS of the 61 mostabundantOTUs
. century. Natural revegetation has been : 2
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Changesin bacterial diversity were small

would return to their native state with time.
. The structure & composition of stabilized :

state is dependent upon the nature of _ Diversity Index NT CT ES MG SF DF CF
?__*disturbance & the restoration regime used. ;| | Number of clones, N 530 525 554 543 533 525 538
. Number of OTUS, & — - o o - - -~
Study Site . Shannon Index, H= Z[(n/N)In(n/N)] 555 553 555 546 546 555  5.20

: : : e " ! Reciprocal of Simpson’s index, 1/D 211 197 236 193 221 256 146
W.K. Kellogg Biological Station, Michigan Even':;'ess: Hilog(;) & o 5 A% 548 217 5 48 5 20 > 14
. +Never tilled cropland (NT) ' HH__, atH__ n=N; see above 089 088 088 0.87 0.87 0.89 0.83
- 4 Moldboard plowed cropland (CT) | Chaol=S +n,2/2n, 1351 1248 1225 1152 1248 1099 803
#Eggg-(sEuSc)cessu:}n grassiand restored in & 95% lower confidence interval 1007 940 925 871 905 842 604
95% higher confidence interval 1787 1638 1606 1511 1690 1427 1066

+ Mowed grassland (MG) E
. + Mid-successional forest restored in 1964 :
. (SF) =

Significantdifferences in bacterial community compositionby LIBSHUFF?2

Phylogenetic CT-SF-DF Gradient CT-ES-MG Gradient Tillage Vegetation Succession Native
. + Native deciduous forest (DF) : b Clvs SFvs Clivs Cilvs ESvs Clvs Clvs
: , / ; i Group G e == s el e o CFvsDF ESvsSF° MGvsDF
: + Coniferous forest planted with conifersin: | :
1950 (CF) . | Acidobacteria [0S NS NG NON0RN RONONNION0A o.5sc ENOIIONN ERGOOANNN ION0A
. Bacteroidetes BONOOEN 0.032 JOIOEN 0.332 0.227 JUEEBN o.165 NONBENN  0.143 0.010
. Planctomycetes 0.550 0.407 0.832 0.621 0.765 0.937 0.664 0.148 0.510
. Proteobacteria || 0.016 JOINO2N 002N NN IO o.358 0.012 0.032
. a-Proteobacteria  0.018 0.314 0.873 0.583 0.194 0.399 0.143 0.063 0.120
B-Proteobacteria 0.055 0.150 OO0 NIO0SN RONOSN NN 0.407 0.047 0.206
A-Proteobacteria 0.433 0.567 0.168 0.047 0.636 0.040 0.724 0.888 0.449 0.443
v-Proteobacteria ' 0.040 0.168 0.038 BOIOOSN 0.153 BB o0.358 0.203 0.609

4 Experimentwise p-value calculated after Bonferroni correction are reported. P-values <0.01 arein RED; <0.05 are in GREEN.
: b Phylogenetic groups for which total number of sequences compared were >20 are not shown and included Firmicutes and

:  Gemmatimonadetes. The composition of Actinobacteria did not differ significantly for any comparison.

5.,_“ The composition of Verrucomicrobia differed significantly.

Forest grgssland Crﬂpland ..........................................................................................................................................................................................................................................
. Fig. 1. Origins of various plots and their ,andé Distribution of mostabundant operational COI‘IClUSIOI‘IS
~managementregimes studied at KBS, Michigan. . taxonomic units (OTUs)? =
Experimental Stratec Rep. OTU No. of Clones in Library Toikal vLDesplte. Slgnlflcantly d|fferent zﬂl:
. ClonelD NT CT ES MG SF DF CF prepertlee & vegetation, ITIIC-I‘O‘ ia
. MA1S1 GO1P 20 20 14 9 a 5 & 77 . . communitiesin MG & DF are very similar, :
Sampli : ~ | ;
5 it MA1S1B02 9 4 9 18 11 10 12 73 although some notable differences .
3 plots/treatment : MA1S3_E12 2 1 |1 14 22 10 15 65 existed
: MA1S1_A06° 17 19 17 3 0 O 1 57 | ; ; T
" MA1S2 H11 10 4 10 8 6 5 1 44 @ | +After 42 year:s,.mlcreblal cemmumtnes N
g’la“‘p'e  MA1IS3 H10 3 41 4 7 40 4 11 40 SF are very similar to those in DF
eanup : — P :
: MA1S1_A08 6 7 3 1 65 14 2 38 : : . ; ;
= = : +ES & MG h imilar ion ;
. MATSS_B5T7 EEEEE . 0¢  : : significantly e ;iffn:-:s'raentvegwi:?:;iﬂi’:reIl:?il;;-fllE
B SE i iy Pbionidcll = Bell communities due to history of Iand-é
l ~ Analysis library Analysis . MA1S1BO5 4 3 65 1 8 10 2 33 ! y
: MA1S1_HO8 10 7 6 2 1 4 2 32 :: management
Sequshging & Ioiidioscab il @ 00 0 B . i +Even after 17 years, ES is more similar to |
. MA3W1 G10 0 O O 3 10 5 11 29 : : i e ;
Proofreading "MA2S1B0O4 3 0 0 5 6 8 5 27 i CTthan MG indicative of a slow response :
) - MA1S2.A11 1 2 3 10 4 5 0 25 :: torestoration
(ngt:uiga[%?rﬁﬁ MA1S1 A11® 8 6 8 0 1 0 1 24
GreenGenes, RDPquery) . MA1S1. D01 2 2 3 8 4 0 S5 24 Acknowledgements
 MA1S1 HO9 4 S B 8 2 2 3 24 i oot
Community Cnmpoeition : 20nly representatwe OTUs are presented. Distributions :
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: where p<0.05 by the binomial testare in RED.
. bIndicator species (p< 0.01) contributing to differences.
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