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Supplementary Figures

Figure S1 Map of Gotjawal forest sample sites on Jeju Island, Korea. Originally
published in Kim, J.-S. et al. Microbial Community Structure and Functional Potential of
Lava-Formed Gotjawal Soils in Jeju, Korea. (In review)




Figure S2 Bar plot of taxa at the phyla level in the system showing taxonomic

homogeneity across sites. Rarefaction depth of 41,000 used.
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Legend Taxonomy % % % % % % % % % % % % % % % %
I unassigned;Other 3.79% [4.49% ][ 4.19% ][ 3.5% ][ 3.3% || 4.6% ][ 3.8% |[ 3.796 ][ 4296 | 3.3% | 3.7% |[3.5% [ 2.9% [3.4% ][ 4.3% ][ 3.79%
I « Archaca:p Crenarchaeota 0.0% [0.0% |[ 0.29 ][ 0.196 ][ 0.3% ][ 0.0% ][ 0.0% ][ 0.0% ][ 0.196 ][ 0.0% ][ 0.0% ][ 0.0% ][ 0.0% [ 0.0% ][ 0.0% ][ 0.0%
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Figure S3 Counts of P genes by PICRUSt and GeoChip scaled independently.
Black = PICRUSt. Red = Geochip. Separated for scale.
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Figure S4 Procrustes Error Plot for Procrustes analysis between PICRUSt and

GeoChip datasets.
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Figure 5 A) Bubble plot of taxa identified by new assay at each site. B) Total counts
identified in new assay at each site by PICRUSL.

A)

_Acidobacteria- @ @ ® ® @ © © © © © © 0 6 ¢ © 6 0 0 O O
p_ActmobacfSa -9® © @ © © © © ¢ o o © © © o o o o o o o
p__AD3 - . . . . . . . . . . .
p__Armatimonadetes- * + s s s s = s s s s s s s s = s s s
p_Bacteroidetes- @ ® ® ® ©® ©® © ® © ®© © ¢ © ¢ © o o o o o
p__BHI80-139- - . . . . . . . . . . . . . . . .
p_BRC1 - . . . . - . . . . . . . . .
p_ Chlamydiae - - . . . . . . . . . . . . .
p__Chlorobi- -+ . . . . . . . . . . . . . . . . .
p_Chioroflexi- ©¢ ®© ®© e ®© ®© ®© ®© e ©® o © © © o o o o o o
p_ Crenarchaeota - * . . . . . . . . . . . . . . . . . . .
p__Cyanobacteria- . . . o . . . . . . . . . . . s . . .
p_ Elusimicrobia= s s « s s s« & & & s s s s s s+ = = = =
p__Euryarchaeota- - T T e T
p_FBP- - . . . . . . .
p_ FCPU426 - . . . - . . . . -
p__Fibrobacteres - « . . . . . . . . . . - - . - . . - - -
p_Firmicues- ®€ ®© ®© ®© ®© ®© © © © © © © o o o o o o o o . 00
p__Fusobacteria- - L i} ) L L I . 1 ) L L I I I L L L I . -
p__GAL15- . . . . . . . . . . . . . . . . . ® 01
p__Gemmatimonadetes - e . . . o . . . . . . . . . . . B . . . -
p_GNOZ - . - - - . . - . - . . . - . - - - . - - . 02
p__GNO4 - . . . . . . . . . . . . . . . . . . .
p_ Kazan-38-28- - 5 4 b b b L 5 4 ! L 5 L ! ! ! L . L ! . 03
p_Nitrospirae= ® ® =« @ s s s ® s s s » *» s s s = = s =
p__NKB19-
p.ODI- ® = s s & s s s s s s s » s+ s = = = s =
p_OP11- - . . . . . . . . . . . . .
p_ OP3- . . . . . . . . . . . . .
p__[Parvarchaeota] - - . . - . - - .
p__Planctomycetes -
T 00 00000000000000000
p_SDerchaetes - . . - - - - - - . - - - - - - . . -
p__Tenericutes - ! . . T — . X . A — . L .« .
p_TME- = B . . . . . B . . . . . . . . . . . .
pTM7- @« e e e s ® e s s ® s s s s ® ® s s = =
p__Verrucomicrobia - @ [ ] o o [ ] L] [ ] [ ] [ ] L ] L ] [ ] o [ ] L] [ ] [ ] o o o
p__WPS-2- = B . . . . . . . . . . . . . . - . . .
p_Ws2- 1 1 ! ! L L 1 5 1 1 I I 1 1 I I 1 1
P_WS3- = + + o+ s+ s s s s+ s s s s s e s e s s
p__WS4 - . . . . . . . . . . . . . .
> ¥ 5 3 8 8 g ez 3 Sz & s ¢ 838 5% ¢
m m O O @a a o o z Z 7 X X ¥ ¥ 0o o » o
o 4 z Zz
P Genes from New Assay at Each Site
110000 - o

100000 - .

90000 - .

80000 -

70000 - o
BYf BY2 CS1 CS2 DGI DG2 DKi DK2 DNR1DNR2 JJi JJ2 KR1 KR2 NKM1NKM2 SBi SB2 SY1 SY2



