Tables
Table 1. Beetle species and number of the specimens per forest type included in the study along with information related to their origin and main fungal structures.
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Table 2. Overview of the GLM analysis results, showing the significant p values, the percentage of explained variance and the F parameter for every factor included in the model. 
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Table 3: Net relatedness index (NRI), nearest taxon index (NTI), and number of OTUs recovered for LSU and ITS2 across all clustering thresholds. “Mixed” refers to a clustering threshold of 99% for LSU and 98% for ITS2. Reference sequences were included when building the trees used, though pruned (leaving only OTUs in the tree) for the above calculations.
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Spruce, oak Xylosandrus germanus Introduced Mesonotal mycangia Xylomycetophagous
Xyleborinus saxesenii Native Elytral mycangia Xylomycetophagous
Pine, spruce Gnathotrichus materiarius Introduced Tubular opening near precoxae Xylomycetophagous

Tomicus piniperda Native No known mycangia Xylophagous
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Beetle + forest type 8.46% 7.58% F, o5 =2.809 Fg, g5 =3.521 <0.1* <0.05 *
Beetle 27.07% 18.25% F3 go =30.265 F3 4o =29.888 <0.001 *** <0.001 ***
Forest type 18.75% 27.47% Fy ¢ =6.772 F, & =5236 <0.01 ** <0.01 **

Unexplained 45.72% 46.68 %
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NRI -0,111 -0,805 1,497 -0,122 1,328 0,697 -2,55 -0,653

NTI -1,212 -3,81 -2,386 -2,277 1,367 0,882 -0,183 -1,343

OTU count 138 144 158 144 80 102 150 150




