SM 1
MATERIALS AND METHODS

[bookmark: bookmark=id.b3suxu4vqit7]	Sampling of chiropterofauna and use of food resource: Six field expeditions were conducted for one year in February, March, April, May, August, October, and November 2020, and February and April 2021, covering dry and rainy seasons, including 12 sampling sites (outcrops with the presence of caves as the centroid). Sampling sites are at least 5 km. At each site, one 12 x 2.5m mist-net was arranged in the cave entrance blocking it completely or most of it. Five 12 x 2.5m mist-nets were arranged at the border of outcrops near the cave entrance. The nets were open for six hours from sunset totaling 1 080 m2h for each site and a total of 19 960 m2h for the areas as a whole. Bat identification was based on Díaz et al. (2021). All handling procedures followed the recommendation of Sikes et al. (2016).
	Fecal samples collected during handling of animals in the net, and in the cloth bags, were placed in plastic microtubes containing 70 % alcohol, labeled, and then taken to the laboratory for identification under a stereomicroscope. The material was separated into three categories (seeds, insect fragments, and pulp). The seeds were counted and identified to the lowest possible taxonomic level consulting the available bibliography (Bredt et al., 2012; Kuhlmann, 2018; Lima et al., 2016; Lobova et al., 2009; Lorenzi, 1992; Lorenzi, 1998; Lorenzi, 2009). The botanical nomenclature followed the Missouri Botanical Garden on the “Trópicos” website (Tropicos.org, 2025). Insect and pulp fragments were quantified when they were found in samples (Mello et al., 2004).

	Analysis of interaction networks: With the data, we constructed 12 interaction networks weighted by frequency. To construct the interaction matrices, the interaction intensity (Iij) was defined as the proportion of samples of a bat species j in which a particular plant species i was present. Therefore, this measure takes into account differences in the number of sampling units collected for the different bat species, constituting a relative measure between species within a community and between communities (Laurindo et al., 2019).
To determine the sampling completeness of our networks, we used the Chao 1 index (Chao, 1987; Chiu et al., 2014; Fründ et al., 2016), and we estimated the total number of interactions in each community. Then, we calculated the sample completeness by dividing the observed value by the estimated richness of interactions (Chacoff et al., 2012). The Chao 1 estimator was calculated using the iNEXT package (Hsieh et al., 2016) in R software (R Core Team, 2021).

	Diversity analyses: The Shannon index (H) quantifies diversity and typically ranges from 0 (only one species present) to > 4 (high diversity), with values < 1 indicating low diversity and 1-3 representing moderate diversity (Magurran, 2004). Pielou evenness (J') measures interaction distribution among species, ranging from 0 (complete dominance) to 1 (perfect evenness across all species) (Pielou, 1967).
For functional diversity, we used the functional diversity index (FD), which consists of constructing a matrix using species data and their functional attributes (Petchey & Gaston, 2002). First was the functional uniformity (FEve), which provides an analogy to taxonomic uniformity, quantifying the regularity of the distribution of abundance in the functional space (Mason et al., 2005; Villéger et al., 2008), and second was the functional dispersion (FDis), proposed by Laliberté & Legendre (2010), which is based on multivariate dispersion, characterized by the average distance of each taxon to the centroid of all taxa in the community (Anderson et al., 2006).
Regarding phylogenetic diversity, we used the phylogenetic species variability (PSV) index, which quantifies how the phylogenetic relationship decreases the variation of a hypothetical neutral trait shared by all species in the community. It varies between 0, where all species are closely related, and 1, where all species show a similar trend in the degree of relationship (species are distant). The second index quantifies the phylogenetic species richness (PSR), this metric is directly comparable to the traditional species richness metric but includes phylogenetic kinship. Finally, phylogenetic species evenness (PSE), which is a weighted version of the variability of phylogenetic species, summarizes the degree to which species in a community are phylogenetically related and balanced with abundance (Helmus et al., 2007; Helmus & Ives, 2012).
All diversity analyses were performed using the “vegan” (Oksanen et al., 2020), “FD” (Laliberté et al., 2014) and “picante” packages (Kembel et al., 2010).
SMT 1
Occurrence of food items in the diet of bat species of the family Phyllostomidae
	
	Family Phyllostomidae

	
	Subfamily Carolliinae
	Subfamily Glossophaginae
	Subfamily Phyllostominae
	Subfamily Stenodermatinae

	
	Carollia brevicauda
	Carollia perspicilatta
	Anoura caudifer
	Anoura geoffroyi
	Glossophaga soricina
	Phyllostomus discolor
	Phyllostomus hastatus
	Artibeus fimbriatus
	Artibeus lituratus
	Artibeus planirostris
	Chiroderma doriae
	Chiroderma villosum
	Platyrrhinus lineatus
	Sturnira lilium
	Vampyressa pussilla

	Family
	Species
	R
	D
	R
	D
	R
	D
	R
	D
	R
	D
	R
	D
	R
	D
	R
	D
	R
	D
	R
	D
	R
	D
	R
	D
	R
	D
	R
	D
	R
	D

	Cucurbitaceae
	Gurania lobata
	1
	0
	14
	4
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	2
	0
	0
	0
	6
	2
	0
	0
	0
	0
	0
	0
	5
	1
	0
	0

	Hypericaceae
	Vismia spp.
	0
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0

	Melastomataceae
	Miconia spp.
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	Myrtaceae
	Psidium spp.
	0
	0
	0
	2
	1
	1
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	1
	0
	7
	3
	0
	0
	0
	0
	1
	0
	1
	0
	0
	0

	Moraceae
	Ficus aff.gomelleira
	0
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	17
	8
	0
	0
	0
	0
	2
	2
	0
	0
	0
	1

	
	Ficus sp. 01
	0
	0
	2
	2
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	1
	1
	0
	1
	15
	4
	1
	0
	1
	5
	2
	2
	0
	0
	0
	0

	
	Ficus sp. 02
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	5
	3
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0

	
	Maclura tinctoria
	0
	0
	4
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	Piperaceae
	Piper amalago
	1
	0
	27
	13
	0
	0
	0
	0
	1
	0
	0
	1
	0
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	
	Piper umbellatum
	1
	2
	2
	8
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0

	
	Piper sp. 1
	0
	0
	3
	3
	0
	0
	0
	0
	5
	1
	0
	0
	1
	1
	0
	0
	0
	0
	2
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	Rubiaceae
	Cordiera sessilis
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	3
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0

	Solanaceae
	Solanum americanum
	0
	0
	0
	5
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	2
	0
	0

	
	Solanum paniculatum
	0
	0
	4
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0
	0

	
	Solanum sp. 01
	0
	0
	0
	2
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	
	Solanum sp. 02
	1
	0
	3
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	6
	2
	0
	0
	0
	0
	0
	0
	1
	0
	0
	0

	Urticaceae
	Cecropia glaziovii
	0
	0
	1
	5
	0
	0
	0
	0
	2
	0
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	
	Cecropia pachystachya
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0
	2
	0
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0
	0
	0
	0

	Non-identified pulp
	0
	4
	33
	52
	1
	0
	0
	1
	4
	13
	0
	0
	0
	0
	5
	5
	0
	0
	20
	37
	3
	0
	1
	1
	5
	10
	10
	10
	0
	1

	Insects
	0
	0
	1
	4
	1
	0
	0
	0
	2
	2
	0
	2
	2
	2
	0
	0
	0
	0
	2
	0
	0
	0
	1
	0
	0
	1
	0
	0
	0
	0

	Total
	4
	6
	96
	101
	3
	1
	0
	1
	18
	17
	0
	4
	3
	3
	12
	6
	1
	1
	86
	60
	4
	0
	3
	7
	13
	16
	17
	14
	0
	2


R: Rain, and D: Dry. Retired of Genelhú et al. (2023).

SMT 2
Observed (obs) and expected (Null) values of network structure metrics for N mutualistic networks, with their respective z-scores
	N
	WNODF
	Q
	H2
	ISA
	SA

	
	obs
	Null
	z score
	obs
	Null
	z score
	obs
	Null
	z score
	obs
	Null
	z score
	obs
	Null
	z score

	1
	9.25
	16.26
	-0.67
	0.32
	0.32
	-0.08
	0.5
	0.45
	0.23
	0.75
	0.56
	0.74
	-0.51
	-0.38
	-0.65

	2
	0
	11.84
	-1.75
	0.57
	0.47
	1.16
	0.911
	0.70
	1.61
	0.43
	0.53
	-0.55
	-0.31
	-0.33
	0.23

	3
	14.13
	7.24
	1.33
	0.46
	0.46
	-0.09
	0.29
	0.29
	-0.07
	-0.04
	0.06
	-0.94
	-0.24
	-0.22
	-0.29

	4
	14.58
	14.85
	0.02
	0.38
	0.35
	0.64
	0.35
	0.35
	0.01
	0.11
	0.15
	-0.30
	-0.21
	-0.33
	0.89

	5
	0
	14.59
	1.50
	0.41
	0.35
	0.77
	0.63
	0.41
	1.35
	0.06
	0.28
	-0.82
	-0.36
	-0.37
	0.05

	6
	22.10
	22.72
	-0.07
	0.34
	0.34
	0.03
	0.31
	0.29
	0.23
	0.27
	0.18
	0.77
	-0.31
	-0.14
	-1.66

	7
	28.26
	26.53
	0.18
	0.20
	0.22
	-0.44
	0.40
	0.31
	0.61
	0.36
	0.57
	-1.11
	-0.43
	-0.37
	-0.27

	8
	2.04
	15.36
	-1.99
	0.52
	0.42
	1.56
	0.65
	0.41
	2.39
	0.10
	0.15
	-0.38
	-0.13
	-0.12
	-0.21

	9
	15
	21.86
	-0.53
	0.40
	0.37
	0.28
	0.65
	0.45
	0.89
	-0.04
	0.17
	-0.58
	-0.13
	-0.08
	-0.24

	10
	9.67
	8.78
	0.12
	0.62
	0.51
	1.36
	0.80
	0.49
	1.56
	0
	0.15
	-0.45
	-0.16
	-0.15
	-0.08

	11
	18.61
	25.38
	-0.99
	0.42
	0.32
	2.2
	0.47
	0.33
	1.69
	0.17
	0.24
	-0.78
	-0.26
	-0.24
	-0.23

	12
	0
	5.67
	-1.15
	0.69
	0.59
	1.36
	0.88
	0.51
	2.25
	-0.12
	-0.19
	0.22
	0.18
	0.18
	0.002


N: Network identification, WNODF: Weighted Nestedness-higher values indicate greater Nestedness, Q: Modularity -values approaching 1 indicate highly modular networks, H2: Network specialization-ranges from 0 (generalist) to 1 (specialized), ISA: Interaction Strength Asymmetry -positive values indicate unbalanced interactions, SA: Specialization Asymmetry -negative values indicate asymmetric specialization.

SMT 3
Network metrics (z-scores) and biodiversity indices across studied networks
	N
	Nº I
	CHAO
	Compl
	WNODF
	ISA
	SA
	H2
	Q
	Shan
	J’
	Ric
	PSV
	PSE
	PSR
	FDis
	FEve
	FD

	1
	9
	12.33
	73
	-0.670
	0.743
	-0.659
	0.234
	-0.081
	0.822
	0.593
	4
	0.745
	0.402
	4.197
	0.077
	0.903
	0.541

	2
	11
	13.5
	81.4
	-1.758
	-0.556
	0.236
	1.615
	1.168
	1.161
	0.721
	5
	0.752
	0.562
	2.935
	0.127
	0.477
	0.620

	3
	14
	27.75
	52
	1.339
	-0.946
	-0.295
	-0.074
	-0.099
	1.466
	0.911
	5
	0.880
	0.828
	4.516
	0.165
	0.785
	0.980

	4
	10
	17
	59
	0.0290
	-0.300
	0.899
	0.010
	0.647
	0.992
	0.903
	3
	0.839
	0.735
	4.163
	0.195
	0.562
	1.134

	5
	9
	37
	24.3
	1.504
	-0.826
	0.052
	1.351
	0.773
	0.858
	0.781
	3
	0.733
	0.558
	2.980
	0.135
	0.551
	0.531

	6
	16
	34.33
	47
	-0.074
	0.779
	-1.664
	0.237
	0.037
	1.314
	0.675
	7
	0.668
	0.646
	4.402
	0.125
	0.704
	0.695

	7
	13
	20
	65
	0.189
	-1.110
	-0.276
	0.612
	-0.440
	0.748
	0.465
	5
	0.798
	0.370
	4.680
	0.140
	0.541
	1.443

	8
	15
	42.5
	35.2
	-1.999
	-0.384
	-0.212
	2.397
	1.563
	1.568
	0.805
	7
	0.708
	0.624
	6.391
	0.118
	0.622
	0.707

	9
	7
	10
	70
	-0.532
	-0.588
	-0.248
	0.897
	0.285
	1.080
	0.671
	5
	0.832
	0.635
	8.247
	0.103
	0.460
	0.677

	10
	8
	15.5
	54
	0.120
	-0.452
	-0.083
	1.566
	1.368
	1.311
	0.814
	5
	0.809
	0.739
	5.671
	0.133
	0.650
	0.676

	11
	22
	41.5
	54
	-0.992
	-0.780
	-0.234
	1.695
	2.206
	1.350
	0.649
	8
	0.665
	0.621
	5.988
	0.107
	0.575
	0.788

	12
	10
	38
	26.3
	-1.157
	0.221
	0.002
	2.255
	1.367
	1.992
	0.906
	9
	0.749
	0.691
	4.856
	0.205
	0.651
	1.21


N:Network, Nº I: number of interactions, CHAO 1:Chao1 species richness estimator, Compl: Sampling completeness, WNODF: Nestedness, ISA: Interaction Strength Asymmetry, SA: Specialization Asymmetry, Q: Modularity, H2: Specialization, Shan: Shannon, J’: Pielou evenness, Ric: bat species richness, PSV: phylogenetic species variability, PSE: phylogenetic species evenness, PSR: phylogenetic species richness, FDis: functional dispersion, FEve: functional uniformity, FD: functional diversity index.
SMT 4
Results of the Shapiro-Wilk normality test for all network and diversity metrics
	Variable
	p-value

	WNODF
	0.7595

	ISA
	0.0999

	SA
	0.0719

	H2
	0.3425

	Q
	0.7281

	Richness
	0.2366

	Shannon
	0.6848

	J’
	0.5038

	PSV
	0.7939

	PSR
	0.4003

	PSE
	0.5373

	FD
	0.0649

	FDis
	0.4796

	Feve
	0.4373


The table shows the variables tested and their corresponding p-values. A p-value greater than 0.05 indicates that the data for the given variable are normally distributed. Abbreviations are as follows: WNODF: Nestedness, ISA: Interaction Strength Asymmetry, SA: Specialization Asymmetry, Q: Modularity, H2: Specialization, Richness: Bat Species Richness, Shannon: Shannon Diversity, J’: Pielou evenness, PSV: Phylogenetic Species Variability, PSR: Phylogenetic Species Richness, PSE: Phylogenetic Species Evenness, FDis: Functional Dispersion, FEve: Functional Evenness, FD: Functional Diversity.

[image: ]
SMF 1. Correlograms of network metrics of bat-plant interaction networks across a gradient of landscape fragmentation. Each panel shows the Moran's I coefficient of spatial autocorrelation as a function of the mean distance class between sites. The dashed horizontal line represents an expected null value of zero spatial autocorrelation. Points with a p-value less than 0.05 are highlighted in red, indicating a statistically significant autocorrelation for that distance class. A. WNODF (Nestedness). B. ISA (Interaction Strength Asymmetry). C. Modularity. D. S_asymmetry (Specialization Asymmetry). E. I_evenness (Interaction Evenness).

SMT 5
Detailed results of the spatial correlogram analysis for each network metric
	Variable
	dist.class
	coef
	p-value
	n

	ISA
	7 522.232
	0.046242
	0.283116
	32

	ISA
	10 541.87
	-0.14396
	0.518039
	10

	ISA
	13 561.5
	-0.14181
	0.551071
	28

	ISA
	16 581.13
	-0.05986
	0.374525
	12

	ISA
	19 600.77
	-0.18557
	0.619033
	22

	ISA
	22 620.4
	-0.32755
	0.745685
	14

	ISA
	25 640.03
	-0.24159
	0.569484
	8

	ISA
	28 659.67
	-0.03629
	0.214404
	6

	I_evenness
	7 522.232
	-0.26021
	0.75568
	32

	I_evenness
	10 541.87
	-0.50082
	0.808221
	10

	I_evenness
	13 561.5
	-0.321
	0.813742
	28

	I_evenness
	16 581.13
	0.544699
	0.034148
	12

	I_evenness
	19 600.77
	0.173987
	0.170416
	22

	I_evenness
	22 620.4
	-0.46566
	0.837469
	14

	I_evenness
	25 640.03
	-0.21173
	0.512385
	8

	I_evenness
	28 659.67
	-0.22977
	0.257306
	6

	Modularity
	7 522.232
	-0.42665
	0.913251
	32

	Modularity
	10 541.87
	-0.50483
	0.805964
	10

	Modularity
	13 561.5
	-0.02131
	0.353732
	28

	Modularity
	16 581.13
	0.41419
	0.076838
	12

	Modularity
	19 600.77
	-0.23759
	0.683042
	22

	Modularity
	22 620.4
	-0.51276
	0.871084
	14

	Modularity
	25 640.03
	0.436924
	0.093409
	8

	Modularity
	28 659.67
	-0.17159
	0.331275
	6

	S_asymmetry
	75 22.232
	-0.14938
	0.615186
	32

	S_asymmetry
	10 541.87
	0.265713
	0.13853
	10

	S_asymmetry
	13 561.5
	-0.00906
	0.30319
	28

	S_asymmetry
	16 581.13
	0.099014
	0.2117
	12

	S_asymmetry
	19 600.77
	-0.3464
	0.851036
	22

	S_asymmetry
	22 620.4
	-0.12546
	0.522041
	14

	S_asymmetry
	25 640.03
	-0.2245
	0.541223
	8

	S_asymmetry
	28 659.67
	-0.03973
	0.176966
	6

	WNODF
	7 522.232
	-0.28523
	0.789307
	32

	WNODF
	10 541.87
	0.382118
	0.123734
	10

	WNODF
	13 561.5
	-0.40823
	0.9063
	28

	WNODF
	16 581.13
	0.343373
	0.097662
	12

	WNODF
	19 600.77
	0.249476
	0.109707
	22

	WNODF
	22 620.4
	-0.53061
	0.877578
	14

	WNODF
	25 640.03
	0.353922
	0.095982
	8

	WNODF
	28 659.67
	-0.6166
	0.855547
	6


The table presents the Moran's I coefficient and the associated p-value for each distance class. The column 'n' indicates the number of pairs of sites used to calculate the coefficient for that specific distance class. A p-value less than 0.05 indicates significant spatial autocorrelation at that distance. Abbreviations are as follows: WNODF: nestedness, ISA: interaction strength asymmetry, S_asymmetry: specialization asymmetry, Modularity, I_evenness: interaction evenness.

SMT 6
Correlation analysis between network metrics and biodiversity dimensions
	Variable 1
	Variable 2
	Correlacion (r)
	Lower Confidence Interval
	Upper Confidence Interval
	t-value
	p-value

	W_NODF
	Richness
	-0.54
	-0.85
	0.04
	-2.03
	0.06

	W_NODF
	Shannon
	-0.36
	-0.77
	0.25
	-1.25
	0.23

	W_NODF
	Pielou
	0.12
	-0.48
	0.65
	0.38
	0.70

	W_NODF
	PSV
	0.44
	-0.17
	0.81
	1.55
	0.15

	W_NODF
	PSR
	-0.28
	-0.74
	0.34
	-0.95
	0.36

	W_NODF
	PSE
	0.18
	-0.43
	0.68
	0.59
	0.56

	W_NODF
	FD
	0.10
	-0.49
	0.64
	0.34
	0.73

	W_NODF
	FDis
	0.22
	-0.40
	0.70
	0.72
	0.48

	W_NODF
	FEve
	0.17
	-0.44
	0.67
	0.55
	0.59

	ISA
	Richness
	0.22
	-0.39
	0.70
	0.74
	0.47

	ISA
	Shannon
	0.18
	-0.43
	0.68
	0.59
	0.56

	ISA
	Pielou
	0.006
	-0.56
	0.57
	0.02
	0.98

	ISA
	PSV
	-0.40
	-0.79
	0.21
	-1.40
	0.19

	ISA
	PSR
	-0.10
	-0.64
	0.49
	-0.33
	0.74

	ISA
	PSE
	-0.07
	-0.62
	0.51
	-0.24
	0.80

	ISA
	FD
	-0.26
	-0.72
	0.36
	-0.87
	0.40

	ISA
	FDis
	-0.12
	-0.65
	0.48
	-0.39
	0.70

	ISA
	FEve
	0.57
	-0.00
	0.86
	2.20
	0.05

	S_asymmetry
	Richness
	-0.36
	-0.77
	0.26
	-1.22
	0.24

	S_asymmetry
	Shannon
	-0.06
	-0.61
	0.53
	-0.19
	0.84

	S_asymmetry
	Pielou
	0.44
	-0.17
	0.81
	1.57
	0.14

	S_asymmetry
	PSV
	0.46
	-0.14
	0.82
	1.67
	0.12

	S_asymmetry
	PSR
	-0.12
	-0.65
	0.48
	-0.38
	0.70

	S_asymmetry
	PSE
	0.20
	-0.42
	0.69
	0.64
	0.53

	S_asymmetry
	FD
	0.26
	-0.36
	0.72
	0.86
	0.40

	S_asymmetry
	FDis
	0.48
	-0.12
	0.82
	1.75
	0.11

	S_asymmetry
	FEve
	-0.46
	-0.81
	0.14
	-1.65
	0.12

	Modularity
	Richness
	0.48
	-0.12
	0.82
	1.74
	0.11

	Modularity
	Shannon
	0.52
	-0.06
	0.84
	1.95
	0.07

	Modularity
	Pielou
	0.34
	-0.28
	0.76
	1.15
	0.27

	Modularity
	PSV
	-0.44
	-0.81
	0.17
	-1.57
	0.14

	Modularity
	PSR
	0.18
	-0.43
	0.68
	0.58
	0.56

	Modularity
	PSE
	0.30
	-0.32
	0.74
	1.00
	0.33

	Modularity
	FD
	-0.22
	-0.70
	0.39
	-0.74
	0.47

	Modularity
	FDis
	0.04
	-0.54
	0.60
	0.15
	0.88

	Modularity
	FEve
	-0.30
	-0.74
	0.32
	-1.01
	0.33

	H2
	Richness
	0.55
	-0.02
	0.85
	2.13
	0.05

	H2
	Shannon
	0.53
	-0.05
	0.85
	2.01
	0.07

	H2
	Pielou
	0.15
	-0.46
	0.66
	0.49
	0.63

	H2
	PSV
	-0.44
	-0.81
	0.16
	-1.58
	0.14

	H2
	PSR
	0.22
	-0.40
	0.70
	0.71
	0.48

	H2
	PSE
	0.009
	-0.56
	0.58
	0.03
	0.97

	H2
	FD
	-0.14
	-0.66
	0.46
	-0.47
	0.64

	H2
	FDis
	-0.004
	-0.57
	0.57
	-0.01
	0.98

	H2
	FEve
	-0.36
	-0.77
	0.26
	-1.23
	0.24


Results show Pearson’s correlation coefficients (r), 95 % confidence intervals (CI), t-values, and p-values for pairwise comparisons. Key to Abbreviations: Network Metrics - W_NODF: Weighted Nestedness, ISA: Interaction Strength Asymmetry, S_asymmetry: Specialization Asymmetry, H2: Network-level specialization, Modularity (Q): Modularity index, Biodiversity Indices-Richness: Species richness, Shannon: Shannon diversity index, Pielou: Pielou’s evenness. Phylogenetic: PSV: Phylogenetic Species Variability, PSR: Phylogenetic Species Richness, PSE: Phylogenetic Species Evenness, Functional: FD: Functional Diversity index, FDis: Functional Dispersion, FEve: Functional Evenness.
SMT 7
Interaction matrix for the network 01
	Fazenda_Faroeste
	Cecropia_glaziovii
	Cordiera_sessilis
	Ficus_aff._gomelleira
	Gurania_lobata
	Piper_amalago
	Piper_sp._1
	Psidium_spp.

	Artibeus_planirostris
	0
	0
	3
	2
	0
	0
	0

	Carollia_perspicilatta
	2
	0
	1
	1
	1
	1
	1

	Glossophaga_soricina
	1
	1
	0
	0
	0
	0
	0



SMT 8
Interaction matrix for the network 02
	Gruta_Arco_do_Indio
	Cecropia_glaziovii
	Ficus_sp._01
	Maclura_tinctoria
	Piper_amalago
	Piper_sp._1
	Psidium_spp.
	Solanum_sp._02

	Artibeus_planirostris
	1
	5
	0
	1
	0
	1
	0

	Carollia_brevicauda
	0
	0
	0
	0
	0
	0
	1

	Carollia_perspicilatta
	0
	0
	1
	1
	1
	0
	1



SMT 9
Interaction matrix for the network03
	Gruta_da_coruja
	Ficus_aff. gomelleira
	Ficus_sp._02
	Ficus_sp._01
	Gurania_lobata
	Piper_amalago
	Piper_sp._1
	Piper_umbellatum
	Psidium_spp.
	Solanum_spp.

	Artibeus_planirostris
	4
	1
	6
	0
	0
	0
	0
	2
	0

	Carollia_brevicauda
	0
	0
	0
	0
	0
	0
	2
	0
	0

	Carollia_perspicilatta
	0
	0
	0
	0
	5
	1
	1
	0
	2

	Platyrrhinus_lineatus
	0
	1
	0
	0
	0
	0
	0
	0
	0

	Sturnira_lilium
	0
	0
	0
	1
	0
	0
	0
	0
	0



SMT 10
Interaction matrix for the network04
	Gruta_da_Paca
	Gurania_lobata
	Maclura tinctoria
	Piper_amalago
	Piper_sp._1
	Psidium_spp.

	Anoura_caudifer
	0
	0
	0
	0
	1

	Artibeus_fimbriatus
	1
	0
	0
	0
	0

	Carollia_perspicilatta
	3
	1
	6
	0
	0

	Glossophaga_soricina
	0
	0
	0
	1
	0

	Sturnira_lilium
	2
	0
	0
	0
	0





SMT 11
Interaction matrix for the network05
	Gruta_do_Brega
	Ficus_aff._gomelleira
	Gurania_lobata
	Piper_amalago
	Piper_sp._1
	Piper_umbellatum
	Psidium_spp.
	Solanum_paniculatum

	Artibeus_fimbriatus
	0
	0
	0
	0
	0
	1
	0

	Artibeus_planirostris
	1
	1
	0
	0
	0
	0
	0

	Carollia_perspicilatta
	0
	3
	4
	1
	2
	0
	2

	Glossophaga_soricina
	0
	0
	0
	1
	0
	0
	0



SMT 12
Interaction matrix for the network06
	Gruta_do_Davi
	Cecropia_pachystachya
	Ficus_sp._01
	Gurania_lobata
	Maclura_tinctoria
	Piper_amalago
	Piper_sp._1
	Psidium_spp.
	Solanum_paniculatum
	Vismia_spp.

	Artibeus_planirostris
	0
	0
	1
	0
	0
	1
	2
	0
	0

	Carollia_perspicilatta
	0
	2
	1
	1
	1
	0
	0
	1
	0

	Glossophaga_soricina
	0
	1
	0
	0
	0
	1
	0
	0
	0

	Micronycteris_microtis
	0
	0
	0
	0
	0
	1
	0
	0
	0

	Platyrrhinus_lineatus
	1
	2
	0
	0
	0
	0
	0
	0
	1



SMT 13
Interaction matrix for the network07
	Gruta_do_Mastodonte
	Cecropia_glaziovii
	Cecropia_pachystachya
	Ficus_sp._01
	Gurania_lobata
	Piper_amalago
	Piper_sp._1
	Piper_umbellatum
	Solanum_americanum

	Artibeus_fimbriatus
	0
	2
	1
	1
	0
	0
	0
	0

	Artibeus_planirostris
	0
	0
	1
	1
	0
	0
	0
	0

	Carollia_perspicilatta
	4
	0
	0
	4
	5
	2
	1
	1

	Chiroderma_doriae
	0
	0
	1
	0
	0
	0
	0
	0

	Chiroderma_villosum
	0
	0
	1
	0
	0
	0
	0
	0

	Glossophaga_soricina
	1
	0
	0
	0
	1
	0
	0
	0

	Platyrrhinus_lineatus
	0
	0
	1
	0
	0
	0
	0
	0



SMT 14
Interaction matrix for the network 08
	Gruta_do_Nadinho
	Cordiera_sessilis
	Ficus_aff._gomelleira
	Ficus_sp._01
	Gurania_lobata
	Miconia_spp.
	Piper_sp._1
	Psidium_spp.
	Solanum_ssp._02
	Vismia_spp.

	Artibeus_planirostris
	3
	8
	3
	2
	1
	1
	0
	6
	1

	Glossophaga_soricina
	0
	0
	0
	0
	0
	0
	0
	1
	0

	Phyllostomus_hastatus
	0
	0
	0
	0
	0
	2
	0
	0
	0

	Platyrrhinus_lineatus
	1
	1
	0
	0
	0
	0
	0
	0
	0

	Sturnira_lilium
	0
	0
	0
	0
	0
	0
	1
	0
	0





SMT 15
Interaction matrix for the network 09
	Gruta_do_Zizinho
	Ficus_aff. gomelleira
	Gurania_lobata
	Miconia_spp.
	Piper_amalago
	Psidium_spp.
	Solanum_ssp.

	Anoura_caudifer
	0
	0
	0
	0
	1
	0

	Artibeus_fimbriatus
	0
	0
	0
	0
	0
	1

	Artibeus_lituratus
	0
	0
	0
	0
	1
	0

	Artibeus_planirostris
	4
	0
	0
	0
	0
	0

	Carollia_brevicauda
	0
	1
	0
	0
	0
	0

	Carollia_perspicilatta
	0
	0
	0
	4
	0
	0

	Phyllostomus_discolor
	0
	0
	1
	1
	0
	0

	Platyrrhinus_lineatus
	1
	0
	0
	0
	0
	0

	Vampyressa_pusilla
	1
	0
	0
	0
	0
	0



SMT 16
Interaction matrix for the network 10
	Gruta_Olhos_da_agua
	Ficus_sp._02
	Ficus_sp._01
	Gurania_lobata
	Maclura_tinctoria
	Piper_amalago
	Piper_umbellatum
	Psidium_spp.
	Solanum_sp._02

	Artibeus_planirostris
	7
	1
	0
	0
	0
	0
	3
	1

	Carollia_brevicauda
	0
	0
	0
	0
	1
	1
	0
	0

	Carollia_perspicilatta
	0
	0
	0
	1
	1
	0
	0
	1

	Chiroderma_villosum
	0
	2
	0
	0
	0
	0
	0
	0

	Glossophaga_soricina
	0
	0
	0
	0
	0
	1
	0
	0

	Platyrrhinus_lineatus
	0
	0
	0
	0
	0
	0
	1
	0

	Sturnira_lilium
	0
	0
	3
	0
	0
	1
	0
	1



SMT 17
Interaction matrix for the network 11
	Loca_do_Sumidouro
	Ficus_aff._gomelleira
	Ficus_sp._01
	Gurania_lobata
	Maclura_tinctoria
	Piper_amalago
	Piper_sp._01
	Piper_umbellatum
	Psidium_spp.
	Solanum_americanum
	Solanum_paniculatum
	Solanum_sp._02
	Vismia_spp.

	Artibeus_fimbriatus
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	Artibeus_lituratus
	0
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	Artibeus_planirostris
	3
	3
	1
	0
	0
	0
	0
	1
	0
	0
	0
	0

	Carollia_perspicilatta
	0
	2
	1
	0
	12
	0
	5
	1
	4
	2
	1
	1

	Chiroderma_villosum
	0
	3
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0

	Glossophaga_soricina
	0
	0
	0
	1
	0
	2
	0
	0
	0
	0
	0
	0

	Platyrrhinus_lineatus
	1
	1
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	Sturnira_lilium
	0
	0
	0
	0
	0
	0
	0
	0
	1
	0
	0
	0



SMT 18
Interaction matrix for the network 12
	Vale_Santo_Antonio
	Ficus_aff._gomelleira
	Gurania_lobata
	Piper_sp._01
	Piper_umbellatum
	Psidium_spp.
	Solanum_americanum
	Solanum_ssp._02

	Artibeus_planirostris
	2
	0
	0
	0
	1
	0
	1

	Carollia_perspicilatta
	0
	5
	0
	1
	0
	0
	0

	Glossophaga_soricina
	0
	0
	1
	0
	0
	0
	0

	Platyrrhinus_lineatus
	1
	0
	0
	0
	0
	0
	0

	Sturnira_lilium
	0
	0
	0
	0
	0
	1
	0



SMT 19
Metrics used to understand interaction networks, followed by their definitions and a reference to their creation and use
	Metrics
	Definition
	Reference

	Nestedness (weighted NODF)
	Type of topology in a bipartite network, in which connections from lower-degree vertices represent a subset of connections from higher-degree vertices.
	Almeida-Neto & Ulrich (2011)

	Interaction Strength Asymmetry (ISA)
	It quantifies whether specialized species interact with generalized species at the other level (or vice versa).
	Blüthgen et al. (2007)

	Specialization asymmetry (SA)
	Following the same idea as the previous one, but based on species specialization
	Bascompte et al. (2006)

	Specialization (H2)
	Level of specialization of a vertex in a bipartite ecological network, representing how much the sets of interactions of the vertices are different from each other.
	Blüthgen et al. (2006)

	Modularity (Q)

	Species form subsets – modules - that are more likely to interact with each other than between subsets.
	Bascompte et al. (2003)
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