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Appendix 1 
 
Table A1. List of the 29 ant species collected in the study, their presences across uninvaded and 

invaded plots, and the number of individuals used for trait measurements. 

Code Genus Species Uninvaded plots 

(n=37) 

Invaded plots 

(n=24) 

Individuals  

measured  

(n=319) 

agra Anochetus graeffei  10 3 10 

bobs Brachyponera obscurans 19 4 10 

cnic Camponotus nicobarensis 10 5 11 

cpar Camponotus parius 6 0 11 

cvar Camponotus variegatus 10 12 13 

cvit Camponotus vitiosus 6 1 10 

cobs Cardiocondyla obscurior 5 19 12 

csp1 Cardiocondyla sp. 1 2 6 10 

csp2 Cardiocondyla sp. 2 2 4 10 

care Carebara sp. 1 7 2 10 

cfer Crematogaster ferrarii 3 4 11 

dsib Dolichoderus sibiricus 4 2 10 

esha Euponera sharpi 8 2 10 

mchi Monomorium chinense 30 10 10 

mflo Monomorium floricola 7 4 10 

mpsw Monomorium sp. psw-cn01 11 7 10 

ntay Nylanderia sp. cf. taylori 26 21 15 

plon Paratrechina longicornis 27 8 10 

pfer Pheidole fervens 11 4 11 

pnod Pheidole nodus 2 2 10 

ppar Pheidole parva 25 8 11 

pdiv Polyrhachis dives 11 2 10 

sinv Solenopsis invicta 0 24 20 

sjac Solenopsis jacoti 8 2 10 

semm Strumigenys emmae 5 1 10 

ssp1 Syllophopsis sp. 1 2 4 10 

tmel Tapinoma melanocephalum 24 16 14 

tbic Tetramorium bicarinatum 16 5 10 



tlan Tetramorium lanuginosum 36 5 10 

 

 

Figure A1. Map of Hong Kong showing the two sites and 61 plots used in the study, which were 

identified (as either invaded or uninvaded) from 2015–2017 and sampled in 2018. A minimum 

distance of 20 m between adjacent plots (which exceeded the maximum foraging distances of ant 

species in the region) facilitated independent observations (see main text). 

 

 

Figure A2. Plot design with grey circles showing the positions of the six pitfall traps. 

 



 

Figure A3. Trait spaces of 29 ant species built from trait probability density functions. Each 

species’ functional diversity is captured in two-dimensional trait space, with the axes corresponding 

to the first two components of the PCA, and the relative abundances of various trait values reflected 

in brightness (i.e. brighter areas indicate higher densities of those trait values in the species sample). 

Corresponding values of Functional Richness (FRic) are shown next to the species codes, which are 

explained in Table A1. 



 

Figure A4. NMDS plots for observed levels of taxonomic and functional beta diversity in three 

measures of dissimilarity (total, turnover and nestedness). 



 

Figure A5. Losers and winners in invaded communities. For each species, bar shows the absolute 

change in its relative abundance (%) in traps between communities that were uninvaded (n=222) 

and those that were invaded (N=144). Two thirds of the native species declined in abundance in the 

invaded communities. NB: Camponotus parius (cpar) was absent from invaded communities, and 

the invader Solenopsis invicta (sinv) was absent from uninvaded communities.  

 



 

Figure A6. Different degrees of polymorphism among various ant species in the study. Individual 

images show dimorphic species of (A) Camponotus nicobarensis (FRic = 3.52) and (B) Pheidole 

nodus (FRic = 3.03 ), as well as (C) a monomorphic species, Monomorium chinense (FRic = 1.75), 

and (D) the polymorphic invader Solenopsis invicta (FRic = 2.73).  


