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Since its inception in 1981, the Advances in Legume Systematics (ALS) series has 
provided an important outlet for publishing new results on all aspects of the systematics 
and classification of legumes, including papers arising from the seven International 
Legume Conferences. The first ten parts in the ALS series were published by the Royal 
Botanic Gardens, Kew, and subsequent parts as Special Issues of two botanical journals 
– “Australian Systematic Botany” (Part 11 in 2003 and Part 13 in 2019) and “South 
African Journal of Botany” (Part 12 in 2013) – a format continued here for Part 14 
with this Special Issue of “PhytoKeys”.

Here in ALS 14 the focus is on classification of the legume subfamily Caesalpinioideae, 
as it was re-circumscribed by the Legume Phylogeny Working Group (LPWG) in 2017. 
Caesalpinioideae is the second largest subfamily of legumes with ca. 4,600 species currently 
placed in 152 genera. Within the subfamily, ca. 3,400 species and 90 genera are placed 
in the mimosoid clade corresponding to the former subfamily Mimosoideae, which is 
nested within new sense Caesalpinioideae. The subfamily has a pantropical distribution 
and many of its lineages form diverse and ecologically abundant or dominant elements 
across dry, savanna and wet lowland tropical biomes. Despite major advances in the last 
few decades towards aligning genera with clades, generic delimitation in Caesalpinioideae 
remains in a state of considerable flux, especially across the mimosoid clade.

In the introductory paper of this Special Issue, a new phylogenomic framework for 
Caesalpinioideae built from DNA sequences of 997 nuclear genes for 420 species of 
147 of the 152 genera recognized in the subfamily prior to ALS14, is presented. This 
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new phylogeny reveals that 22 genera are non-monophyletic or nested within another 
genus and underpins a series of 15 papers focused on generic delimitation of particular 
subclades, which are presented here in ALS14 Part 1. This phylogeny also provides 
the framework for a new higher-level tribal and clade-based classification including a 
synopsis of genera in the subfamily which will be presented separately in ALS14 Part 2.

Here in ALS14 Part 1, the 16 papers are authored by 52 authors from 13 countries. 
Nine new genera are described, five genera are reinstated and three genera are sub-
sumed into synonymy in other genera. With addition of these 14 new and reinstated 
genera and subtraction of three genera placed in synonymy, the total number of genera 
in subfamily Caesalpinioideae now stands at 163, of which 102 are in the mimosoid 
clade. One new species is described, several new sections of genera are erected, and 139 
new nomenclatural combinations are proposed.

Given the extent of the adjustments to generic limits presented here in ALS14 
Part 1, it is clear that this focus on generic delimitation was much needed. Of the 22 
instances of generic non-monophyly, 15 have been reclassified here in ALS14 repre-
senting a significant step towards aligning genera with clades across Caesalpinioideae. 
A fully updated synopsis of the now 163 genera forms part of the new classification of 
Caesalpinioideae presented in ALS14 Part 2.

As editors, we thank the many people and organisations who have helped to bring 
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and especially the managing editor of PhytoKeys, Yasen Mutafchiev who has overseen 
production of this Special Issue. Finally, we thank Swiss National Science Foundation 
(grant 31003A_182453/1 to CEH) for support that underpinned research presented 
in this Special Issue, and the following organisations for contributing funds to support 
Open Access publication costs of ALS14 Part 1: Royal Botanic Gardens, Kew, U.K. 
(O’Donnell et al. and Clark et al. papers), the U.S. National Science Foundation grant 
number OIA-1946352 to the University of Guam (Demeulenaere et al. paper), the 
Australia and Pacific Science Foundation, Australia (Brown et al. paper), and especially 
the Department of Systematic and Evolutionary Botany at the University of Zurich, 
Switzerland (all other papers).
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