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Outline: A Multigene Phylogeny of Syngnathid Fishes

1. Introduction: why syngnathids?
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Introduction: Why we study syngnathid fishes

ASyngnathid fishes: a
diverse, unique and
charismatic group

Aover 50 genera and at
least 278 valid species of
pipefishes, seahorses,
sea dragons, and
pipehorses

Syngnathidae are characterized by:
unique gills
absence of pelvic fins
dermal plates in rings

unusual reproductive strategies, including sex role
reversal and male brooding, with complex and
varied brood-pouch morphology %ﬁ%
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