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PCR 50uL, . 2xbuffer
25ul, dNTP 400pmol/L, 0.3umol/L, KOD FX
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x1 HEAMFIER
Tab.1 Specimen information and their sequence information
GenBank (bp)
H1 ALl N MH557974 384
H2 AL2 AL43 N MHS557975 379
H3 AL3 AL4 AL18 ALSO N MHS557976 391
H4 AL5 N MHS557977 389
H5 AL6 N MHS557978 387
Heé AL7 N MHS557979 390
H7 AL8 N MHS557980 403
H8 AL9 N MHS557981 391
H9 AL10 N MHS557982 391
H10 ALLll N MHS557983 391
HI11 ALI12 N MH557984 382
HI12 AL13 N MH557985 391
H13 AL14 N MHS557986 388
H14 AL15 N MHS557987 391
HI15 AL16 AL44 N MHS557988 391
H16 AL17 N MHS557989 380
H17 AL19 N MHS557990 389
HI18 AL20 N MHS557991 392
H19 AL21 AL23 AL34 ALA48 N MHS557992 389
H20 AL22 N MHS557993 389
H21 AL24 S MH557994 390
H22 AL25 S MHS557995 384
H23 AL26 S MHS557996 383
H24 AL27 S MH557997 383
H25 AL28 S MHS557998 383
H26 AL29 S MHS557999 383
H27 AL30 S MHS558000 387
H28 AL31 S MHS558001 383
H29 AL32 AL33 AL35 AL39 AL52 ADI—AD3 N MHS558002 387
H30 AL36 S MH558003 386
H31 AL37 S MH558004 387
H32 AL38 S MH558005 387
H33 AL40 S MH558006 386
H34 AL41 S MHS558007 386
H35 AL42 AL58 AL60 AL63 AL64 N MHS558008 391
H36 AL45 N MH558009 389
H37 AL46 N MH558010 381
H38 AL47 N MH558011 387
H39 AL49 N MHS558012 390
HA40 ALS51 N MHS558013 389
H41 ALS3 N MH558014 391
H42 ALS54 N MH558015 391
H43 ALS5 S MH558016 391
H44 ALS56 S MH558017 392
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GenBank (bp)
H45 ALS7 S MHS558018 391
H46 ALS59 S MHS558019 383
H47 AL61 S MH558020 391
H48 AL62 S MHS558021 389
HA49 AL65 S MHS558022 391
H50 AL66 S MHS558023 389
:AL1—ALG66 ; AD1—AD3 (A. perspectiva) ;N ;S
1.3.1 GMYC , ; ( 2b, 2e, 26—  2i),
BEAST v1.10.1(Drummond et al, 2007) (Black Larval Organ) (Bieler, 1993),

; uncorrelated log-normal clock
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TreeAnnotator R
; Figtree v1.4.3
APE(Analyses of Phylogenetics and Evolution)

(Newick); R
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MOTU
1.3.2 ABGD ABGD

(http://wwwabi.snv.Jussieu.fr./pubilc/abgd/abgdweb.
html) ,
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bars=500um)
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SPECIES IDENTIFICATION OF ARCHITECTONICID VELIGER LARVAE

BASED ON MORPHOLOGICAL AND MITOCHONDRIAL 16S RRNA GENE

LI Hai-Tao, ZHOU Peng, HE Jing, HUANG Bin-Bin, CHEN Kai-Biao
(South China Sea Environmental Monitoring Center, State Oceanic Administration, Guangzhou 510300, China)

Abstract
protoconchs of veliger larvae are sinistral. The architectonicid veliger larvae have been mis-identified as Agadina species

Species of the family Architectonicidae are a group of gastropods that shells of adults are dextral but the

(Limacinidae) for more than a half century in China due to their sinistral shells. In this study, we analyzed the protoconch
morphological characteristics of veliger larvae and sequenced the partial mitochondrial 16S rRNA gene from 66 veliger
larvae and three adults of Architectonicidae to clarify the taxonomic debate. The veliger larvae can be divided into two
morphotypes in morphology. The protoconchs of morphotype I are characterized by the sunk apex and the round and deep
umbilicus. The protoconchs of morphotype II are distinguished from those of morphotype I by their raised apex and retuse
umbilicus. The 50 haplotypes derived from the 16S rRNA gene were grouped into 19 distinct molecular operational
taxonomic units (MOTUs) using GMYC and ABGD analyses. Larvae of morphotype I could be assigned into 11 MOTUs,
while the 8 remaining MOTUs had shell characteristics of morphotype II. The position and size of black larval organs are
also distinct among different MOTUs. These results suggest that the morphological characteristics of shells and black
larval organs are valuable for species and/or genus recognition. However, only a few haplotypes were identified to the
species level because of the insufficient reference sequences in GenBank, and the biodiversity of Architectonicidae could
be underestimated in China.

Key words Architectonicidae; morphology; species identification

veliger larvae; 16S rRNA gene;



