Supplementary data

DNA characterization of L. diaphana * Maria Dolores Bargues et al.

Nucleotide differences found in the complete 18S ribosomal DNA (rDNA) sequence
of the lymnaeid species compared and their location in the secondary structure
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Total variable positions (n = 62)
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numbers (to be read in vertical) refer to positions obtained in the alignment made with MEGA 5.0. Shaded area corresponds to
variable area V2 and helix E10-1 where Lymnaeidae differences in the 18S rRNA gene are concentrated. -: identical; -: indel.
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Polymorphic sites (n = 108), including parsimony informative, singleton sites and gapped or ambiguous characters,
detected in the mitochondrial DNA and 16S ribosomal DNA gene sequence alignment of the lymnaeid species compared according to MEGA 5.0
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Lymnaea diaphana

.G.

Lymnaea humilis ST.GGT . T. - A~ T..AGG.C.GC.AA.TATTAA.
Lymnaea cubensis - GGA.T.-C..A.-A-.. .. ... T..AGG.C.GC..A.TATA.A.
Pseudosuccinea columella - .¢ . GA.T.-.G.AT..-T..TA.CT.A.GGG.AGC.A..C.TA. ..
Stagnicola elodes TT.GGT . T.-. . . A.=.-.... ... T..AGG.C.GC.AA.TATTAA.
Fossaria obrussa ST.GGT . T. - A~ == .. - . .AGG.C.GC.AA.TATTAA.
Fossaria bulimoides® - GGA.T.-C..A.-A-.. ... G.T...GG.C.GC..A.TATA.
Fossaria bulimoides® TA..GA.T....TA--.-..G CTG..GG.AAGCAGGGAATT .
Fossaria bonnevillensis - .. GTAACC.. A.A.A..... G.T...G....... A.GT.TT

-CTATGTGTTTAATATT -CTAACATAAGGAAATTATTTTAGTACTTTTAAA-ACTTAT-TA-TATATACTATATTATTT - -AAATATTATAAAATCATT -AAAAT- - -

.T-.ATT. . TAGA--. . A.. AAT. A. .. .. --T. .. . AA.A.GTTCA.A.- .. ... - - -
.T-TTTT. .TACA.T.-A...T...G.A....--T.... . A... . GTTCA.A.-.. ... CCT
.T-.C.A-.T.----- CALCATT . .0 AL VACAAT . TG. .A....G....TA.-?2T...C- -
.T-.ATT. . TAGA--. . A AAT . AL .. .. --T. .. . AA.A.GTTCA. . A-- .. ... CcC-
-T-.ATT. . TAGA--. . A. . -AAT AL --T..-.AA.A-GTTCA.A.-...C----
..T-TTTT. .TACATT.TA...T..A. A. --T. ... A... . GTTCA.A.-.. ... CCT

T-.TTA. . CA----.TA...T.C...C.C..--C.G.GA....GTTC. . A.T..G..CC-
.. TT.CG. . AT.A.T-...T..T.T....T..CA-T.. . TA.T..G..C. . A.-..... CCT

a: AF485657; b: EU038315; -: identical; -: indel?.
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