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PARTIAL 18S ribosomal RNA gene alignment

Taxa:
DF5000Ohei = DF5000 Oscheius sp. (NCBI accession no. AF082995) (1)
DF5018Odoo = DF5018 Oscheius dolichuroides (NCBI accession no. AF082998) (1)
DF5033Odol = DF5033 Oscheius dolichura (NCBI accession no. __________) (1) *new*
SB133Oguen = SB133 Oscheius guentheri (NCBI accession no. __________) (1) *new*
CEW1Oschsp = CEW1 Oscheius sp. (NCBI accession no. ________) (1) *new* (same sp. as acc. U81587 PS1131 (syn. of BW29
SB128Otipu = SB128 Oscheius tipulae (NCBI accession no. __________) (1) *new*
BW282Ospec = BW282 Oscheius sp. (myriophila?) (NCBI accession no. AF082994) (1)
EM435Rmyri = EM435 Oscheius myriophila (NCBI accession no. U13936) (2)
SB169Oinsc = SB169 Oscheius insectivora  (NCBI accession no. AF083019) (1)
SB218Onecr = SB218 Oscheius necromena (NCBI accession no. __________) (1) *new*
DF5031Rves = DF5031 Rhabditis vespillonis (NCBI accession no. __________) (1) *new*
DF5010Rblu = DF5010 Rhabditis blumi (NCBI accession no. U13935) (2)
PS1191fiji = PS1191 Rhabditis sp. (NCBI accession no. AF083008) (1)
DF5006Raxe = DF5006 Rhabditella axei (NCBI accession no. U13934) (2)
DF5044Roct = DF5044 Rhabditella sp. (cf. octopleura) (NCBI accession no. AF083000) (1)
SB307Rtyph = SB307 Rhabditella typhae (NCBI accession no. __________) (1) *new*
SB227Cepha = SB227 Cephaloboides sp. (NCBI accession no. AF083027) (1)
SB173Pmedi = SB173 Pellioditis mediterranea (NCBI accession no. AF083020) (1)
SB178Pmari = SB178 Pellioditis marina (NCBI accession no. AF083021) (1)
DF5039Pell = DF5039 Pellioditis sp. (cf. neopapillosa) (NCBI accession no. __________) (1) *new*
DF5056Pell = DF5056 Pellioditis sp. (cf. neopapillosa) (NCBI accession no. __________) (1) *new* (same sp. as DF5039?
DF5025Ptyp = DF5025 Pellioditis typica (NCBI accession no. U13933) (2, CORRECTED)
Haemonsimi = Haemonchus similis (NCBI accession no. L04152) (?)
Nematodiru = Nematodirus battus (NCBI accession no. U01230) (?)
Heterorhab = Heterorhabditis hepialus (NCBI accession no. AF083004) (1)
Hbacteriop = Heterorhabditis bacteriophora (NCBI accession no. AF036593) (?)
SB202Ctrip = SB202 Cruznema tripartitum (NCBI accession no. __________) (1) *new*
SB122Chori = SB122 Choriorhabditis dudichii (NCBI accession no. AF083012) (1)
EM464Crema = EM464 Caenorhabditis remanei vulgaris (NCBI accession no. U13931) (2)
PB102Cbrig = PB102 Caenorhabditis briggsae (NCBI accession no. U13929) (2)
CB4088Cele = N2 Caenorhabditis elegans (NCBI accession no. X03680) (?)
CB5161Cspn = CB5161 Caenorhabditis sp. (NCBI accession no. U13930) (2)
PS1010Cspn = PS1010 Caenorhabditis sp. (NCBI accession no. AF083006) (1)
SB225Cdros = SB225 Caenorhabditis drosophilae (NCBI accession no. AF083025) (1)
SB226Csono = SB226 Caenorhabditis sonorae (NCBI accession no. AF083026) (1)
SB208Proto = SB208 Protorhabditis sp. (NCBI accession no. AF083024) (1)
PS1897Dipl = PS1897 Diploscapter sp. (NCBI accession no. AF083009) (1)
DF5055Prot = DF5055 Protorhabditis sp. (NCBI accession no. AF083001) (1)
DF5022Pstr = DF5022 Pelodera strongyloides dermatitica (NCBI accession no. U13932) (2, CORRECTED)
SB135Pcuta = SB135 Pelodera cutanea (NCBI accession no. __________) (1) *new*
SB160Ppunc = SB160 Pelodera punctata (NCBI accession no. AF083018) (1)
DF5021Pcys = DF5021 Pelodera cystilarva (NCBI accession no. __________) (1) *new*
EM437Ptere = EM437 Pelodera teres (NCBI accession no. AF083002) (1)
DF5014Ppse = DF5014 Pelodera pseudoteres (NCBI accession no. __________) (1) *new*
DF5019Tpal = DF5019 Teratorhabditis palmarum (NCBI accession no. U13937) (2, CORRECTED)
SB120Tmari = SB120 Teratorhabditis mariannae (NCBI accession no. __________) (1) *new*
SB131Tsynp = SB131 Teratorhabditis synpapillata (NCBI accession no. AF083015) (1)
PS1179Meso = PS1179 Mesorhabditis sp. (NCBI accession no. U73452) (?)
SB123Manis = SB123 Mesorhabditis anisomorpha (NCBI accession no. AF083013) (1)
SB157Mspic = SB157 Mesorhabditis spiculigera (NCBI accession no. AF083016) (1)
DF5017Mlon = DF5017 Mesorhabditis longespiculosa (NCBI accession no. __________) (1) *new*
SB281Paras = SB281 Parasitorhabditis sp. (NCBI accession no. AF083028) (1)
SB125Cscan = SB125 Crustorhabditis scanica (NCBI accession no. AF083014) (1)
PDL29Cstas = PDL29 Crustorhabditis sp. (cf. stasileonovi) (NCBI accession no. _____?_____) (1) *new*
DF5024Dvee = DF5024 Distolabrellus veechi (NCBI accession no. AF082999) (1)
SB311Rstam = SB311 Rhabditoides stammeri (NCBI accession no. __________) (1) *new*
DF5012Rreg = DF5012 Rhabditoides regina (NCBI accession no. AF082997) (1)
SB199Prege = SB199 Poikilolaimus regenfussi (NCBI accession no. AF083022) (1)
SB200Poxyc = SB200 Poikilolaimus oxycerca (NCBI accession no. AF083023) (1)
JB120Adunc = JB120 Aduncospiculum halicti (NCBI accession no. U61759) (?)
PS312Prist = PS312 Pristionchus pacificus (NCBI accession no. AF083010) (1)
SB310Riner = SB310 Rhabditoides inermis (NCBI accession no. AF082996) (1)
SB158Rinrf = SB158 Rhabditoides inermiformis (NCBI accession no. AF083017) (1)
PS1163Pana = PS1163 Panagrellus redivivus (NCBI accession no. AF083007) (1)
Sstercoral = Strongyloides stercoralis (NCBI accession no. M84229) (?)
Steinernem = Steinernema carpocapsae (NCBI accession no.AF036604) (?)
Meloidogyn = Meloidogyne arenaria (NCBI accession no. U42342) (?)
PS1153Zeld = PS1153 Zeldia punctata (NCBI accession no. U61760) (?)
Goeziapela = Goezia pelagia (NCBI accession no. U94372) (?)
Parascaris = Parascaris equorum (NCBI accession no. U94378) (?)
Heterochei = Heterocheilus tunicatus (NCBI accession no. U94373) (?)
Paraspidod = Paraspidodera sp. (sample 21303) (NCBI accession no. AF083005) (1)
Heterakiss = Heterakis sp. (sample 14690) (NCBI accession no. AF083003) (1)
Trichinell = Trichinella spiralis (NCBI accession no. U60231) (?)
JB126Plect = JB126 Plectus acuminatus (NCBI accession no. U61761) (?)
Plectusaqu = Plectus aquatilis (NCBI accession no. AF036602) (?)
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Notes:
1. PRIMER sequences are shown in upper case if on the sense strand or in lower case if on the antisense strand.
2. Header for modeled SECONDARY STRUCTURES:  pairs of stems are numbered with equal signs (=) designating columns in

which one or more of the derived rRNA sequences may be involved in base-pairing and with hyphens (-) designating
columns in which no sequence is involved in base-pairing (though the position is within a stem structure); number
and carats (<, >) designate the termini of base pairing; commas (,) designate columns not contained in "stem"
structures.  The only exception is for stem E23-1; the structure of this stem is very different in Pellioditis
typica from all the other species and is ignored in designating the columns involved in base-pairing.  Because so
columns may include bases that are involved in pairing in only one or a few taxa, we have been very conservative
our hypotheses about which positions are evolving independently.

3. Bases predicted to be involved in base-pairing in the rRNA of each species are HIGHLIGHTED.
4. MISSING DATA at the beginning and end of any sequence are designated with periods (.).
5. Single nucleotide INDELS (alignment gaps) are each designated with one hyphen (-); indels covering more than one

alignment position (column) are each designated with one hyphen (-) at a particular position and with other
positions filled with periods (.).  Hyphens are only aligned if indels in different species are of the same lengt
and cover the same positions (i.e., hyphens designate indels that are proposed to be "homologous").  This system
indel coding allows alignment gaps to be scored as a single change, regardless of length.

Note!  This is only a partial alignment for demonstration purposes only.  It is not intended yet to be used for
distribution.  These data are still unpublished.  Please only use with permission of David Fitch.
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DF5000Ohei TACGCGAGGGGTGAAATCCGTTGACCGTAATGAGACGTCCAAAAGCGAAAGCATTCAGCAAGAACGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
DF5018Odoo TACGCGAGGGGTGAAATCCGTTGACCGTAATGAGACGTCCAAAAGCGAAAGCATTCAGCAAGAACGTATTCATTAATCAA-GAACGAAAGTCAGAGGTTC
DF5033Odol TACGCGAGGGGTGAAATCCGTTGACCGTAATGAGACGTCCAAAAGCGAAAGCATTCAGCAAGAACGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB133Oguen TACGCGAGGGGTGAAATCCGATGACCGTAGTGAGACGCCCAAAAGCGAAAGCATTCAGCAAGAACGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
CEW1Oschsp TACGCGAGGGGTGAAATCCGTTGACCGTAGTGAGACGTCCAAAAGCGAAAGCATTCAGCAAGAACGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB128Otipu TACGCGAGGGGTGAAATCCGTTGACCGTAGTGAGACGTCCAAAAGCGAAAGCATTCAGCAAGAACGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
BW282Ospec TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCAAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
EM435Rmyri TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCAAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB169Oinsc TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCAAAAGCGAAAGCTATTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB218Onecr TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCAAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
DF5010Rblu TGCGCGAGAGGTGAAATTCGTGGACCGCAGAAGGACGCCTAAAAGCGAAAGCATTTGCCAAGAATGTTTTCATTAATCAT-GAGCGAAAGTTAGAGTTTC
PS1191fiji TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCAACAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAT-GAGCGAAAGTTAGAGTTTC
DF5006Raxe TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCAAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
DF5044Roct TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGTCCAAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB307Rtyph TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGTCCAAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB227Cepha TGCGCGAGAGGTGAAATTCGTTGACCGTAGGGAGACGTCCAATAGCGAAAGCATTTGCCAAGAATGTCCTTATTAATCAA-GAACGAAAGTTAGAGGTTC
SB173Pmedi TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGACCGAAAGCGAAAGCATTTGCCAAGAACGTCTCCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB178Pmari TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCAAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
DF5039Pell TGCGCGAGAGGTGAAATTCGGTGACCGCAGGAAGACGTCCTGAAGCGAAAGCTATTGCCAAGTCTGTCTTCTTTAATCAA-GAACGAAAGTCAGAGGTTC
DF5056Pell TGCGCGAGAGGTGAAATTCGGTGACCGCAGGAAGACGTCCTGAAGCGAAAGCTATTGCCAAGTCTGTCTTCTTTAATCAA-GAACGAAAGTCAGAGGTTC
DF5025Ptyp CGGGCGAGGGGTGAAATCCGTAGACCCTGAGGAGACGACCAATAGCGAAAGCAGCTGCCAAGAATGTCTCCATTAATCAA-GAACGAAAGTCAGAGGTTC
Haemonsimi TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCTAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
Nematodiru TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCTAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
Heterorhab TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCTAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
Hbacteriop TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCTAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB202Ctrip TACGCGACCGGTGAAATGGGATGACCGTAGAGAGACGTCCGAAAGCGAAAGCATTTGCCAAGAACGTTCTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB122Chori TGCGCGAGAGGTGAAATTCGTGGACCGCAGGGGGACGCCCAAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
EM464Crema TACGCGAGAGGTGAAATTCGTGGACCGTAGTGAGACGCCCAACAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
PB102Cbrig TACGCGAGAGGTGAAATTCGTGGACCGTAGTGAGACGCCCAACAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
CB4088Cele TACGCGAGAGGTGAAATTCGTGGACCGTAGTGAGACGCCCAACAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
CB5161Cspn TACGCGAGAGGTGAAATTCGTGGACCGTAGTGAGACGCCCAATAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
PS1010Cspn TACGCGAGAGGTGAAATTCGTGGACCGTAGTGAGACGCCCAACAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB225Cdros TACGCGAGAGGTGAAATTCGTGGACCGTAGTGAGACGCCCAAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB226Csono TGCGCGAGAGGTGAAATTCGTGGACCGCAGTGGGACGCCCAAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB208Proto TGCGGGAGAGGTGAAATTCTATGATCGCAGGAGGACGCCCTAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGATC
PS1897Dipl TGCGGGAGAGGTGAAATTCTATGATCGCAGAAGGACGCCCTAAAGCGAAAGCATTTGCCAAGAATGTCTTCGTTAATCAA-GAACGAAAGTCAGAGGATC
DF5055Prot TGCGGGAGAGGTGAAATTCTATGATCGCAGGAGGACGCCCGAAAGCGAAAGCATTTGCCAAGAATGTTTTCATTAATCAA-GAACGAAAGTCAGAGGATC
DF5022Pstr CCCGCGAGGGGTGAAATCCGTAGACCGTGACGAGACGACCAAGAGCGCAAGCATACGCCAAGAAAAGACCCGCTAACCTCTGGGCGAGAGCCTGACGATT
SB135Pcuta CCCGCGAGGGGTGAAATCCGTAGACCGTGACGAGACGACCAAGAGCGCAAGCATACGCCAAGAAAAGACCCGCTAACCTCTGGGCGAGAGCCTGACGATT
SB160Ppunc CCCGCGAGGGGTGAAATCCGTAGACCGTGACGAGACGACCAAGAGCGCAAGCATACGCCAAGAAAAGACCCGCTAACCTCTGGGCGAGAGCCTGACGATT
DF5021Pcys TATACTAGGAGTGAAATCCTCTGATTATTAACTGACGAACAAAGGCGAAGGCGACTATCCAGAATGTCTTTCCTAAGCAA-GAACGAAGGTTGAAGGTTC
EM437Ptere TACGCGAGAGGTGAAATTCGTGGACCGTAACGAGACGACCTAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
DF5014Ppse TGCGCGAGAGGTGAAATTCATGGACCGCAGCGAGACGTTCAATAGCGAAAGCATTTGCCAAGAATGTCTTCACTAATCAA-GAACGAAAGTCAGAGGTTC
DF5019Tpal TGCGCGAGAGGTGAAATTCATGGACCGCAGCGAGACGGCCTACAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB120Tmari TGCGCGAGAGGTGAAATTCATGGACCGCAGCGAGACGGCCTACAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB131Tsynp TGCGCGAGAGGTGAAATTCATGGACCGCAGCGAGACGGCCTACAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
PS1179Meso TACGCGAGAGGTGAAATTCATGGACCGTAGCGTGACGAACTAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB123Manis TACGCGAGAGGTGAAATTCATGGACCGTAGCGTGACGATCKAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB157Mspic TACGCGAGAGGTGAAATTCATGGACCGTAGCGAGACGACCTACAGCGAAAGCATTTGCCAAGAATGTCTTCGTTAATCAA-GAACGAAAGTCAGAGGTTC
DF5017Mlon TACGCGAGAGGTGAAATTCATGGACCGTAGCGTGACGATCTACAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB281Paras TACGCGAGAGGTGAAATTCATGGACCGTAGCGAGACGACCTATAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB125Cscan TACGCGAGAGGTGAAATTCATGGACCGTAGCGAGACGACCTACAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
PDL29Cstas TACGCGAGAGGTGAAATTCATGGACCGTAGCGTGACGAACTAAAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
DF5024Dvee TGCGCGAGAGGTGAAATTCATGGACCGCAGCGAGACGACCTACAGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
SB311Rstam TACGCGAGAGGTGAAATTCATGGACCGTAGCGAGACGTTCAATAGCGAAAGCATTTGCCAAGAATGTCTTCACTAATCAA-GAACGAAAGTCAGAGGTTC
DF5012Rreg TGCGCGAGAGGTGAAATTCATGGACCGCAGCGAGACGTTCAATAGCGAAAGCATTTGCCAAGAATGTCTTCACTAATCAA-GAACGAAAGTCAGAGGTTC
SB199Prege TGCGTGAGAGGTGAAATTCTTGGACCGCAGCGGGACGCCCAACAGCGAAAGCATTTGCCAAGAATGTTTTCATTAATCAA-GAACGAAAGTCAGAGGATC
SB200Poxyc TGCGTGAGAGGTGAAATTCTTGGACCGCAGCGGGACGCCCAACAGCGAAAGCATTTGCCAAGAATGTTTTCATTAATCAA-GAACGAAAGTCAGAGGATC
JB120Adunc TGCGTGAGAGGTGAAATTCTTGGACCGCAGCGGGACGTCCAACAGCGAAAGCATTTGCCAAGAATGTTTTCATTAATCAA-GAACGAAAGTCAGAGGATC
PS312Prist TGCGTGAGAGGTGAAATTCTTGGACCGCAGCGAGACGACCTATTGCGAAAGCATTTGCCAAGAATGTTTTCATTAATCAA-GAACGAAAGTCAGAGGATC
DF5031Rves TGCGTGAGAGGTGAAATTCTTGGACCGCAGCGGGACGCCCTATTGCGAAAGCATTTGCCAAGAATGTCTTCGTTAATCAA-GAACGAAAGTCAGAGGATC
SB310Riner TGCGTGAGAGGTGAAATTCTTGGACCGCAGCGGGACGCCCTATTGCGAAAGCATTTGCCAAGAATGTCTTCGTTAATCAA-GAACGAAAGTCAGAGGATC
SB158Rinrf TGCGTGAGAGGTGAAATTCTTGGACCGCAGCGAGACGCCCTATTGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
PS1163Pana CGGGCGAGAGGTGAAATTCGTGGACCCTGGCGAGACGTACTACAGCGAAAGCATTTGCCAAGAATGTTTTCATTAATCAA-GAACGAAAGTCAGAGGATC
Sstercoral TACGTTAGAGGTGAAATTCTTGGACCGTAGCGAGACGTCCTACTGCGAAAGCATTTGCCAAGAATGTTTTCATTAATCAA-GAACGAAAGTTAGAGGTTC
Steinernem TACGTTAGAGGTGAAATTCTGGGACCGTAGCAAGACGATCGACTGCGAAAGCATTTGCCAAGAATGTTTTCATTAATCAA-GAACGAAAGTTAGGGGTTC
Meloidogyn CCCGTGAGAGGTGAAATTCTTGGACCGTGGCCAGACAAACTACAGCGAAAGCATTTGCCAAGAATGTTTTTATTAATCAA-GAACGAAAGTCAGAGGTTC
PS1153Zeld TGCGTGAGAGGTGAAATTCTTGGACCGTAGCGAGACGCCCTACTGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
Goeziapela TGCGTGAGAGGTGAAATTCTTGGACCGTAGCGAGACGTCCGACTGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
Parascaris TGCGTGAGAGGTGAAATTCTTGGACCGTAGCGAGACGTCCGACTGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
Heterochei TGCGTGAGAGGTGAAATTCTTGGACCGTAGCGAGACGACCGACTGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
Paraspidod TGCGTGAGAGGTGAAATTCTTGGACCGTAGCGAGACGTCCGACTGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
Heterakiss TGCGTGAGAGGTGAAATTCTTGGACCGTAGCGAGACGGCCGACTGCGAAAGCATTTGCCAAGAATGTCTTCATTAATCAA-GAACGAAAGTCAGAGGTTC
Trichinell TGCGTTAGAGGTGAAATTCTTGGATCGCAGCAAGATGAACAATTGCGAAAGCATTTGCCAAGAATGTTTTCATTAATCAA-GAACGAAAGTTAGAGGTTC
JB126Plect TGCGTGAGAGGTGAAATTCTTGGACCGCAGCGAGACGCCCTACTGCGAAAGCATTTGCCAAGAATGTCTTCGTTAATCAA-GAACGAAAGTCAGAGGTTC
Plectusaqu TGCGTGAGAGGTGAAATTCTTGGACCGCAGCGAGACGCCTACTTGCGAAAGCATTTGCCAAGAATGTCTTCGTTAATCAA-GAACGAAAGTCAGAGGTTC
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DF5000Ohei GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATGG-GGTATT-.....TTGCCTTGTCG-GGGAGCTCGTC-GG
DF5018Odoo GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATGG-GGTATT-.....TTGCCTTGTCG-AGGAGCTTGTC-GG
DF5033Odol GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATGG-GGTATT-.....TTGCCTTGTCG-GGGAGCTCGTC-GG
SB133Oguen GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCTGGTGG-GGTAAT-.....TTGCCTTGCCA-GGGAGCTTTCC-GG
CEW1Oschsp GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATGG-GGTAAT-.....TTGCCTTGTCG-GGGAGCTTACC-GG
SB128Otipu GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATGG-GGTAAT-.....TTGCCTTGTCG-GGGAGCTTACC-GG
BW282Ospec GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGGTGG-GGTTAT-.....TCGCCTCGCCG-GGGAGCTTCCC-GG
EM435Rmyri GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGGTGG-GGTTAT-.....TCGCCTCGCCG-GGGAGCTTCCC-GG
SB169Oinsc GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGGTGG-GCTTAT-.....TCGGCTCGCCG-GGGAGCTTCCC-GG
SB218Onecr GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGGTGG-GGTTAT-.....TCGCCTCGCCG-GGGAGCTTCCC-GG
DF5010Rblu GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCAATGG-GATGTT-.....AAGTCTCGTTG-GGGAGCT.-.....
PS1191fiji GAAGGCGATTAGATACCGCCCTAGTTCTAACCGTAAACTATGCCATCTAGCGATCCAACGG-GATATTT-....ATGTCTCGGAG-GGGAGCTTCCC-GG
DF5006Raxe GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATAG-GGTATTC-....ATGCCTTG-...GGGAGCTTCCC-GG
DF5044Roct GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATAG-GGTATTC-....ATGCCTTGTCG-GGGAGCTTCCC-GG
SB307Rtyph GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACGATGCCATCTAGCGATCCGATAG-GGTTATTC-....AGCCTTGTCG-GGGAGCTTCCC-GG
SB227Cepha GAAGGCGATTAGATACCGCCCTAGTTCTAACCGTAAACTATGCCATCTAGCGATCCGAAGA-GGTATT-.....ATGTCTCGTCG-GGGAGCTTCCC-GG
SB173Pmedi GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATGG-GGCATTT-....CTGCCTCGTCG-GGGAGCTTCCC-GG
SB178Pmari GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATGG-GGCATCT-....TTGCCTCGTCG-GGGAGCTTCCC-GG
DF5039Pell GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATTCGGAGA-GGTAATTTA-..TTGCTTTTCCG-AGGAGCTTCCC-GG
DF5056Pell GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATTCGGAGA-GGTAATTTA-..TTGCTTTTCCG-AGGAGCTTCCC-GG
DF5025Ptyp GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATACCAGCTCATGACTAGTTGG-GATGTAA-....TGTCCACAACG-GGTCGC-CCCC-GG
Haemonsimi GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATGG-GGTATAG-....TTGCCTTGTCG-AGGAGCTTCCC-GG
Nematodiru GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATGG-GGTATAT-....TTGCCTTGTCG-AGGAGCTTCCC-GG
Heterorhab GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCAATGG-GGTATTG-....TAGCCTTGTTG-GGGAGCTTCCC-GG
Hbacteriop GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCAATGG-GGTATTG-....TAGCCTTGTTG-GGGAGCTTCCC-GG
SB202Ctrip GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCTGATTG-GGTATTT-....TTGCCTGATCA-GGGAGCTTCCC-GG
SB122Chori GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGATGG-GGTATRT-....ATACCTTGTCG-GGGAGTTTCCC-GG
EM464Crema GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACGATGCCATCTCGCGATTCGG-AG-GGTTT-......TTGCCCTGCCG-AGGAGCTATCC-GG
PB102Cbrig GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACGATGCCATCTCGCGATTCGG-AG-GGTTT-......TTGCCCTGCCG-AGGAGCTATCC-GG
CB4088Cele GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACGATGCCATCTCGCGATTCGG-AG-GGTTT-......TTGCCCTGCCG-AGGAGCTATCC-GG
CB5161Cspn GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACGATGCCATCTCGCGATTCGG-AG-GGTTT-......TTGCCCTGCCG-AGGAGCTATCC-GG
PS1010Cspn GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACGATGCCATCTCGCGATTCGG-AG-GGTTT-......TTGCCTTGCCG-AGGAGCTATCC-GG
SB225Cdros GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCAGCTCGCGATTCGG-AA-GGTTT-......TTGCCTTACCG-AGGAGCTATCC-GG
SB226Csono GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGATCCGGTAG-GGTATT-.....TCGCCTTGCCG-GGGAGCTTCCC-GG
SB208Proto GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACGATACCATCCAGCGATCCGATAG-GGTCATTC-...TAGCCTTGTCG-GGGAGCTTCCC-GG
PS1897Dipl GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGATAG-GGTCTATC-...TAGCCTTGTCG-GGGAGCTTCCC-GG
DF5055Prot GAAGGCGATTAGATACCGCCCTAGTTCTGACTGTAAACGATACCATCTAGCGATCCGATAG-GGTGTT-.....ATGCCTTGTCG-GGGAGCTTCCC-GG
DF5022Pstr AAAGACGATTAGATACCGTCGTAGTTTTATCTGTGAACGATGGGAACTGACTGAAGTTTTATGCGAAGTA-...CTACAAGAGTT-GTTTGAATTCCTGG
SB135Pcuta AAAGACGATTAGATACCGTCGTAGTTTTATCTGTGAACGATGGGAACTGACTGAAGTTTTATGCGAAGTA-...CTACAAGAGTT-GTTTGAATTCCTGG
SB160Ppunc AAAGACGATTAGATACCGTCGTAGTTTTATCTGTGAACGATGGGAACTGACTGAAGTTTTATGCGAAGTA-...CTACAAGAGTT-GTTTGAATTCCTGG
DF5021Pcys GAAGGTGATTAGATACCGCCGTAGTTTCAACGTTAAACGATGTTTCCTAATAGATCGTTCCTCGTGA-......ATGTCTAACGA-AAGATGGTACAGGG
EM437Ptere GAAGGCGATTAGATACCGCCATAGTTCTGACCTTAAACAATACCTGCTGGCGAACCGATGGTGGCGAAAG-...CTGCCTTTTCG-GGGAGCACCCC-GG
DF5014Ppse GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATTCCATCTAGCGATCCGACGGCGGTTTTT-....CTGCCTTGTCG-GGGAGCTTCCC-GG
DF5019Tpal GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGGCGGCGGTATTT-....TCGCCTCGCCG-GGGAGCTTTCC-GG
SB120Tmari GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGGTGGTGGTATTT-....TTGCCTCGCCG-GGGAGCTTTCC-GG
SB131Tsynp GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGGCGGCGGTATTT-....TTGCCTCGCCG-GGGAGCTTTCC-GG
PS1179Meso GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGGTGGTGGTTTTA-....CCGCCTTGCCG-GGGAGCTTCCC-GG
SB123Manis GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGGCGGCGGTWMTAA-...CCGCCTCGCCG-GGGAGCTTCCC-GG
SB157Mspic GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGGCGGTGGTATTA-....TTGCCTCGCCG-GGGAGCTTCCC-GG
DF5017Mlon GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGGTGGCGGTATTA-....CCGCCTCGCCG-GGGAGCTTCCC-GG
SB281Paras GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGGTGGTGGTGATC-....TTGCCTCATCG-GGGAGCTTCCC-GG
SB125Cscan GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATTCGGTAGTGGTTTTA-....TATCCTTACCG-AGGAGCTTCCC-GG
PDL29Cstas GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGGTGGTGGTAATA-....CCGCCTCGCCG-GGGAGCTTCCC-GG
DF5024Dvee GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGATGGCGGTATTA-....CCGCCTCGTCG-GGGAGCTTCCC-GG
SB311Rstam GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATACCATCTAGCGATCCGACGGAGGTCTTG-....TTGCCTTGTCG-GGGAGCTTCCC-GG
DF5012Rreg GAAGGCGATTAGATACCGCCGTAGTTCTGACCGTAAACGATTCCATCTAGCGATCCGACGGCGGTTTTT-....CTGCCTTGTCG-GGGAGCTTCCC-GG
SB199Prege GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACGATACCAACTAGCGATCCGCCGGTGGTAATT-....ACGCCCTGGCG-GGGAGCTTCCC-GG
SB200Poxyc GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACGATACCAACTAGCGATCCGCCGGTGGTAATT-....ACGCCCTGGCG-GGGAGCTTCCC-GG
JB120Adunc GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAATGATGCCATCTAGCGATCAGGAGTTGGTTGTT-....TCACCATTCCTCGGGAGCTTCCC-GG
PS312Prist GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCAACTAGCGATCAGGTGGTGGTAGTT-....TAGCCCTGCCT-GGGAGCTTCTC-GG
DF5031Rves GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCAACTCGCGATCAGATGGTGCCATA-.....TCGGCCCGTCT-GGGAGCGTCCC-GG
SB310Riner GAAGGCGATTAGATACCGCCCTAGTTCTGACCGTAAACTATGCCAACTCGCGATCAGATGGTGCCATA-.....TCGGCCCGTCT-GGGAGCGTCCC-GG
SB158Rinrf GAAGGCGATCAGATACCGCCCTAGTTCTGACCGTAAACGATGCCAACTAGCGATCCGGCAGTGGTAATT-....ACGCCCTGTCG-GGGAGCTTCCC-GG
PS1163Pana GAAGGCGATCAGATACCGCCCTAGTTCTGACCGTAAACTATGCCATCTAGCGAGTCGCATGCGGATTTTCTTATTCGCCTCTGTG-ACGAGCTTTCC-GG
Sstercoral GAAGGCGATCAGATACCGCCCTAGTTCTAACCGTAAACTATGCCTACTAGATGTATGAATTATTAGTT-.....ATAATTATTTA-TGCATCTTCTC-GG
Steinernem GAAGGCGATCAGATACCGCCCTAGTCCTAACCCTAAACTCTGCCAACTAGCGATTCGTCGATGGTAATT-....TTGCCTTGATG-AGGAGCTAATC-GG
Meloidogyn GAAGGCGATCAGATACCGCCCTAGTTCTGACCGTAAACGATGCCAACTAGCGATCCGCCGATGGAAATTATA-.TTGCCTTGGTG-GGGAGCTTCCC-GG
PS1153Zeld GAAGGCGATCAGATACCGCCCTAGTTCTGACCGTAAACGATGCCAACTAGCGATCCGCCGGTGGATTTT-....TAGCCCTGGTG-GGTAGCT-CCC-GG
Goeziapela GAAGGCGATCAGATACCGCCCTAGTTCTGACCGTAAACGATACCAACTAGCGTTCCGTCGGCGGTAAAT-....ACGCCTTGACG-GGCAGCTTCCC-GG
Parascaris GAAGGCGATCAGATACCGCCCTAGTTCTGACCGTAAACGATACCAACTAGCGTTCCGTCGGCGGTAAAT-....ATGCCTTGACG-GGTAGCTTCCC-GG
Heterochei GAAGGCGATCAGATACCGCCCTAGTTCTGACCGTAAACGATACCAACTAGCGTTCCGTCGGCGGTAAAT-....ACGCCTTGACG-GGCAGCTTCCC-GG
Paraspidod GAAGGCGATCAGATACCGCCCTAGTTCTGACCGTAAACGATACCAACTAGCGTTCCGTCGGCGGTAAAT-....TTGCCTTGACG-GGCAGCTTCCC-GG
Heterakiss GAAGGCGATCAGATACCGCCCTAGTTCTGACCGTAAACGATACCAACTAGCGTTCCGTCGGCGGTAAAT-....ATGCCTTGGCG-GGCAGCTTCCC-GG
Trichinell GAAGGCGATCAGATACCGCCCTAGTTCTAACGGTAAACTATGCCAACCAGCGATTCGCCGAAGTTCATTT-...AAGACTCGGCG-AGCAGCTTCCG-GG
JB126Plect GAAGGCGATCAGATACCGCCCTAGTTCTGACCGTAAACGATGCCAACTAGCGATCCGCCGGTGGTAATT-....ACGCCC-GGCG-GG-AGCTTCCC-GG
Plectusaqu GAAGGCGATCAGATACCGCCCTAGTTCTGACCGTAAACGATGCCAACTAGCGATCCGCCGGTGGTAATT-....ACGCCCCGGCG-GGGAGCTTCCC-GG
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DF5000Ohei AAACGA-..AAGTTTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
DF5018Odoo AAACGA-..AAGTTTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
DF5033Odol AAACGA-..AAGTTTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB133Oguen AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
CEW1Oschsp AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB128Otipu AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
BW282Ospec AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGGGCCTGCGGCTT
EM435Rmyri AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB169Oinsc AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB218Onecr AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
DF5010Rblu AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAACTGAAACTTAAAGAAATTGACGGAATGGCACCACCAG-..TGGATTTTGCGGCTT
PS1191fiji AAACGA-..AAGTCTTTCGGTTCCTGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGCGTGGAGCCTGCGGCTT
DF5006Raxe AAACGA-..AAGTTTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
DF5044Roct AAACGA-..AAGTTTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB307Rtyph AAACGA-..AAGTTTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB227Cepha AAACGA-..AAGTTTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB173Pmedi AAACGA-..AAGTCTTTCGGTTCCTGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB178Pmari AAACGA-..AAGTCTTTCGGTTCCTGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
DF5039Pell AAACGA-..AAGTTTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
DF5056Pell AAACGA-..AAGTTTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
DF5025Ptyp AAACGA-..AAG-CTTTCGGTTCCGGGGGGAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
Haemonsimi AAACGA-..AAGTCTTTCGGTTCCTGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAATGGCACCACCAGGAGTGGAGCCTGCGGCTT
Nematodiru AAACGA-..AAGTCTTTCGGTTCCTGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAATGGCACCACCAGGAGTGGAGCCTGCGGCTT
Heterorhab AAACGA-..AAGTCTTTCGGTTCCTGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
Hbacteriop AAACGA-..AAGTCTTTCGGTTCCTGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB202Ctrip AAACGA-..AAGTCTTTCGGTTCCTGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB122Chori AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACAAGGAGTGGAGCTTGCGGCTT
EM464Crema AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACAAGGCGTGGAGCTTGCGGCTT
PB102Cbrig AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACAAGGCGTGGAGCTTGCGGCTT
CB4088Cele AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACAAGGCGTGGAGCTTGCGGCTT
CB5161Cspn AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACAAGGCGTGGAGCTTGCGGCTT
PS1010Cspn AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACAAGGCGTGGAGCTTGCGGCTT
SB225Cdros AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACAAGGCGTGGAGCTTGCGGCTT
SB226Csono AAACGA-..AAGTCTTTCGGTTCCTGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACAAGGCGTGGAGCTTGCGGCTT
SB208Proto AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCTTGCGGCTT
PS1897Dipl AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCTTGCGGCTT
DF5055Prot AAACGA-..AAGTCTTTCGGTTCCTGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCTTGCGGCTT
DF5022Pstr AAACGT...-CGAGTGTC-CCTCCAGGGGTAGTATTGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGCGCACCACCAGGAGTGGAGCCTGTGGCTT
SB135Pcuta AAACGT...-CGAGTGTC-CCTCCAGGGGTAGTATTGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGCGCACCACCAGGAGTGGAGCCTGTGGCTT
SB160Ppunc AAACGT...-CGAGTATC-CCTCCAGGGGTAGTATTGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGCGCACCACCAGGAGTGGAGCCTGTGGCTT
DF5021Pcys AAACCACTTAAGTTGCCCTTTTCCTGGGGAAGTATGGTTGCAAGACTGAAACTTAAAGGTATTGACGGAAGAGCACCACCAGGAGTGGAGCCTGCGGCTT
EM437Ptere AAACGA-..AAGCATATCGGATCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGAGCACCACCAGGAGTGGAGCCTGCGGCTT
DF5014Ppse AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGCGCACCACCAGGCGTGGAGCTTGCGGCTT
DF5019Tpal AAACGA-..AAGACTTCAGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAATCGCACCACCAGGAGTGGAGCCTGCGGCTT
SB120Tmari AAACGA-..AAGACTTCCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAATCGCACCACCAGGAGTGGAGCCTGCGGCTT
SB131Tsynp AAACGA-..AAGACTTCCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAATCGCACCACCAGGAGTGGAGCCTGCGGCTT
PS1179Meso AAACGA-..AAGACTTCCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAATCGCACCACCAGGAGTGGAGCCTGCGGCTT
SB123Manis AAACGA-..AAGCCTTCCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAATCGCACCACCAGGAGTGGAGCCTGCGGCTT
SB157Mspic AAACGA-..AAGACTTCCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAATCGCACCACCAGGAGTGGAGCCTGCGGCTT
DF5017Mlon AAACGA-..AAGACTTCCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAATCGCACCACCAGGAGTGGAGCCTGCGGCTT
SB281Paras AAACGA-..AAGACTTCCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAATCGCACCACCAGGAGTGGAGCCTGCGGCTT
SB125Cscan AAACGA-..AAGACTTCCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAATCGCACCACCAGGAGTGGAGCCTGCGGCTT
PDL29Cstas AAACGA-..AAGACTTCCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAATCGCACCACCAGGAGTGGAGCCTGCGGCTT
DF5024Dvee AAACGA-..AAGACTTCCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAATCGCACCACCAGGAGTGGAGCCTGCGGCTT
SB311Rstam AAACGA-..AAGACTTTCGGTTCCAGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGCGCACCACCAGGAGTGGAGCTTGCGGCTT
DF5012Rreg AAACGA-..AAGTCTTTCGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGCGCACCACCAGGCGTGGAGCTTGCGGCTT
SB199Prege AAACGA-..AAGTCTTCCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGGGCAC-ACAAGGAGTGGAGCCTGCGGCTT
SB200Poxyc AAACGA-..AAGTCTTCCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGGGCAC-ACAAGGAGTGGAGCCTGCGGCTT
JB120Adunc AAACGA-..AAGTCTTCGGGTTCCGGGGGTAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGCACGTGCGGCTT
PS312Prist AAACGA-..AAGTCTTCGGGTTCCGGGGGTAGTATGGTTGCAAATCTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
DF5031Rves AAACGA-..AAGTCTTCGGGTTCCGGGGGAAGTATGGTTGCAAAACTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB310Riner AAACGA-..AAGTCTTCGGGTTCCGGGGGAAGTATGGTTGCAAAACTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
SB158Rinrf AAACGA-..AAGTCTTCCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
PS1163Pana AAACGA-..AAGTCTTTCGGTTCCGGGGGAAGTATTCTCGCAAGTGACAAACTTAAAGGAGTTGACGGAAGGTCACCACCAGAAATGGAGCCTGCGGCTT
Sstercoral AAACGA-..AAGTCTTTCGGTTCCGGGGGAAGTATGGTTGAAAAGCTGAAACTTAAAGGAATTGACGGAAGG-CACCACCAGGAGTGGAGCCTGCGGCTT
Steinernem AAACGA-..AAGTCTTCCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
Meloidogyn AAACGA-..AAGTCTTCCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
PS1153Zeld AAACGA-..AAGTCTTCCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGCACGTGCGGCTT
Goeziapela AAACGA-..AAGTCTTTCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
Parascaris AAACGA-..AAGTCTTTCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
Heterochei AAACGA-..AAGTTTTTCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
Paraspidod AAACGA-..AAGTTTTTCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
Heterakiss AAACGA-..AAGTTTTTCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGAAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT
Trichinell AAACCA-..AAGTGTTTCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGG-.CATGCGGCTT
JB126Plect AAACGA-..AAGTCTTCCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGCAC-TGCGGCTT
Plectusaqu AAACGA-..AAGTCTTCCGGTTCCGGGGGAAGTATGGTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTT



6

[1301      1234567890123456789012345678901234567890123456789012345678901234567890123456789012345678901234567890]
[          ,,35=>,,,,,,,,<=35,,,,,,,,,36====>,,,,37==-----======-===>,,,,,,,,,,,,<==-==--====-==37,,,38-==--===]
[          ,,====,,,,,,,,====,,,,,,,,,=======,,,,====-----======-====,,,,,,,,,,,,===-==--====-====,,,==-==--===]
DF5000Ohei AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
DF5018Odoo AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
DF5033Odol AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
SB133Oguen AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCATAAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
CEW1Oschsp AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
SB128Otipu AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
BW282Ospec AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
EM435Rmyri AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
SB169Oinsc AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
SB218Onecr AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
DF5010Rblu AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTGTTAGGATTGACAGATTGAT-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
PS1191fiji AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTGAGGATTGACAGATTGAA-....AGCTCTTTCTTGATTCGGTGGATGGTGGTGCAT
DF5006Raxe AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCAGTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
DF5044Roct AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCAGTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
SB307Rtyph AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCAGTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
SB227Cepha AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCAGTAGGATTGACAGATTGAT-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
SB173Pmedi AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
SB178Pmari AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
DF5039Pell AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
DF5056Pell AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
DF5025Ptyp AATTAGACTCAACACTGGGAAGCT-CACCCGGTCTGGACACTATGAGGATTGACGGAACTCGA-...AGCTCCTTCTCGATTTAGTGGCTGGTGGTGCAT
Haemonsimi AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGT-AAGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
Nematodiru AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGT-AAGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
Heterorhab AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
Hbacteriop AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCyCTTTCTCGATTTGGTGGTTGGTGGTGCAT
SB202Ctrip AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTCGGTGGTTGGTGGTGCAT
SB122Chori AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTAGATTTGGTGGTTGGTGGTGCAT
EM464Crema AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCATTAGGACTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
PB102Cbrig AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCATTAGGACTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
CB4088Cele AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCATTAGGACTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
CB5161Cspn AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCATTAGGACTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
PS1010Cspn AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCATTAGGACTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
SB225Cdros AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACATCGTTAGGACTGACAGATTGAA-....AGCTCTTTCTCGATTCGGTGGTTGGTGGTGCAT
SB226Csono AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGATTGAA-....AGCTCTTTCTCGATTTGGTGGTTGGTGGTGCAT
SB208Proto AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCATAAGGATTGACAGATTGAT-....AGCTCTTTCTTGATTTGGTGGTTGGTGGTGCAT
PS1897Dipl AATTTGACTCAACACGGGAAAACT-CACCCGGTCCGGACACCGTAAGGATTGACAGACTGAT-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
DF5055Prot AATTTGACTCAACACGGGAAAACT-CACCCGGTCCAGACGTTGTTATGATTGACAGATTGAA-....AGCTCTTTCTCGATTTAACGGTTGGTGGTGCAT
DF5022Pstr AATTTGACTCAACACGGAGAAACTTAACCCAGCCATCACGTTTAGTGGATGGACCTGCGAAAG-...TGAGCGTTCTTGATTTTACGAATAGTGGTGCAT
SB135Pcuta AATTTGACTCAACACGGAGAAACT-TACCCAGCCATCACGTTTAGTGGATGGACCTGCGAAAG-...TGAGCGTTCTTGATTTTACGAATAGTGGTGCAT
SB160Ppunc AATTTGACTCAACACGGAGAAACT-TACCCAGCCATCACGTTTAGTGGATGGACCTGCGAAAG-...TGAGCGTTCTTGATTTTACGAATAGTGGTGCAT
DF5021Pcys AATTTGACTCAACACGGAGTAACT-TACCCGGGCCAGATAGTGCAATGATTGACTTGCTGA-.....ATACCCTTCAAGATTTGGTAAATAGTGGTGCAT
EM437Ptere AATTTGACTCAACACGGGAAACCT-CACCCGGCCCGGACACCGTAAGGATTGTCAGACTGAT-....TGCTCTTATATGATTCGGTGGTTGGTGGTGCAT
DF5014Ppse AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTAAGGATTGACAGACTGAT-....AGCTCTTTCACGATTCGGTGGTTGGTGGTGCAT
DF5019Tpal AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTGAAAGGACTGTCAGACTGAA-....AGCTCTTACTTGATTCAGTGGTTGGTGGTGCAT
SB120Tmari AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTAAGGATTGTCAGACTGAA-....AGCTCTTACTTGATTCGGTGGTTGGTGGTGCAT
SB131Tsynp AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTAAGGATTGTCAGACTGAA-....AGCTCTTACTTGATTCGGTGGTTGGTGGTGCAT
PS1179Meso AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTGTAAGGATTGACAGACTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
SB123Manis ATTTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTGTAAGGATTGACAGACTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
SB157Mspic AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTGTAAGGATTGACAGACTGAA-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
DF5017Mlon AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTGTAAGGATTGACAGACTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
SB281Paras AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTGTAATGATTGACAGACTGAA-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
SB125Cscan AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTAATGATTGACAGACTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
PDL29Cstas AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTGTAAGGATTGACAGACTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
DF5024Dvee AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTTAGGATTGACAGACTGAA-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
SB311Rstam AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTAAGGATTGACAGACTGAT-....AGCTCTTTCACGATTCGGTGGTTGGTGGTGCAT
DF5012Rreg AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTAAGGATTGACAGACTGAT-....AGCTCTTTCACGATTCGGTGGTTGGTGGTGCAT
SB199Prege AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTGAGGATTGACAGATTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
SB200Poxyc AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTGAGGATTGACAGATTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
JB120Adunc AATTTGACCCAACACGGGAAAACT-CACCCGGCCCGGACACTGTTATGATTGACAGATTGAG-....AGTTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
PS312Prist AATTTGACTCAACACGGGAAATCT-CACCCGGACCGGACACTATAATGATTGACAGATTGAT-....AGTTCTTTCTTGATTTGGTGGTTGGTGGTGCAT
DF5031Rves AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTCGAAGGATTGACAGATTGAA-....AGCTCTTTCTTGATTAAGTGGTTGGTGGTGCAT
SB310Riner AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTCGAAGGATTGACAGATTGAA-....AGCTCTTTCTTGATTAAGTGGTTGGTGGTGCAT
SB158Rinrf AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTAAGGATTGACAGATTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
PS1163Pana AATTTGACTCAACACGGGAAACCT-TACCTGGTCTAGACACTGCTATGAATGACAGATTGAC-....AGCTCTTTCCTGATTCGGTGATTGGTGGTGCAT
Sstercoral AATTTGACTCAACACGGGAAAACT-CACCCGGGCCGGACACTATAAGGATTGACAGATTGAT-....AGCTCTTTCATGATTTAGTGGTTGGTGGTGCAT
Steinernem AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTGTAAGGATTGACAGATTGAA-....AGCTCTTTCTTGATTCGGTGGATGGTGGTGCAT
Meloidogyn AATTTGACTCAACACGGGGAAACT-CACCCGGCCCGGACACTGTGAGGATTGACAGATTGAT-....AGCTTTTTCATGATTCAGTGGATGGTGGTGCAT
PS1153Zeld AATTTGACTCAACACGGGGAAACT-CACCCGGCCCGGACACCGTAAGGATTGACAGATTGAT-....AGCTCTTTCATGATTCGGTGGTTGGTGGTGCAT
Goeziapela AATTTGACTCAACACGGGAAAACT-CACCTGGCCCGGACACCGTGAGGATTGACAGATTGAT-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
Parascaris AATTTGACTCAACACGGGAAAACT-CACCTGGCCCGGACACCGTGAGGATTGACAGATTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
Heterochei AATTTGACTCAACACGGGAAAACT-CACCTGGCCCGGACACCGTGAGGATTGACAGATTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
Paraspidod AATTTGACTCAACACGGGAAAACT-CACCTGGCCCGGACACCGTGAGGATTGACAGATTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
Heterakiss AATTTGACTCAACACGGGAAAACT-CACCTGGCCCGGACACCGTGAGGATTGACAGATTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
Trichinell AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACTGGAAGGATTGACAGATTGACAGCTCAGCTCTTTCTTGATTCAGTGGGTAGTGGTGCAT
JB126Plect AATTTGACTCAACACGGGAAAACTACACCCGGCCCGGACACCGTAAGGATTGACAGATTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
Plectusaqu AATTTGACTCAACACGGGAAAACT-CACCCGGCCCGGACACCGTAAGGATTGACAGATTGAG-....AGCTCTTTCTTGATTCGGTGGTTGGTGGTGCAT
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DF5000Ohei GGCCGTTCTTAGTTGGTGGAT-TGATTTGTCTGGTTTATTCCGAT-AACGAACGAGACTCTAT-CCTACTAAATAG.-TTTCAAAATT-.....TTCA-.
DF5018Odoo GGCCGTTCTTAGTTGGTGGAT-TGATTTGTCTGGTTTATTCCGAT-AACGAACGAGACTCTAT-CCTACTAAATAG.-TTTCATAATT-.....CTTA-.
DF5033Odol GGCCGTTCTTAGTTGGTGGAT-TGATTTGTCTGGTTTATTCCGAT-AACGAACGAGACTCTAT-CCTACTAAATAG.-TTTCATTATT-.....CTTA-.
SB133Oguen GGCCGTTCTTAGTTGGTGGAT-TGATTTGTCTGGTTTATTCCGAT-AACGAACGAGACTCTCT-CCTACTAAATAG.-TTTCTAGATT-.....TTTA-.
CEW1Oschsp GGCCGTTCTTAGTTGGTGGAT-TGATTTGTCTGGTTTATTCCGAT-AACGAACGAGACTCTAT-CCTACTAAATAG.-TTTCACGATT-.....TTCA-.
SB128Otipu GGCCGTTCTTAGTTGGTGGAT-TGATTTGTCTGGTTTATTCCGAT-AACGAACGAGACTCTAT-CCTACTAAATAG.-TTTCACGATT-.....TTCA-.
BW282Ospec GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTACTAAATAG.-TTTCACGATT-.....TTCG-.
EM435Rmyri GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTACTAAATAG.-TTTCACGATT-.....TTCG-.
SB169Oinsc GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTACTAAATAG.-TTTCACGATT-.....TTTA-.
SB218Onecr GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTACTAAATAG.-TTTCACAATT-.....TTCG-.
DF5010Rblu GGCCGTTCTTGGTTGGTGGAG-TGATTTGTCTGGTTGATTCCGAT-AACGAGCGAGACTCTAA-CCTACTAAATAG.-TTTCTGAATC-.....TTCT-.
PS1191fiji GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTACTAAATAG.-TTTCTGGATA-.....ATTA-.
DF5006Raxe GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTACTAAATAG.-TTACAGAATT-.....ATTA-.
DF5044Roct GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTACTAAATAG.-TTACAGAATT-.....ATTA-.
SB307Rtyph GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTACTAAATAG.-TTACACAATT-.....CTTA-.
SB227Cepha GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTGCTAAATAG.-TATGTCAATT-.....TTCG-.
SB173Pmedi GGCCGTTCTTAGTTCGTAGAG-TGATTCGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTACTAAATAG.-ACACTGGATT-.....TTTT-.
SB178Pmari GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTACTAAATAG.-TTTCTGGATC-.....TTTT-.
DF5039Pell GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTACTAAATAG.-TTGGCAGGTTC-....TTAA-.
DF5056Pell GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTACTAAATAG.-TTGGCAGGTTC-....TTRA-.
DF5025Ptyp GGCCGTTCTTAGTTGGTGGAG-TGATCTGTCTGGTTTATTCCGGT-AACGATCGAGACTCTAG-CCAACTCAATAG.-TTACTGGATC-.....GCAA-.
Haemonsimi GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-TGGCTGGATT-.....TTTG-.
Nematodiru GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-TGCCTGGATT-.....TTTA-.
Heterorhab GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAACTAG.-TGTCCAGATA-.....TGTA-.
Hbacteriop GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-TGTCCAGATA-.....TATA-.
SB202Ctrip GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-TGCGCAGATACC-...ATAA-.
SB122Chori GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTGCTAAATAG.-TGACGGGATA-.....ACTT-.
EM464Crema GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-TTGGCGAATC-.....TTCG-.
PB102Cbrig GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-TTGGCGAATC-.....TTCG-.
CB4088Cele GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-TTGGCGAATC-.....TTCG-.
CB5161Cspn GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-TCGGCGAATC-.....TTCG-.
PS1010Cspn GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-TGTGCGAATC-.....TTCG-.
SB225Cdros GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTGCTAAATAG.-TGTGCGAATC-.....TTCG-.
SB226Csono GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-TGTGTGGATT-.....TTCA-.
SB208Proto GGCCGTTCTTAGTTGGTGGAG-TAATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-ATTACGGAT-AACTCATTCA-.
PS1897Dipl GGCCGTTCTTAGTTGGTGGAG-TAATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-AACGAGGATAAACCTTTTCATA
DF5055Prot GGCCGTTCTTAGTTGGTGGAG-TAATTTGTCTGGTTTATTCCGAT-AACGAACGAGATTCATT-CCTGCTAAATAG.-AATACTTGTA-.....GCTT-.
DF5022Pstr GGTCGATTTTAGTTCGTGGGT-TGATCTCTCAGCTTAATTGCGTT-AACGAACAAGATACAAA-AACCCCAAAAGG.-AT-...................
SB135Pcuta GGTCGATTTTAGTTCGTGGGT-TGATCTCTCAGCTTAATTGCGTT-AACGAACAAGATACAAA-AACCCCAAAAGG.-AT-...................
SB160Ppunc GGTCGATTTTAGTTCGTGGGT-TGATCTCTCAGCTTAATTGCGTT-AACGAACAAGATACAGA-AACCCCAAAAGG.-TT-...................
DF5021Pcys GGCCGTTTTTAGTTGGTGAAG-TGATTTGTCAGGTCTATTCCGAG-AACGAACGAGACTCTA-.TTCCAGTAAAGG.-CCTTAATGAA-.....TCAG-.
EM437Ptere GGCCGTTCTTAGTTGGTGAAG-CGATTTGTCAGGTTTATTCCGGT-AACGAGCGAGACTCTAG-GCT-CTAATTGA.-ATAAGGGATC-.....TTTG-.
DF5014Ppse GGCCGTTCTTAGTTGGTGGAG-CGATCTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTACTAAATAG.-TTTCTTCATC-.....TTCT-.
DF5019Tpal GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACGCACG-CCTACTCAATAC.-GACTCGAGTTC-....TTTC.-
SB120Tmari GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACGCACG-CCTACTCAATAC.-AGCGCGAGTAA-....ATTC.-
SB131Tsynp GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACGCACG-CCTACTCAATAC.-GACCCGAGTAA-....TTTC.-
PS1179Meso GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACGCACC-CCTACTTAATAC.-ACCGTGAATAA-....TTTC.-
SB123Manis GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACGCAAM-CCTACTTAGTAC.-ACCGTGAATAG-....CTGG.-
SB157Mspic GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACGTGAG-CCTACTTAATAC.-ATCGCCGGTAA-....CTTT.-
DF5017Mlon GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACGCAAC-CCTACTTAATAC.-ACCGTGAATAA-....CTTA.-
SB281Paras GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACGCAAG-CCTACTTAATAC.-ACCGTGAATAA-....CTTY.-
SB125Cscan GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACGCAAG-CCTACTAAATAC.-GTCAAGAATAG-....CTTC.-
PDL29Cstas GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACGCACC-CCTACTTAATAC.-ACCGCGAATAAT-...TTTT.-
DF5024Dvee GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACGCAAG-CCTACTCAATAC.-TTCGAGAATAA-....TTTT.-
SB311Rstam GGCCGTTCTTAGTTGGTGGAG-CGATCTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTACTAAATAG.-AACCTGGATCCT-...TGTG.-
DF5012Rreg GGCCGTTCTTAGTTGGTGGAG-CGATCTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTACTAAATAG.-TTTCTTCATCT-....TCTG.-
SB199Prege GGCCGTTCGTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-CTCATGGATA-.....ATTA-.
SB200Poxyc GGCCGTTCGTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTGCTAAATAG.-CTTCTGGATA-.....ATCA-.
JB120Adunc GGCCGTTCTTAGTTCGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAACGAGACTCTAA-CCTGCTAACTAG.-TTGGCCGATAG-....CTTC.-
PS312Prist GGCCGTTCTTAGTTCGTGGAT-TGATCTGTCTGGTTTATTCCGAT-AACGAACGAGACTCTAA-CCTGCTAACTAG.-TGATGCGTTAA-....TTGA.-
DF5031Rves GGCCGTTCTTAGTTGGTGGTG-TGAATTGTCTGGTTAATTCCGAC-AACGAGCGAGACTCTAT-TCTATTAAATAG-GGTAGGCGGAT-.....TCGT-.
SB310Riner GGCCGTTCTTAGTTGGTGGTG-TGAATTGTCTGGTTAATTCCGAC-AACGAGCGAGACTCTAT-TCTATTAAATAG-GGTAGGCGGAT-.....TCGT-.
SB158Rinrf GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAACGAGACTCTAG-CCTACTAAATAG.-TGACTGGATAG-....GATC.-
PS1163Pana GGCCGTTCTTAGTTCGTGGAG-TGATTTGTCTGGTTAATTCCGAT-AACGAACGAGATTGGAGCTTGATTAAATAG-GTCAGTATACTA-....TTGCTG
Sstercoral GGCCGTTCTTAGTTCGTGGATATGATTTGTCTGGTTGATTCCGAT-AACGAGCGAGACTTTTA-TGTTATATTAAATATAATTATTTTGTT-..TATTTT
Steinernem GGCCGTTCTTAGTTGGTGGAT-TGATTTGTCTGGTTTATTCCGATTAACGAGCGAGACTCTAA-TCTATTAAATAG-ATGTCTTTATTCT-...TTCGGG
Meloidogyn GGCCGTTCTTAGTTCGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAA-CCTACTAAATAG.-TTGGTACAT-A-....CTCTTW
PS1153Zeld GGCCGTTCTTAGTTCGTGGAT-CGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTACTAAATAG.-TAACGAGATTA-....ATCATT
Goeziapela GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTACTAAATAG.-TCATCGGATAA-....ATGC.-
Parascaris GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTATTAAATAG.-TCATCGGATAA-....ACAA.-
Heterochei GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTACTAAATAG.-TTGCTGGATAG-....CCAA.-
Paraspidod GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTACTAAATAG.-TTACTGGATAT-....CTAT.-
Heterakiss GGCCGTTCTTAGTTGGTGGAG-TGATTTGTCTGGTTTATTCCGAT-AACGAGCGAGACTCTAG-CCTACTAAATAG.-TCACTGGATTA-....CTAC.-
Trichinell GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTAATTCCGAT-AACGAACGAGACTCTAC-CCTATTAAATAG.-TGACAGTATTGT-...ATTTTT
JB126Plect GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTC-GAT-AACGAACGAGACTCTGG-CCTACTAAATAG.-AGACAGGATTAT-...TACT.-
Plectusaqu GGCCGTTCTTAGTTGGTGGAG-CGATTTGTCTGGTTTATTCCGAT-AACGAACGAGACTCTGG-CCTACTAAATAG.-TGACAGGATTAT-...TACT.-
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DF5000Ohei AGTTTTGTGAA-CTTCTTAG-......AGGGATAAACGGTGTT-...TAACCGTATGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
DF5018Odoo AGTTATGTGAA-CTTCTTAG-......AGGGATAAACGGTGTT-...TAACCGTATGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
DF5033Odol AGTTATGTGAA-CTTCTTAG-......AGGGATAAACGGTGTT-...TAACCGTATGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB133Oguen AGTCTAGTGAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCTGG
CEW1Oschsp AGTCATGTAGA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB128Otipu AGTCATGTAGA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
BW282Ospec GGTCGTGTGAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
EM435Rmyri GGTCGTGTGAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB169Oinsc AGTCGTGTGAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB218Onecr GGTTGTGTGAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
DF5010Rblu AGTTCAGTAAA-CCTCTTAG-......AGGCATAAGCGGTGTG-...AAACCGCATGAGAGA-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
PS1191fiji AGTCCAGTTAA-CTTCTTAG-......AGGAATAAGCTGTGTTA-..AAAACGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTTCGG
DF5006Raxe AGTTCTGTTAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
DF5044Roct AGTTCTGTTAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB307Rtyph AGTTGTGTTAA-CTTCTTAG-......AGGGATAAGCAACGTT-...TAGTTGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB227Cepha AGTTGGCAGAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB173Pmedi GGTCCAGCTGA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB178Pmari AGTCCAGTTAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAACCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
DF5039Pell GCCTGTTTCAA-CTTCTTAG-......AGGGATAAGCGGTGTCG-..AAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
DF5056Pell GCCTGTTTCAA-CTTCTTAG-......AGGGATAAGCGGTGTCG-..AAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
DF5025Ptyp GGTCCAGGTAA-CTTCTTAG-......AGGGATTAGTGGCGTT-...TAGTCACACGAGAAG-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
Haemonsimi AGTCCAGTCTA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
Nematodiru CGTCCAGTCTA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
Heterorhab GGTCTGGCTTA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTTCGG
Hbacteriop AGTCTGGCTTA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTTCGG
SB202Ctrip GTCTGTGTTTA-CTTCTTAG-......AGGGATAAGCGGCGTTA-..TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB122Chori TGTCCCTGTTA-CTTCTTAG-......AGGGATTAGTGGTGTT-...TAGCCACACTAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
EM464Crema GGTTCGTATAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
PB102Cbrig GGTTCGTATAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
CB4088Cele GGTTCGTATAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
CB5161Cspn GGTTCGTATAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
PS1010Cspn GGTTCGTAGTA-CTTCTTAG-......AGGGATAAGCGGTTTT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB225Cdros GGTTCGTAGAA-CTTCTTAG-......AGGGATAAGCGGTGTT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB226Csono AGTCCTTACTA-CTTCTTAG-......AGGGATAAGCGGTGGA-...GAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB208Proto CGTCCGTAATG-CTTCTTAG-......AGGAATAAGCGGTGCT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
PS1897Dipl GGTCCTCGATG-CTTCTTAG-......AGGAATTAGCGGTGCT-...TAGCCGCACGAGATT-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
DF5055Prot AGCAGGTCATT-CTTCTTAG-......AGGTATAAGCGGTGTT-...TAGCCGCATGAGATT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCTGG
DF5022Pstr .......TATC-CAAGTGGG-......TTCAAC-.GGTTACTTCCA-AATTTCTATGAAAGTTGTGCTATATCAGGTCTGT-ACGCTCTACGATGGCTGG
SB135Pcuta .......TATC-CAAGTGGG-......TTCAAC-.GGTTACTTCCA-AATTTCTATGAAAGTTGTGCTATATCAGGTCTGT-ACGCTCTACGATGGCTGG
SB160Ppunc .......AATC-CAAGTGGG-......TTCAAC-.GGTTACTTCCA-AATTTCTATGAAAGTTGTGCTATATCAGGTCTGT-ACGCTCTACGATGGCTGG
DF5021Pcys TCTGAATAGTG-CTTCTTCG-......AGAGATTGATTGTATG-...GAGCGGTATGAAAGC-GAGCAATAACAGGTCTGTCATGCCCTTTGATGTACGG
EM437Ptere GATTTCTGTAC-TTTCTTAG-......AGGAATTGGTGGTAAA-...GAACGGCATGCAATA-GAGCAATAACAGGTCTGTGATGCCCTTCGATGTCCGG
DF5014Ppse GATGTAGCGAA-CTTCTTAG-......AGGAATCGGCGGTATT-...GAGCCGCATGAAATA-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
DF5019Tpal .GCTCGATGCC-GTTCTTAG-......AGGAATGGGCGGTATA-...GAACCGCATGAAAGT-GCGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB120Tmari .GCTTGCAGCT-GTTCTTAG-......AGGAATGGGCGGTATA-...GAACCGCATGAAAGT-GCGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB131Tsynp .GCTCGGTGTC-GTTCTTAG-......AGGAATGGGCGGTATA-...GAACCGCATGAAAGT-GCGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
PS1179Meso .GTTCACAGGT-GTTCTTAG-......AGGAATTGGCGGAATG-...AAGCCGCACGAAAGT-GCGCAATAACAGGTCTGTGATGCCCTTAGATGTTCGG
SB123Manis .GTTCACAGGT-GTTCTTAG-......AGGGATTGGTGGTATA-...GAGCCGCAAGAGAGT-GCGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB157Mspic .GCCGGTCGGT-GTTCTTAG-......AGGAATCGGCGGTATA-...GAGCCGCACGAAATC-ACGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
DF5017Mlon .GTTCACAGGT-GTTCTTAG-......AGGAATTGGCGGTATA-...GAGCCGCACGAAAGT-GCGCAATAACAGGTCTGTGATGCCCTTAGATGTTCGG
SB281Paras .GTTCACCGGT-GTTCTTAG-......AGGAATGGGCGGTATA-...GAGCCGCACGAAAGT-GCGCAATAACAGGTCTGTGATGCCCTTAGATGTTCGG
SB125Cscan .GTTCTTAGAC-GTTCTTAG-......AGGAATTGGCGGTTTT-...CAGCCGCAAGAAAGT-GCGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
PDL29Cstas .GTGCGCAGGT-GTTCTTAG-......AGGAATTGGCGGTATC-...GAGCCGCACGAAAGT-GCGCAATAACAGGTCTGTGATGCCCTTAGATGTTCGG
DF5024Dvee .GTTCTCAGAA-GTTCTTAG-......AGGAATGGGCGGTATA-...GAGCCGCACGAAATT-GCGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB311Rstam .ATCTAGCGTAACTTCTTAG-......AGGGATTCGCGGTATT-...GAACCGCATGAAATA-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
DF5012Rreg .ATGTAGCGAA-CTTCTTAG-......AGGAATCGCCGGTATT-...GAGCCGCATGAAATA-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB199Prege CGTCCATGGAA-CTTCTTAG-......AGGGACAGGCGGTGTT-...CAGCCGCACGAAATT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB200Poxyc AGTCCAGGAAA-CTTCTTAG-......AGGGACAGGCGGTGTT-...CAGCCGCACGAAATT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
JB120Adunc .GTCGGCGTGA-CTTCT-AG-......AGGGATCAGTGGTGTTT-..CAGCCACACGAGATT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTTCGG
PS312Prist .GACGTACCTA-CTTCTTAG-......AGGGATAAGCGGTGTT-...CAACCGCATGAGATT-GAGTAATAACAGGTCTGTGATGCCCTTAGATGTTCGG
DF5031Rves CCGTCTTTCAC-CTTCTTAA-......AGAGACAAGCGGTGT-....AAGCCGCACGAGATT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB310Riner CCGTCTTTCAC-CTTCTTAA-......AGAGACAAGCGGTGT-....AAGCCGCACGAGATT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
SB158Rinrf .GTCCAGCTTA-CTTCTTAG-......AGGGACAAGCGGCGTT-...TAGCCGCACGAGATT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
PS1163Pana -GAACTGA-AC-CTTCTTAA-......TGGGATTTGCAGCTTTATTCTAGTTGTATGAGACC-CAGCAATAACAGGTCTGTGATGCCCTAAGATGTCTGG
Sstercoral -AATATAAATA-ATTAATATTTTAATAACAGATTAATAGTGTT-...TAACTATTTGAGAGA-GAGCGATAACAGGTCTGTGATGCCCTTAGATGTCCGG
Steinernem AGTGAAGCATT-CTTCTTAG-......AGAGACAAACAACGTT-...TAGTTGTACGAAAGA-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTTCGG
Meloidogyn -GTGTATACAG-CTTCTTAG-......AGGGATTTGCGGCGTT-...CAGCCGAAAGAAATT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
PS1153Zeld -GTCTCAGTTG-CTTCTTAG-......AGGGATTT-CGGTGTT-...TAGCCGCACGAGATT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
Goeziapela .GTCCGGAAGA-CTTCTTAG-......AGGGACAAGCGGTATT-...CAGCCGCATGAAGTT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCAG
Parascaris .GTCCGGAAGA-CTTCTTAG-......AGGGACAAGCGGTATA-...CAGCCGCATGAAGTT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCAG
Heterochei .GTCCAGAAGA-CTTCTTAG-......AGGGACAAGCGGTGTT-...CAGCCGCATGAAGCT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCAG
Paraspidod .GTCCAGATAA-CTTCTTAG-......AGGGACAAGCGGTGTT-...CAGCCGTACGAAGTT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCAG
Heterakiss .GTCCAGAAAA-CTTCTTAG-......AGGGACAAGCAGTGTT-...CAGCTGCACGAAGTT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCAG
Trichinell TGTGCTGATCA-CTTCTTAG-......AGGGACTGGCAAATTGA-..AAGCTGCACGAAAAA-GAGCAATAACAGGTCTGTGATGCCCTTCGATGTCCGG
JB126Plect .GTCCTGGATT-CTTCTTAG-......AGGGACAAGTGGTTTT-...CAGCCACACGAAATT-GAGCAATAACAGGTCTGTATCGCCCTTAGATGTCCGG
Plectusaqu .GTCCTGGATA-CTTCTTAG-......AGGGACAAGTGGTTTT-...CAGCCACACGAAATT-GAGCAATAACAGGTCTGTGATGCCCTTAGATGTCCGG
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DF5000Ohei GGCTGCACGCGCGCTACACTGGAAGAATCAGCTGGTCTT-....CCATTGCCG-.AAAGGTC.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
DF5018Odoo GGCTGCACGCGCGCTACACTGGAAGAATCAGCTGGTCCT-....CCATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CTGG
DF5033Odol GGCTGCACGCGCGCTACACTGGAAGAATCAGCTGGTGCT-....CCATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
SB133Oguen GGCTGCACGCGCGCTACACTGGAAGAATCAGCTGGTCTT-....CCATTGCCG-.AAAGGTA.-ATGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
CEW1Oschsp GGCTGCACGCGCGCTACACTGGAGAATTCAGCTGGTCTT-....CCATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTTCTCC-GTGA-CCGG
SB128Otipu GGCTGCACGCGCGCTACACTGGAGAATTCAGCTGGTCTT-....CCATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTTCTCC-GTGA-CCGG
BW282Ospec GGCTGCACGCGCGCTACACTGGAAGGATCAGCTGGTCGC-....CCATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CCCTTCC-GTGA-CCGG
EM435Rmyri GGCTGCACGCGCGCTACACTGGAAGGATCAGCTGGTCGC-....CAATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CCCTTCC-GTGA-CCGG
SB169Oinsc GGCTGCACGCGCGCTACACTGGAAGGATCAGCTGGTCGC-....CCATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CCCTTCC-GTGA-CCGG
SB218Onecr GGCTGCACGCGCGCTACACTGGAAGGATCAGCTGGTCGC-....CCATTGCCG-.AAAGGTA.-ATGGTAAACCGTT-GAAA-CCCTTCC-GTGA-CCGG
DF5010Rblu GGCTGCACGCGTAATACACTGGGAGAATCAGCTGGCCAT-....CCATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGT-CCGG
PS1191fiji GGCTGCACGCGCGCTACACTGGAAGAATCAGCTGGTCTT-....CCTTTGCCG-.AAAGGTA.-TAGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
DF5006Raxe GGCTGCACGCGCGCTACACTGGAAGAATCAGCTGGTTTT-....TCATTATCG-.AAAGATA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
DF5044Roct GGCTGCACGCGCGCTACACTGGAAGAATCAGCTGGTTTT-....TCATTACCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
SB307Rtyph GGCTGCACGCGCGCTACACTGGAAGAATCAGCTGGTTTT-....TCATTACCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
SB227Cepha GGCTGCACGCGCGCTACACTGGAAGATTCAGCTGGTTTT-....TCATTGCCG-.AAAGGTA.-ATGGTAAACCGGT-CAAA-CTCTTCC-GTGA-CCGG
SB173Pmedi GGCTGCACGCGCGCTACACTGGAAGAATCAGCTGGTCTT-....CCATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
SB178Pmari GGCTGCACGCGCGCTACACTGGAAGAATCAGCTGGTCTT-....CCATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
DF5039Pell GGCTGCACGCGCGCTACACTGGAAGACTCAACTGGTCGT-....CCGGTGCCG-.AAAGGTA.-CTGGTAATCCGTT-GAAA-CTCTTCC-GTGA-CCGG
DF5056Pell GGCTGCACGCGCGCTACACTGGAAGACTCAACTGGTCGT-....CCGGTGCCG-.AAAGGTA.-CTGGTAATCCGTT-GAAA-CTCTTCC-GTGA-CCGG
DF5025Ptyp GGCTGCACGCGCGCCACACTGGGAGAATCATTAGGTGT-.....CCATGGCCG-.AAAGGCT.-TTGGTAATCCTTTTGAAC-CTCTCCC-GTGG-CCGG
Haemonsimi GGCTGCACGCGCGCTACAATGGAAGAATCAGCTGGCCTAT-...CCATTGCCG-.AAAGGCA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
Nematodiru GGCTGCACGCGCGCTACAATGGAAGAATCAGCTGGCCTAT-...CCATTACCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
Heterorhab GGCTGCACGCGCGCTACACTGGAAGAATCAGCTGGTCCTT-...CCATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
Hbacteriop GGCTGCACGCGCGCTACACTGrAAGAATCAGCTGGTCCTT-...CCATTGCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
SB202Ctrip GGCTGCACGCGCGCTACACTGGAAGCATCAGCGGGCTCTT-...CCATCTTCG-.AAAGGGG.-TTGGTAAACCGTT-GAAA-CGCTTCC-GTGA-CCGG
SB122Chori GGCTGCACGCGTGCTACACTGGAAGAATCAGCGTGTTTTT-...CCATTRCCG-.AAAGGTA.-TTGGTAAACCGTT-GAAA-CTCTTCC-GTGA-CCGG
EM464Crema GGCTGCACGCGTGCTACACTGGTGGACTCAGCGGGTTTTT-...CCTATGCCG-.AAAGGTA.-TCGGTAAACCGTT-GAAA-TTCTTCC-ATGT-CCGG
PB102Cbrig GGCTGCACGCGTGCTACACTGGTGGACTCAGCGGGTTTTT-...CCTATGCCG-.AAAGGTA.-TCGGTAAACCGTT-GAAA-TTCTTCC-ATGT-CCGG
CB4088Cele GGCTGCACGCGTGCTACACTGGTGGAGTCAGCGGGTTTTT-...CCTATGCCG-.AAAGGTA.-TCGGTAAACCGTT-GAAA-TTCTTCC-ATGT-CCGG
CB5161Cspn GGCTGCACGCGTGCTACACTGGTGGAGTCAGCGGGTTTTT-...CCTATGCCG-.AAAGGTA.-TCGGTAAACCGTT-GAAA-TTCTTCC-ATGT-CCGG
PS1010Cspn GGCTGCACGCGTGCTACACTGGTGGACTCAGCGGGTCTTT-...CCTATGCCG-.AAAGGTA.-TCGGTAAACCGTT-GAAA-TTCTTCC-ATGT-CCGG
SB225Cdros GGCTGCACGCGTGCTACACTGGTGGAGTCAGCGGGTCTTA-...CCTAAACCG-.AAAGGTC.-TCGGAAAGCCGTT-GAAA-TTCTTCC-ATGT-CCGG
SB226Csono GGCTGCACGCGTGCTACACTGGAGGGATCAGCGTGTTTTA-...CCATTGCCG-.AAAGGTA.-TTGGCAAACCGTT-GAAA-CCCCTCC-GTGA-CCGG
SB208Proto GGCTGCACGCGTGCTACACTGGAAGACTCAACGTGTCTCTA-..CCATCACCG-.ACAGGTG.-TTGGCAAACCGTT-GAAA-CTCTTCC-GTGA-CTGG
PS1897Dipl GGCTGCACGCGTGCTACACTGGAAGACTCAACGTGCTCT-....CCATCGCCG-.AAAGGTG.-TTGGCAAACCGTT-GAAA-CTCTTCC-GTGA-CTGG
DF5055Prot GGCTGCACGCGTGCGACAATGGAAGAGACAACGTGCCTA-....CCAGTACCG-.AAAGGTA.-TTGGGAAACCGTT-GAAA-CTTTTTC-GTGA-CTGG
DF5022Pstr GGCCGCACGCGTGCTACACTTAGGTCCGCAGCGAGTTCTTAA-.TCACAGCGGGTAAACCCACTGTGACGAACCAAT-GCAATGGACCTTCGTGGATTGG
SB135Pcuta GGCCGCACGCGTGCTACACTTAGGTCCGCAGCGAGTTCTTAA-.TCACAGCGGGTAAACCCACTGTGACGAACCAAT-GCAATGGACCTTCGTGGATTGG
SB160Ppunc GGCCGCACGCGTGCTACACTTAGGTCCACAGCGAGTTCTTAA-.TCAGAGCGGGTAAACCCACTCTGACGAACCAAT-GCAATGGACCTTCGTGGATTGG
DF5021Pcys GGCTGCACGCGGGTTACAATAAAGGTGAC-......................................................GCCTTTTGTAA-CCGG
EM437Ptere GGCTGCACGCGTGCTACACTGGGGTCCTCAGC-AGTTT-.....CCTATCTTA-.ATCAGAC-ACAGGTAAACCGTT-GCAA-GGACCCC-GTGT-TCGG
DF5014Ppse GGCTGCACGCGAGTTACTATGGAGAATCCAACGTGTCTA-....CCTTGACCG-.AAGGGTC.-TAGGCAAGCCGTT-GAAA-CCTCTCT-TTGA-TCGG
DF5019Tpal GGCTGCACGCGTGCTACACTGGGGTCTGCAGCGTGTT-......CCATAGCCG-.AAAGGTC-ATTGGTAAACCGTT-GAAA-GGACTCC-GTGA-TCGG
SB120Tmari GGCTGCACGCGTGCTACACTGGAGTCTGCAGCGTGTT-......CCATGGCCG-.AAAGGTC-GCTGGTAAACCGTT-GAAA-AGACTCC-GTGA-TCGG
SB131Tsynp GGCTGCACGCGTGCTACACTGGGGTCTGCAACGTGCT-......CCATGGCCG-.AAAGGTC-ATTGGTAAACCGTT-GAAA-GGACTCC-GTGA-TCGG
PS1179Meso GGCTGCACGCGTGCTACACTGGAGTCTGCAACGTGTT-......CCATGGCCG-.AAGGGTC-ACTGGTAAACCGTT-GAAA-AGATTCC-GTGA-TCGG
SB123Manis GGCTGCACGCGTGCTACACTGGAGACTTCAACTGGTT-......CCATGGCCG-.AAGGGTC-ACTGGTAAACCGGT-GAAA-AGTCTCC-GTGA-TCGG
SB157Mspic GGCTGCACGCGTGCTACACTGGAGTCTGCAACGTGTT-......CCATGGCCG-.AAGGGTC-ACTGGTAAACCGTT-GAAA-GGACTCC-GTGA-TCGG
DF5017Mlon GGCTGCACGCGTGCTACACTGGAGTCTGCAGCGTGTT-......CCATGGCCG-.AAGGGTC-ACTGGTAAACCGTT-GAAA-AGATTCC-GTGA-TCGG
SB281Paras GGCTGCACGCGTGCTACACTGGAGTCTGCAGCGTGTT-......CCATGGCCG-.AAGGGTC-ATTGGTAAACCGTT-GAAA-AGACTCC-GTGA-TCGG
SB125Cscan GGCTGCACGCGTGCTACACTGGAGTCTGCAACGTGTT-......CCATGGCCG-.AAGGGTC-ACTGGTAATCCGTT-GAAA-GGACTCC-GTGA-TTGG
PDL29Cstas GGCTGCACGCGTGCTACACTGGAGTCTGCAACGTGCT-......CCATGGCCG-.AAGGGTC-ACTGGTAAACCGTT-GAAA-AGATTCC-GTGA-TCGG
DF5024Dvee GGCTGCACGCGTGCTACACTGGAGTCTGCAGCGTGTT-......CCATGGCCG-.AAGGGTC-ATTGGTAAACCATT-GAAA-AGACTCC-GTGA-TCGG
SB311Rstam GGCTGCACGCGAGTTACTATGGAGAATTCAACGTGTGTW-....CCTGGGTCG-.AAAGATT.-CGGGGAAACCGTT-GAAA-CCTCTCT-TTGA-TCGG
DF5012Rreg GGCTGCACGCGAGTTACTATGGAGAATCCAACGTGTCTA-....CCTTGACCG-.AAGGGTC.-TAGGCAANCCGTT-GAAA-CCTCTCT-TTGA-TCGG
SB199Prege GGCTGCACGCGCGCTACACTGGAGGAATCAGCATGTTTTT-...CCTGTATCG-.AAAGGTA.-TGGGTAAACCTTT-GAAA-ATCCTCC-GTGA-TTGG
SB200Poxyc GGCTGCACGCGCGCTACACTGGAGGAATCAGCATGTTTTT-...CCTGTATCG-.AAAGGTA.-TGGGTAAACCTTT-GAAA-ATCCTCC-GTGA-TTGG
JB120Adunc GGCTGCACGCGCGCTACACTGGAGAGATCAGCGTGTTGCATGCTTCCTTGCCG..-AAGGCC.-TCGGTAATCCATT-GAAA-ACTTTCC-GTGA-TCGG
PS312Prist GGCTGCACGCGCGCTACACTGGAAAGTGCAGCAAGCGTTATTAACCTTGGCCG-.AAAGGTC.-TGGGTAATCTTTT-GAAA-GCTTTTC-GTGT-TTGG
DF5031Rves GGCTGCACGCGCGCTACACTGGAGGGATCAGTCGGTCG-.....CCTAGCTCG-.AAAGAGC.-CTGGTAAACCTTC-CAAA-ACCCTCC-GTGT-CTGG
SB310Riner GGCTGCACGCGCGCTACACTGGAGGGATCAGTCGGTCG-.....CCTAGCTCG-.AAAGAGC.-CTGGTAAACCTTC-CAAA-ACCCTCC-GTGT-CTGG
SB158Rinrf GGCTGCACGCGCGCTACACTGGAAGAATCAGCGTGTATTT-...CCATTGCCG-.AAAGGTA.-TTGGTAAACCCTT-GAAA-ATCTTCC-GTGA-TCGG
PS1163Pana GGCCGCACGCGCGCTACAATGAAAATTGCAGCGCGCTGTGC-..CCATGCGAG-.AGATCGT.-ATGGTAAACGAGT-CAAA-TTATCCC-GTAT-TTGG
Sstercoral GGCTGCACGCGCGCTACAATGTAGTGATCATTATGTT-......CCTGTTTAG-.AGATAAA.-TGGGTAAACATT-.GAAA-ACATTAC-GTAA-CTGG
Steinernem GGCTGCACGCGCGCTACACTGAAGAAATCAACGTGTACGCTT-.CCATTTTCG-.AGAGGAA.-TTGGTAATCCTTT-GAAA-ACTTTTC-GTGC-TTGG
Meloidogyn GGCTGCACGCGCGCTACACTGGCAAAATCAACGTGCTTGT-...CCTACCCTG-.AAAGGGG.-CGGGTAAACCATT-GAAA-ATTTGCC-GTGA-TTGG
PS1153Zeld GGCTGCACGCGCGCTACACTGGCGAAATCAGCGTGCTGTAT-..CCATTCTCG-.AAAGGGA.-TTGGTAAACCCAT-GAAA-ATTTGCC-GTGC-TTGG
Goeziapela GGCTGCACGCGCGCTACACTGGAGGAATCAGCGTGCTGTAA-..CCATTGCCG-.AAAGGTA.-TTGGTAACCCCTT-GAAA-ATCCTCC-GTGA-TCGG
Parascaris GGCTGCACGCGCGCTACACTGGAGGAATCAGCGTGCTGTAA-..CCATTGCCG-.AAAGGTA.-TTGGTAACCCCTT-GAAA-ATCCTCC-GTGA-TCGG
Heterochei GGCTGCACGCGCGCTACACTGGAGGAATCAGCGTGCTGTAA-..CCATTGCCG-.AAAGGTA.-TTGGTAACCCCTT-GAAA-ATCCTCC-GTGA-TCGG
Paraspidod GGCTGCACGCGCGCTACACTGGAGGAATCAGCGTGCTGTAA-..CCATTGCCG-.AAAGGCA.-CTGGTAACCCCCT-GAAA-ATCCTCC-GTGA-TCGG
Heterakiss GGCTGCACGCGCGCTACACTGGAGGAATCAGCGTGCTTTAA-..CCATCTCCG-.AGAGGAG.-CTGGTAACCCCTT-GAAA-ATCCTCC-GTGA-TCGG
Trichinell GGCTGCACGCGCGCTACAATGAAAGCGTCAACGTGAGTTACGT-CCTTACCTG-.AAAAGGT.-TTGGCAATCGAAT-GAAA-CGTTTTC-TTGA-ATGG
JB126Plect GGCTGCACGCGCGCTACACTGAAGGAATCAGCGTGCTAAAA-..CCATTGTCG-.AAAGGCA.-TTGGTAAACCCT-.CAAA-ATCCTAC-GTGA-TTGG
Plectusaqu GGCTGCACGCGCGCTACACTGAAGGAATCAGCGTGCTAAAA-..CCATTGTCG-.AAAGGCA.-TTGGTAAACCCAT-TAAA-ATCCTAC-GTGA-TTGG



10

[1701      1234567890123456789012345678901234567890123456789012345678901234567890123456789012345678901234567890]
[          ,,,47==>,,,,,,,,,,,,,,,,,,,,,,,,,,,<==47,,,,,,,,,,<==33,,,,,48====-==>,,,,,,,<=====48,,,,,,,,,,,<===]
[          ,,,=====,,,,,,,,,,,,,,,,,,,,,,,,,,,=====,,,,,,,,,,=====,,,,,======-===,,,,,,,========,,,,,,,,,,,====]
DF5000Ohei GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
DF5018Odoo GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
DF5033Odol GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
SB133Oguen GATAGGGAATTG-.TAATT.............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
CEW1Oschsp GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
SB128Otipu GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
BW282Ospec GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
EM435Rmyri GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
SB169Oinsc GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
SB218Onecr GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
DF5010Rblu GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATCGCTAGTAAGTGT-.GAGTCATCAGCTCATATTGATTACGTCCCTGCC
PS1191fiji GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATGCCTAGTAAGTGT-.GAGTCATCAGCTCACATTGATTACGTCCCTGCC
DF5006Raxe GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
DF5044Roct GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
SB307Rtyph GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
SB227Cepha GATTGGGAATTG-.CAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
SB173Pmedi GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
SB178Pmari GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
DF5039Pell GATCGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
DF5056Pell GATCGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
DF5025Ptyp GATAGGGATTTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAACTCACGTTGATTGCGTCCCTGCC
Haemonsimi GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
Nematodiru GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGCC
Heterorhab GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
Hbacteriop GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
SB202Ctrip GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCACCTCACGTTGATTACGTCCCTGCC
SB122Chori GATAGGGAATTG-.AAATT-............ATTTCCCTTAAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
EM464Crema GATAGGGTATTG-.TAATT-............ATTGCCCTTAAACGAGGAATGCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
PB102Cbrig GATAGGGTATTG-.TAATT-............ATTGCCCTTAAACGAGGAATGCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
CB4088Cele GATAGGGTATTG-.TAATT-............ATTGCCCTTAAACGAGGAATGCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
CB5161Cspn GATAGGGTATTG-.TAATT-............ATTGCCCTTAAACGAGGAATGCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
PS1010Cspn GATAGGGTATTG-.TAATT-............ATTGCCCTTAAACGAGGAATGCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
SB225Cdros GATAGGGTATTG-.TAATT-............ATTACCCTTAAACGAGGAATGCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
SB226Csono GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATGCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
SB208Proto GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GGGTCATCAGCTCGCGCTGATTACGTCCCTGCC
PS1897Dipl GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCGCGCTGATTACGTCCCTGCC
DF5055Prot GATAGGGAATTG-.TAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGC-.GAGTCATCAGCTCGCGCTGATTACGTCCCTGCC
DF5022Pstr GATTGTAATTTG-.CACGTTTGTCGGCTAATTCGATATCGTGAACAAGGAATTCCTAGTAAGCGTT-CAGTCATCATCTTACACTGAATGCGTCCCTGCG
SB135Pcuta GATTGTAATTTG-.CACGTTTGTCGGCTAATTCGATATCGTGAACAAGGAATTCCTAGTAAGCGTT-CAGTCATCATCTTACACTGAATGCGTCCCTGCG
SB160Ppunc GATTGTAATTTG-.CACGTTTGCCGGCTAATTCGATATCGTGAACAAGGAATTCCTAGTAAGCGTT-CAGTCATCATCTTACACTGAATGCGTCCCTGCG
DF5021Pcys GATTGAGATTTG-.TTATT-............ATGTCTCATTAACGAGGAATTCCTAGTAAGAGTACGAGTCACCAACATACTCTGATTATGTCCCTGCT
EM437Ptere GTTATGAATTTG-.CTATT-............ATTCTCCTCTAACGAGGAATTCCTATTAAGGAC-.GAGTCATTATCTTGTTCTGATTATGTCCCTGCT
DF5014Ppse GATAGGGAATTGT-CAACT-............ATTTCCCTTGAACGAGGAATGCCTAGTAAGAAC-.GAGTCATCAACTCGTTCTGATTTGGTCCCTGCG
DF5019Tpal GATCGGGAATTG-.CAACT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCATCTCGCTTTTAATACGTCCCTGCG
SB120Tmari GATTGGGAATTG-.CAACT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCATCTCGCTTTTAATACGTCCCTGCG
SB131Tsynp GATCGGGAATTG-.CAACT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCATCTCGCTTTTAATACGTCCCTGCG
PS1179Meso GATAGGGAATTG-.CAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCATCTCGCTCTTAATACGTCCCTGCG
SB123Manis GACAGGGAATTG-.CAACT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCATCTCGCTCTTAATACGTCCCTGCG
SB157Mspic GATAGGGAATTG-.CAACT-............ATTTCCCTTAAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCATCTCGCTCTTAATACGTCCCTGCG
DF5017Mlon GACAGGGAATTG-.CAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCATCTCGCTCTTAATACGTCCCTGCG
SB281Paras GATAGGGAATTG-.CAATT-............ATTTCCCTTCAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCATCTCGCTCTTAATACGTCCCTGCG
SB125Cscan GATAGGGAATTG-.CAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCATCTCGCTCTTAATACGTCCCTGCG
PDL29Cstas GATAGGGAATTG-.CAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCATCTCGCTCTTAATACGTCCCTGCG
DF5024Dvee GATAGGGAATTG-.CAACT-............ATTTCCCTTCAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCATCTCGCTCTTAATACGTCCCTGCG
SB311Rstam GATAGGGAATTGT-CAATT-............ATTTCCCTTAAACGAGGAATTCCTAGTAAGAAC-.GAGTCATCAACTCGTTCTGATTTGGTCCCTGCG
DF5012Rreg GATAGGGAATTGTCCAACT-............ATTTCCCTTGAACGAGGAATGCCTAGTAAGAAC-.GAGTCATCAACTCGTTCTGATTTGGTCCCTGCC
SB199Prege GATAGGGAATTG-.CAATT-............ATTCCCCTTGAACGAGGAATTCCCAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
SB200Poxyc GATAGGGAATTG-.CAATT-............ATTCCCCTTGAACGAGGAATTCCCAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
JB120Adunc GATAGGGGATTG-.CAATT-............ATTTCCCTTCAACGAGGAATTCCCAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
PS312Prist AATAGAGGATTG-.AAATT-............ATTTCTCTTGAACGAGGAATTCCCAGTAAGTAT-.GAGTCATTAGCTCATGCTGATTACGTCCCTGCC
DF5031Rves GATAGGGCATTG-.TAATT-............ATTGCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATTAGCTCGCATTGATTACGTCCCTGCC
SB310Riner GATAGGGCATTG-.TAATT-............ATTGCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATTAGCTCGCATTGATTACGTCCCTGCC
SB158Rinrf GATAGGGAATTG-.CAATT-............ATTTCCCTTAAACGAGGAATTCCCAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
PS1163Pana GATCAGAGATTG-.CAATT-............ATTCTCTGTGAACAAGGAACTTCAAGTAAGTGT-.GAGTCATCAGCTCACGCTGATTACGTCCCTGTC
Sstercoral GAGTGAAAATTG-.CAATT-............ATTTTTCATGAACGAGGAATTCCAAGTAAACGT-.AAGTCATTAGCTTACATTGATTACGTCCCTGCC
Steinernem GATAGTGAATTG-.CTATT-............ATTTCACTTAAACGAGGAATTCCTAGTAAGTGC-.AAGTCATCAACTTGCGTTGATTACGTCCCTGCC
Meloidogyn GATCGGAAATTG-.CAATT-............ATTTTCCGTGAACGAGGAATTCCAAGTAATTGC-.GAGTCATCAGCTCGCGTTGATTACGTCCCTGCC
PS1153Zeld GATCGGAAATTG-.CAATT-............ATTTTCCGTGAACGAGGAATTCCAAGTAAGTGC-.GAGTCATCAACTCGCTCTGATTACGTCCCTGCC
Goeziapela GATCGGGAATTG-.CAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
Parascaris GATCGGGAATTG-.CAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
Heterochei GATCGGGAATTG-.CAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
Paraspidod GATCGGGAATTG-.CAATT-............ATTTCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
Heterakiss GATCGGGGATTG-.CAATT-............ATTCCCCTTGAACGAGGAATTCCTAGTAAGTGT-.GAGTCATCAGCTCACGTTGATTACGTCCCTGCC
Trichinell AATAGGGAATTG-.CAATT-............GTTTCCCTTGAACGAGGAATTCCCAGTAAGCGT-.GAGTCATTAGCTCGCGTTGATTACGTCCCTGCC
JB126Plect GATCGGGAATTG-.CAATT-............ATTTCCCTTGAACGAGGAATTCCCAGTAAGTGT-.GGGTCATAAGCTCGCGTTGATTACGTCCCT-CC
Plectusaqu GATCGGGAATTG-.CAATT-............ATTTCCCTTGAACGAGGAATTCCCAGTAAGTGT-.GGGTCATAAGCTCGCGTTGATTACGTCCCTGCC
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DF5000Ohei CTTTGTACACACCGCCCGTCGCTGTCCGGAA-.CTGAGCTGTTTCGAGAAGACTGAGGACTAATGTATGGAGGT-...TTCG.....-GCTTCTATACGA
DF5018Odoo CTTTGTACACACCGCCCGTCGCTGTCCGGAA-.CTGAACTGTTTCGAGAAGACTGAGGACTAATGTATGGAGGC-...TTCG.....-GCTTCTGTACGA
DF5033Odol CTTTGTACACACCGCCCGTCGCTGTCCGGAA-.CTGAGCTGTTTCGAGAAGACTGAGGACTAATGTATGGAGGT-...TTCG.....-ACTTCTATACGA
SB133Oguen CTTTGTACACACCGCCCGTCGCTGTCCGGAA-.CTGAGCTGTTTCGAGAAGACTGAGGACCGATGTGCGGAGAC-...TTCG.....-GTTTCTGTACAA
CEW1Oschsp CTTTGTACACACCGCCCGTCGCTGTCCGGAA-.CTGAGCTGTTTCGAGAAGACTGAGGACTGCTGTCTTGAGGC-...TTCG.....-GCTTCTTTACGA
SB128Otipu CTTTGTACACACCGCCCGTCGCTGTCCGGAA-.CTGAGCTGTTTCGAGAAGACTGAGGACTGCTGTCTTGAGGC-...TTCG.....-GCTTCTTTACGA
BW282Ospec CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGAGTGAGGACTGACGCAGAGGGGC-...TTCG.....-GCTCTACTGTGA
EM435Rmyri CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGATTCGAGAAGAGTGAGGACTGACGCAGAGGGGC-...TTCG.....-GCTCTACTGTGA
SB169Oinsc CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGAGTGAGGACTGTTGCAGAGGGGC-...TTCG.....-GCTCTTCTGCGA
SB218Onecr CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGAGTGAGGACTGACGCAGAGGGGCC-..TTCG.-...GGCTCTCCTGTGA
DF5010Rblu ATTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGTGTGAGGACTTTTGTTGCGGGGC-...TTCG.....-GCTCTTCTTCGA
PS1191fiji CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGAGTGAGGACACTTGTAGCGGGGC-...TTCG.....-GCTCTTCTACGA
DF5006Raxe CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGACTGAGGACTGCTGCAGCGAGGC-...TCAC.....-GCTTTTCTGTTG
DF5044Roct CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGACTGAGGACTGCTGCAGCGAGGC-...TCAC.....-GCTTTTCTGTTG
SB307Rtyph CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGACTGAGGACTGCTGCAGCGAGGC-...TTCG.....-GCTTTTCTGTGG
SB227Cepha CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGACTGAGGATTGACGCTGCGAGGC-...TTCG.....-GCTTTTCTGTGT
SB173Pmedi CTTTGTACACACCGCCCGTCGCTGTCCGGAA-.CTGAGCTGTTTCGAGAAGAGTGAGGACCGCTGCATAGAGGC-...TTCG.....-GCTTCTTTGTGA
SB178Pmari CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGAGTGAGGACTGCTGCAGCGAGGC-...TTCG.....-GCTTTACTGTGA
DF5039Pell CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGACTGAGGACCGCTTTTGTGAGGC-...TTCG.....-GCTTTGCTCTAG
DF5056Pell CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGACTGAGGACCGCTTTTGTGAGGC-...TTCG.....-GCTTTGCTCTAG
DF5025Ptyp CTTTGTACACACCGCCCGTCGCTGTCCGGAA-.CTGAACTGTTTCGAGAAGGCTGAGGACTGACTTTGTTCA-.....CTTG.......-TGTTCATTGT
Haemonsimi ATTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTCTCGAGAGGACTGCGGACTGCTGTATCGAGGCC-..TTCG-....GGTCGCGGTATGG
Nematodiru ATTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTCTCGAGAGGACTGCGGACTGCTGTATCGAGGCT-..TTCG-....GGTCGCGGTATGG
Heterorhab CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGAGTGGAGACTGCTGTATCGGGGCT-..TTCC-....GGCTCTGGTATGA
Hbacteriop CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGCTGTTTCGAGAAGAGTGGAGACTGCTGTATTGGGGCT-..TTCG-....GGCTCTGGTATGA
SB202Ctrip CTTTGTACACACCGCCCGTCGCTGTCCGGGA-.CTGAGTTGTTTCGAGAAGAGTTGGGAACCTGTAAGTTGGGCT-..TTCG...-GGCTCGGCTTGTTG
SB122Chori CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAGTTGTTTCGAGAGGAGTGGAGACCGTTGTCTTGGGGTCC-.ATTG...-GGACTTCGGGATGA
EM464Crema CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAACTGATTCGAGAAGAGTGGGGACTGTGGCTCCGAGGTT-..TAAC-....GACTTCGTTGTTG
PB102Cbrig CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAACTGATTCGAGAAGAGTGGGGACTGTCGCTTCGAGGTT-..TAAC-....GACTTCGTTGTTG
CB4088Cele CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAACTGATTCGAGAAGAGTGGGGACTGTCGCTTCGAGGTT-..TAAC-....GACTTCGTTGTTG
CB5161Cspn CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAACTGATTCGAGAAGAGTGGGGACTGTCGCTTCGAGGTT-..TTCG-....GACTTCGTTGTTG
PS1010Cspn CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAACTGATTCGAGAAGAGTGAGGATTGTTGCTTTGAGGCT-..TCGC-....GGCTTCTTTGCGA
SB225Cdros CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAACTGTTTCGAGAAGAGTGGGGATTGGAGCATTCGGGCT-..TAAC-....GGTCTTTTTGTTC
SB226Csono CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAACTGTTTCGAGAAGAGTGGGGACTGCCGCGTCGGGGCC-..TCAC-....GGCTCTGGCGTGA
SB208Proto CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAGCTGTTTCGAGAAGAGTGGGGACCGACCGTGCGGGGCC-..TAAC-....GGCTCTACACGGA
PS1897Dipl CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAGCTGTTTCGAGAAGAGTGGGGACCGACTGTATGTGGCT-..TAAC-....GGCTATGTRYAGA
DF5055Prot CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAGCTGTTTCGAGAAGAGTGGGGATCGACTGTTTGGGGCT-..TCAC-....CGCTCCATTCAGA
DF5022Pstr CTTTGTACACACCGCCCGTCGCTACCGGGGACTCTGAGCTGCGGCGAGAAGAAT-.......................TTTT..................
SB135Pcuta CTTTGTACACACCGCCCGTCGCTACCGGGGACTCTGAGCTGCGGCGAGAAGAAT-.......................TTTT..................
SB160Ppunc CTTTGTACACACCGCCCGTCGCTACCGGGGACTCTGAGCTGCGGCGAGAAGAAT-.......................TTTT..................
DF5021Pcys CTTTGTACACACCGCCCGTCGCTATCCGGGA-.CTGAATTGTTGCGAGAAGCGCTGGGAGTGCTCTTATGGGT-....TTTC.......-TCATAAGATT
EM437Ptere CTTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCTTTTCGAGAAATACAGGGAGTTGTTGCATAGGA-....TTCG......-TNTTATGCGGC
DF5014Ppse CTTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACTGTTTCGAGAAAACCGGGGACTAGCTCTCAAGCC-....TCGT......-GCTTTGTGAGC
DF5019Tpal ATTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCGTTTCGAGAAATCCAGGGAATCGCTCGCCGGG-.....TTCG......-CCTGTGCGAGT
SB120Tmari ATTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCGTTTCGAGAAATCCAGGGAACCGCCCGCGGGAC-....TTCG......-TCTTTGCGGGA
SB131Tsynp ATTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCGTTTCGAGAAATCCAGGGAATCGCCCGCCGGG-.....TTCG......-CCTGTGCGAGT
PS1179Meso ATTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCGTTTCGAGAAATCCAGGGAATCGTTCGCGGGA-.....CTTG.....-TTCCTTGCGAGT
SB123Manis ATTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCGTTTCGAGAAATCCAGGGAATCGCTCCTGGGG-.....YCCG.......-CCCCAGGAGW
SB157Mspic ATTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCGTTTCGAGAAATCCAGGGAATTGGCCACAGGC-.....CTCG......-TGTCTGCGGTT
DF5017Mlon ATTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCGTTTCGAGAAATCCAGGGAACTGCTTGCGGGA-.....CTTG.....-TTCTTGGCGAGT
SB281Paras ATTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCATTTCGAGAAATCCAGGGAATCGCTCACGGGA-.....CTCG.....-TTCTTTGTGAGT
SB125Cscan ATTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCGTTTCGAGAAATCCAGGGAATCGTTCACGGGAA-....TTTT.....-ATCTTTGTGAGT
PDL29Cstas ATTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCGCTTCGGGAAATCCAGGGAATCGCTCACGGGA-.....CTTG.....-TTCTTTGTGAGT
DF5024Dvee ATTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACCGTTTCGAGAAATCCAGGGAATCGTTCACGGGA-.....CTTG.....-TTCCTTGTGAGT
SB311Rstam CTTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACTGCTTCGAGAAAACCGGGGATTGGCCAGCGGGAC-....TTGT......-TCCTTGCAGGC
DF5012Rreg CTTTGTACACACCGCCCGTCGCTACCCGGGA-.CTGAACTGTTTCGAGAAAACCGGGGACTAGCTCTCAAGCC-....TCGT......-GCTTTGTGAGC
SB199Prege CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCGTTTCGAGAAACGCGAGGACTGTTACTGCGAGGCAC-.TTGT.....-GTCTCCATGTGA
SB200Poxyc CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCGTTTCGAGAAACGCGAGGACTGTTACTGCGAGGCAC-.TTGT.....-GTCTCCATGTGA
JB120Adunc CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGTTGCTTCGAGAAGTGTGGGGACCGTAGCTGTGGGGA-...GCAA.....-TCTCTGCGGCCG
PS312Prist CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGTTGCCnCGAGAAATGCGGGGACTTTCGGAGTTGGG-....TTT-.......CCCTTCTCTGA
DF5031Rves CTTTGTACACACCGCCCGTCGCTACCCGGAA-.CTGAGCCTCTTTGAGAAGTGCGGGAATCGGTGGAAGTTCGAT-..TTCG.....-GTCGTCTTCTAC
SB310Riner CTTTGTACACACCGCCCGTCGCTACCCGGAA-.CTGAGCCTCTTTGAGAAGTGCGGGAATCGGTGGAAGTTCGAT-..TTCG.....-GTCGTCTTCTAC
SB158Rinrf CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCGTTTCGAGAAAAGCGGGGACTGCTGCCTCGAGGGC-..TTCG-....GCTCTTGGGATAG
PS1163Pana CTTTGTACACACCGCCCGTCGCTGCCCGGGGA-CTGAGTTGATTCGAGAAGACCGTGGATTGTTGCTTAGGCGTGTCCTTCG...-GGGCCCCTTTGTGG
Sstercoral CTTTGTACACACCGCCCGTCGCTGCCCGGAA-.CTGAGCAATATCCAGAGGCAGGAAGAGATGTAATAAATT-.....TTTA......-ATTTTTTTTAT
Steinernem CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGTTGTTTCGAGAAAAGCGGAGATTGCGATGTTGAACGTT-.TTCG...-GACGGTCTTTGTTG
Meloidogyn CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCATTTCGAGAAATTTGGGGACCGTTGATTTAATTT-...TTCT.....-AAATTACTTTGA
PS1153Zeld CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCATTTCGAGAAGTGTGGGGACCGTAGCTGTGGGGA-...GCAA.....-TCTCTGCGGCCG
Goeziapela CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCGTTTCGAGAAAAGCGGGGACTGCTGTTTCGATACCT-.TTCGGGGT-GGAGATTCTTTGG
Parascaris CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCGTTTCGAGAAAAGCGGGGACTGCTGTTTCGAGACCT-.TTCGAGGT-GGAGATTCTTTGG
Heterochei CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCGTTTCGAGAAAAGCGGGGACTGCTGTTTCGAGACCT-.TTCGAGGT-GGAGATTCTTTGG
Paraspidod CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCGTTTCGAGAAAAGCGGGGACCGCTGTTTCAAGACCT-.TTCGGGGT-TGAGATTCTTTGG
Heterakiss CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCGTTTCGAGAAAAGCGGGGAMTGCTGTTTCGATACCT-.TTCGGGGACGGAGATTCTT-GA
Trichinell CTTTGTACACAC-GCCCGTCGCTACTACCGA-.TTGGATGATTTAGTGAGGTGTTTTGACTGGCGCCAGTAGTCGGA-TATG-....TATTCGTCGCGCC
JB126Plect CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCGTTTCGAGAAAAGCGGGGACTGCTGCTGGGG-......TTGG...........-CTTCGG
Plectusaqu CTTTGTACACACCGCCCGTCGCTGCCCGGGA-.CTGAGCCGTTTCGAGAAAAGCGGGGACTGCTGCTGTCGGGGCT-.TTCG...-GGCCTTGGCTTCGG
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