Additional file 4: Alignment of the 18S rRNA gene copies retrieved from the Oreochromis niloticus genome at the BouillaBase database (http://cichlid.umd.edu/cichlidlabs/kocherlab/bouill abase.html). The nucleotides are identified by different colors,
and the black blocks under the alignment indicate the consensus sequence.
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1 AGCATATGCTTeT cilcaraGATTAAGCCATGCAGGTICTAAGTACACGCGGCCGGTACAGTGAAACTGCGAAT GG CTcATTAAAT CAGTTATGGT TcchTTeATIcacilcAT cceTTACT TG 120

T IACCA.AICCAAGGA.GG CAGCAGGGAAG CAAA.ACCCA1CCCAA‘GAAGAGG.AGIGAIGAAAAAIAA73
clccli@ac GA

31 AATGGGGAATCAGGGTTCAATTGCAGAGAGGGAGCCTAAGAAACTGCTACCACATCCAAAGAAAGCAGCAG - - - -GCAAATTACCCA GGGCAGAGAG GAAAAATAA 146

AA-GGGGAATCAGGGTTC-ATT -C-GAGAGGGAGCCT -AGAAAC-GCTACCACATCCAAGGAAGGCAGCAGG---GCAAATTACCCACTCCCGACTTGGGGAGGTAGTGATGAAAAATAA

481 CAATACAGGACT CITTCcGAGGCCCIGTAATTGGAATGAGTACACTTTAAAT CCITTAACGAGGATCCATTGGAGGGCAAGTICTGGTGCCAGCAGCCGCGGTAATTCCAGCTCCAATAGCG 600

74 CAAIACAGGAC.C-GAAGCCC.G.AG.GGAA.GAG.A ------------------------------------------------------------------------------- 114
147 HAATACAG - - - - - - & o o o e e e e e e 154

721 ETAGCTGAGTGTCcCCGCGGGGTCCGAAGCGTTTACTTITGAAAAAATRTAGAGTGTTICAAAGCAGGCCCGGTIcGeCTGAATACCGCAGCTAGGAATAATGGAATAGGACT CCGGT T CTA 840
T GAATACCGCAGCTAGGAATAATGGAATAGGACTCCGGTTCTA 46

-------------------------------------------------------------------------- TGAATACCGCAGCTAGGAATAATGGAATAGGACTCCGGTTCTATTT
841 IGIGGG-CICICIGAACIGGGGCCAIGA.AAGAGGGACGGCCGGGGGCA.CGIA.GIGCCGCIAGAGGIGAAA.C.GGACCGGCGCAAGACGGACGAAAGCGAAAGCA-G%O
47 TGTGGG cliclicliéaAcHEEEE ccAlNE AN~ AEAE66AcEEcceccte cAllcCl-McCHE cHE -G CCHEA A ABlcElGElccE8cE - - - - - - - - - - - - - - - - ___. 139
LT TTAAGAGGGACGGCTGGGGGCATTCATATTGTGCCGCTAGAGGTGAAATTCTITGGACCAGCACAAGACAGACGAAAGCGAAAGTATTTGSY

TGTGGGTTTTCTCTCTGAACTGGGGCCATGATTAAGAGGGACGGCCGGGGGCATTCGTATTGTGCCGCTAGAGGTGAAATTCTTGGACCGGCGCAAGAC-GACGAAAGCGAAAG-ATTTG

961 CCAAGAATGTTTTICATTAATCAAGAACGAAAGT CGGAGGTTICGAAGACGAT CAGATIACCGTCGTAGTTCCGACCATAAACGATGCCAACTAGCGATCCGGCGGCGTTATT CCCATGACCC1080

-------------------------------------------------------------- GTAGTIccGaccAllaAaATGATGCccAACTAGCGAT CCGACGGCATTATTICCcCATGACCCSS
90 CCAAGAATGT T T T CATTAATCAAGAACGAAAGTGAGAGGT T CAAAGAC - = - - -« = & & o o o oo oo o f o f o f b f Ll 137

. S S

CCAAGAATGTTTTCATTAAT CAAGAACGAAAGT - -GAGGTTC-AAGAC - - - = - - = - = - = - - - GTAGTTCCGACCATAAA-GATGCCAACTAGCGATCCG-CGGC-TTATTCCCATGACCC

T GCGGC.AA.G13
T lAAAGGAA-GACGGAAGGGCA.CACCAGGAG.GGAGCC.GCGGC AA C 54
59 GCCGGGCAGCGT CCGGGAAACCAAAGTICTTTGGGTTCCEGGGGGGAGTATAGTTGCAAAGCTGAAACTTAA - - - - = - = & m oo o m o o e e e e e e e o e e e e e e oo e e 128
o A AGGGGCCCCGACCGCHGGGGAC AGAEGCCICG134
T TTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCAGCTTAATTIG69

—ﬂ

GCCGGGCAGCGTCCGGGAAACCAAAGTCTTTGGGTTCCGGGGGGAGTAT -GTTGCAAAGCTGAAACTTAAAGGAATTGACGGAAGGGCACCACCAGGAGTGGAGCCTGCGGCTTAATTTG

1201 AcfllcaacacBéeaaacclllicacccBéccceeaca -ceeaarGealicacacalicrfrcclciiiiclcerficiliciccciicciiccliiccaficeccelifficiiiAc - MiicciccAcceAcHc 1318

14 ACICAACACGGGAAACCICACCCGGCCCAGACA -lGGAAGGGAlGACAGAaGAIAGCIG.CEGAECIGIGGGIGGIGGIGCAIGGC.G.C.AG -G GGIGGAGC -------- 123
55 ACTICAACACGGGAAACCTCACCCGGCCCGGACA - CGGAAAGGATTGATAGATTGATAGCTC CTTGATTCTGTGGGTGGTGGTGCATGACCGTTC CG‘GG GGAGCGATTTcTc173

L <

ACTCAACACGGGAAACCTCACCCGGCCCGGACA -CGGAAAGGATTGACAGATTGATAGCTCTTTCTCGATTCTGTGGGTGGTGGTGCATGGCCGTTCTTAG-TTGGTGGAGCGATTTGTC

1319 TGeTTAATT ccealaaceaaceAaGACTlcceacATccTAACTAGTTACTceGACCCcCEGTGCGGTIcCGAGT CCAACT T CITAGAGGGACAAGTGGCGTTCAGCCACACGAGATTGAGCAATAA 1438

TGGTTAATTCCGATAATGAACGAGA-TCCGACATGCTAACTAGTTACTCGACCCCGTGCGGTCCAAGTCCAACTTCTTAGAGGGACAAGTGGCGTTCAGCCACACGAGATTGAGC-ATAA

1439 cABGHcHENEAREcccllAEABENccEBE88 clEcAcBcBcBccacacllEABHEE Al c AEcEHENENCR: cccllcBccBrBABE cENEEEHAAcccBllliE@srcccecacllcBlEANAB88 A 1555

CAGGTCTGTGATGCCCTTAGATGTCCGGGGCTGCACGCGC-CCACACTGAGTGGATCAGCGTGTGTCTAC-CTTCGCC-AGAGGCGTGGGTAACCCGTTGAACCCCACTC-TGATAGGGA

1559 G AMTGc cArfRAMcccalllcarceaGeanlicccablanGceceeclicAliarccicecefic AffA G cccllieccciliiclacacaccEeccElicEcilaciiaccealBce AlcE 1678

413 FTGGGG AT TG CAAT T AT - - - - - - o o i e e e e e e 429
I
TTGGGGATTGCAATT TAT - - - - - - - = - = - = - - - o o o o
1679 [~ CHEACEHc clcB8 rlcB8cccclBccEEGellcEBEllcAcBicccliEEcBBABcBccBABArBAcBAllcaracBsclalclAEBAEBE A EBHAAAABHCER 1780
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