Normalizing gene qPCR primers O. lurida
1. EF1A_METHJ Elongation factor 1-alpha 
Sequence:
>filtered_2000_NoIndex_L007_R1_trimmed_contig_15253
GTAGCAGAGTGAGATGTTCTGATGTAACAAGTTGGAGAGTAACCAACGGAAAGAGGTCCA
GGAAGAGTCAAAGTTTGGATCATAGCAGTGATTTTCTTTGCTGGGATAACAGAGTTATCG
TTCTTGAAAACCATAATATCACCCTTCTTTGGCATATTATCCTTGTTCAAACCCTTCATG
TTGATACCAATGTTATCTCCAGGAATAGCTTGTTCATAATTCTTGTGATGCATTTCAATG
GTGAAAACCTTACCGAGGCAAGGGTTTGCAGCAG

Forward: TCCTTGTTCAAACCCTTCATGT
Reverse: CAAACCCTTGCCTCGGTAAG
[bookmark: _GoBack][image: ]
2. G3P_ONCMY Glyceraldehyde-3-phosphate dehydrogenase 
Sequence:
>filtered_2000_NoIndex_L007_R1_trimmed_contig_20372
CTAGCCGAATGGTAACGAGAGCTCGCTGGGTTGTTGTAGGGGGGGTGTTAAGCTTGCGCT
AGAATTTTTTGNNGTCCAGCCTGAAGGTTGTTAAGAAAAAGGTGGTTGCCTAGACTAGAA
AGGTGAGTGCCGTCAGGGCGGAACAAGTGAAGGTTTGAGTGGTGGATATTGTGGTCATGG
TCAATGTAATGACCCTGGACTTCAGAGGCCATAAACTCCCGCATAATTTTGTTGACCCTG
ATGCGTTTTTTGTTGATTTTGGGTGCATGTTCTAGAGAGACATGGTGCCAGTATCGGCGA
GTAAGTAAGCTGGACCAGACAAGTTTGGTTCTTGGCCATAGAGCATTGTACCTATATAAT
GTACATTGTACGGTGTGTGTAAATGTTTTGGAGGAAGTGTCAGAAACAAGATCGTTAGNN
CCCACATGGAACAAGATGCAATCGGGGGCGGGGGCTTTTTCAGCCATGTTAGTGATGGTA
TCCTGCACTTGTCTCCACTTGAGTCCCCTGATGCCGTTCCAAGTGATCCTAGCAGGTAGG
TTAAGATTTGCCCCCCCTGGTCTCTGCTGTGCAGCCAGCCCCGCCCAGTAAG

Forward: AGAAAGGTGAGTGCCGTCAG
Reverse: ATGCGGGAGTTTATGGCCTC
[image: ]
3. ACT_PLAMG Actin, adductor muscle 
Sequence:
>filtered_2000_NoIndex_L007_R1_trimmed_contig_477
CTCTCTGGTGGGGCAATGATCTTGATCTTCATGGTGCTTGGAGCAAGAGCGGTGATTTCC
TTCTGCATACGGTCAGCAATACCTGGGAACATGGTGGTACCTCCGGAGAGGACGGTGTTG
GCGTACAGATCCTTACGGATGTCGACGTCGCACTTCATGATGGAATTGTAGGTGGTTTCA
TGGATACCAGCAGATTCCATACCCAAGAAGGATGGCTGGAAGAGGGACTCTGGGCAACGG
AATCTCTCGTTACCGATGGTGATGACCTGACCGTCGGGAAGCTCGTAGCTCTTCTCGAGG
GAGGAAGAGGAAGCGGCGGTGGCCATTTCCTGCTCGAAGTCGAGGGCGACATAGCAGAGT
TTCTCCTTGATGTCTCTGACGATCTCTCTCTCGGCGGTGGTTGTGAATGAATAACCACGC
TCGGTGAGGATCTTCATGAGGTAGTCAGTAAGATCACGACCAGCCAAATCCAGACGAAGG
ATAGCGTGGGGAAGGGCGTAACCTTCGTAGATGGGGACAGTGTGGGTGACACCATCACCG
GAGTCAAGCACGATACCAGTGGTACGACCGGAAGCGTACAGGGACAGCACGGCCTGGATG
GCAACGTACATGGCGGGAGCGTTGAAGGTCTCGAACATGATCTGTGTCATCTTTTCTCTG
TTGGCCTTGGGGTTGAG

Forward: GACCAGCCAAATCCAGACGA
Reverse: CGGTCGTACCACTGGTATCG
[image: ]
4. RLA0_RANSY 60S acidic ribosomal protein P0 
Sequence:
>filtered_2000_NoIndex_L007_R1_trimmed_contig_857
TTTTTTTTTTTTTTTATTTCACTTTTTATTCAGTATCCTTTGCCATATGGTGTGAACAAC
CGGCATGGAATACTATCCGATGAGAATCCTTATTGTCATCAAGCCGTTAGTCAAACAGTC
CAAAGCCCATGTCATCGTCAGACTCGGACTCTGGCTCGGGTTTCTTCTCCTCTTTCTTCG
CTGGGGCGGCGGCAGCGGCAGAAGCTGCAGGTGCGGCTGCTGTTGCAAACTTGCTGGGGT
CCTTCAGGTACTCCTTAGTCTTCTCGGCCTCAGGGAAACTGTAGTCCGTTTCCACGGCAA
TAGCAAGCAGCCTCTTGAATCCGTTGGCAATGCAGTGGGGAGCGGAGGCTGCAGTTGGGT
AACCAATGGCTAAGGACAGGGCAGCAATGTTTCTCACTCCCTGCATGAACTTATCCCGAA
TATCTTCATCAGTAATGTCCAAAATTTGTGGCTCAAAAATGGTTCCAGAGTCATACACTT
TTTCAATGAGAAGTCCGTAGGAAAATGGAGAGATGCCCAACATGTTGAGGAGAGTGGATT
CGGAAGACCCCACCCTGTCACCAGCTTTAATCAGGTGAACTTCGTTCAAGATTTCAATGC
ATCCTCTGGTAATCTTGGTGGGGATCTGCAGAGCTTGGAAGAAGGAGGTCTTCTCAGGTC
CCAGTGTGGTGGCCTGGGCAGGCACCTTGACATCTAGGGGAGCAAGGGCACCTGCTTTTG
CTGGTGCTTTTACCTTGTTGGCCAGGAGAAGGTCTCTAGTCTCCACCAGCTCACCCTTCA
AAAACACCAAGCCAATGTTGTTCTTAATATGGGGCAGAAGTCTTTCCAAAAGTGGGTTTT
TTTCCATGTGGCCTCTGATGGCTTTTCGCATCATGGTATTTTTCCCCATCAACACAATGG
CTTTATTTCGCAGGGCCTGACGGATCTGCTGCATCTGTTTTGATCCAACATTATCAGCAT
TCACAATGAAGGCTTTTGGGTATTCATCTAACAGGCTTGATATTTTCAAGAAGTAGTTTG
ACTTCCAGGTGGATTTGTCTTCCTTGACCATCTTGCTGTGGCACAGGGATAGCTATAAAC
GCAGTTTAAAGACAAACCGGAAACGTGTTCAGCGCAAAGAGAGAGACCACG

Forward: AGGAGGTCTTCTCAGGTCCC
Reverse: GAGACCTTCTCCTGGCCAAC
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[ Pair 1: Elongation factor 1-alpha

Left Primer 1:  TCCTTGTTCAAACCCTTCATGT
Start: 160 Length: 22bp Tm:581C GC:409% Any:00 End:00 TB:00 HP.00 3'Stab:32 Penalty: 3910
Start: 268 Length:20bp Tm:588C GC:550% Any:68 End:68 TB:68 HP.37.5 3'Stab:23 Penalty. 1.165
Pair:  Product Size: 109

i Any:00 End 0.0 Penalty: 5.075
Send!o Primer3Manager

1 GTAGCAGAGT GAGATGTICT GATGTAACAA GTTGGAGAGT AACCAACGGA

51 ARGAGGTCCA GGAAGAGTCA AAGTTTGGAT CATAGCAGTG ATTTICTITG

101 CTGGGATAAC AGAGTTATCG TTCTTGAAAA CCATAATATC ACCCTICTIT

151 GGCATATTAT CCTTGTTCAA ACCCTICATG TIGATACCAA TGTTATCTCC

201 AGGARTAGCT TGTICATART TCTTGTGATG CATTTCAATG GTGARAACCT

251 TACCGAGGCA  AGGGTTTGCA GCAG
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[@ Pair 1: GAPDH

Left Primer 1:  AGAAAGGTGAGTGCCGTCAG

Start: 117 Length:20bp Tm:60.0C GC:550% Any:00 End:00 TB:00 HP:00 3'Stab:35 Penalty. 0.034
Start: 224 Length:20bp Tm:602C GC:550% Any:00 End:00 TB:00 HP:00 3'Stab:4.7 Penalty.0.179

Pair: Product Size: 108
bp

Sendto Primer3Manager | [ ResetFom |

CTAGCCGAAT GOTAACGAGA GCTCGCTGGG TIGTTGTAGG GGGGGTGTTA

Any:00 End:0.0 Penaly: 0213

51 AGCTIGCGCT AGAATTTITT GNNGTCCAGC CTGAAGGTIG TIAAGARAAA
101 GOTGOTTGCC TAGACTAGAA AGGTGAGTGC CGICAGGGCG GAACAAGTGA
151 AGGTITGAGT GGTGGATATT GTGGTCATGG TCAATGTAAT GACCCTGGAC
201 TICAGAGECC ATARACTCCC GCATAATTTT GTTGACCCTG ATGCGTTTIT
251 TGTTGATITT GGGTGCATGT TCTAGAGAGA CATGGTGCCA GIATCGGCGA
301 GTARGTAAGC TGGACCAGAC AAGTITGGTI CTIGGCCATA GAGCATTGTA
351 CCTATATAAT GTACATIGTA CGGTGTGIGT AAATGITITG GAGGAAGTGT
401 CAGAAACARG ATCGTTAGNN CCCACATGGA ACAAGATGCA ATCGGGGGCG
451 GGGGCTITIT CAGCCATGTT AGTGATGGTA TCCTGCACTT GTCTCCACTT
501 GAGTCCCCTG  ATGCCGITCC AAGTGATCCT AGCAGGTAGG TTAAGATTIG

551 CCCCCCCTGG  TCTCTGOTGT  GCAGCCAGCC CCGCCCAGTA  AG
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[¥ Pair 1: Actin

Left Primer 1
Start: 458

GACCAGCCAAATCCAGACGA
Length:20bp Tm:60.0C GC:55.0 % Any:00 End:00 TB:00 HP:0.0

3'Stab: 42 Penalty: 0.036

_CGGTCGTACCACTGGTATCG

Stat570  Length20bp Tm 60.0C GC:600% A0%  End

174 174
::w: Product Size: 113 Any00 End00
1 CTCICTGGTG  GGGCAATGAT CTTGATCTIC —ATGGTGCTTG
51 GGTGATTTCC TICTGCATAC GGTCAGCAAT ACCTGGGAAC
101 CTCCGGAGAG GACGGTGTIG GCGTACAGAT CCTTACGGAT
151 CACTTCATGA TGGAATIGTA GGTGGTTICA TGGATACCAG
201 ACCCAAGRAG GATGGCTGGA AGAGGGACTC TGGGCAACGG
251 TACCGATGGT GATGACCTGA CCGTCGGGAA GCTCGTAGCT
301 GAGGAAGAGG AAGCGGCGGT GGCCATTTCC TGCTCGAAGT
351 ATAGCAGAGT TTCTCCTIGA TGICTCTGAC GATCTCTCIC
401 TIGTGAATGA ATAACCACGC TCGGTGAGGA TCTICATGAG
451 AGATCACGAC CAGCCAARTC CAGACGAAGG ATAGCGTGGG
501 ACCTICGTAG ATGGGGACAG TGTGGGTGAC ACCATCACCG
551 CGATACCAGT GGTACGACCG GRAGCGTACA GGGACAGCAC
601 GCAACGTACA TGGCGGGAGC GTTGRAGGTC TCGAACATGA
651 CTTITCTCTG  TIGGCCTTGG  GGTTGAG

TB:17.4 HP:405 3'Stab: 2.9 Penaly: 0.029

GAGCAAGAGC
ATGOTGGTAC
GTCGACGTCG
CAGATTCCAT
ARTCTCTCGT
CTICTCGAGG
CGAGGGCGAC
TCGGCEETEE
GTAGTCAGTA
GAAGGGCGTA
GAGTCAAGCA
GGCCTGGATG
TCTGTGICAT

Penalty: 0.065
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Pair 1: Acidic ribosomal protein
Left Primer 1:  AGGAGGTCTTCTCAGGTCCC
Start: 643 Length: 20 bp Tm: 60.0C GC:60.0% Any: 0.0 End: 0.0 TB:0.0 HP:44.2 3'Stab:4.5 Penalty: 0.042

Start: 756 Length: 20bp Tm:60.0C GC:60.0% Any:00 End:00 TB:00 HP:395 3'Stab:3.8 Penalty: 0.036

Pair:  Product Size: 114 bp Any: 69 End:44 Penatty: 0.078
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TTCGTICAAG
GAGCTTGGAA
GGCACCTTGA

ARAACACCAA
AGTGGGTITT
TTTCCCCATC
GCATCTGTTT
TATTCATCTA
GGATTTGTCT
GCAGTTTAAA
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TGCCATATGG
TATTGTCATC
GACTCGGACT
GGCAGCGACA
CCTICAGGTA
TCCACGGCAR
AGCGGAGGECT
TICTCACTCC
ARAATTIGTG
AAGTCCGTAG
CGGRAGACCC
ATTTCARTGC
GARGGAGGTC
CATCTAGGGG

GCCRATGTTG
TTTCCATGTG
AACACARTGO
TGATCCRACA
ACAGGCTTGA
TCCTTGACCA
GACRAACCGG




