Figure S1. Annotated alignment of unc-47 upstream sequences from 4 nematode species.
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A-———— TTTC AATCGGCAAA TTGT------ -—---GCACAT ----- CCTAT GAATTTTCCT ACATCTATTT TGAAAAGTAA GC----- AAA TTCTATGAAA
AGACAACCTC AAAAAGTATA TTGTTGAACG ACGGCTTGGT GACAGTCGAA AGGCACTGAC TAGTCGATTA CCGGTGGTTG GTGGACCAAA TTTCTGGAGA
A-—m——- CTC AGAAA---AA TTTT----- G TTTTTTAATT ----- TCTAA AAAATTTAAT TGG---ATCT TGAGTTCTCA GT----CGAA CTTA-AAGAA
G-———-- TGC AAATG---TA TTCCTATCAG ATCTCCAGAT ----- CAGAG AAGTTTCGAA TGC---ATCA AGACTTTTCA CT----TACA GTTC-GGATA
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ATGGAACATT TTGTCAAAAA TTACTTTTGG AATTATCACA CTATAAAAGT CAAAGAGGAC TCTGGGAATC TTCAAAATTT ATTATTAGAA GTATGCGGAC
CTGGTACATT TGAGG--AAG CGAGACC--- -ATTG----- -—--GAAAGGA GTA---TGAG CCACGTCATT ---AAATTGT G---GTAAGA -TACTTACTC
TCATTACAGG ACAAGTTGAA CGAATCC--- -TCAGTCTCA CACGGAAGGT GTAGTCCAAT TGATATCATC CA-AAACCGT ATTTGTAGTG -AAACTAAGT
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AAAAATGACC CATTTATATT CAGAAGAAAT CTCGAAAACG TTTTTTTTTT GAAAACCAAG AGAAGAATGC GCCTGAACAG TGATGCTTAT CGAGGTAATA
AATGAAGATT C----ACATC CAAAAACTGA TCACAAGGCG TA-------- GAAAGAACTG TGAACTG-—-=- —-—=——=————- TAATTCTTTC GGACG-----
AGAGAAGTTT CG---AGATC TCGTTGCCAT CCATAAAAAA AC--—-—-—-—-—-- GAAAACGCTG TCATGTAAAT CCGGGA---- TGCTGCTTGC AGACATAAAT
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-ATCGGCAAA CCGGCAAACT ----—---- GC CTGAATTGAA AAGTTCCGTC AAATCGGCAA ACCGACAACA CCCCTGGCAC AAATGATGGA CATACTGAGG
TAAAGACTTC AGGACTTAAC AATAAAACAA ATGCGTCCAG GAATTTTTGA AGCGGGTCTA GCCAATGTTT TTTTTCTTTT TCAAAATCCC TTTCTGTGAA
-ATTGGATAC TAG-CGGAAT ----—-—--——- ACTC-T--AC AAAT----- A ATGAG---AA ACCAAGACCT GATTTCACCT GAAAAGCTCT TCTCCGTGAA
AATCTATTTT TAA-CAGATT TGAGAGTGGA ATTCGT--AA GAAT----- C AGGAGCGAAA ATTAATGACA AATGACAGGT AGTGAGATGG AAAACTAGGA
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AAATGATGCC GTGAGATGAA GTCCCAAATT TAGAAAAGTT TCAAACATTG AAACAACACA TTTGAGGAAT AGGCTCTTCT TATTTTAGTA GCCAAGCAAC
GAAA-————- CT-——===== —————————= —-—-—-AAAAACA ACTGTCTT-- ---CACTTGA AATGAAG--—- —-————————= ————-— TGAAA ACAAAAAAGA
GAAGGTTCCT CT----=-=== —————————— -—--CAAAGTT TTGACCTT-- ---CAGTCCA ACTGAAGAGT --------- T TTCGATGGAA GTTGAAACAA
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C.ele=C. elegans; C.bri=C. briggsae; C.rem=C. remanei; C.bre=C. brenneri. All genomic sequences are available on Wormbase
(http://wormbase.org/). Alignment was carried out using BioEdit (Hall, 1999) ClustalW Multiple Alignment function and was edited
manually. All sequences terminate with the start codon of the unc-47 ortholog.
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