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Cbr-sNA-1 1 K{eJI\DNA S N)JOI4p AN A DRDLRARL
Cre-SNA-1 1 K{eJI):\DNA TN)JOI4If N A DRDLRARL
Hco-SNA-1 1 I\KFEKWKES) KEFEKK
Asu-SNA-1 1 J¥K F E KWK\ A G\yK|H0 0
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Cel-SNA-1 59
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Cre-SNA-1 59
Hco-SNA-1 60 L\KVAALVQS

010 IANGANEIIWETMOQERHN
AQINTIO IANTAPYEIIY)JSIANOGIIL N
Ao/t HIANGANIESIY O SIKAOGIION
LMIALF T VHEMIDINS AT HC VI ENjERK

Asu-SNA-1 61 RQ----LIE LEWIYTMTERSNO SIPFIJAIRAS AJYK R
Bma-SNA-1 61 RQ----LIE ILY MTE OISR AFIJAIRASALOK
Llo-SNA-1 61 RQ----LIE ILLY MTE OISR YF|JAIRASALOK
Cel-SNA-1 114 FKA-NPPQP)Yf----- EQMPRSQYYPSFA -------------------- SEIP Y G)4ALN L0 ViY
Cbr-sSNA-1 114 FKM-KPTKP)Y----- FOMTRPOYYIFV I - e e e e e e e e e e e e e e e e AYE\APOWYA
Cre-SNA-1 114 HKL-NPPKP)Y----- EOMARTEY|ZCF - - - - e e e e e e e e m e CISIR@4SYINAPQOST
Hco-SNA-1 120 ABT-GELD{S----KLLVSAS[O{H|FWVI - - - - - - - —— - ——— -~ P PQYYHPMGTASHA——

Asu-SNA-1 117 I[TNGDVR[AYGAYRS){--TSTV){S|iGTVHSY--QQ0OYAS-TAVAIKPAARIRIATIRQETS
L

Bma-SNA-1 117 FAYGEAR[ASIYQA){AASAAS)AIFNXNROYPSQIQYSNPKTLOQIANPE):§:4e/ATRSD\YL
Llo-SNA-1 117 V[JAYDEAR[JASIYQA){AASAAS)AIZNTNROQYPSQIQYSSIKTLRiYSNPI:IR{/AMRSD\Y

Cel-SNA-1 148 SN-VPVYRPVLPTIITLP-—--—--—- e — e ———— KAVERASF OKK-TGA| S8} 3
Cbr-SNA-1 148 PPTVPVFTIPENIITLO-----—-—-————————————— TGAIB )
Cre-SNA-1 148 VS-VPAYPSVESVVNVQ-—- - m e e e e e —— — RP SPERDYQKK—EGAPFRDFS

Hco-SNA-1 158 ---GLTLHTVPETAVTWATTAAP ASSAYRPPSPVRDY)UNP\ZEIIPFRDF S
Asu-SNA-1 172 IGNGALKEPYERVAVASASSAVTAETNWKVEEPLRKS)P$3DLIAUKDIIR -
Bma-SNA-1 177 I--DVTKRISYDRLVGATTGDELT A

Llo-SNA-1 177 I--DVTKEISYDRLLGATKGDELS

Cel-SNA-1 186 V-
Cbr-sSNA-1 187 V-
Cre-SNA-1 186 V-
Hco-SNA-1 205 [9-
Asu-SNA-1 231 [§T
Bma-SNA-1 224 [T
Llo-SNA-1 224 [T

Supplementary Figure 1. Multiple sequence alignment of SNA-1 homologues.
Arrows indicate the residues affected by the two sna-1 mutations, and the nature of the
resultant nonsense mutation. Residues conserved in more than 50% of the sequences
are shaded (counter shading indicating identity and grey shading indicating similarity).
Species key: Asu - A. suum; Bma - B. malayi; Cbr - C. briggsae; Cel - C. elegans; Cre - C.

remanei; Hco - H. contortus; Llo - L. loa.



acggctcgattaaaattaaaattaaaattatcgaacggctcgattaaaattaaaattaaaat
tatcgaacggctcgattaaaattaaaattaaaattatcATGttttcaggaccggtagaaaaa
GCTagtaaaggagaagaacttttcactggagttgtcccaattcttgttgaattagatggtga
tgttaatgggcacaaattttctgtcagtggagagggtgaaggtgatgcaacatacggaaaac
ttacccttaaatttatttgcactactggaaaactacctgttccatgg
ccaacacttgtcactactttctgtta
tggtgttcaatgcttctcgagatacccagatcatatgaaacggcatgactttttcaagagtyg
ccatgcccgaaggttatgtacaggaaagaactatatttttcaaagatgacgggaactacaag
acac gtgctga
agtcaagtttgaaggtgatacccttgttaatagaatcgagttaaaaggtattgattttaaag
aagatggaaacattcttggacacaaattggaatacaactataactcacacaatgtatacatc
atggcagacaaacaaaagaatggaatcaaagtt
aacttcaaaattagacacaacattgaagatggaagcgttc
aactagcagaccattatcaacaaaatactccaattggcgatggccctgtceccttttaccagac

aaccattacctgtccacacaatctgccctttcgaaagatcccaacgaaaagagaga

|ggtccttcttgagt{ﬁgtaacagctgctgggat{%cacatqqcatqqatqaactatbcaaat
ag

Supplementary Figure 2. Sequence of the gfp reporter gene with outron. The original gfp
start codon converted to GCT is shown in capital letters. The new ATG initiation codon is shown
in red capital letters and is followed by a trans-splice site (underlined). Intron sequences are
printed in grey. Arrows indicate positions of the primers for the detection of outron gfp mRNA

(green) and of internal gfp mRNA sequence (blue).



Target

Primer 1

Primer 2

smn-1 CCGCTCTAGAACTAGTGCGACATGGA | CGGTGGATCCACTAGTCGGGAGGAATGGA
GGTAGACGAT GTGAGAA

smi-1 CCGCTCTAGAACTAGTGATCAAGAAG | CGGTGGATCCACTAGTAAAACAACGCGGA
CCTGTCTCGG GAAGGAG

icln-1 CCGCTCTAGAACTAGTTGAAGTCAGC | CGGTGGATCCACTAGTCACGGGTCAATAAC
CAGCCAACT AACATGGA

F23F1.5 CCGCTCTAGAACTAGTAAGCTGCAGA | CGGTGGATCCACTAGTACCCAAAACGGTCC
ACAACAAGCA AAAACT

snr-1 CCGCTCTAGAACTAGTTTCATGAGGC | CGGTGGATCCACTAGTATCTTACAGGGAAA
CGAAGGTCACA TCTCCGAAACC

snr-2 CCGCTCTAGAACTAGTCCAACGCCTC | CGGTGGATCCACTAGTCGAAGATTGGTGG
AAGATGACTATC GTGATGG

snr-3 CCGCTCTAGAACTAGTTAGAAAAATG | CGGTGGATCCACTAGTATTGAAGAAATTT
AAGTTGGTCAGATTCC ATAGAGATCAGAACG

snr-4 CCGCTCTAGAACTAGTAGCCAAACCC | CGGTGGATCCACTAGTCATTGAAACGAAAC
CGTTCAGAGATG AACAGGGTGAAC

snr-5 CCGCTCTAGAACTAGTAATGTCCGCA | CGGTGGATCCACTAGTGATAATTATAATT
GTTCAACCAG TATTGATTAAGAATGTGC

snr-6 CCGCTCTAGAACTAGTGAAAGCTCAA | CGGTGGATCCACTAGTTTAGGCTTCTTGTT
CAAAGTGATGGTTCAG GGGCGG

snr-7 CCGCTCTAGAACTAGTAAAATGAGTA | CGGTGGATCCACTAGTGAGTTTCCGCGAAT
AGACACATCCACCAG GACAG

Ism-1 CCGCTCTAGAACTAGTGCCCGATCCC | CGGTGGATCCACTAGTATTCATGCATCGTG
TATTTACCC TTCTTCTG

gut-2 CCGCTCTAGAACTAGTATGCTGTTCT | CGGTGGATCCACTAGTCGTGGATTTACTGT
TCTCATTCTTCA TTTGCC

Ism-3 CCGCTCTAGAACTAGTGGCCACCGAA | CGGTGGATCCACTAGTAATGATGACGATG

AAGAAAGAAG

AATTAGGATGC




Ism-4

CCGCTCTAGAACTAGTATGGTGTTGC
CACTTTCTCTTCT

CGGTGGATCCACTAGTCGTCCTCCTCGTCC
ACCA

Ism-5 CCGCTCTAGAACTAGTCCATGGCAAC | CGGTGGATCCACTAGTTTAAATCTCTGGTC
CTCAACATC CTTCTCCTC

Ism-6 CCGCTCTAGAACTAGTGAAAATGAGC | CGGTGGATCCACTAGTTTATTTCGTCGATG
AAACGACAGAATC TGGAGATGT

Ism-7 CCGCTCTAGAACTAGTGAAAGACGAA | CGGTGGATCCACTAGTTTATTCTTCTTCCT
GGAAAACGAAAG GGGTTGC

Ism-8 CCGCTCTAGAACTAGTAATATGACTT | CGGTGGATCCACTAGTTGTGGAAATTATT
CAACTCTAGATGCGTA GGGGAATC

K07A1.15 | CCGCTCTAGAACTAGTGACTCGAATC | CGGTGGATCCACTAGTCTGTTTCTGATCAA
TGGATGTGGTGC GTCGCCG

M142.5 CCGCTCTAGAACTAGTTTCGACACGA | CGGTGGATCCACTAGTGCCACAATAGCTCC
CTCGCAAGGTT AATAGTGAAATC

C48H3.4 CCGCTCTAGAACTAGTGAAGGGGTCG | CGGTGGATCCACTAGTGAACAGTTTCCGTA

AAGGAAATAGTG

ACATCTTTCATC

Supplementary Table S1. Primers for the amplification of targets for RNAi feeding vector

production. Sequences derived from pPD129.36 and included for In-Fusion cloning are

underlined.




qPCR assays

Target Primers Primer location! Similarity to E. coli4 UPL probe Amplicon | Efficiency B R2
(sequence) Length

Outron TAAAATTATCATG | gfp reporter (supplementary | no primer binding sites 9 147 bp 1.982 0.957
gfp mRNA | TTTTCAGGAC Figure 2) (TGGTGATG)

GTTGCATCACCTT | gfp reporter (supplementary | no primer binding sites

CACCCTC Figure 2)
Internal CCACATGGTCCTT | gfp reporter (supplementary | no primer binding sites 3 62 bp 1.969 0.955
gfp mRNA | CTTGAGTTT Figure 2) (CTGCTGGG)

ATAGTTCATCCAT | gfp reporter (supplementary | no primer binding sites

GCCATGTGTA Figure 2)
Outron- TATATTTCTTGTG | chrlll: 6206726-6206751 no primer binding sites 46 140 bp 1.932 0.993
rps-3 TTTTGTTCGGATT (ATGGCTGC)
mRNA ACGGCCTTCTTCT | chrlll: 6206846-6206865 no primer binding sites

TCTTGGT
Internal TCCTTCCAAAGGA | chrlll: 6207842-6207861 no primer binding sites 63 62 bp 1.967 0.993
rps-3 ACCACAC (AGGAGGA)
mRNA TGCTGGGACTTGA | chrlll: 6207884-6207903 no primer binding sites

ACATCCT

Supplementary Table S2. gPCR assays were designed using the Universal Probe Library Assay Design Centre (Roche). A BLAST searches were done
at NCBI against Caenorhabditis elegans (taxid:6239) , Escherichia coli K-12 (taxid:83333) and OP50 (taxid:637912). No E. coli sequences with 275%
sequence identity were found, and primers, and primer combinations, were specific for gfp and rps-3 mRNA. Each primer pair was tested on serial

template dilutions. 10-fold serial dilutions ofLP6 plasmid (covering a range from 0.1 ng/ul to 1 fg/pl) were used for primers detecting the gfp

reporter mRNA, and 10-fold serial dilutions of N2 genomic DNA (covering a range from 70 ng/ul to 70 fg/ul) for primers detecting rps-3 mRNA. Cq
values of the dilution series were plotted in Microsoft Excel and used for linear regression curve fitting. The qPCR primer Efficiency (® was calculated
from the resulting slope according to the equation: E = (10[-1/slopel). R2 calculated for the linear regression is also show.




PCR assays

Target Primers Primer location Amplicon Length
(genomic DNA/cDNA)
act-1, CGTGGTTACTCTT | chrVv:11,081,709-11,081,735 act-1: 562/510 bp
act-2, TCACCACCACCGC | ¢hrv:11,077,468-11,077,494 act-2: 561/510 bp
act-3 T chrv:11,072,581-11,072,607 act-3: 563/509 bp

GGACTCGTCGTAT | chrV:11,082,244-11,082,270
TCTTGCTTGGAGA | chrv:11,076,934-11,076,959
T chrV:11,072,045-11,072,071

dab-1 TATGGACGCATT | chrll:8,228,308-8,228,326 228/100 bp
GGTTGGT

CGACATGGAGTT | chrll:8,228,515-8,228,535
CAGAGAAGC

Supplementary Table S3. PCR assays. The PCR assay for the detection of actin transcripts has
been described elsewhere (1).
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