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Supplementary Figure S4. Multiple sequence alignment of the 3 novel a-Enolase from Anoplocephala perfoliata
(Apa-Enolase-1, 2 and 3). Secondary protein structure prediction using the PSIPRED Protein Analysis Workbench
is presented below the alignment and comprises of 10 B-strands and 15 a-helices, highlighted in yellow and pink,
respectively. The 5 essential residues necessary for proper catalytic function are highlighted in green (Pancholi,
2001). The predicted N- and C-terminal Enolase domain profiles are indicated by blue- and red-boxes, respectively.



Rl B B R R e Rl SRR EERRY PP PP NN PR PR P IR R TRl R IR PP
410 420 430 440 450 460 470 480 490 500
Enolase C

Apa-Enolase-1 FKNPKADASS IIPGTKLADI FMEMIKKYPI VSIEDPFDQD DWDAWTQFTA KAGIQIVGDD LLVTNPERVK MATEKKACNA LLLKVNQIGS VTEAIQACOM
Apa-Enolase-2 FKNPETRKED WIPSEKMIEM LNSMVEKYPI VSIEDPFDQD DWNAWINYTN VAGIQIVGDD LTVTNPERVQ KAIDMKACNG LLLKVNQIGT VTEAIKACNM
Apa-Enolase-3 FKDPTRDFHN YYTSDKLIQL YNELLVKYPI ISIEDPFEQD DWKPWANFTN QSGIQIVGDD LTVTNIARVQ KAVKLSACNC LLLKVNQIGT FTEALAAAKL
AAP81756_Ovol_Enolase FKNPNSGKTQ WKTGDOMMN- FQSFIKEYPV VSIEDWFHED DWHNWPKGLA KTNIQIVGDD LTVPNPKRIA LAAEKKACNC LLLKVNQIGS VTESIDAANL
THD20548_Fhep_Enolase FKNPKSQASS WITSDAMADV YKKMMSTYPI VSIEDPFDQD DWPAWTKLTG ECKIQIVGDD LTVTNPLRVQ KAIDQKACNC LLLKVNQIGS VSESIKACKM
KAG5442501_Csin_Enolase FKNPNSPPNT WISSDALGDV YKSMISKYPI VSIEDPFDQD DWGAFAKLTG ETSIQIVGDD LTVTNPIRVQ EAINKKACNC LLLKVNQIGS VSESIQACKM
Q27877_Sman_Enolase FKNPHSAEST WLSPDAMANM YKOMISKFPI VSIEDPFDQD DWETWPKLTS STNIQIVGDD LTVTNPKRIK QATASKACNC LLLKVNQIGS LTESIEACKL
XP_012793992_Shae_Enolase FKNPHSAESA WLSPDAMTNV YKEMISKYPI VSIEDPVDQD DWETWPKLTA STNIQIVGDD LTVTNPKRIK KAISSKACNC LLLKVNQIGS LTESIEACKL
CDS37852_Emul_Enolase FKNPKAAASS IVSGSKLSDI YSEMISKYPI VSIEDPFDQD DWAAWTEFNA KAGIQIVGDD LTVTNPERVQ LATDRKACNA LLLKVNQIGS VTESIKACOM
ACY30465_Egran_Enolase FKNPKAAASS IVSGSKLSDI YSEMISKYPI VSIEDPFDQD DWAAWTEFNA KAGIQIVGDD LTVTNPERVQ OQATDRKACNA LLLKVNQIGS VTESIKACKM
CDS30005_Hmic_Enolase FKNPKAAASS IISGSDLAKI YKDMIHKYPI VSMEDPFDQD DWDAWTHFNA NAGIQIVGDD LTVTNPERVQ TAIDKKACNC LLLKVNQIGS VSESIKACKM
CDS26422_Hmic_Enolase FKEPKRDFHG FYDSDKLIQL YSQLLVKYPI VSIEDPFEQD DWTSWAKFTQ QSRIQIVGDD LTVTNPERMK KAMKLRACNC LSLKMNQVGT FSEALEATKL
CAA59331_Hsap_Enolase FKSPD-DPSR YISPDQLADL YKSFIKDYPV VSIEDPFDQD DWGAWQKFTA SAGIQVVGDD LTVTNPKRIA KAVNEKSCNC LLLKVNQIGS VTESLOACKL
NP_001020559_Mmus_Enolase FKSPD-DPSR YITPDQLADL YKSFVONYPV VSIEDPFDQD DWGAWQKFTA SAGIQVVGDD LTVTNPKRIA KAASEKSCNC LLLKVNQIGS VTESLQOACKL
ADQO0605_Asum Enolase FKNPNSDKSL WKTGDEMAEL YQTFIKEYPV VSIEDAFDQD DWGNWEKLMN NTHIQLVGDD LTVTNPKRIQ MAIEKKACNC LLLKVNQIGS VTESIEAAKL
AIZ75644_Hcon Enolase FKNPKSDPSK WLTGDQLAAL YQTFIKEYPV VSIEDAFDQD DWDNWGKLKA STNIQLVGDD LTVTNPKRIR LAIDKKSCNC LLLKVNQIGS VTESIEAAKL

AH359732:Tsol_Enolase FKNPAAAASS IVPGSKLAEI YLEMLSKYPI VSIEDPFDQOD DWAAWTAFNA KAGIQIVGDD

LTVTNPERVQ OATIDKKACNA

VTESIKACKM
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Enolase C

Apa-Enolase-1 SHAAGWGVMV SHRSGETEDS TIADIVVGLR TGQIKTGAPC RSERLAKYNQ LLRIEEELGA GAHYAGENFR NI

Apa-Enolase-2 AKEAGWGVMV SHRSGETEDC TIADLAVGLK TGQIKTGAPC RSERLAKYNQ LLRIEEELGL AASFAGENFR HPGLPDAVSK RELKILVTKQ GIKGVVC
Apa-Enolase-3 AQSEGWNVMV SHRSGETEDA TIADIVVGLN VGQIKAGAPC RSERLAKYNQ LLRIEEELKN YAVFAGENFK TILHPIK--- ---------- —-———-—-
AAP81756_Ovol_Enolase ARKNGWGVMV SHRSGETEDT FIADLVVGLA AGQIKTGAPC RSERLAKYNQ ILRIEEELGS AAVYAGQKFR NPDA.

THD20548_Fhep_Enolase AQEAGWGVMV SHRSGETEDN FIADLVVGLR TGQIKTGAPC RSERLAKYNQ LLRIEEDLGG AAKYAGENFR RI

KAG5442501_Csin_Enolase AQGAGWGVMV SHRSGETEDN FIADLVVGLR TGQIKTGAPC RSERLSKYNQ LLRIEEDLGS SAKYAGEKFR KI

Q27877_Sman_Enolase AQDSGWGVMV SHRSGETEDT FIADLVVGLC TGQIKTGAPC RSDRLAKYNQ LLRIEEELGT AAKYAGKNFR H.

XP_012793992_Shae_Enolase AQNAGWGVMV SHRSGETEDT FIADLVVGLC TGQIKAGAPC RSDRLAKYNQ LLRIEEELGA GAKYAGKNFR H

CDS37852_Emul_Enolase SRAAGWGVMV SHRSGETEDS TIADIVVGLR TGQIKTGAPC RSERLAKYNQ LLRIEEELGP KAVYAGEHFR NI

ACY30465_Egran_Enolase SRAAGWGVMV SHRSGETEDS TIADIVVGLR TGQIKTGAPC RSERLAKYNQ LLRIEEELGP KAVYAGEHFR NI

CDS30005_Hmic_Enolase SRAAGWGVMV SHRSGETEDS TIADIVVGLC TGQIKTGAPC RSERLAKYNQ LLRIEEELGS NARYAGENFR NI

CDS26422_Hmic_Enolase AQSQGWNIIV SHRSGETEDS TIADIAVGLN AGQIKTGAPC RSERLAKYNQ LLRIEEELKN DAKYAGEHFM KILHPIK--- ---------- —-———-—-
CAA59331 Hsap_Enolase AQANGWGVMV SHRSGETEDT FIADLVVGLC TGQIKTGAPC RSERLAKYNQ LLRIEEELGS KAKFAGRNFR NPLAK----- --------—-- ———————
NP_001020559_Mmus_Enolase AQSNGWGVMV SHRSGETEDT FIADLVVGLC TGQIKTGAPC RSERLAKYNQ ILRIEEELGS KAKFAGRSFR NPLAK----- ----—----—-- ——————-
ADQO0605_Asum Enolase SRSHGWGVMV SHRSGETEDT FIADLVVGLA TGQIKTGAPC RSERLAKYNQ LLRIEEELGP HAVYAGEKFR NI

AIZ75644_Hcon Enolase SRSNGWGVMV SHRSGETEDT FIADLVVGLA TGQIKTGAPC RSERLAKYNQ LLRIEEELGK DAVYAGONFR NI

AHB59732_Tsol_Enolase SRAAGWGVMV_SHRSGETEDS TIADIVVGLR IKTGAPC RSERLAKYNQ LLRIEEELGS KAVYAGEHFR NI
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Supplementary Figure S4-Continued 2. Multiple sequence alignment of the 3 novel a-Enolase from
Anoplocephala perfoliata (Apa-Enolase-1, 2 and 3). Secondary protein structure prediction using the PSIPRED
Protein Analysis Workbench is presented below the alignment and comprises of 10 B-strands and 15 a-helices,
highlighted in yellow and pink, respectively. The 5 essential residues necessary for proper catalytic function are
highlighted in green (Pancholi, 2001). The predicted N- and C-terminal Enolase domain profiles are indicated by
blue- and red-boxes, respectively.



