Supplementary material 3: CLUSTAL multiple sequence alignment of intracellular TcSOD a) and extracellular TcSods b) with respective SODs

from other metazoan species.
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grey highlight = beta sheet, 3/10 helix & alpha helix
dark grey highlight = conserved region for ion binding



B)

TcSODb1l
TcSODb2
TcSODc

Homo sapiens EC-SOD

TcSODb1l
TcSODb2
TcSODc

Homo sapiens EC-SOD

TcSODb1l
TcSODb2
TcSODc

Homo sapiens EC-SOD

TcSODb1l
TcSODb2
TcSODc

Homo sapiens EC-SOD

TcSODb1l
TcSODb2
TcSODc

Homo sapiens EC-SOD

MFKLEFVLALCATATLATVEKA-———— === == - o oo oo
MFKLEFVLALCATATLATVEKA-———— === o oo oo oo
MFKSVVF-LCTLVTIKNVQSASMQTLAVRNALYQVPGLGNRPLI IKMYPGVENYQSDLYE

MLAL----LCSCLLLAAGASD----- AWTGEDSAEPNSDSAEWIRDMYAKVTE IWQEVMQ
* * %

———————————————— IVCLKSGD--IDGKITFTQTAEG------VQVEGVINGLPKGKH
———————————————— IVCLKSGD--IDGKITFTQTAEG------VQVEGVINGLPKGKH

VYAEPYTFDLRAASAVALIQGEGESAAKGEIVFFQRHPP---NGPILVRGNLTDLPPGKH

RRDDDGTLHAACQVQPSATLDAAQPRVTGVVLFROLAPRAKLDAFFALEGFPTEPNSSSR
. * . Kk ok .o

GEI: I :EKGALGDSCKDAGG: FNPDKKDI:(GAPEDAVR VG:LGNITADDKKVAHVNISDKI
GEI: I :EKGALGDSCKDAGG: FNPDKKDI:(GAPEDAVR VG:LGNITIADDKKVAHVNISDKI
GL:T:QSGDLRQGCDKLGP:FNPYLLQI:IGGPSDPVR VG:LGNIEVEEDGSVEENIADPL
ATI:V:QFGDLSQGCESTGP:YNPLAVP:I—-—-—== PQ PGYEGNFAVRDGSLWRYRAG--L

ek ek kK Kk . Kk * ke kK * e ek e kK e kKoo . .

IS-LNGEHSIIGRAVVV:EGEDDLGKGNFNDSKTTGHAGARLVCGVIGIASDGTETCPEG
IS-LNGEHSIIGRAVVV:EGEDDLGKGNFNDSKTTGHAGARLVCGVIGIA--—-—-=-—-——-—-—
LSIMGGPRGIVGRSIVISGNPDDLGRGGTAESLVNGDSGKPIACGVIAYIK--—-—--—-—-—
AASLAGPHSIVGRAVVV:AGEDDLGRGGNQASVENGNAGRRLACCVVGVCGPGLWERQAR

* K ekk ook *kkKk Kk * * ek « kK k.

PGNIAISTTGNYFLLFTGLYTLFLNLRF

underlined = cleavage site predicted by signalP4.0

bold = upper & lower rim

grey highlight = beta sheet, 3/10 helix & alpha helix
dark grey highlight = conserved region for ion binding



