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# tr|C7EST3|C7E5ST3_TOXGO Length: 336

# tr|C7E5T3|C7E5T3_TOXGO Number of predicted TMHs: 0

# tr|C7E5T3|C7E5T3_TOXGO Exp number of AAs in TMHs: 16.85296
# tr|C7E5T3|C7E5T3_TOXGO Exp number, first 60 AAs: 1.16787
# tr|C7EST3|C7E5T3_TOXGO Total prob of N-in: 0.03995
tr|C7E5T3|C7E5T3_TOXGO TMHHM2.0 outside 1 336

TMHMM posterior probabilities for tr| C7E5T3|C7E5T3_TOXGO
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Fig. (S1). Prediction of transmembrane helices in the SAG1 protein using the TMHMM Server v2.0. The plot shows the probability of
amino acid residues being located in transmembrane regions, inside, or outside the membrane. Proteins with an expected number of
amino acids in transmembrane helices (Exp number of AAs in TMHs) greater than 18 are considered likely transmembrane proteins.
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# WEBSEQUENCE

Length: 190

Number of predicted TMHs: 0

Exp number of AAs in TMHs: 17.50476

Exp number, first 60 AAs: 17.45996

Total prob of N-in: 0.64287

POSSIBLE N-term signal sequence
TMHMM2.0 outside 1 190
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Fig. (S2). Prediction of transmembrane helices in the GRA1 protein using the TMHMM Server v2.0.

# tr|D8L550|D8L550 TOXGO Length: 580

# tr
# tr

D8L550 |D8L550 TOXGO Number of predicted TMHs: 0
D8L550 |D8L550 TOXGO Exp number of AAs in TMHs: 1.25429

# tr|D8L550|D8L550_TOXGO Exp number, first 60 AAs: 1.24804
# tr|D8L550|D8L550_TOXGO Total prob of N-in: 0.06330
tr|D8L550|D8L550_TOXGO THHMM2.0 outside 1 580
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Fig. (S3). Prediction of transmembrane helices in the MIC4 protein using the TMHMM Server v2.0.
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SignalP-4.1 prediction (euk networks): SAG1,81-300
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# Measure Position Value Cutoff signal peptide?

max. C 26 0.150
max. Y 26 0.215
max. S 3 0.453
mean S 1-25 0.354
D 1-25 0.270 0.500 NO
Name=SAG1_181-300 SP="NO"' D=0.270 D-cutoff=0.500 Networks=SignalP-TM

Fig. (S4). Signal peptide prediction of the SAG1 protein using SignalP 4.1. The analysis shows the predicted N-terminal signal peptide
and cleavage site probability.

SignalP-4.1 prediction (euk networks): GRA141-180
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Position

# Measure Position Value Cutoff signal peptide?

max. C 25 0.528
max. Y 25 0.645
max. S 11 0.895

mean S 1-24 0.791
D 1-24 0.724 0.450  YES
Name=GRA1_61-180 SP="YES' Cleavage site between pos. 24 and 25: AYA-AE D=0.724 D-cutoff=0.450 Networks=SignalP-noTM

Fig. (S5). Signal peptide prediction of the GRA1 protein using SignalP 4.1. The analysis shows the predicted N-terminal signal peptide
and cleavage site probability.
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SignalP-4.1 prediction (euk networks): MIC4461-480
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# Measure Position Value Cutoff signal peptide?
6 0.291

max. C
max. Y 26 0.411
max. S 5 0.776
mean S 1-25 0.596
D 1-25 0.511 0.450 YES
Name=MIC4_361-480 SP 'YES' Cleavage site between pos. 25 and 26: AKA-HG D=@.511 D-cutoff=0.450 Networks=SignalP-noTM

Fig. (S6). Signal peptide prediction of the MIC4 protein using SignalP 4.1. The analysis shows the predicted N-terminal signal peptide
and cleavage site probability.



