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TABLE S1. Primary and secondary structure of constructs. 

Primary and secondary structure of proteins used in this study in FASTA-like format. α-helix: framed; 

β-strand: bold and labeled in grey; epitope tag: italic and light grey, asterisk: secondary structure based 
on Jpred 4 prediction. 

 
Signal peptides: 

PrP: MANLGYWLLALFVTMWTDVGLC 

pelB: MKYLLPTAAAGLLLLAAQPAM 

dsbA: MKKIWLALAGLVLAFSASA 

kre5p: MRLLALVLLLLCAPLRA 

Shadoo: MNWAPATCWALLLAAAFLCDSGAA 

 
Primary and secondary structures of the constructs without signal peptide: 

α: 

GGLGGYMLGSAMSRPMIHFGNDWEDRYYRENMYRYPNQVYYRPVDQYSNQNNFVHDCVNITIKQHTVTTTTKGENFTETDVKM

MERVVEQMCVTQYQKESQAYYDGRRSSSTVLFSSPPVILLISFLIFLIVG 

 

α (PB): 

KKRPKPGGWNTGGGLGGYMLGSAMSRPMIHFGNDWEDRYYRENMYRYPNQVYYRPVDQYSNQNNFVHDCVNITIKQHTVTTTT

KGENFTETDVKMMERVVEQMCVTQYQKESQAYYDGRRSSSTVLFSSPPVILLISFLIFLIVG 

 

IDD114: 

PGGNFTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPKTNMKH

MAGA 

 

IDD133:  

KKRPK/AAAPA―PGGNFTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQW

NKPSKPKTNMKHMAGAAAAGAVVGGLGGYMLGSAM 

 

IDD209:  

KKRPK/AAAPA―PGGNFTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQW

NKPSKPKTNMKHMAGAAPRKKRPKPGGWNTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGG

GWGQGGGTHNQWNKPSKPKTNMKHMAGA 

 

IDD•α: 

KKRPK/AAAPA―PGGWNTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQW

NKPSKPKTNMKHMAGAQNNFVHDCVNITIKQHTVTTTTKGENFTETDVKMMERVVEQMCVTQYQKES 

 

α•IDD: 

QNNFVHDCVNITIKQHTVTTTTKGENFTETDVKMMERVVEQMCVTQYQKESKKRPK/AAAPA-PGGWNTGGSRYPGQGSPGGN 

RYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPKTNMKHMAGA 

 

α•IDD•IDD: 

QNNFVHDCVNITIKQHTVTTTTKGENFTETDVKMMERVVEQMCVTQYQKESKKRPKPGGWNTGGSRYPGQGSPGGNRYPPQGG

TWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPKTNMKHMAGAAPRKKRPKPGGWNTGGSRYPGQG

SPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPKTNMKHMAGA 
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IDD•α•IDD: 

KKRPKPGGWNTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPK

TNMKHMAGAQNNFVHDCVNITIKQHTVTTTTKGENFTETDVKMMERVVEQMCVTQYQKESKKRPKPGGWNTGGSRYPGQGSPG

GNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPKTNMKHMAGA 

 

IDD•IDD•α: 

KKRPKPGGWNTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPK

TNMKHMAGAAPRKKRPKPGGWNTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGG

THNQWNKPSKPKTNMKHMAGAQNNFVHDCVNITIKQHTVTTTTKGENFTETDVKMMERVVEQMCVTQYQKES 

 

IDD•β: 

KKRPKPGGNFTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPK

TNMKHMAGAYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNF

KIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITLGMDELYK 

 

α•β (HA):  

QNNFVHDCVNITIKQHTVTTTTKGENFTETDVKMMERVVEQMCVTQYQKESYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRI

ELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSA

LSKDPNEKRDHMVLLEFVTAAGITLGMDELYKAAAYPYDVPDYA 

 

β (HA): 

KKRPK/AAAPA-PGGNFTGGSRYGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEY NYNSHN 

VYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITLG

MDELYKAAAYPYDVPDYA 

 

Prion protein: 

KKRPK/AAAPA―PGGWNTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQW

NKPSKPKTNMKHMAGAAAAGAVVGGLGGYMLGSAMSRPMIHFGNDWEDRYYRENMYRYPNQVYYRPVDQYSNQNNFVHDCVNI

TIKQHTVTTTTKGENFTETDVKMMERVVEQMCVTQYQKESQAYYDGRRSSSTVLFSSPPVILLISFLIFLIVG 

 

Shadoo (V5): 

MKGGRGGARGSARGGVRGGARGASRVRVRPAQRYGAPGSSLRVAAAGAAAGAAAGAAAGLAAGSGWRRAAGPGERGLEDEEDG

VPGGNGTGPGIYSYRAWTGKPIPNPLLGLDSTSGAGPTRGPRLCLVLGGALGALGLLRP 

 

IDD114•Syn: 

KKRPKPGGNFTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPK

TNMKHMAGADVFMKGLSKAKEGVVAAAEKTKQGVAEAAGKTKEGVLYVGSKTKEGVVHGVATVAEKTKEQVTNVGGAVVTGVT

AVAQKTVEGAGSIAAATGFVKKDQLGKNEEGAPQEGILEDMPVDPDNEAYEMPSEEGYQDYEPEA 

 

IDD114•Tau: 

KKRPKPGGNFTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPK

TNMKHMAGAAEEAGNGDTPSLEDEAAGHVTQARMVSKSKDGTGSDDKKAKGADGKTKIATPRGAAPPGQKGQANATRIPAKTP

PAPKTPPSSGEPPKSGDRSGY 
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