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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. a-helix: framed;
B-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:

o

a a a
GGLGGYMLGSAMSRPMIHFGNDWEDRYYRENMYRYPNQVYYRPVDQY SNONNEVHDCVNIT IKQHTVTTTTKGENFTE[TDVKY
a*

IMERVVEQMCVTQYQKES|QAY YDGRRSSSTVLFSSPPVILLISFLIFLIVG

a (PB):

(PB) a a

KKRPKPGGWNTGGGLGGYMLGSAMSRPMIHEFGNDWEDRYYREN! YRYPNQVYYR%VDQYSNQNWFVHDCVNITIKQHTVTTTT
a

a
[KGENFTE[T DVKMMERVVEQMCVTQYQKES|QAY YDGRRSSSTVLFSSPPVILLISFLIFLING

IDD114:
PGGNFTGGSRYPGQGSPGGNRYPPQOGGTWGQPHGGGWGQPHGGSWGQPHGGSWGOPHGGGWGQGGGTHNQWNKPSKPKTNMKH
MAGA

IDD133:
KKRPK/AAAPA—PGGNFTGGSRYPGQGSPGGNRY PPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQW
NKPSKPKTNMKHMAGAAAAGAVVGGLGGYMLGSAM

1DD209:

KKRPK/AAAPA—PGGNFTGGSRYPGQGSPGGNRY PPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQW
NKPSKPKTNMKHMAGAAPRKKRPKPGGWNTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGG
GWGQGGGTHNQWNKPSKPKTNMKHMAGA

IDDea:
KKRPK/AAAPA—PGGWNTGGSRYPGQGSPGGNRY PPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQW
a a

NKPSKPKTNMKHMAGAQNWFVHDCVNITIKQHTVTTTTNGENFTHTDVKMMERVVEQMCVTQYQKEQ

o°IDD:
a

a
QNWFVHDCVNITIKQHTVTTTTHGENFTﬂTDVKMMERVVEQMCVTQYQKESKKRPK/AAAPA—PGGWNTGGSRYPGQGSPGGN

RYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPKTNMKHMAGA

o IDD-IDD:

a a
QNWFVHDCVNITIKQHTVTTTTHGENFTHTDVKMMERVVEQMCVTQYQKESKKRPKPGGWNTGGSRYPGQGSPGGNRYPPQGG

TWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKPSKPKTNMKHMAGAAPRKKRPKPGGWNTGGSRYPGQG
SPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGOGGGTHNQWNKPSKPKTNMKHMAGA
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IDDe@IDD:
KKRPKPGGWNTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGOPHGGGWGQGGGTHNQWNKPSKPK
a a

TNMKHMAGAQMNFVHDCVNITIKQHTVTTTTK@ENFTEHDVKMMERVVEQMCVTQYQKESKKRPKPGGWNTGGSRYPGQGSPG

GNRYPPOGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGOGGGTHNQWNKPSKPKTNMKHMAGA

IDDIDDeq:

KKRPKPGGWNTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKP SKPK

TNMKHMAGAAPRKKRPKPGGWNTGGSRYPGQGSPGGNRYPPOGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGG
a

a
THNQWNKPSKPKTNMKHMAGAQNNEVHDCVNI TIKQHTVTTT TKIGENFTE[T DVKMMERVVEQMCVTQYQKES)|

IDD<B:
KKRPKPGGNFTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGHWGQGGGTHNQWNKPSKPK
TNMKHMAGAYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVY IMADKQKNGIKVNF
KIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITLGMDELYK

wp a a
ON[NFVHDCVNITIKQHTVTTTTKGENFTE[T DVKMMERVVEQMCVTQYQKES[YVQERTIFFKDDGNYKTRAEVKFEGDTLVNRI

ELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSA
LSKDPNEKRDHMVLLEFVTAAGITLGMDELYKAAAY PYDVPDYA

p

B
KKRPK/AAAPA-PGGNFTGGSRYGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEY NYNSHN
VYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITLG
MDELYKAAAYPYDVPDYA

Prion protein:
KKRPK/AAAPA—PGGWNTGGSRYPGQGSPGGNRYPPQGGTWGQPHGGGW%PPHGGSWGQPHGGSWGQPHGGGWGQGGG??NQW

NKPSKPKTNMKHMAGAAAAGAVVGGLGGYMLGSAMSRPMIHFGNDWEDRYYRENMYRYPNQVYYRPVDQYSNQONNEFVHDCVNTI
a a*
TIKQHTVTTTTKGENFTEHDVKMMERVVEQMCVTQYQKESDAYYDGRRSSSTVLFSSPP ILLISFLIFLIVG

Shadoo

MKGGRGGARGSARGGVRGGARGASRVRVRPAQRYGAPGSSLRVAAAGAAAGAAAGAAAGLAAGSGWRRAAGPGERGLEDEEDG
a

VPGGNGTGPGIYSYRAWT GKPI PNPLLGLDSTSGAGPTRGPRLCLV|LGGALGALGL|LRP

IDD114+Syn:
KKRPKPGGNEFTGGSRYPGOGSPGGNRYPPOGGTWGQPHGGGWGQPHGGSWGQPHGGSWGQPHGGGWGQGGGTHNQWNKP SKPK
TNMKHMAGADVFMKGLSKAKEGVVAAAEKTKQGVAEAAGKTKEGVLYVGSKTKEGVVHGVATVAEKTKEQVTINVGGAVVTGVT
AVAQKTVEGAGSIAAATGFVKKDQLGKNEEGAPQEGILEDMPVDPDNEAYEMPSEEGYQDYEPEA

IDD114¢Tau:
KKRPKPGGNFTGGSRYPGQOGSPGGNRYPPOGGTWGQPHGGGWGQPHGGSWGQPHGGSWGOPHGGGWGOGGGTHNQWNKP SKPK
TNMKHMAGAAEEAGNGDTPSLEDEAAGHVTQARMVSKSKDGTGSDDKKAKGADGKTKIATPRGAAPPGOKGOANATRIPAKTP
PAPKTPPSSGEPPKSGDRSGY
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