Table S1: List of synthesized peptides covering the entire sequence of DTx. (F3,F4,F5, F11,F12,F13 positive controls and

F9,F17 negative controls.

Spot|Sequence Spot{Sequence Spot|Sequence

Al |GSGSGMSRKLFASIL Bl |VLALKVDNAETIKKE Cl |[DKTKTKIESLKEHGP
A2 |MSRKLFASILIGALL B2 |VDNAETIKKELGLSL C2 |KIESLKEHGPIKNKM
A3 |FASILIGALLGIGAP B3 |TIKKELGLSLTEPLM C3 |KEHGPIKNKMSESPN
A4 |IGALLGIGAPPSAHA B4 |LGLSLTEPLMEQVGT C4 |IKNKMSESPNKTVSE
A5 |GIGAPPSAHAGADDV B5 |TEPLMEQVGTEEFIK C5 |SESPNKTVSEEKAKQ
A6 |PSAHAGADDVVDSSK B6 |EQVGTEEFIKRFGDG C6 |KTVSEEKAKQYLEEF
A7 |GADDVVDSSKSFVME B7 |EEFIKRFGDGASRWV C7 |EKAKQYLEEFHQTAL
A8 |VDSSKSFVMENFSSY B8 |RFGDGASRVVLSLPF C8 |YLEEFHQTALEHPEL
A9 |SFVMENFSSYHGTKP B9 |ASRVVLSLPFAEGSS C9 |HQTALEHPELSELKT
A10 |NFSSYHGTKPGYVDS B10 |LSLPFAEGSSSVEYI C10 [EHPELSELKTVTGTN
All |[HGTKPGYVDSIQKGI B11l |[AEGSSSVEYINNWEQ C11 [SELKTVTGTNPVFAG
Al2 |GYVDSIQKGIQKPKS B12 |SVEYINNWEQAKALS C12 [VTGTNPVFAGANYAA
Al3 |IQKGIQKPKSGTQGN B13 |NNWEQAKALSVELEI C13 [PVFAGANYAAWAVNV
Al4 |QKPKSGTQGNYDDDW B14 |AKALSVELEINFETR C14 |ANYAAWAVNVAQVID
Al5 |GTQGNYDDDWKGFYS B15 |VELEINFETRGKRGQ C15 [WAVNVAQVIDSETAD
Al6 |YDDDWKGFYSTDNKY B16 |[NFETRGKRGQDAMYE C16 [AQVIDSETADNLEKT
Al7 |KGFYSTDNKYDAAGY B17 |GKRGQDAMYEYMAQA Cl17 [SETADNLEKTTAALS
Al8 |TDNKYDAAGYSVDNE B18 |DAMYEYMAQACAGNR C18 [NLEKTTAALSILPGI
Al19 |DAAGYSVDNENPLSG B19 |YMAQACAGNRVRRSV C19 [TAALSILPGIGSVMG
A20 |SVDNENPLSGKAGGV B20 |CAGNRVRRSVGSSLS C20 [ILPGIGSVMGIADGA
A21 |NPLSGKAGGVVKVTY B21 |VRRSVGSSLSCINLD C21 |GSVMGIADGAVHHNT
A22 |KAGGVVKVTYPGLTK B22 |GSSLSCINLDWDVIR C22 |IADGAVHHNTEEIVA
A23 |VKVTYPGLTKVLALK B23 |[CINLDWDVIRDKTKT C23 [VHHNTEEIVAQSIAL
A24 |PGLTKVLALKVDNAE B24 |WDVIRDKTKTKIESL C24 |EEIVAQSIALSSLMV
D1 |QSIALSSLMVAQAIP E1l |SVNGRKIRMRCRAID F1

D2 |SSLMVAQAIPLVGEL E2 |KIRMRCRAIDGDVTF F2

D3 |AQAIPLVGELVDIGF E3 |CRAIDGDVTFCRPKS F3 |KEVPALTAVETGATN
D4 |LVGELVDIGFAAYNF E4 |GDVTFCRPKSPVYVG F4

D5 |VDIGFAAYNFVESII E5 |CRPKSPVYVGNGVHA F5 |GYPKDGNAFNNLDRI
D6 |AAYNFVESIINLFQV E6 |PVYVGNGVHANLHVA F6

D7 |VESIINLFQVVHNSY E7 |NGVHANLHVAFHRSS F7 |YDYDVPDYAGYPYDV
D8 |NLFQVVHNSYNRPAY E8 |NLHVAFHRSSSEKIH F8

D9 |VHNSYNRPAYSPGHK E9 |FHRSSSEKIHSNEIS F9 |QEVRKYFCV

D10 |NRPAYSPGHKTQPFL E10 [SEKIHSNEISSDSIG F10

D11 |SPGHKTQPFLHDGYA E11l [SNEISSDSIGVLGYQ F11 |[KEVPALTAVETGATN
D12 |TQPFLHDGYAVSWNT E12 |SDSIGVLGYQKTVDH F12

D13 |HDGYAVSWNTVEDSI E13 |VLGYQKTVDHTKVNS F13 |GYPKDGNAFNNLDRI
D14 |VSWNTVEDSIIRTGF E14 |KTVDHTKVNSKLSLF F14

D15 |VEDSIIRTGFQGESG E15 |TKVNSKLSLFFEIKS F15 |YDYDVPDYAGYPYDV
D16 |[IRTGFQGESGHDIKI E16 |KLSLFFEIKSGSGSG F16

D17 |QGESGHDIKITAENT E17 F17 |QEVRKYFCV

D18 |HDIKITAENTPLPIA E18 F18

D19 |[TAENTPLPIAGVLLP E19 F19

D20 |PLPIAGVLLPTIPGK E20 F20

D21 |GVLLPTIPGKLDVNK E21 F21

D22 |TIPGKLDVNKSKTHI E22 F22

D23 |LDVNKSKTHISVNGR E23 F23

D24 |SKTHISVNGRKIRMR E24 F24




Figure S1: Alignment of the primary structure of DTx [(1-C. diphtheria (Q6NK15), 2-C. ulcerans (AQA1Y0 HBBO) and 3-
C. pseudotuberculosis (WP_014654963.1)] showing in grey the epitopes (CB/DTx1-20) identified by Spot-synthesis.
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