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Supplementary Fig. 1. Sequence alignment of profilins that could cross-react with Hev b 8.
Sequence alignment 15 was performed using the PRALINE servers’,
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Supplementary Fig. 2. BLI adjustments for the Fab/IgE 2F5 with rHevb 8. a) BLI fitting using
a 1:1 model as implemented in the BLI OCTECT software, with a 1:1 global fitting b) BLI
fitting using GRAPHPAD PRISMA 8 considering NSB=0.
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WQAYVDDHLMCEIEGNHLSAAAIIGQDGSVWAQSANFPQFK
SEEITGIMSDFHEPGTLAPTGLYIGGTKYMVIQGEPGAVIR
GKKGPGGVTVKKTNQALIIGIYDEPMTPGQCNMIVERLGDY
LIDQGY

Zea m 12
MG s s [EEEEES s 6 ERGSENLYFQ[G

MSWQAYVDDHLLCDIEGQHLSAAAIV SVWAQSENFPE
LKPEEVAGMIKDFDEPGTLAPTGLFVGGTKYMVIQGEPGVV
IRGKKGTGGITIKKTGMSLIIGIYDEPMTPGQCNMVVERLG
DYLIEQGF

Supplementary Fig. 3. SDS-PAGE under reducing conditions shows the heavy and light
chains. a) Purified IgE 2F5; b) Purified Fab/IgE 2F5 under reducing conditions (R) and non-
reducing conditions (NR). ¢) Purified profilins. d) rHev b 8 and rZea m 12 whole constructions
that contain at the N-terminal region a Histidine tag (red), a Thrombin cleavage site (blue), a T7
tag (green), an enterokinase cleavage site (purple in Hev b 8), and a TEV site (gray in Zea m 12).



