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Table S1  Construct generation information for HsfPD1-GCN4

PD1-GCN4

Source organism  Haemophilus influenzae
DNA source pET16b-hsf 1 - 2414

Forward primer GCGCGTATTAAAAAACTGATTGTGGACTTTGTTAGTGGAGATAAA

Reverse primer CAATTTTATCTTCAATCTGTTTCATGTCTAGTTTTAAGCCATCAGCCAC

Cloning vector pIBA-GCNA4tri-Hiss
Expression vector pIBA-GCN4tri-Hiss
Expression host Escherichia coli BL21*

MKQIEDKIEEILSKIYHIENEIARIKKLIVDFVSGDKDTTSVTVESKDNGKRTE
VKIGAKTSVIKDHNGKLFTGKELKDANNNGVTVTETDGKDEGNGLVTAKA
VIDAVNKAGWRVKTTGANGQNDDFATVASGTNVTFADGNGTTAEVTKAN
DGSITVKYNVKVADGLKLDMKQIEDKIEEILSKIYHIENEIARIKKLIKLHHHH
HH
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Xaks kk sk K kK sk Kk kkkkkkkkkkkkk K kk KKk ok Kk ok Kk kK kk Kk ok KKk
Hial61-1098 KTDVELPLTQIYNTDANGKKITKVVKDGQTKWYELNADGTADMTKEVTLGNVDSDGKKVV
Hsf1484-2413 KTDVELPLTQIYNTDANGNKI---VKKADGKWYELNADGTAS-NKEVTLGNVDANGKKVV
Xk kK kK ok k ok Kk ok Kk k Kk s Kk Xk s kkkkkkkkkkk | Kkkkkkkkks o kkKkk*
Hial61-1098 K---DNDGKWYHAKADGTADKTKGEVSNDKVSTDEKHVVSLDPNDQSKGKGVVIDNVANG
Hsf1484-2413 KVTENGADKWYYTNADGAADKTKGEVSNDKVSTDEKHVVRLDPNNQSNGKGVVIDNVANG
* S KRk kkk Kk kA k kK KKK KKK KKKk hkKk KhkK s kk s kk Kk kKK kKKK K
Hial61-1098 DISATSTDAINGSQLYAVAKGVTNLAGQVNNLEGKVNKVGKRADAGTASALAASQLPQAT
Hsf1484-2413 EISATSTDAINGSQLYAVAKGVTNLAGQVNNLEGKVNKVGKRADAGTASALAASQLPQAT
s KRk Kk kK Kk k kK ok kK ok kK ok kK ok kK Kk Kk kK K ok kK ok kK ok ok K ok kK Kk K Kk kK K ok ok K ok kK Kk K
Hial61-1098 MPGKSMVAIAGSSYQGONGLAIGVSRISDNGKVIIRLSGTTNSQGKTGVAAGVGYQW
Hsf1484-2413 MPGKSMVAIAGSSYQGONGLAIGVSRISDNGKVIIRLSGTTNSQGKTGVAAGVGYQW

Figure S1 MUSCLE sequence alignment of shared regions in Hia (Hial61-1098) and Hsf
(Hsf1484-2413), demonstrating 72% sequence identity (identical residues, red/asterisk; strongly

similar residues, colon; weakly similar residues, full stop).

N-TERMINUS ———-DFVSGDKDTTSVTVESKDNGKRTEVKIGA
C-TERMINUS TNVTFADGNGTTAEVT---KANDGSITVKYNV

* * . * e kK *  *x * %

Figure S2 MUSCLE sequence alignment of 29 N- and C-terminal residues of HsfPD1
demonstrating 31% sequence identity (annotation as in Supplementary Fig. S1).
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Figure S3 Electron density maps of HsfPD1 after refinement. Representative presentations of 2F-
F. electron density maps of (a) overall chain D and various regions within chain D: (b) amino acids
Vall677 — Alal698, (c) C-terminus (Asp1730 — Alal743) and (d) N-terminus (Met1607 — Ser1623).

All maps are contoured at 1c.

Figure S4 Crystals of PD1.



