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Figure S1. (a) Interaction energies (IE) and (b) an interacting structure between ZZ3_II and
FtsZ residues.
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Figure S2. (a) Interaction energies (IE) and (b) an interacting structure between ZZ3_III and
FtsZ residues.
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Figure S3. (a) Interaction energies (IE) and (b) an interacting structure between ZZ3_IV and
FtsZ residues.
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Figure S4. (a) Interaction energies (IE) and (b) an interacting structure between ZZ3_V and
FtsZ residues.
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Figure S5. (a) Interaction energies (IE) and (b) an interacting structure between ZZ3_VI and
FtsZ residues.
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Figure S6. (a) Interaction energies (IE) and (b) interacting structures between ZZ3_VII and

FtsZ residues.
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Figure S7. (a) Interaction energies (IE) and (b) an interacting structure between ZZ3_VIII
and FtsZ residues.
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Figure S8. (a) Interaction energies (IE) and (b) an interacting structure between
773 IX and FtsZ residues.
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Figure S9. (a) Interaction energies (IE) and (b) an interacting structure between
773 Xl and FtsZ residues.
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Figure S10. (a) Interaction energies (IE) and (b) an interacting structure between
773 XII and FtsZ residues.

(a)

5
_ 0 = | _J_,I--l,||1 Ihl--lallﬂ,,[,-_l.llr_.||PLIL|I||H‘F_||||...i__||v.
©
§ -5
E
E -10 Met163
y Gly164
Aspl65
-20
1 51 101 151 201 251 301

Amino acid residues of FtsZ



(b)

Met163  GIV164_ 167 100p

773 XIII

mmmmmm - electrostatic
______ : H-bonding

Figure S11. (a) Interaction energies (IE) and (b) an interacting structure between
773 XIII and FtsZ residues.
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Figure S12. (a) Interaction energies (IE) and (b) an interacting structure between
773 XIV and FtsZ residues.
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Figure S13. (a) Interaction energies (IE) and (b) an interacting structure between
773 XV and FtsZ residues.



