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1 Growth

Vibrio cholerae, Vibrio harveyi and Pichia pastoris growth depends on their
growth rate and their concentration. To account for the lag phase, we assumed

no growth during a first period.

1.1 Vibrio cholerae

Vgrowth,VC = Hve- [VC]W

t<tive; pye=0h""
t>tve; Wve = UMAX, Ve

o [Vclw: Vibrio cholerae concentration in water (cell/L)
e vy Vibrio cholerae growth rate (s~1)

o &1 ve: Vibrio cholerae lag time (s)

1.2  Vibrio harvey:

‘/growth,Vh = HVh* [Vh]D

t<tyvn; pvn=0h"!
t 2>t vh; Bvh = UMAX,Vh
e [Vh|p: Vibrio harveyi concentration in the device (cell/L)
o jyp: Vibrio harveyi growth rate (s—1)

o t; v Vibrio harveyi lag time (s)



1.3 Pichia pastoris
‘/gro’wth,Pp = MKpPp - [PP]D

t<tipp; ppp=0 ht
t >t pp; Pp = LMAX,Pp

e [Pp|p: Pichia pastoris concentration in the device (cell/L)
e Lpp: Pichia pastoris growth rate (s—1)

e t; pp: Pichia pastoris lag time (s)

2 Death

Vibrio cholerae, Vibrio harveyi and Pichia pastoris death depends on their
death rate with the antimicrobial peptides (AMP) and their concentration. This
process is modeled by a Michaelian model ruled by the cells IC50 with respect
to AMP and on the antimicrobial peptides concentration in the compartment.

2.1 Vibrio cholerae
v _ [AMP]W
death, Ve = TAMPlw + I1C50 v,

ki, ve - [Velw

e [AM P]w: antimicrobial peptides concentration in water (mol/L)
® ki ve: Vibrio cholerae death rate with peptides (s™!)

e JC50y,.: IC50 value of the antimicrobial peptides, for Vibrio cholerae
(mol/L)

2.2 Vibrio harvey:

[AMP]p

ea = kz : h
Vdeath, vh [AMPlp + IC50v kit vh - [ VhD

e [AM P]p: antimicrobial peptides concentration in the device (mol/L)
® ki, vn: Vibrio harveyi death rate with peptides (3_1)

e [C50yy: ICH0 value of the antimicrobial peptides, for Vibrio harveyi
(mol/L)



2.3 Pichia pastoris

[AMP]p

Vea - -k % - | P
death,Pp [AMP]D+IC5OPP kill,Pp [ p]D

® ki pp: Pichia pastoris death rate with peptides (s™!)

e /C50py: IC50 value of the antimicrobial peptides, for Pichia pastoris
(mol/L)

3 CAI-1 transfer

Initial CAI-1 concentration is high in the presence of Vibrio cholerae, thus there
is no need to calculate the kinetics of CAI-1 production. CAI-1, initially in
water, can freely diffuse through the membrane. A passive diffusion model is
used for this process.

Viirr.car-iw—p = K.([CAI-1lw — [CAI-1]p)
e [CAI-1]y: CAI-1 concentration in water (mol/L)

e [CAI-1]p: CAI-1 concentration in the device (mol/L)

e K: transfer coefficient through the membrane (s=1)

4 CqgsS - CAI-1 complexation

4.1 CqgsS* concentration

The CgsS* concentration is obtained approximating the number of protein per
cell, using the Vibrio harveyi concentration and the Avogadro number.

[CqsS*]p = (Number of CqsS*/cell). [‘;\];]D
A

e [CqsS*|p: concentration of the CqsS* protein in the device (mol/L)
e Number of CqsS*/cell: number of CqsS* proteins per Vibrio harveyi cell

e N4: Avogadro number (mol~1)

4.2 Complexation
CAL-1 + CgsS* == CqsS*-CAI-1



Assuming kinetics of CqsS*-CAI-1 complexation is fast compared to the rest
of the system, we assumed that the free and complexed forms are at equilibrum.

Vcomplexation = Vdissociation
kl.[CAI—l]D.[CQSS*]D = k2. [CqSS*—CAI—l]D

[CAI—l]D.[CQSS*]D
Keq7Cqu*—CAI—1
With Keq,Cqu*—CAI—l = k2/k1

[CqsS*-CAI-1l]p =

e ki: velocity constant of dissociation (L.mol~t.s71)
e ky: velocity constant of complexation (s~1)

o K4 cgsscar1: equilibrum constant of the CgsS*-CAI-1 complexation
(mol/L)

5 ALS production

The production of the ALS enzyme from the ALS gene is divided into two steps:
transcription (after activation) and translation.

ALSDNAJnactivated — ALSDNA — ALSRNA — ALS

protein

5.1 Activation

The ALS gene is activated. This is modeled using a Michaelian formalism
depending on its activator (CqsS*-CAI-1 complex) concentration. The promoter
strength is also taken into account.

[CqsS*-CAI-1]p
Ka7cqu*-CAI—1 + [CQSS*—CAI—I]D '

ALSpNajcet = ALSDN A0/ cell- kp.aLs

ALSpNa,0/cen: total number of ALS DNA per cell

ALSppN a/cen: number of activated ALS DNA per cell

o K, cgss*-car1: activation constant of the CqsS*-CAI-1 complex (mol/L)

kp,ars: ALS promoter influence



5.2 Transcription

The ALS gene is transcribed into mRNA. The ALS transcription depends on the
transcription rate of the strain and the length of the ALS gene. The Avogadro
number is used to express the transcription velocity in molar concentration in
one cell per time unit.

ALSDNA/cell . ktranscript,Vh . (RNA polymerase/gene)
DNA length.Na . Vintraceii,vh

‘/transcription,ALS/cell =

e ALSpna: number of ALS gene per cell

® Kiranscript,vh: Vibrio harveyi transcription rate (nucleotides/s)
e RNA polymerase/gene: number of RNA polymerase per gene
e DNA length (ALS): number of nucleotides on the ALS gene

® Vintracell,vh: volume of a bacterial cell (L)

5.3 Translation

The ALS mRNA is translated into protein. The ALS translation depends on
the translation rate of the strain, the mRNA length and the quantity of mRNA.
The translation velocity is expressed in molar concentration in one cell per time
unit.

[ALS mRNA]v . Etransiation,vh-(Ribosomes/RNA)
RNA length

‘/translation,ALS/cell =

® Eiransiation,vh: Vibrio harveyi translation rate (nucleotides/s)

Ribosomes/RNA: number of ribosomes per mRNA
RNA length (ALS): number of nucleotides on the ALS mRNA

[ALS mRNA]y,: ALS mRNA concentration in one Vibrio harveyi cell
(mol/L)
5.4 Degradation

Some of the ALS enzymes and mRNA are degraded. A degradation constant is
used to model the degradation velocity.

Vdegradation,ALS = Kdeg,ALS-[ALS]Vh

® Kjeg ars: ALS degradation constant (s71)

Viegradation,ALSRNA = Kaeg, arsrNA-[ALS mRNA]y,

® Kueg arsrna: ALS mRNA degradation constant (s™!)



6 Diacetyl production

Diacetyl is produced by Vibrio harvey: through the reaction catalyzed by ALS
and is modeled assuming a Michaelis-Menten kinetics.

[S]p

7]}171 race VA
KM n [S}D t I,Vh [ }D

Vprod,dac = kcat,ALS-[ALS]Vh

[ALS]yp: ALS enzyme concentration in one Vibrio harveyi cell
® ket ars: catalytic constant of the ALS enzyme (s™!)
e [S]|p: substrate concentration (mol/L)

Kjs: Michaelis constant of the ALS enzyme (mol/L)

7 Diacetyl transfer

Diacetyl produced in the device can freely diffuse through the membrane. This
process is taken into account through a passive diffusion model.

Vaif f,dac,w—p = K.([daclw — [dac]p)
e [dac|p: diacetyl concentration in the device (mol/L)

e [dac]w: diacetyl concentration in water (mol/L)

8 Diacetyl - Odr10 complexation

8.1 Odrl0 concentration

The Odrl0 concentration is obtained approximating the number of protein per
cell, using the Pichia pastoris concentration and the Avogadro number.

[0dr10]p = (Number of Odr10/cell). Uj\]/_’b
A

e [Odrl0]p: concentration of the Odr10 protein in the device (mol/L)

e Number of Odr10/cell: approximative number of Odr10 proteins per Pichia
pastoris cell

8.2 Complexation
dac + Odr10 == Odrl0-dac



The kinetics of complexation is described assuming a first order system. The
Odrl10-dac complex is assumed to be at the equilibrum.

Vcomplexation = Vdissociation
k1.[dac)p.[Odr10]p = keo.[Odr10-dac]p

[dac]p.[Odr10]p
Keq,OdrlO—dac
With Keq,OdrlO—dac = kZ/kl

[Odr10-dac]p =

e k;: velocity constant of dissociation (L.mol=1.s71)
e ky: velocity constant of complexation (s—1)

o K.y.0dr10-dac: equilibrum constant of the Odr10-dac complexation (mol/L)

9 Antimicrobial peptide (AMP) production

The production of the antimicrobial peptides (AMP) from the AMP gene is
divided into two steps: transcription (after activation) and translation.

AMPpNA inactivated — AMPpyy —— AMPgryy —— AMP o ptide

9.1 Activation

The AMP gene is activated. This is modeled using a Michaelian formalism
depending on the Odrl0-dac complex concentration. The promoter strength is
also taken into account.

[Odr10-dac]p
Ka,OdrlO—dac + [Odrlo_daC}D

AMPpNAjcen = AMPpN a,0/cell- kp anrp

o AMPpna,: total number of AMP DNA per cell
o AM Ppna: number of activated AMP DNA per cell
o K, 0dr10-dac: activation constant of the Odrl0-dac complex (mol/L)

o ky anmp: AMP promoter influence



9.2 Transcription

The AMP DNA is transcribed into mRNA. The AMP transcription depends on
the transcription rate of the strain and the length of the AMP gene. The RNA
polymerase density is also taken into account. The Avogadro number is used to
express the transcription velocity in molar concentration per time unit.

v _ AMPpy ajcen-ktranscript,pp-(RNA polymerase/gene)
transcription, AMP/cell — DNA 1ength.NA.thmce” o

® Eiranscript,pp: Pichia pastoris transcription rate (nucleotides/s)
e RNA polymerase/gene: number of RNA polymerase per gene
e DNA length (AMP): number of nucleotides on the AMP gene

® Vintraceil,pp: volume of a yeast cell (L)

9.3 Translation

The AMP mRNA is translated into protein. The AMP translation depends on
the translation velocity of the strain, the mRNA length and the quantity of
mRNA. Pichia pastoris concentration is used to express the peptides concen-
tration in the device.

[AMP mRNA]Vh-ktranslation,Pp~(RibosomeS/RNA)~Vintracell,Pp-[Pp]D
V;translation,AMP =
RNA length

® Kiranslation,Pp: Pichia pastoris translation rate (nucleotides/s)

e Ribosomes/RNA: number of ribosomes per mRNA

e RNA length (AMP): number of nucleotides on the AMP mRNA

e [AMP mRNA]p,: AMP mRNA concentration in one Pichia pastoris cell

(mol/L)
9.4 Degradation
Some of the AMP and mRNA are degraded. A degradation constant is used to
model the degradation velocity.
Viegradation,AMP = Kaeg arrp.[AM Plp

o Kyeg amp: AMP degradation constant (s—!)

Viegradation,AMPRNA = Kdeg aAnrprRN A [AMP mRNA]|p,
® Kyeg amprva: AMP RNA degradation constant (s71)
e [AMP mRNA]p,: AMP RNA concentration (mol/L)



9.5 AMP transfer

The antimicrobial peptides (AMP), initially in the device can freely diffuse
through the membrane. A passive diffusion model is used for this process.

Vaifr,ampw—p = K([AM Pyepridgelw — [AM Ppeptide] D)

o [AMP]w: AMP protein concentration in water (mol/L)



System of ODEs

The complete set of ODEs is detailed here:

d[Ve
[dt]w = Vgrowth,Vec — Vdeath,Vc (1)
d|Vh
[dt]D = Vgrowth,Vh — Vdeath,\/h (2)
d[P
[di‘)]D = Vyrowth,Pp — Vdeath,Pp (3)
d[CAI-p _ Vaisp.caraw—p (4)
dt Vp
d[CAI-1
% = —Viiff,cAI-1L,W—D (5)
d[ALS mRNA
[ dt ]Vh = VYt’ranscription,ALS - Vdegradation,ALSRNA (6)
d[ALS
% = V;ranslation,ALS - VdegradatiomALSenzyme (7)
d|dac|p Vaiff,dac,w—D
-, = rod,dac —_— 8
dt prod.dac + 1%5) ®)
d|dac
[ dt}w = —Viisf.dac,w—D (9)

d[AMP mRNA
[ dt ]Pp = V;Sranscript,AMP - Vdegradation,A]WPRNA (10)

d[AM P Viiff,Amp,
Q = V;Sranslation,AMP - Vdegradation,AMP + ~HILEMBWOD (11)
dt Vb
d[AM P
% = —Vaigr,AMPW D (12)
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Model parameters and initial concentration

Microorganisms properties

® Lnax, ve: Vibrio cholerae maximum growth rate (s=1)
® unax,vh: Vibrio harveyi maximum growth rate (s~1)
® unax, pp: Pichia pastoris maximum growth rate (s—1)
o t; v Vibrio cholerae lag time (s)
o t; v Vibrio harveyi lag time (s)
o & pp: Pichia pastoris lag time (s)

e JC50yp: IC50 value of the antimicrobial peptides, for Vibrio harveyi
(mol/L)

e IC50y,: IC50 value of the antimicrobial peptides, for Vibrio cholerae
(mol/L)

e /C50py: IC50 value of the antimicrobial peptides, for Pichia pastoris
(mol/L)

® ki ve: Vibrio cholerae death rate with peptides (s—!)
® kyuvn: Vibrio harveyi death rate with peptides (s1)
e ki pp: Pichia pastoris death rate with peptides (s1)

® Vintrace: volume of a cell (respectively of a bacteria and a yeast) (L)

Technical parameters

e K: transfer coefficient through the membrane (s=1)

e Vp: device volume (L), considering a water volume of 1L

Mbolecular and genetic properties

o ALSpnao/cen: total number of ALS DNA Vibrio harveyi per cell
® AMPpna/cen: total number of AMP DNA per cell
® kiranscription,vh: Vibrio harveyi transcription rate (nucleotides/s)

® Eiransiation,vh: Vibrio harveyi translation rate (nucleotides/s)

kp,ars: ALS promoter influence

e DNA length (ALS): number of nucleotides on the ALS gene
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Number of CqsS*/cell: approximative number of CqsS* proteins per Vib-
rio harveyi cell

RNA length (ALS): number of translated nucleotides on the ALS mRNA

Number of Odr10/cell: approximative number of Odr10 proteins per Pichia
pastoris cell

kp,anp: AMP promoter influence

Eiranscription,Pp: Pichia pastoris transcription rate (nucleotides/h)
Eiranstation, Pp: Pichia pastoris translation rate (nucleotides/h)
DNA length (AMP): number of nucleotides on the AMP gene
RNA length (AMP): number of nucleotides on the AMP mRNA

RNA polymerase/gene: number of RNA polymerase per gene, respectively
for a bacteria and a yeast

Ribosomes/RNA: number of ribosomes per mRNA, respectively for a bac-
teria and a yeast

Biochemical properties

K.y.cqss*-car1: equilibrum constant of the CqsS*-CAI-1 complexation
(mol/L)

Ko cgss*-car-1: activation constant of the CqsS*-CAI-1 complex (mol/L)
Kgeg,ars: ALS degradation constant (s71)

Kieg.aLsrna: ALS RNA degradation constant (s71)

Kcq,0dr10-dac: €quilibrum constant of the Odr10-dac complexation (mol/L)
keat aLs: catalytic constant of the ALS enzyme (s71)

Krans: Michaelis constant of the ALS enzyme (mol/L)

K, 0dr10-dac: activation constant of the Odrl0-dac complex (mol/L)
Keg. amp: AMP degradation constant (s71)

Kaeg amprna: AMP RNA degradation constant (s)
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Initial concentration

o [Vc]o,w: Vibrio cholerae initial concentration (cell/L)

[Vh]o,p: Vibrio harveyi initial concentration (cell/L)

[Pplo,p: Pichia pastoris initial concentration (cell/L)
e [S]o: initial substrate concentration (mol/L)

o [CAI-1]w,o: CAI-1 initial concentration in water (mol/L)
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