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Figure S1. Venn diagrams representing differential proteins in different media (LB & M9). al —
Venn diagram for M15_ LB control vs recombinant at mid-log growth phase. a2 - Venn diagram for
M15 LB control vs recombinant at late log growth phase. a3 — Venn diagram for M15_M9 control vs
recombinant at mid-log growth phase. a4 - Venn diagram for M15 M9 control vs recombinant at late
log growth phase. bl — Venn diagram for DH5a_ LB control vs recombinant at mid-log growth phase.
b2 - Venn diagram for DH5a_LB control recombinant at late log growth phase. b3 — Venn diagram for
DH5a_M?9 control recombinant at mid-log growth phase . b4 - Venn diagram for DHSa. M9 control
recombinant at late log growth phase.
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Figure S2. The number of proteins differentially expressed in M15 and DH5a when recombinant
AAR is expressed in LB and M9 media. The semiquantitative value of AAR is also shown below
the X-axis. Abbr: ML — Post-induction mid-log phase growth sample, LL — Post-induction late log-
phase growth sample.
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Figure S3. Overview of metabolic mapping with differential expressed genes and associated
metabolism. The following link is helpful to get a detailed description — Go to https://biocyc.org/,
select a specific database (here, we have selected Escherichia coli K-12 database, select metabolic
map, add the differentially expressed genes with fold change values, select all parameters and press
ok. Once we get the omics dashboard, click on an individual to get into details and differential
expression along with metabolic pathways. Colour coding - LB: mid-log phase - Blue & late-log
phase — Red; M9: mid-log phase - Yellow & late-log phase - Green.
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Figure S4. Overview of central dogma with differentially expressed genes and associated

metabolism. Colour coding - LB: mid-log phase - Blue & late-log phase — Red; M9: mid-log phase - Yellow
& late-log phase - Green.
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Figure S5. Gene enrichment analysis of E. coli M15 and DHSa in LB and M9 Medium
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Figure S6. Insights of metabolic pathways during recombinant protein production in E. coli at
mid-log growth phase. Numbers are representing foldchange of recombinant with respect to

control.



M15 at mid-log phase M15 at late-log phase

. . . Early Induction Mid-log Induction
a1 Early Induction Mid-log Induction a2
LB M9 LB

M9
LB M9 LB M9

*
a3 DH5a at mid-log phase ad DHb5a at late log phase
Early Induction Mid-log Induction Early Induction Mid-log Induction
LB M9 LB M9 LB M9 LB M9

Figure S7. Expression profile of recombinant protein on SDS PAGE gel. al- SDS PAGE for M15
at post induction mid-log phase, a2- SDS PAGE for M15 at late-log phase, a3- SDS PAGE for DH5«a
at post induction mid-log phase, a4- SDS PAGE for DH5a at late-log phase. LB= Luria Bertani
medium; M9= Minimal modified medium; C = Control; T = Test (Recombinant strain). (*) mark
indicates recombinant protein Acyl-(acyl carrier protein (ACP)) reductase (AAR).
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Figure S8. Substrate and product profile of E. coli M15 and DH5a in M9 medium
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