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ABSTRACT Heme trafficking is a fundamental biological process, yet its direct study 
has been hampered due to heme’s tight intracellular regulation, heme cytotoxicity, and 
the transient nature of trafficking. The bacterial System I and System II cytochrome 
c biogenesis pathways are developing into models to interrogate heme trafficking 
mechanisms, as they function to transport heme from inside to outside the cell for 
attachment to apocytochrome c. Cytochromes c require heme for folding and to 
function in the context of electron transport chains for critical cellular functions, such 
as respiration. We focus on System I, comprised of eight membrane proteins, CcmABC
DEFGH, proposed to function in two steps: CcmABCD mediates the transfer of heme 
and attachment to CcmE. HoloCcmE chaperones heme to CcmFH for attachment to 
apocytochrome c. While CcmFH is known to be the holocytochrome c synthase, the 
mechanism of heme interaction and positioning for attachment to apocytochrome c 
remains to be elucidated. A comprehensive structure-function analysis of the conserved 
WWD domain in CcmF was undertaken utilizing alanine-scanning and cysteine-scan
ning, revealing residues critical for CcmF’s synthase function and residues required 
for interaction with the 2- and 4-vinyls of heme. This analysis demonstrates for the 
first time that the CcmF WWD domain directly interacts with heme and that heme 
interactions within this domain are required for attachment to apocytochrome c. This 
in-depth interrogation of heme binding now allows for comparison across cytochrome 
c biogenesis proteins CcmF, CcmC, and CcsBA, revealing common mechanisms of heme 
interaction in these heme trafficking pathways.

IMPORTANCE Heme is an essential co-factor for proteins involved with critical cellular 
functions, such as energy production and oxygen transport. Thus, understanding how 
heme interacts with proteins and is moved through cells is a fundamental biological 
question. This work studies the System I cytochrome c biogenesis pathway, which in 
some species (including Escherichia coli) is composed of eight integral membrane or 
membrane-associated proteins called CcmA-H that are proposed to function in two 
steps to transport and attach heme to apocytochrome c. Cytochrome c requires this 
heme attachment to function in electron transport chains to generate cellular energy. 
A conserved WWD heme-handling domain in CcmFH is analyzed and residues critical 
for heme interaction and holocytochrome c synthase activity are identified. CcmFH is 
the third member of the WWD domain-containing heme-handling protein family to 
undergo a comprehensive structure-function analysis, allowing for comparison of heme 
interaction across this protein family.
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N early all organisms encode cytochromes c, diverse proteins that facilitate critical 
cellular functions such as respiration, photosynthesis, and detoxification of radical 

oxygen species. All cytochromes c require the attachment of a heme co-factor at a 
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conserved CysXxxXxxCysHis motif via covalent thioether bond formation between the 
reduced cysteine thiols of the CXXCH motif and heme vinyl groups. Heme transport 
and positioning for attachment to CXXCH are accomplished by three dedicated protein 
pathways for cytochrome c biogenesis: System I (CcmA–H; α,γ Proteobacteria; plant 
and protozoal mitochondria; Archaea), System II (CcsBA; Gram positive; cyanobacteria; 
chloroplasts; ε Proteobacteria), and System III (HCCS; eukaryotic mitochondria) (reviewed 
in references 1–8).

All three cytochrome c biogenesis pathways function to interact with and position 
heme for attachment to apocytochrome c, albeit by different mechanisms. In Systems I 
and II, the pathways are also proposed to move heme across the bacterial membrane, 
thus these pathways are developing into important model systems to probe general 
mechanisms of heme binding and transport. Despite recent advances in the develop
ment of heme sensors for the intracellular heme pool (9–14), directly mapping pathways 
for heme transport remains an important facet to probing this fundamental biological 
process. For example, a novel cysteine/heme crosslinking approach was used to identify 
discrete heme interaction domains in System I proteins CcmC and CcmE, as well as 
System II, CcsBA (15, 16). Molecular details of heme interaction domains and models 
of heme transport have been expanded by recent cryo-EM structures of CcmABCD and 
CcsBA (17–19). However, many questions remain regarding heme transport and binding 
in the bacterial cytochrome c biogenesis pathways. Here, we focus on the System I 
pathway, specifically the holocytochrome c synthase, CcmFH.

The System I pathway, encoded by Escherichia coli, is composed of eight cytochrome 
c maturation proteins (CcmABCDEFGH). In several other bacterial species, System I 
is composed of nine integral membrane proteins (CcmABCDEFGHI), where the E. coli 
ccmH is encoded as two open reading frames designated as ccmH and ccmI (reviewed 
in references 4, 6, 20). System I is proposed to function in two steps to transport 
heme across the inner membrane to the holocytochrome c synthase for attachment 
to apocytochrome c (Fig. 1). First, heme is transported from the site of synthesis inside 
the cell to the periplasmic CcmC WWD domain (16, 18), whereby CcmABCD (18, 21–23) 
mediates heme attachment to CcmE (24, 25). HoloCcmE is released by ATP hydrolysis 

FIG 1 Schematic of E. coli System I bacterial cytochrome c biogenesis pathway. System I is composed of eight proteins, 

CcmABCDEFGH, that function in two steps. First, heme is transported to the CcmC WWD domain, and CcmABCD (gold) 

mediates the covalent attachment of heme to CcmE (purple). HoloCcmE is released via CcmA-dependent ATP hydrolysis and is 

proposed to chaperone heme (indicated by dotted arrow) to the holocytochrome c synthase, CcmFH (blue). CcmFH attaches 

heme to apocytochrome c (green) at a conserved CXXCH motif via thioether bond formation between the heme vinyl groups 

and the cysteine thiols. CcmG (red) acts as a thioredoxin.
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via CcmABCD, which functions as an ABC transporter release complex (18, 21). Next 
holoCcmE is proposed to chaperone heme to CcmFH, the holocytochrome c synthase, for 
attachment to apocytochrome c (26, 27) (Fig. 1).

Key features of CcmFH have been elucidated by genetic and biochemical analyses. 
These include CcmF’s requirement for interaction with CcmH for holocytochrome c 
synthase function (22, 26, 28–30), the presence of a stably bound transmembrane 
b-heme (22, 31, 32) (here designated as TM-b-heme) liganded by two conserved
histidines (TM-His1, 2) (31), a conserved WWD domain and two conserved periplasmic
histidines (P-His1, 2) (Fig. 2A) (22, 26, 31). The conserved WWD domain is a tryptophan-
rich region encoded in heme-handling proteins (HHPs) such as CcmF, CcmC, and CcsBA

FIG 2 The CcmF WWD domain. (A) Based on Thermus thermophilus crystal structure [(32); PDB 6ZMQ], an updated topology of E. coli CcmF, containing 

15 transmembrane domains, is proposed. Conserved features of CcmF are indicated: TM-b-heme liganded by TM-His1/TM-His2, WWD domain, and P-heme 

liganded by P-His1/P-His2. (B) Sequence conservation of the WWD domain in E. coli System I proteins CcmF (W229-S249), CcmC (W114-T130), and H. hepaticus 

System II protein CcsBA (W828-X845). Variable residues—“X,” conserved and semi-variant residues are indicated. Residues that form a cysteine/heme crosslink 

are denoted with an asterisk and in the case of CcmF are denoted by residue number. (C–E) The WWD “core region” of CcmF (C) (blue, PDB: 6ZMQ), CcmC (D) 

(gold, “open” conformation, no heme in the WWD domain, PDB: 7F03), and CcsBA (E) (red, “closed” conformation, no heme in the WWD domain PDB: 7S9Z) are 

shown and contain a similar architecture of four transmembrane domains surrounding the periplasmic WWD domain. (F) Overlays of the WWD transmembrane 

cores from CcmF, CcmC, and CcsBA are shown with 90° rotation to display variations in structural alignment.
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(System II) (33). The WWD domain directly interacts with heme and is required for 
heme attachment in CcmC (16, 18) and CcsBA (15, 17), but its role in CcmF has not 
been elucidated. Here, we undertake a comprehensive structure-function analysis of 
the CcmF WWD domain to determine its role in System I holocytochrome c synthase 
function and to further map the heme trafficking pathway of System I. We identify 
WWD residues that are required for CcmFH synthase function, as well as residues that 
are directly required for heme interaction, thus the WWD domain localized heme is 
designated here as P-heme due to its periplasmic localization and ligation by P-His1, 2. 
This comprehensive analysis of CcmF allows for a comparison of WWD heme interaction 
across bacterial cytochrome c biogenesis proteins, revealing a conserved mechanism of 
heme interaction, as well as key differences.

RESULTS

Topology of E. coli CcmF

Recently, a crystal structure of Thermus thermophilus CcmF was determined (32). 
Although this structure lacks the CcmF functional protein partner CcmH, it still provides 
valuable insights into CcmF. Here, we focus on E. coli CcmF, which has ~36% sequence 
identity to T. thermophilus CcmF (UniProt BLAST [34]; Fig. S1A). Utilizing AlphaFold2 AI 
structure prediction software (35, 36), a predicted structure of E. coli CcmF was generated 
(Fig. S1B). Alignment of the T. thermophilus crystal and E. coli AlphaFold2 CcmF structures 
indicates general conservation of structural architecture (Fig. S1B), despite low sequence 
identity. The T. thermophilus CcmF crystal (32), E. coli AlphaFold2 predicted structure (Fig. 
S1B), and a recent AF2Complex prediction of CcmFH (37) each contain 15 transmem
brane domains (TMD). Therefore, an updated topology schematic for E. coli CcmF with 
the stable TM-b-heme, conserved TM-His1/2, P-His1/2, and WWD domain with P-heme is 
shown (Fig. 2A).

Insights into the WWD domain of the heme-handling protein family

Despite these advances in structural knowledge, a major knowledge gap remains in 
the molecular mechanisms of CcmF synthase function, in particular, the binding and 
positioning of heme prior to attachment to apocytochrome c. CcmF is a member of 
the HHP family, which also includes CcmC and CcsBA (33, 38), all of which encode 
a tryptophan-rich region, known as the WWD domain, flanked by two conserved 
periplasmic histidines (33, 38) (Fig. 2A and B). The WWD domains of CcmC and CcsBA 
have been shown to directly bind heme via cysteine/heme crosslinking (15, 16), and 
heme binding was resolved in subsequently determined cryo-EM structures (17, 18). 
A “core region” consisting of the four transmembrane domains surrounding the WWD 
domain was previously defined in HHPs CcmC (16, 18) (Fig. 2D) and CcsBA (15, 17) (Fig. 
2E). This “core region” is defined as TMD 5–8 in CcmF (32) (Fig. 2C). These core regions 
were overlayed (Fig. 2F) utilizing the structural conformations of CcmC (PDB: 7F03) and 
CcsBA (PDB: 7S9Z) that correspond with the CcmF structure (PDB: 6ZMQ). Since the CcmF 
crystal structure lacks heme in the WWD domain, we wanted to determine if structural 
conservation of the core region is retained among these proteins. While the general 
architecture of the “core region” consisting of the WWD domain surrounded by four core 
TMDs (Fig. 2C through E) is retained, the positioning of the TMDs differs between the 
three proteins (Fig. 2F; Fig. S2). This is unsurprising as each of the HHP family members 
is predicted to have different mechanisms for the reception of P-heme into the WWD 
domain (e.g., CcmF is proposed to receive heme from CcmE in the periplasm with the 
TMDs stabilized by the TM-b-heme, while CcsBA is predicted to transport heme across 
the inner membrane resulting in conformational changes to the TMDs during transport), 
thus may have different structural requirements (17, 18, 32).
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The conserved WWD domain is required for CcmF holocytochrome c 
synthase function

Previous work has determined that the WWD domain in the System I protein 
CcmC (16, 23) and System II proteins, CcsBA (15, 39–42), is required for protein func
tion, specifically heme attachment to CcmE or apocytochrome c. However, the role 
of the CcmF WWD domain has not been systematically analyzed. Here, 19 single 
amino acid alanine substitutions were engineered in the CcmF WWD domain (W229–
S249) (see Fig. 2B, CcmF) on a plasmid containing the complete System I pathway 
[GST:CcmABCDE(F:6×His)GH]. Note that two CcmF WWD residues already encode an 
alanine (A230 and A248), and thus are not included in this analysis. To determine 
if specific WWD domain residues were critical for CcmF holocytochrome c synthase 
function, alanine variants were recombinantly co-expressed with Bordetella pertussis 
cytochrome c4 in E. coli Δccm (RK103), and levels of cytochrome c biogenesis were 
assessed via an enhanced chemiluminescence (ECL)-based heme stain (Fig. 3). Two 
variants were deficient for CcmF synthase function (W229A and E246A), four variants 
had severely impaired synthase function (<30% of wild type [WT]) (Y231A, W236A, 
W240A, and D243A), eight variants retained partial synthase function (30%–80% of WT) 
(L234A, G237A, G238A, W239A, F241A, W242A, P244A, and V245A), while five retained 
wild-type levels of function (>80%) (Y232A, E233A, G235A, N247A, and S249A) (Fig. 3A 
and B; Fig S3). This analysis demonstrates that W229 and E246 are required for the 
synthase function of CcmF. These residues are among those conserved within the WWD 
domain of the HHP family (see Fig. 2B) and were also shown to be required for CcsBA 
synthase function (17), indicating similarities in mechanisms of heme attachment to 
apocytochrome c between the bacterial holocytochrome c synthases.

FIG 3 The WWD domain is required for CcmFH holocytochrome c synthase function. (A) CcmF:His wild-type or alanine 

variants were engineered in the context of the full System I pathway (CcmA–H) and recombinantly co-expressed with 

cytochrome c4:His in E. coli Δccm. Synthase activity was analyzed by cell lysis, separation of 50 µg total lysate by SDS-PAGE, 

transfer to a nitrocellulose membrane, and relative amount of cytochrome c produced was determined by an ECL-based heme 

stain. Three biological replicates, each containing three technical replicates, were performed. Representative samples are 

shown. (B) Quantitation of the CcmF:His wild-type and alanine variant synthase function. WT is normalized to 100% function. 

Error bars show the standard deviation from the mean, and dots indicate individual data points. Representative biological 

replicate is shown. The asterisk indicates below detectable limit of heme stain.
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The conserved WWD domain is not required for CcmF protein:protein 
interactions

To determine if the CcmF WWD domain plays a role in known interactions with CcmH 
(22, 28–30) or CcmE (27), a biochemical analysis of the WWD alanine variants was 
undertaken. Variants were affinity purified via a C-terminal 6×His affinity tag on CcmF. 
All CcmF WWD alanine variants were stable (Fig. 4A), contained the 6×His tag (Fig. 4B), 
co-purified with CcmH (Fig. 4C), and with holoCcmE (Fig. 4D and E). Thus, the observed 

FIG 4 The CcmF WWD domain is not required for protein-protein interactions. CcmF:His wild-type or alanine variants were 

affinity purified, 5 µg of protein was separated by SDS-PAGE, and analyzed for (A) protein stability, (B) presence of His tag, 

(C) co-purification with CcmH, (D) co-purification with CcmE, and (E) presence of holoCcmE and b-type heme. Data (A–E) are

representative of three independent purifications. (F) Heme co-purification was assayed via the heme Soret (410 nm) utilizing 

50 µg of purified protein. Data are representative of three independent purifications. (G) UV-vis spectra of 50 µg of as-purified 

(black) and reduced (red) spectra of WT and representative CcmF WWD alanine variants from different functional classes.
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defects in cytochrome c biogenesis were not due to disruption of protein subcomplexes 
known to be required for CcmFH synthase function (26, 27).

UV-vis spectral analysis was performed to determine if the CcmF WWD alanine 
variants had a defect in heme co-purification or disruption of the heme environment. 
CcmF co-purifies with a stable TM-b-heme liganded by TM-His1 and TM-His2 at a 1:1 
stoichiometry (22, 31) (see Fig. 2A), and the majority of the heme signal in UV-vis spectral 
analysis is due to this TM-b-heme. First, overall levels of heme co-purification were 
analyzed via the Soret peak (~410 nm), which can be used to compare relative amounts 
of heme (Fig. 4F). All variants co-purified with heme, with no clear deficiencies evident 
across three independent purifications.

Next, UV-vis spectral analysis of as-purified and reduced spectra was determined. The 
CcmF WT and WWD alanine variants showed a characteristic shift in the Soret peak from 
410 nm to ~426 nm and the appearance of a characteristic α-peak at 560 nm and β-peak 
at 530 nm (Fig. 4G; Fig. S4). All variants, regardless of synthase function, showed similar 
UV-vis spectra, characteristic of this hemoprotein. Thus, the functional defects are likely 
not due to a defect in heme interaction. A caveat is that UV-vis spectral analysis provides 
an average of the heme environment, thus while the observed spectra of the variants 
appear to be substoichiometric compared to wildtype, this likely reflects differences due 
either to variable amounts of co-purification of holoCcmE or to transient interactions 
with CcmF P-heme (from holoCcmE), as the stoichiometric TM-b-heme (22) is anticipated 
to be similar.

Cysteine/heme crosslinking reveals the CcmF WWD domain functions to bind 
heme

To more closely examine the role of the CcmF WWD domain in heme binding, the 
cysteine/heme crosslinking approach was utilized. This approach exploits the natural 
propensity of cysteine and heme to form a covalent bond when in close proximity 
(Fig. S5A), similar to heme attachment to the CXXCH motif of cytochrome c (4, 15, 16), 
thus can covalently trap (or crosslink) heme within a heme interaction domain (15, 
16). The cysteine/heme crosslinking approach determined that heme directly interacts 
with residues in the WWD domains of CcmC (16) and CcsBA (15) (Fig. 2B, see the 
asterisks). Subsequent Cryo-EM structures of CcmABCD (18) and CcsBA (17) confirmed 
heme presence in the WWD domains of these proteins, further validating this approach 
to identify heme-handling domains.

Twenty-two residues of the CcmF WWD domain (A228–S249) were individually 
mutated to cysteine on a plasmid containing the complete System I pathway 
[GST:CcmABCDE(F:6×His)GH]. CcmF WWD cysteine variants were affinity purified via a 
C-terminal 6×His tag and assessed for cysteine/heme crosslink formation via heme stain.
Upon SDS-PAGE, crosslinked heme will be retained on the CcmF polypeptide, while
b-type heme located in the transmembrane or WWD domain will dissociate from the
protein polypeptide and run in the dye front as “free” heme. The ratio of CcmF bound
heme to “free” or b-type heme was determined and variants with a ratio > 1.5 were
selected. Note, due to the stably bound TM-b-heme associated with CcmF, increased free
heme necessitated a lower ratio than prior analyses with CcmC and CcsBA, neither of
which contain a stably bound b-heme in the protein. Of the twenty-two CcmF WWD
cysteine variants, we identified 10 variants for further analysis (Fig. 5A; Fig. S5B and C).
These variants either had a ratio of CcmF:free heme of >1.5 (W229C, A230C, D243C, and
P244C) and/or were residues previously identified to crosslink in CcmC and/or CcsBA
(W229C, L234C, W240C, W242C, D243C, V245C, and E246C) (see Fig. 2B).

Further analysis determined that CcmF WWD cysteine variants W229C, A230C, and 
D243C formed a cysteine/heme crosslink (Fig. 5C) based on heme retention at the CcmF 
polypeptide upon SDS-PAGE, as demonstrated in previous cysteine/heme crosslinking 
analyses (15, 16). Note that heme retention at the CcmF polypeptide was not seen in 
the alanine variants, thus is specific to cysteine (Fig. 4E). All cysteine variants were stable 
(Fig. 5B; Fig. S5B), co-purify with CcmH and CcmE (Fig. 5D; Fig. S5D, F, and H), and 
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co-purify with heme, as determined by analysis of the UV-vis Soret peak (410 nm) (Fig. 
5E; Fig. S6A). Note that 410 nm UV-vis spectral analysis (Fig. 5E) accounts for the total 
heme in each sample, including heme from co-purified holoCcmE, as well as P-heme and 
TM-b-heme in CcmF, while heme stain analysis specifically identifies crosslinked heme 
(Fig. 5C). UV-vis spectral analysis of reduced CcmF WWD cysteine variants showed the 
characteristic Soret shift from 410 to ~426 nm and appearance of characteristic α-peaks 
at ~560 nm and β-peaks at ~530 nm (Fig. 5F through G; Fig. S6B through J). Thus, similar 
to alanine variants, cysteine substitutions did not alter the overall heme environment in 

FIG 5 The CcmF WWD domain binds heme. Each residue of the CcmF:His wild-type or WWD domain single amino acid 

cysteine point mutations was engineered in the context of the full System I pathway (CcmA-H) plasmid. CcmF:His WWD 

cysteine variants were affinity purified and analyzed for the formation of a cysteine/heme crosslink by determining the ratio 

of CcmF-bound heme to b-type heme. Variants with a ratio of >1.5 or residues that had been shown to form a cysteine/heme 

crosslink in CcmC or CcsBA were chosen for further analysis. (A) CcmF to b-type heme quantitation from 10 key variants. 

Representative quantitation of three independent purifications. (B and C) Three cysteine variants formed the cysteine/heme 

crosslink. Five micrograms of affinity-purified protein was separated by SDS-PAGE and analyzed for protein stability (B) and 

formation of cysteine/heme crosslink via heme stain (C). (D) The CcmF:His WWD cysteine variants contain the 6×His tag and 

co-purify with CcmH and CcmE. (E) Heme co-purification was assayed via heme Soret (410 nm) with 50 µg of affinity-purified 

protein. Representative of three independent purifications. (F and G) UV-vis spectra of 50 µg of as-purified (black) and reduced 

(red) with key peaks indicated of WT and A230C variant. Representative of three independent purifications.
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CcmF. Of interest, there is a faint high molecular weight heme staining band in a subset 
of CcmF WWD cysteine variants (Fig. 5C; Fig. S5C). Immunoblotting determined that this 
complex is composed of CcmF, CcmH, CcmE, and heme (Fig. S5D through I). However, the 
formation of this complex is not due to the cysteine/heme crosslink (Fig. S5D through F), 
as it is present in the majority of CcmF cysteine substitutions.

To determine if the CcmF WWD cysteine variants impacted CcmF synthase function, 
the variants were recombinantly co-expressed with cytochrome c4 in E. coli Δccm. Three 
cysteine substitutions were defective for synthase function (W229C, W242C, and E246C) 
and three variants had severely reduced synthase function (<30%) (Y231C, G237C, 
and D243C). Ten variants retained partial synthase function (30%–80%) (A230C, E233C, 
G235C, W236C, W239C, F241C, V245C, N247C, A248C, and S249C) and six variants had 
wild-type function (>80%) (A228C, Y232C, L234C, G238C, W240C, and P244C) (Fig. 6; Fig. 
S7). Interestingly, two of the three cysteine/heme crosslinking variants were non-func
tional (W229C) or had severely impaired function (D243C), while one cysteine/heme 
crosslinking variant retained partial function (A230C).

Conservation of heme binding in the heme-handling WWD protein family

Structure-function analysis of all WWD domains of the HHP family has now been 
undertaken and residues that directly interact with heme have been identified via 
cysteine/heme crosslinking in CcmF (Fig. 5), CcmC (16), and CcsBA (15) (Fig. 7A, C, 
and D). Despite the high sequence conservation within the WWD domains, the specific 
residues that interact with heme differ (Fig. 7A, asterisks). However, in all cases, there are 
crosslinking residues located at the N or C-termini of the WWD domain, likely indicating 
a similar mechanism of heme handling and potential heme stereospecificity across this 
protein family. In CcmC, stereospecific positioning of heme with the 4-vinyl located 
near N-terminal W114 and the 2-vinyl of heme located near C-terminal D126/R128 was 

FIG 6 The WWD domain cysteine mutations impact CcmFH holocytochrome c synthase function. (A) CcmF:His wild-type or cysteine variants in the context 

of the complete System I pathway (CcmA-H) were recombinantly co-expressed with cytochrome c4:His in E. coli Δccm and synthase activity was determined 

as in Fig. 3. Three biological replicates, each containing three technical replicates, were performed. Representative samples are shown. (B) Quantitation of the 

CcmF:His wild-type and cysteine variant synthase function. WT is normalized to 100% function. Error bars show the standard deviation from the mean, and dots 

indicate individual data points. Representative biological replicate is shown. The asterisks indicate below detectable limit of heme stain.
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determined (16, 18). Similarly, the cryo-EM structure of CcsBA revealed the 4-vinyl of 
heme near the N-terminal W828 residue and the 2-vinyl near the C-terminal W839 
residue (17). AF2Complex structural modeling of CcmFH predicts that CcmF residue 
W229 is in proximity to 4-vinyl of P-heme (37), while confirmation of heme orienta
tion awaits structural determination, this interaction is demonstrated by cysteine/heme 
crosslinking (Fig. 5C). Thus, heme is stereospecifically positioned in all WWD domains 
of the bacterial cytochrome c biogenesis pathways (Fig. 7). However, CcmF lacks heme 
interaction residues in the central area of the WWD domain, a difference from CcmC and 
CcsBA. This may be indicative of differences in heme delivery to the WWD domains.

DISCUSSION

A comprehensive structure-function analysis of the CcmF WWD domain has been 
undertaken utilizing both alanine scanning and cysteine/heme crosslinking to identify 
residues that are critical for CcmF synthase function. We report the first evidence that 
CcmF directly interacts with P-heme in the WWD domain (Fig. 5A and C) and identify 
WWD residues absolutely required for CcmF synthase function (Fig. 3 and 6). The 
WWD domain is neither required for CcmF interaction with CcmH (Fig. 4C and 5D) 
and CcmE (Fig. 4D and 5D) nor does it have a significant impact on overall levels of 
heme co-purification or heme environment within affinity-purified CcmF (Fig. 4F, G, 

FIG 7 Comparison of WWD heme interactions’ domains. The WWD domains of CcmF, CcsBA, and CcmC are compared. (A) Sequence alignment of the WWD 

domains. Residues that form cysteine/heme crosslinks are denoted with an asterisk, and CcmF residues are indicated by amino acid number. Residues that are 

important for cytochrome c biogenesis, as determined by the reduction of cytochrome c biogenesis by >75% when mutated to cysteine are highlighted in 

yellow (see Fig. 6) (15, 16). (B) Structure of heme with 2 and 4-vinyl groups labeled, Fe is shown in orange. Heme is oriented based on its known stereospecific 

positioning within the CcmC (16, 18) and CcsBA (15, 17) WWD domains, where the 4-vinyl is positioned near N-terminus of the domain and the 2-vinyl near the 

C-terminus. (C–E) The structure of the WWD domains of the cytochrome c biogenesis heme-handling proteins is shown with cysteine/heme crosslinking residues 

indicated (C) CcmF (blue, PDB: 6ZMQ). Note, T. thermophilus structure is shown, no heme in the WWD domain, labeled with E. coli residue numbers to correspond 

with Fig. 5. (D) CcsBA [red, “open” structure with heme (not shown) in the WWD domain PDB: 7S9Y], and (E) CcmC (gold, “closed” structure with heme [not

shown] in the WWD domain PDB: 7F04).
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and 5E through G; Fig. S4 and S6). The lack of impact on heme co-purification and 
heme environment is unsurprising given that the stable transmembrane TM-b-heme is 
predicted to be in a 1:1 stoichiometry with CcmF (22), thus likely masks any potential 
quantitative differences in the more transient WWD P-heme.

Of interest, alanine and cysteine mutational studies demonstrated that the WWD 
domain is required for CcmF’s role in heme attachment to apocytochrome c (i.e., 
synthase function), specifically CcmF WWD residues W229 and E246 are absolutely 
required for heme attachment under both alanine and cysteine substitution analyses 
(Fig. 3 and 6). Thus, holocytochrome c synthase phenotypes are likely not due to a 
conformational change in the domain due to the single amino acid point mutation, 
but rather due to loss of the residue. These results reveal similarity to the System II 
holocytochrome c synthase, CcsBA, which required homologous residues W828 and 
E843 (compared to CcmF W229 and E246) for synthase function (see Fig. 7B) (15). 
Interestingly, CcsBA also required W833 (compared to CcmF W236) for synthase function 
(15), while CcmF does not, suggesting mechanistic differences may exist between the 
bacterial holocytochrome c synthases. It is perhaps surprising that only two variants 
were completely deficient given that over 10 residues of the CcmF WWD domain are 
completely conserved. We suggest that there is a built-in redundancy for binding heme 
and that single substitutions retain function, yet the entire domain has evolved to 
optimize interactions with heme.

Cysteine/heme crosslinking analysis identified three CcmF WWD residues W229, 
A230, and D243 that when mutated to cysteine directly interact with P-heme as 
demonstrated by the formation of a cysteine/heme crosslink (Fig. 5C). Thus, these 
residues are essential for P-heme interaction in the native protein and provide the first 
direct evidence of P-heme localization in the CcmF WWD domain. Of note, CcmF A230C 
had lower levels of crosslinked heme (Fig. 5C) in cysteine/heme crosslinking assays. In 
functional studies of the CcmF WWD cysteine variants (Fig. 6), where apocytochrome 
c is present, A230C retains function, suggesting heme attachment to the CXXCH motif 
is favored over the formation of the cysteine/heme crosslink. Alternatively, A230C’s 
lower levels of crosslinked heme could result in a heterogenous protein population 
consisting of A230C with and without crosslinked heme, accounting for the observed 
synthase activity. In contrast, W229C and D243C displayed higher levels of crosslinked 
heme and in functional assays had no or severely reduced synthase activity, respectively. 
These results suggest that these residues display a stronger interaction with P-heme. 
Of interest, a recent study of structural predictions utilizing AF2Complex analyzed the 
System I pathway, including predictions of heme localization in the CcmF WWD domain 
and identified W229 as a heme interacting residue (37), which our experimental results 
support.

All CcmF cysteine/heme crosslinks occur near the terminal ends of the WWD domain, 
located close to the transmembrane alpha-helices (Fig. 7C). Both CcmC (16) (Fig. 7E) and 
CcsBA (17) (Fig. 7D) had similar requirements for heme interaction via residues located at 
the ends of the WWD domain, suggesting the orientation of heme within this domain is 
likely highly conserved (see Fig. 7B). Of note, both CcmC and CcsBA contain additional 
residues that interact with heme on the central loop of the WWD domain (Fig. 7A, D, 
and E) (15–18), indicating requirements for WWD heme localization may differ across the 
HHP family. Based on previous studies, it is known that P-His1 and P-His2 are required for 
CcmF holocytochrome c synthase function and act as heme ligands (22, 26, 31). Similarly, 
P-His1 and P-His2 are required for CcmC and CcsBA heme attachment function and
ligand the WWD localized heme (15, 17, 18, 23, 41). Therefore, the active site for CcmF
holocytochrome c synthase activity and P-heme interaction domain consists of the WWD
domain with P-heme ligated by P-His1 and P-His2.

Model of CcmF function

Based on this structure-function analysis, a model for CcmFH P-heme interaction and 
holocytochrome c synthase function is proposed in which CcmFH receives the WWD 

Research Article mBio

November/December 2023  Volume 14  Issue 6 10.1128/mbio.01509-23 11

Version of Record at: https://doi.org/10.1128/mbio.01509-23 

https://doi.org/10.1128/mbio.01509-23


domain P-heme from holoCcmE (4, 24, 27, 28, 43). Recent structural analysis of CcmF 
suggests that CcmE may transfer heme to the CcmF WWD domain via the outer leaflet of 
the membrane (32); however, the mechanism of heme delivery awaits further experi
mental evidence. In the CcmF WWD domain, P-heme is stereospecifically positioned 
for attachment to the apocytochrome c CXXCH motif via WWD residues W229, A230, 
and D243 and with axial ligands P-His1 and P-His2 (31). For apocytochrome c heme 
attachment to occur, heme and the CXXCH thiols must be in a reduced state. The CcmF 
TM-b-heme is proposed to play a role in the reduction of the WWD P-heme (22), while 
CcmG and CcmH function in the reduction of the CXXCH cysteine thiols (44–48). CcmH is 
known to interact with apocytochrome c and likely plays a role in the positioning of the 
CXXCH for heme attachment (37, 47, 49–52). Prior to heme attachment, ligand switching 
from P-His2 to the His of CXXCH is proposed to occur. The recent crystal structure of 
CcmF indicates that P-His2 is on a flexible loop with less density, suggesting it may 
undergo a conformational change (32) and is likely responsible for ligand switching. 
Next, heme is covalently attached to the cytochrome c CXXCH motif (26), followed by 
the release of holocytochrome c. The molecular details of heme attachment and release 
await additional experimental evidence.

Comparison of heme handling protein family

This study facilitates a comparison of the HHP family (38) WWD domains from CcmF 
(System I), CcmC (System I), and CcsBA (System II) (Fig. 7; Table 1). Despite encoding 
the conserved WWD domain, each HHP protein functions for a different purpose in 
cytochrome c biogenesis, requires different protein-protein interactions to function, and 
are predicted to receive heme in the WWD domain via unique mechanisms (see Table 
1). Yet, all three proteins have now been shown to directly interact with heme in the 
WWD domain via cysteine/heme crosslinking (Fig. 5) (15, 16). Heme is stereospecifically 
positioned in the WWD domain via residues near the alpha-helices, liganded by P-His1/
P-His2 (15, 17, 18, 22, 23, 25, 31, 41), and recent structural determinations of each HHP
suggest that P-His2 is located on a flexible loop that likely undergoes conformational
changes to initiate ligand switching for heme transfer (17, 18, 32) (see Table 1). Thus,
a direct comparison of these WWD domains in the context of their protein functions
provides important initial insights into global mechanisms of heme interaction domains.

MATERIALS AND METHODS

Bacterial growth conditions

Escherichia coli strains were grown in Luria-Bertani broth (LB; Difco) at 37°C at 
200 rpm with appropriate selective antibiotics (carbenicillin, 50 µg/mL; chloramphenicol, 

TABLE 1 Comparison of the heme-handling protein family

Heme-handling protein

CcmC CcmF CcsBA

Function Required for heme attachment to 
CcmE

Holocytochrome c synthase Holocytochrome c synthase

Component of CcmABCD ABC 
transporter release complex Putative heme transporter

Protein partner required for function CcmD CcmH n/aa

Heme attachment to CcmE Apocytochrome c Apocytochrome c
Heme interaction domain/axial
ligands

WWD domain/P-His1, P-His2 1:1 TMD b-heme/TM-His1, TM-His2 TMD/TM-His1, TM-His2
WWD domain/P-His1, P-His2 WWD domain/P-His1, P-His2

Putative active site WWD + P-His1, P-His2 WWD + P-His1, P-His2 WWD + P-His1, P-His2
Heme delivery to the WWD domain Unknown holoCcmE Proposed TMD → WWD
an/a = not applicable.
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20 µg/mL) and/or inducing reagents (isopropyl-D-1-thiogalactopyranoside [IPTG; 
GoldBio], 1.0 or 0.1 mM; L-arabinose [GoldBio], 0.2% [wt/vol]).

Construction of alanine and cysteine variants

All cloning was performed in E. coli NEB-5α. Single amino acid alanine and cysteine 
substitutions were engineered using the QuikChange II site-directed mutagenesis kit 
(Agilent Technologies) and verified by DNA sequencing. A complete list of strains, 
plasmids, oligonucleotide primers, and templates is provided in Table S1.

CcmF structural modeling

The predicted E. coli (K12) CcmF (UniProt: P33927) was obtained using AlphaFold DB 
version 2022-06-01 under the AlphaFold v2.0 pipeline (35, 36). Most of the predicted 
structures indicated a high level of model confidence (per residue confidence score, 
pLDDT, greater than 90, https://alphafold.ebi.ac.uk/entry/P33927). The PDB files of E. coli 
and T. thermophilus CcmFs (PDB: 6ZMQ) (32) were uploaded and compared using PyMOL 
(version 2.5.2).

In vivo cytochrome c biogenesis assays

The CcmF variants were expressed in the context of the full System I pathway and 
co-expressed with cytochrome c4:His (pRGK332) in RK103 as previously described (26, 
53). Starter cultures were back diluted 1:5 into 5 mL of LB with appropriate antibiotics 
and grown for 3 hours at 37°C and 200 rpm. Proteins were induced with 0.1 mM IPTG 
and 0.2% arabinose and grown for 3 hours at 37°C and 200 rpm. Cells were collected 
by centrifugation and frozen at −80°C. Two hundred microliters of Bacterial Protein 
Extraction Reagent (B-PER, Thermo Scientific) was used to lyse cells per the manufactur
er’s instructions. A total of 50 µg of total cell lysate was separated by SDS-PAGE and 
cytochrome c biogenesis (i.e., heme attachment) was monitored by heme stain.

Heme stains, immunoblots, and quantification

Heme staining was performed as previously described utilizing an ECL-based develop
ment and CCD imaging (15, 16, 54). Immunoblots were performed on 5 µg of affin-
ity-purified protein and probed with the following antibodies: α -His-HRP (1:90,000) 
(Sigma-Aldrich A7058), α -CcmE (1:7,500) (21), or α -CcmH (1:30,000) (21). Protein A 
peroxidase (Millipore Sigma, P8651) was used as a secondary label as needed. Imag
ing was performed with Azure Sapphire Bimolecular Imager (Azure, SPC11-0239) and 
quantified with AzureSpot Software (Azure, version 1.3).

Protein affinity purifications

Affinity purifications of C-terminal CcmF:6×His were performed as previously described 
(26, 43) with minor modifications. RK103 E. coli ∆ccm (53) was used for protein expres
sion.

UV-visible absorption spectroscopy

UV-visible absorption spectra were collected with a UV-1900i and LabSolutions software 
(Shimadzu; LabSolutions UV-Vis version 1.10) and performed as described in reference 26 
with the following modifications: 50 µg of protein in the buffer used for purification was 
used to collect spectra and to obtain quantitation of total heme levels using the Soret 
region. Sodium hydrosulfite powder (Sigma 157-953) was used to reduce protein spectra.

Research Article mBio

November/December 2023  Volume 14  Issue 6 10.1128/mbio.01509-23 13

Version of Record at: https://doi.org/10.1128/mbio.01509-23 

https://alphafold.ebi.ac.uk/entry/P33927
https://doi.org/10.1128/mbio.01509-23


ACKNOWLEDGMENTS

We thank Robert G. Kranz for the generous use of strains and plasmids (indicated by RK, 
pRGK numbers in Table S1), as well as antibodies to CcmH and CcmE. We thank Donna R. 
Price for technical assistance.

Research reported in this publication was supported by the National Institute of 
General Medical Sciences of the National Institutes of Health under Award Number 
R35GM142496 to M.C.S. and T32GM133395 to A.N.K. The content is solely the responsi
bility of the authors and does not necessarily represent the official views of the National 
Institutes of Health.

AUTHOR AFFILIATION

1Department of Biological Sciences, University of Delaware, Newark, Delaware, USA

AUTHOR ORCIDs

Amber L. Grunow  http://orcid.org/0009-0001-3632-6761
Susan C. Carroll  http://orcid.org/0009-0003-8627-196X
Alicia N. Kreiman  http://orcid.org/0000-0001-6778-3335
Molly C. Sutherland  http://orcid.org/0000-0002-7932-5339

FUNDING

Funder Grant(s) Author(s)

HHS | NIH | National Institute of General Medical 
Sciences (NIGMS)

R35GM142496 Molly C. Sutherland

HHS | NIH | National Institute of General Medical 
Sciences (NIGMS)

T32GM133395 Alicia N. Kreiman

AUTHOR CONTRIBUTIONS

Amber L. Grunow, Formal analysis, Investigation, Validation, Writing – review and editing 
| Susan C. Carroll, Formal analysis, Investigation, Validation, Visualization, Writing – 
original draft, Writing – review and editing | Alicia N. Kreiman, Investigation, Visualization, 
Writing – review and editing | Molly C. Sutherland, Conceptualization, Formal analy
sis, Funding acquisition, Methodology, Resources, Supervision, Visualization, Writing – 
original draft, Writing – review and editing

ADDITIONAL FILES

The following material is available online.

Supplemental Material

Fig. S1 (mBio01509-23-S0001.tif). Alpha-fold predicted structure of E. coli CcmF.
Fig. S2 (mBio01509-23-S0002.tif). The WWD “core regions” of CcmF, CcsBA, and CcmC.
Fig. S3 (mBio01509-23-S0003.tif). The WWD domain is required for CcmFH synthase 
function.
Fig. S4 (mBio01509-23-S0004.tif). CcmF WWD alanine mutations do not disrupt heme 
environment.
Fig. S5 (mBio01509-23-S0005.tif). Cysteine/heme cross-linking in the CcmF WWD 
domain.
Fig. S6 (mBio01509-23-S0006.tif). UV-vis spectral analysis of CcmF reveals the stable 
TM-b-heme is not impacted by WWD cysteine variants.
Fig. S7 (mBio01509-23-S0007.tif). Function of the CcmF WWD cysteine variants.
Table S1 (mBio01509-23-S0008.pdf). Strains, plasmids, and primers employed in this 
study.

Research Article mBio

November/December 2023  Volume 14  Issue 6 10.1128/mbio.01509-23 14

Version of Record at: https://doi.org/10.1128/mbio.01509-23 

https://doi.org/10.1128/mbio.01509-23
https://doi.org/10.1128/mbio.01509-23


REFERENCES

1. Babbitt SE, Sutherland MC, San Francisco B, Mendez DL, Kranz RG. 2015. 
Mitochondrial cytochrome c biogenesis: no longer an enigma. Trends 
Biochem Sci 40:446–455. https://doi.org/10.1016/j.tibs.2015.05.006

2. Hamel P, Corvest V, Giegé P, Bonnard G. 2009. Biochemical requirements 
for the maturation of mitochondrial c-type cytochromes. Biochim 
Biophys Acta 1793:125–138. https://doi.org/10.1016/j.bbamcr.2008.06.
017

3. Kranz R, Lill R, Goldman B, Bonnard G, Merchant S. 1998. Molecular
mechanisms of cytochrome c biogenesis: three distinct systems. Mol 
Microbiol 29:383–396. https://doi.org/10.1046/j.1365-2958.1998.00869.x

4. Kranz RG, Richard-Fogal C, Taylor J-S, Frawley ER. 2009. Cytochrome c 
biogenesis: mechanisms for covalent modifications and trafficking of
heme and for heme-iron redox control. Microbiol Mol Biol Rev 73:510–
528. https://doi.org/10.1128/MMBR.00001-09

5. Simon J, Hederstedt L. 2011. Composition and function of cytochrome c 
biogenesis system II. FEBS J 278:4179–4188. https://doi.org/10.1111/j.
1742-4658.2011.08374.x

6. Verissimo AF, Daldal F. 2014. Cytochrome c biogenesis system I: an
intricate process catalyzed by a maturase supercomplex? Biochim 
Biophys Acta 1837:989–998. https://doi.org/10.1016/j.bbabio.2014.03.
003

7. Gabilly ST, Hamel PP. 2017. Maturation of plastid c-type cytochromes.
Front Plant Sci 8:1313. https://doi.org/10.3389/fpls.2017.01313

8. Mavridou DAI, Clark MN, Choulat C, Ferguson SJ, Stevens JM. 2013.
Probing heme delivery processes in cytochrome c biogenesis system I.
Biochemistry 52:7262–7270. https://doi.org/10.1021/bi400398t

9. Song Y, Yang M, Wegner SV, Zhao J, Zhu R, Wu Y, He C, Chen PR. 2015. A 
genetically encoded FRET sensor for intracellular heme. ACS Chem Biol
10:1610–1615. https://doi.org/10.1021/cb5009734

10. Hanna DA, Harvey RM, Martinez-Guzman O, Yuan X, Chandrasekharan B, 
Raju G, Outten FW, Hamza I, Reddi AR. 2016. Heme dynamics and
trafficking factors revealed by genetically encoded fluorescent heme
sensors. Proc Natl Acad Sci USA 113:7539–7544. https://doi.org/10.1073/
pnas.1523802113

11. Yuan X, Rietzschel N, Kwon H, Walter Nuno AB, Hanna DA, Phillips JD, 
Raven EL, Reddi AR, Hamza I. 2016. Regulation of intracellular heme
trafficking revealed by subcellular reporters. Proc Natl Acad Sci USA
113:E5144–E5152. https://doi.org/10.1073/pnas.1609865113

12. Abshire JR, Rowlands CJ, Ganesan SM, So PTC, Niles JC. 2017. Quantifica-
tion of labile heme in live malaria parasites using a genetically encoded
biosensor. Proc Natl Acad Sci USA 114:E2068–E2076. https://doi.org/10.
1073/pnas.1615195114

13. Bairwa G, Sánchez-León E, Do E, Jung WH, Kronstad JW. 2020. A
cytoplasmic Heme sensor Illuminates the impacts of mitochondrial and
vacuolar functions and oxidative stress on heme-iron homeostasis in
Cryptococcus neoformans. mBio 11:e00986-20. https://doi.org/10.1128/
mBio.00986-20

14. Weissman Z, Pinsky M, Donegan RK, Reddi AR, Kornitzer D. 2021. Using
genetically encoded heme sensors to probe the mechanisms of heme
uptake and homeostasis in Candida albicans. Cell Microbiol 23:e13282. 
https://doi.org/10.1111/cmi.13282

15. Sutherland MC, Tran NL, Tillman DE, Jarodsky JM, Yuan J, Kranz RG. 2018. 
Structure-function analysis of the bifunctional CcsBA heme exporter and 
cytochrome c synthetase. mBio 9:e02134-18. https://doi.org/10.1128/
mBio.02134-18

16. Sutherland MC, Jarodsky JM, Ovchinnikov S, Baker D, Kranz RG. 2018.
Structurally mapping endogenous heme in the CcmCDE membrane
complex for cytochrome c biogenesis. J Mol Biol 430:1065–1080. https://
doi.org/10.1016/j.jmb.2018.01.022

17. Mendez DL, Lowder EP, Tillman DE, Sutherland MC, Collier AL, Rau MJ, 
Fitzpatrick JAJ, Kranz RG. 2022. Cryo-EM of CcsBA reveals the basis for
cytochrome c biogenesis and heme transport. Nat Chem Biol 18:101–
108. https://doi.org/10.1038/s41589-021-00935-y

18. Li J, Zheng W, Gu M, Han L, Luo Y, Yu K, Sun M, Zong Y, Ma X, Liu B, 
Lowder EP, Mendez DL, Kranz RG, Zhang K, Zhu J. 2022. Structures of the 
CcmABCD heme release complex at multiple states. Nat Commun
13:6422. https://doi.org/10.1038/s41467-022-34136-5

19. Ilcu L, Denkhaus L, Brausemann A, Zhang L, Einsle O. 2023. Architecture
of the heme-translocating CcmABCD/E complex required for

cytochrome c maturation. Nat Commun 14:5190. https://doi.org/10.
1038/s41467-023-40881-y

20. Sanders C, Turkarslan S, Lee D-W, Daldal F. 2010. Cytochrome c
biogenesis: the Ccm system. Trends Microbiol 18:266–274. https://doi.
org/10.1016/j.tim.2010.03.006

21. Feissner RE, Richard-Fogal CL, Frawley ER, Kranz RG. 2006. ABC
transporter-mediated release of a haem chaperone allows cytochrome c 
biogenesis. Mol Microbiol 61:219–231. https://doi.org/10.1111/j.1365-
2958.2006.05221.x

22. Richard-Fogal CL, Frawley ER, Bonner ER, Zhu H, San Francisco B, Kranz 
RG. 2009. A conserved haem redox and trafficking pathway for cofactor
attachment. EMBO J 28:2349–2359. https://doi.org/10.1038/emboj.2009.
189

23. Richard-Fogal C, Kranz RG. 2010. The CcmC:heme:CcmE complex in
heme trafficking and cytochrome c biosynthesis. J Mol Biol 401:350–362. 
https://doi.org/10.1016/j.jmb.2010.06.041

24. Schulz H, Hennecke H, Thöny-Meyer L. 1998. Prototype of a heme
chaperone essential for cytochrome c maturation. Science 281:1197–
1200. https://doi.org/10.1126/science.281.5380.1197

25. Schulz H, Fabianek RA, Pellicioli EC, Hennecke H, Thöny-Meyer L. 1999.
Heme transfer to the heme chaperone CcmE during cytochrome c
maturation requires the CcmC protein, which may function independ
ently of the ABC-transporter CcmAB. Proc Natl Acad Sci USA 96:6462–
6467. https://doi.org/10.1073/pnas.96.11.6462

26. San Francisco B, Sutherland MC, Kranz RG. 2014. The CcmFH complex is
the system I holocytochrome c synthetase: engineering cytochrome c
maturation independent of CcmABCDE. Mol Microbiol 91:996–1008. 
https://doi.org/10.1111/mmi.12510

27. San Francisco B, Kranz RG. 2014. Interaction of holoCcmE with CcmF in
heme trafficking and cytochrome c biosynthesis. J Mol Biol 426:570–585. 
https://doi.org/10.1016/j.jmb.2013.10.025

28. Ren Q, Ahuja U, Thöny-Meyer L. 2002. A bacterial cytochrome c heme
lyase. CcmF forms a complex with the heme chaperone CcmE and CcmH 
but not with apocytochrome c. J Biol Chem 277:7657–7663. https://doi.
org/10.1074/jbc.M110979200

29. Rayapuram N, Hagenmuller J, Grienenberger JM, Bonnard G, Giegé P. 
2008. The three mitochondrial encoded CcmF proteins form a complex
that interacts with CCMH and c-type apocytochromes in Arabidopsis. J 
Biol Chem 283:25200–25208. https://doi.org/10.1074/jbc.M802621200

30. Sanders C, Turkarslan S, Lee D-W, Onder O, Kranz RG, Daldal F. 2008. The 
cytochrome c maturation components CcmF, CcmH, and CcmI form a
membrane-integral multisubunit heme ligation complex. J Biol Chem
283:29715–29722. https://doi.org/10.1074/jbc.M805413200

31. San Francisco B, Bretsnyder EC, Rodgers KR, Kranz RG. 2011. Heme ligand 
identification and redox properties of the cytochrome c synthetase,
CcmF. Biochemistry 50:10974–10985. https://doi.org/10.1021/bi201508t

32. Brausemann A, Zhang L, Ilcu L, Einsle O. 2021. Architecture of the
membrane-bound cytochrome c heme lyase CcmF. Nat Chem Biol
17:800–805. https://doi.org/10.1038/s41589-021-00793-8

33. Beckman DL, Trawick DR, Kranz RG. 1992. Bacterial cytochromes c
biogenesis. Genes Dev 6:268–283. https://doi.org/10.1101/gad.6.2.268

34. Bateman A, Martin M-J, Orchard S, Magrane M, Ahmad S, Alpi E, Bowler-
Barnett EH, Britto R, Bye-A-Jee H, Cukura A. 2023. Uniprot: the universal
protein knowledgebase in 2023. Nucleic Acids Res 51:D523–D531. https:
//doi.org/10.1093/nar/gkac1052

35. Jumper J, Evans R, Pritzel A, Green T, Figurnov M, Ronneberger O, 
Tunyasuvunakool K, Bates R, Žídek A, Potapenko A, et al. 2021. Highly
accurate protein structure prediction with Alphafold. Nature 596:583–
589. https://doi.org/10.1038/s41586-021-03819-2

36. Varadi M, Anyango S, Deshpande M, Nair S, Natassia C, Yordanova G, 
Yuan D, Stroe O, Wood G, Laydon A, et al. 2022. Alphafold protein
structure database: massively expanding the structural coverage of
protein-sequence space with high-accuracy models. Nucleic Acids Res
50:D439–D444. https://doi.org/10.1093/nar/gkab1061

37. Gao M, Nakajima An D, Parks JM, Skolnick J. 2022. AF2Complex predicts
direct physical interactions in multimeric proteins with deep learning.
Nat Commun 13:1744. https://doi.org/10.1038/s41467-022-29394-2

38. Lee J-H, Harvat EM, Stevens JM, Ferguson SJ, Saier MH. 2007. Evolution
ary origins of members of a superfamily of integral membrane

Research Article mBio

November/December 2023  Volume 14  Issue 6 10.1128/mbio.01509-23 15

Version of Record at: https://doi.org/10.1128/mbio.01509-23 

https://doi.org/10.1016/j.tibs.2015.05.006
https://doi.org/10.1016/j.bbamcr.2008.06.017
https://doi.org/10.1046/j.1365-2958.1998.00869.x
https://doi.org/10.1128/MMBR.00001-09
https://doi.org/10.1111/j.1742-4658.2011.08374.x
https://doi.org/10.1016/j.bbabio.2014.03.003
https://doi.org/10.3389/fpls.2017.01313
https://doi.org/10.1021/bi400398t
https://doi.org/10.1021/cb5009734
https://doi.org/10.1073/pnas.1523802113
https://doi.org/10.1073/pnas.1609865113
https://doi.org/10.1073/pnas.1615195114
https://doi.org/10.1128/mBio.00986-20
https://doi.org/10.1111/cmi.13282
https://doi.org/10.1128/mBio.02134-18
https://doi.org/10.1016/j.jmb.2018.01.022
https://doi.org/10.1038/s41589-021-00935-y
https://doi.org/10.1038/s41467-022-34136-5
https://doi.org/10.1038/s41467-023-40881-y
https://doi.org/10.1016/j.tim.2010.03.006
https://doi.org/10.1111/j.1365-2958.2006.05221.x
https://doi.org/10.1038/emboj.2009.189
https://doi.org/10.1016/j.jmb.2010.06.041
https://doi.org/10.1126/science.281.5380.1197
https://doi.org/10.1073/pnas.96.11.6462
https://doi.org/10.1111/mmi.12510
https://doi.org/10.1016/j.jmb.2013.10.025
https://doi.org/10.1074/jbc.M110979200
https://doi.org/10.1074/jbc.M802621200
https://doi.org/10.1074/jbc.M805413200
https://doi.org/10.1021/bi201508t
https://doi.org/10.1038/s41589-021-00793-8
https://doi.org/10.1101/gad.6.2.268
https://doi.org/10.1093/nar/gkac1052
https://doi.org/10.1038/s41586-021-03819-2
https://doi.org/10.1093/nar/gkab1061
https://doi.org/10.1038/s41467-022-29394-2
https://doi.org/10.1128/mbio.01509-23


cytochrome c biogenesis proteins. Biochim Biophys Acta1768:2164–
2181. https://doi.org/10.1016/j.bbamem.2007.04.022

39. Hamel PP, Dreyfuss BW, Xie Z, Gabilly ST, Merchant S. 2003. Essential
histidine and tryptophan residues in CcsA, a system II polytopic
cytochrome c biogenesis protein. J Biol Chem 278:2593–2603. https://
doi.org/10.1074/jbc.M208651200

40. Dreyfuss BW, Hamel PP, Nakamoto SS, Merchant S. 2003. Functional
analysis of a divergent system II protein, Ccs1, involved in c-type 
cytochrome biogenesis. J Biol Chem 278:2604–2613. https://doi.org/10.
1074/jbc.M208652200

41. Frawley ER, Kranz RG. 2009. CcsBA is a cytochrome c synthetase that also 
functions in heme transport. Proc Natl Acad Sci USA 106:10201–10206. 
https://doi.org/10.1073/pnas.0903132106

42. Kern M, Scheithauer J, Kranz RG, Simon J. 2010. Essential histidine pairs
indicate conserved haem binding in epsilonproteobacterial cytochrome 
c haem lyases. Microbiology 156:3773–3781. https://doi.org/10.1099/
mic.0.042838-0

43. Sutherland MC, Rankin JA, Kranz RG. 2016. Heme trafficking and
modifications during system I cytochrome c biogenesis: insights from
heme redox potentials of Ccm proteins. Biochemistry 55:3150–3156. 
https://doi.org/10.1021/acs.biochem.6b00427

44. Page MD, Ferguson SJ. 1997. Paracoccus denitrificans CcmG is a
periplasmic protein-disulphide oxidoreductase required for c- and aa3-
type cytochrome biogenesis; evidence for a reductase role in vivo. Mol 
Microbiol 24:977–990. https://doi.org/10.1046/j.1365-2958.1997.
4061775.x

45. Monika EM, Goldman BS, Beckman DL, Kranz RG. 1997. A thioreduction
pathway tethered to the membrane for periplasmic cytochromes c
biogenesis; in vitro and in vivo studies. J Mol Biol 271:679–692. https://
doi.org/10.1006/jmbi.1997.1227

46. Setterdahl AT, Goldman BS, Hirasawa M, Jacquot P, Smith AJ, Kranz RG, 
Knaff DB. 2000. Oxidation-reduction properties of disulfide-containing 
proteins of the Rhodobacter capsulatus cytochrome c biogenesis
system. Biochemistry 39:10172–10176. https://doi.org/10.1021/
bi000663t

47. Meyer EH, Giegé P, Gelhaye E, Rayapuram N, Ahuja U, Thöny-Meyer L, 
Grienenberger J-M, Bonnard G. 2005. AtCCMH, an essential component
of the c-type cytochrome maturation pathway in Arabidopsis 
mitochondria, interacts with apocytochrome c. Proc Natl Acad Sci USA
102:16113–16118. https://doi.org/10.1073/pnas.0503473102

48. Turkarslan S, Sanders C, Ekici S, Daldal F. 2008. Compensatory thio-redox 
interactions between DsbA, CcdA and CcmG unveil the apocytochrome
c holdase role of CcmG during cytochrome c maturation. Mol Microbiol
70:652–666. https://doi.org/10.1111/j.1365-2958.2008.06441.x

49. Di Matteo A, Gianni S, Schininà ME, Giorgi A, Altieri F, Calosci N, Brunori 
M, Travaglini-Allocatelli C. 2007. A strategic protein in cytochrome c
maturation: three-dimensional structure of CcmH and binding to
apocytochrome c. J Biol Chem 282:27012–27019. https://doi.org/10.
1074/jbc.M702702200

50. Verissimo AF, Yang H, Wu X, Sanders C, Daldal F. 2011. CcmI subunit of
CcmFHI heme ligation complex functions as an apocytochrome c
chaperone during c-type cytochrome maturation. J Biol Chem
286:40452–40463. https://doi.org/10.1074/jbc.M111.277764

51. Di Silvio E, Di Matteo A, Malatesta F, Travaglini-Allocatelli C. 2013.
Recognition and binding of apocytochrome c to P. aeruginosa CcmI, a
component of cytochrome c maturation machinery. Biochim Biophys
Acta 1834:1554–1561. https://doi.org/10.1016/j.bbapap.2013.04.027

52. Verissimo AF, Khalfaoui-Hassani B, Hwang J, Steimle S, Selamoglu N, 
Sanders C, Khatchikian CE, Daldal F. 2017. The thioreduction component 
CcmG confers efficiency and the heme ligation component CcmH
ensures stereo-specificity during cytochrome c maturation. J Biol Chem
292:13154–13167. https://doi.org/10.1074/jbc.M117.794586

53. Feissner RE, Richard-Fogal CL, Frawley ER, Loughman JA, Earley KW, 
Kranz RG. 2006. Recombinant cytochromes c biogenesis systems I and II 
and analysis of haem delivery pathways in Escherichia coli. Mol Microbiol 
60:563–577. https://doi.org/10.1111/j.1365-2958.2006.05132.x

54. Feissner R, Xiang Y, Kranz RG. 2003. Chemiluminescent-based methods
to detect subpicomole levels of c-type cytochromes. Anal Biochem
315:90–94. https://doi.org/10.1016/s0003-2697(02)00658-9

Research Article mBio

November/December 2023  Volume 14  Issue 6 10.1128/mbio.01509-23 16

Version of Record at: https://doi.org/10.1128/mbio.01509-23 

https://doi.org/10.1016/j.bbamem.2007.04.022
https://doi.org/10.1074/jbc.M208651200
https://doi.org/10.1074/jbc.M208652200
https://doi.org/10.1073/pnas.0903132106
https://doi.org/10.1099/mic.0.042838-0
https://doi.org/10.1021/acs.biochem.6b00427
https://doi.org/10.1046/j.1365-2958.1997.4061775.x
https://doi.org/10.1006/jmbi.1997.1227
https://doi.org/10.1021/bi000663t
https://doi.org/10.1073/pnas.0503473102
https://doi.org/10.1111/j.1365-2958.2008.06441.x
https://doi.org/10.1074/jbc.M702702200
https://doi.org/10.1074/jbc.M111.277764
https://doi.org/10.1016/j.bbapap.2013.04.027
https://doi.org/10.1074/jbc.M117.794586
https://doi.org/10.1111/j.1365-2958.2006.05132.x
https://doi.org/10.1016/s0003-2697(02)00658-9
https://doi.org/10.1128/mbio.01509-23

	Structure-function analysis of the heme-binding WWD domain in the bacterial holocytochrome c synthase, CcmFH
	RESULTS
	Topology of E. coli CcmF
	Insights into the WWD domain of the heme-handling protein family
	The conserved WWD domain is required for CcmF holocytochrome c synthase function
	The conserved WWD domain is not required for CcmF protein:protein interactions
	Cysteine/heme crosslinking reveals the CcmF WWD domain functions to bind heme
	Conservation of heme binding in the heme-handling WWD protein family

	DISCUSSION
	Model of CcmF function
	Comparison of heme handling protein family

	MATERIALS AND METHODS
	Bacterial growth conditions
	Construction of alanine and cysteine variants
	CcmF structural modeling
	In vivo cytochrome c biogenesis assays
	Heme stains, immunoblots, and quantification
	Protein affinity purifications
	UV-visible absorption spectroscopy





