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Figure S1 Synthesized gene for TTCP-3 protein expression.
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Figure S2 2F,-DF. electron density map countered at 1.0 o showing the N-terminal region of the

TTCP-$ protein.
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Figure S3 Molecular mass determination by gel filtration chromatography. The logarithm of
marker molecular mass is plotted (open circles). The marker molecular mass values are also
indicated in kDa for each point. The retention time of TTCP-f is plotted on the linear least-square

fitting curve (closed circle).



Methyloglobulus morosus
Methylomicrobium buryatense
Methylohalobius crimeensis
Methylocmonas koyamae
Pseudomonas guangdongensis
Pseudomonas linyingensis
Pseudomonas sagittaria
Geobacter bemidjiensis
Geobacter daltonii
Geobacter pickeringii
Geobacter pelophilus
Geobacter uraniireducens
Geobacter lovleyi
Geobacter sulfurreducens
Methylococcus capsulatus
Ignavibacterium album
Fontimonas thermophila
Meiothermus rufus
Meiothermus ruber
Thermoanaerobaculum aquaticum
Thermus amyloliquefacients
Thermus tengchongensis
Thermus arciformis

Thermus oshimai

Thermus thermophilus

Methyloglobulus morosus
Methylomicrobium buryatense
Methylohalobius crimeensis
Methylocmonas koyamae
Pseudomonas guangdongensis
Pseudomonas linyingensis
Pseudomonas sagittaria
Geobacter bemidjiensis
Geobacter daltonii
Geobacter pickeringii
Geobacter pelophilus
Geobacter uraniireducens
Geobacter lovleyi
Geobacter sulfurreducens
Methylococcus capsulatus
Ignavibacterium album
Fontimonas thermophila
Meiothermus rufus
Meiothermus ruber
Thermoanaerobaculum aquaticum
Thermus amyloliquefacients
Thermus tengchongensis
Thermus arciformis

Thermus oshimai

Thermus thermophilus

Methyloglobulus morosus
Methylomicrobium buryatense
Methylohalobius crimeensis
Methylocmonas koyamae
Pseudomonas guangdongensis
Pseudomonas linyingensis
Pseudomonas sagittaria
Geobacter bemidjiensis
Geobacter daltonii
Geobacter pickeringii
Geobacter pelophilus
Geobacter uraniireducens
Geobacter lovleyi
Geobacter sulfurreducens
Methylococcus capsulatus
Ignavibacterium album
Fontimonas thermophila
Meiothermus rufus
Meiothermus ruber
Thermoanaerobaculum aquaticum
Thermus amyloliquefacients
Thermus tengchongensis
Thermus arciformis

Thermus oshimai

Thermus thermophilus

Figure S4 Amino acid sequence alignment of 25 cytochromes ¢'-p. The red box corresponds to the
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--------- QKDGVPFPEGYRNWLAAKEMLIQPGEALENPFQGIHE VYANGKARKGLKS
————————— AEQAVPFPEGYRNWLHTKEMLIQPGHALEDPFQGIHH IYANKLAEDGLKT
EGFRTWYHVKSMVIQPGHEPLEDPFGGIHHIYANYRALQGLKS
--------- AEHSVAYPEGYRTWLHAKSMLIQPGHALENPFQGLHEHVYANKRAESGLKS
EGYRDWRHEVKEMLIEEGHPLHAAFGGIHHE IYANDTALEGYRN
SGYRHWQHVKEMVIEQGHPLFDAFGGIHH IYANASALEGYQA
TGYRHWHHVKEMVIEQGHPLFEAFGGIHELYANARALEGYQA
--------- AGQTALPKGYEKWDKSKRARIDT DRKSL---FYGIHY IYVDKKAMKSYKS
----------- ATGTLPRGYERWEKSKERKVVS DKSSL---FYGVEN IYVDKKAMPAYKA
—————————— ADTATLPRDYERWAKSKERVISDKSSL---FYGIHHIYVDKKAMPPYQS
----------- -AQTALPRGYERWEKSKARINT DKKSL---FYGIHY IYVDKKAMKGYKS
---------- AERASLPKGYEKWEKSKDRKIVNDRKSL---FYGIHY TYVDKKALKAFKT
PK-YQGWTKSVRRVVT DKKSL---FYGIHY IYADPRAIKGYQA
----------- -AGASLPRKGYERWNMSKERKVIADKSSL---FYGIENIYVDKKAMAAYRK
DGFRSWYHVRKEMVIQPGHPLENPFGGIHHVYANAEAIQGLRG
—=--AVLFGFSNDEVKYPEGYRNWTHVKILILEKGHPLYDAFGGIHHIYANKTALEGYKA
————————— GADQVPYPQGYRNWVHVKEMVIQEGHPLFASFGGIHH IYGNAKAIAGYEA
EGYRFWTHIKSMEIGPGHPLYEAFGGLHHIYANPQALAGYLS
EGYRTWTHVKEMIVE KGHPLFELVGGLHH IYANSKAMOGYQA

LAEKARGVSYPEGYRRWYHVRILVLQAGHPLYDAFGGIHHVYANEKAKRQGLST
—AQYGGG-VSQPAFPYPEGYRLWTHVKEMELK PGHPLYESFGGLHHIYVNQTGLRTYLE
QYQYGSDQASPPTFPYPEGYRLWTHVKEMELK PGHPLYESFGGLHH IYVNQTGLKTYLE
---------- ETGFPYPEGYRLWTHVKSMELK PGEPLYESFGGLEEVYVNPVGLKTYLE
---------- QEGFPYPE GFRE'WTHVKEMEIQRGHPLYEAE‘GGLHH IYANPQALAGYLS

PEGYR!

FWTHVKEMELK PGEPLYESFGGLHH IYVNPTGLRTYLE

G---KYDDGSVLVFDLLKYEEKDKTIQEGERKLVGVMRKDSTKYASTGGWGFEGFTGNS
G-—--KYKDGAVLVFDLLNYVEKDKTIEEGDRKLIGVMLKDARKFADTGGWGFEGFAGDS
G---DYPDGAVLVFDLLDYQSSNNALVEGKRKLIGVMERDAERFAATGGWGFEGFGGGD
G---KYEDGSVLVFDLLQYQEKDKTIQEGERKLVGVMOKDSKKYAATGGWGFEGFAGNS
G---RFADGAVIVFDLLEARKRSDAAVVEGARKVVGVMHKDSQRFAATGGWGFEGFAGGD
G---KFPDGAVIVFDLLEANRADSAVTEGARKVVGVMHKDAQKYAATGGWGFEGFAGGD
G---KFPDGAVIVFDLLEAQRADSAVTEGARKVVGVMHRDAQKYAATGGWGFEGFAGGD
G--GAYPDGSREFVAVNY SIKEENGNKVPGKKNMIVVMQKD-RRKEQQTGGWRFAGFTPDG
G--GRYPEGSRFVVDYYKLKEENGKPVRKGKKNMIVLMKKD-KRFRETGGWQFVGFTGEG
G--GKYSEGARFVVVNY TIKEEGGKPVKGKK SMVVLMKKD-KKQSATGGWLFAGFTPEG
G--GAYPDGSRFVAVNY SIKEENGKQVPGKKNMIVVMOKD-RTQQQTGGWRFAGFTPEG
G--GKYPEGSRFVVDYYNIREEGGKPVQGKKNMVVLMKKD-KKFRETGGWQFAGFNPDG
G--NKFPEGSRIVVEHFNIKGDNS-SIDGPKNMVVLMKKD-KTRKATGGWLYAGYTAEG
G--GPYPEGSRFVVVQHTIKDVGGKPTKGRKR SMIVLMTKD-KKQTATGGWLFAGFTAEG
G---NYPDGAVLVFDLFDYQEDNHALVEGKRKLIGVMERDAKRFSATGGWGYEGFGEGK
G--NKFKDGSVIVFDLLETVSADNAVAEGNRKVVGVMERNSKKYRDTGGWGFEAFKG-D
G---RFEDGAVIVFDLLEAQADGHALVEGPRRVLGVMHKDARRYAATGGWGFEGFAGGD
DRR-SFPDGSVIAFDLLEVRKEQGATLEGPRKLVGVMVRNSSRYARTGGWGFLAF-GPN
NPR-VFPEGAVIVFDLLEPVKAENAVVEGKRKAVIVMERDTRRFAATGNWGYAVFEGDS
G---KYANGAVFVFDLLEAPVEGNALSEGSRKVLAVMERDSNRFADTGGWGFQAFSAGD
GKRNPFPKGTVIVFDLLEARVEGNALLEGPQKLIGVMVKDPDRYPATGGWGYYAF-GPD
GRRDPFPRGTVIVFDLLEAKAEGNALLEGPRKLIGVMVKDPDRYRDTGGWGYYAF-GPD
GRRAPFPRRTVIVFDLLEARKVEGNALIEGPRKLIGVMVKDPERYRETGGWGYYAF-GPD

GRR-AFPEGSVIVFDLLEARAEGQALVEGPRKLIGVMVKDSRRYPETGGWGYYAF-GAD
GKRAPFPRGTVIVFDLLEARVEGNALLEGPRKLIGVMAKDPGRYPDTGGWGYYAF-GPD
Pro
number
KTERLV-NDGGKSCFGCH-EPQRGRNYVFSGLRD-- 138 5 20
KTERLV-TDGGQSCFGCH-APQRKTDYVFSEFRK— 138 5 28-30
PSKRLV-TDGGQGCYGCH-TSQKDSQFVFSKLRD-- 137 ¢ 30
KTERLV-KDGGASCFACH-AREQKTDYVFSQYRP-- 138 4 30
RORRAVAGDAATACFACH-EPEREHDYVFSRARD-- 139 4 30
PSKRAVGANAATACYACH-APEKDRDYVFSRPRD-- 139 8 30
PTKRTVGARDRATACYRCH-ARPEKDHDYVFSRPRD-- 139 8 30
KPS-GL--DGKRDCFGCHEKDAKGRDYVISRYADFK 135 5 30
KAS-KL--DPVRNCYECHLKEAKDRDYVISKYTDFK 134 5 30
KPS-GI--DPVKNCFECHLKDAKATDLIISKYADFK 135 7 30
KPS-GL--DGKRDCFGCHEKDAKDRDYVISRYTDFK 134 5 30-32
RPS-AV--DPVRNCYECHLKEAKDADLVISKYADFK 135 € 32
KPS-RL--DPVRNCFECHQREVAGRDYIFSGIADFK 134 8 35
KPS-GV--DTVRNCYECHLKEAGSRDLVISRYADFR 134 5 35
PDKRLV--TDGGQGCFGCHAAQKESQYVFSRLRD-- 138 ¢ 45
TRERVV-KNMEGDCFSCH-LSQKDKDYVFSEYRK-- 144 2 45
PRQRVVGENAKTACFDCH-ASQAGHDYVFSRKRDR- 140 5 45-50
RAPLSI---DAQACFTCH-QGAASSDYVFSTYRP-- 130 ] 55-60
RRPVEI---NANSCYECH-RGAANTDFVFSSFRP-- 142 7 €0
PQKPIV-VNAKEQCFSCH-ESQKDKDFVFSTWRP-- 141 € €0
KKPLSI---DPQSCHACH-QGAANTDFVFSAFRP-- 145 14 €0-65
KRPLSI---DPQSCHACH-QGAANTDFVFSAFRP-- 147 14 €5
KKPLAI---DPKACHACH-QGAANTDYVFSAFQP-- 137 13 70
GKPLAI---DPKACHACH-QGAANTDFVFSAFRP-- 136 10 70
KKPLAI---DPKACHACH-QGAANTDYVFSAFRP-- 135 14 72
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