Supplementary material for: M.C. MARTINI et al.: Ochrobactrum Laccase Identification (https://doi.org/10.17113/ftb.59.04.21.7253)

Back to article

Table S1. BLASTP alignment of the putative laccase-like multicopper oxidase protein sequence (Lac80) encoded by a plasmid-carried gene from
Ochrobactrum sp. BF15. The ten best protein matches identified in NCBI by BLASTP (28) algorithm for Lac80 protein are shown
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length value  score score cover/%
multicopper oxidase .
-opper oxic . 502  Alphaproteobacteria 100.00 0 1000 1000  100.00
domain-containing protein
multicopper oxidase Ochrobactrum
-Opper oxic . 502 . 99.80 0 999 999 100.00
domain-containing protein rhizosphaerae
multicopper oxidase Ochrobactrum
-Opper oXIc . 502 ; 99.80 0 999 999 100.00
domain-containing protein haematophilum
multicopper oxidase .
-Opper oXIc ) 502 Paracoccus sanguinis 99.60 0 997 997 100.00
domain-containing protein
multicopper oxidase -
-Opper oxic . 502 unclassified Paracoccus 98.80 0 993 993 100.00
domain-containing protein
multicopper oxidase .
-opp L . 493 Paracoccus contaminans 91.83 0 877 877 100.00
domain-containing protein
multicopper oxidase .
-Opper oxic . 493 Paracoccus haematequi 91.63 0 873 873 100.00
domain-containing protein
multicopper oxidase Mesorhizobium sp.
-opper oxic . 499 P 90.04 0 870 870 100.00
domain-containing protein YM1C-6-2
multicopper oxidase . .
-Opper oxIc . 493 Paracoccus lutimaris 91.43 0 868 868 100.00
domain-containing protein
multicopper oxidase Pannonibacter
-Opper oxic . 499 . 90.04 0 867 867 100.00
domain-containing protein phragmitetus
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TLIEWEGEQTPPNAQEEVED YWMAREVD -~ LHEM- -RLLAR FLHDFSF GGRIRLRVINA
TTLEWHGLFVPSILDGGPH NWEHPHLHGNTARQAHLG IAG VLODRRV ASTVRLRILNG
TVVHLEGGVTPDDSDEYPE LWYHDHAMATLTRLNVYAGLVG LITDRTT PRKYRFRVINA
TTLEWHGLEVPGEVIGGEQ CWFHPHQHGKTGROVAMGLAG TVQDKKE RGWLELRLLNG!
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TSIEWHG I ILPANMIGVEC YWYHSHSG--FQEQ--VEVYG MLSDWTD ‘GERIBLRFING
‘TNLELHEGLHVSPEVOD-PL YWYHPHIHGRVAEQLYAGLLG VLKDFAF RGTLRLRILNA
TSIEWHGIILPPNMIOGVPC YWYHSHSG——FQEQ--VEVYC MLTDWTD GEKLRLRFING
TTIHWHGIRLPLEMDGVEY FWYHPHVN--SSEELGRELVG STENWHV GOVTRVRTTNL
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VAVDGHR BMGQRIDLEI MGHEMHLHEGHVE RLRDTVYV— WMLHCHEMPHL.ETGMMTEFA
VASDGGE SEGERYEVLV MPHEFHIHGASE GWEDT———A ‘FMEHCHVLEBEDVGMMAQFYV
IGSDGGL APAERYDITI GTHPIHLHLVSF GWRDTTQA- YVWECHILEEEDYDMMREMD
IASDGCL IMGERFEVLV MLHEFFHIBGTQF GWEDT---V YMAHCHLLEHEDTGMMLGET
VARDGOY AVAETYDVIV MTHPIHLHGMWS YRKHTIDV- WAYHCHLLYBMEMGMFREVR
LGVDGGL GPAQEVDIWL MPHPVHIHQLQF LWEATKDGE FLYHCHNLEHEDMGMMRNFK
VARDGQH AVAETYDVIV MTHPTHLHGMWS VREKHTIDM- WAYBCHLLFEMEMGMFREVR
IATDGGF APGERAEVLI MDHPFHLHETYPE AWRDTVNT.~ TVYHCHI VEHEDRGMMGVLY
VASDGOF AVAETFDVIV MTHEIHLHGMWS VREHT IDM- WAYHCHLLYEMEMGMFREVR
YALDGNE GFGMRICLAI TOHPIHLHGMSE YFTRTYLL- WMFHCHVIDEMETGLMAAIR

Fig. S1. Partial amino acid multiple sequence alignment, showing 10 bacterial laccase-like multicopper oxidases. Metal-binding residues are co-
loured in blue; other conserved residues are highlighted in red, whereas mismatches are in yellow. Numbering is based on Lac80 sequence as ref-
erence. Protein data Bank (23) or GenBank (22) accession codes are as follows: 1=QQZ00696.1, 2=6EVG|A, 3=P07788, 4=P36649, 5=A0A0E0XT94,
6=(GB) WP_011709064.1, 7=Q88C03, 8=(GB) WP_013012601.1, 9=P12374, 10=E1ACR6. BO=bilirubin oxidase, MMM=marine microbial metage-
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Lac80 MNTLSRRGFLAAGAAMLA-—-———— YAHLPRIAAA--QGAAPLSLHAATRTLDIDGRAATV 52
OcCueO QDAHQ---KMGHGAATPSTAPTGRPLPLPPLVEPDASGVVKLKVQTGRHSFE-EGSEAAS 56
HE HEE RS PR
Lac80 WGLAG-PAGQGLTLDPGARFRVDLRNDLDTDTLIHWHGQIPPNAQDGVPDMPLPMLAPGE 111
OcCueO AGINGAYLGPLVRLKNGETVTLSVENGMDEGTTLHWHGLEFVPSILDEGGPHNVI---AAGE 113
*: * * T *. * . :.:.*.:* '* :**** : *. * * *' : * Kk x
Lac80 TRAY--DFAPLPGTYWMHAHVPLHEMRLLA---AP-LIVRSAEDVAAD-—-———— ROEVVL 159
OcCueO AWKPEVKIQQPASFNWFHPHLHGNTARQAHLGIAGLMVVTDGKDAERGLPEDYGVDDIPL 173
: Lt Frkoxe HE R S . HEH
Lac80 FLHDFSFKAPEEVMAEILGGHGTAGGHGGGHGAVMGGMAAMDHGAMGNMPMGGMDHGAMG 219
OcCueO VLODRRVIEGDKVYE-=-—====———————— PDIM-—==—=—=—————————— DLMHGFRG 200
SRR HE H B
Lac80 GMTGMGAMDGMAMDLNDYDWDAYLANDRTLSDPEVVQVERGGRIRLRVINAAAATVEWIE 279
OcCueO GNL--===——————————————— IVNG--IVSPEA--RVPASIVRLRILNGANARNFHVR 236

* H . HE S
Lac80 TGEAQARLVAV--DGHAVQPVPGTRFGLAMGORLDLEIDLPQEGGAWPILALREGAR-ER 336
OcCueO LSDNRPLLVVASDGGFIGNPEPVERLTISPGERYEVLVDFSKGEA-TDLLTYGDDSGGDD 295
KELL LR O OB . H H :
Lac80 TG--—-—- LILATQGAEIRRIDTMAEAEAP--—-—-——————— AFDSDLAQETRLIAAGALPD 380
OcCueO LHLMRFVVDAALQGKVTKRPDRLDGPDAPDEKLSVKRRSFFFDERMAENMKLMMAKLSAD 355
* kK :‘k * H :‘k‘k ~k~k. :‘k:: :k: * *
Lac80 RPVDRSHMVMLGGSMQP-—=====——————————————— Y----VWTINGAVWGQHR-PV 413
OcCueO PHAGHNMGNMDMGSMQSGAMDHDMHGARS SADAGPALEALTSGVEMAIAGKPFDMDRIDV 415
. * * Kk Kk k :* * . .* *

Lac80 TAQSGERIVLSFHNMSMMGHPMHLHGHVFQVVGLNGRAVRGA---LRDTVYVPPM--SMV 468
OcCueO EAKLGSWEIW-DLTTKEMPHPFHTIHGASFRILSLNGKAPPAHQSGWKDTALIDGKAEILV 474
oKL : O HER H
Lac80 DIALDAGEAARWMLHCHHMPHLETGMMTEFAVSA 502
OcCueO HFDREAVKSHPFMFHCHVLEHEDVGMMAQFVTV- 507
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Fig. S2. Sequence alignment of Lac80 with OcCueO from Ochrobactrum sp. Alignment was carried out using Clustal Omega online tool (26).
The percentage of identity is 25.5 %. Metal-binding residues are coloured in blue; other conserved residues among the bacterial laccase-like
multicopper oxidases shown in Fig. S1 are highlighted in red, whereas mismatches are in yellow. Uniprot (23) or GenBank (22) accession codes as
follows: Lac80 (QQZ00696.1), OcCueO (6EVG|A)
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