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Figure S1. Construction and validation of tagged CIrB overexpression strain (a)
Construction strategy of Pol-clrB strain. (b) Pol-clrB was verified by PCR. Pol-cirB
was verified by the primer Pbgl (in)-F /clrBHA-R, which was 4.5 kb in size (lanes 1-
4); Lane 5 is the P. oxalicum 3-15 genome; Lane M is the Trans2K Plus Il DNA marker
(TransGen Biotech,Beijing, China). (c) Activities of filter paper enzyme of P. oxalicum
114-2 and Pol-cIrB. Activities of filter paper enzyme were measured every 24 hours
from 72 hours to 144 hours. (d) RT-gPCR analysis of clrB in P. oxalicum 114-2 and
Pol-clrB.
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Figure S2. CIrB protein complex silver stain and western blot analysis (a) Results of
silver staining. Lanes 1, 2 and 3 are CIrB protein complex anti-Flag eluate; Lanes 4, 5
and 6 are CIrB protein complex anti-HA eluate; Lanes 7 and 8 are P. oxalicum 114-2
eluate. (b) Western blot analysis. Lanes 1, 2 and 3 are CIrB protein complex anti-Flag
eluate; Lanes 4, 5 and 6 are CIrB protein complex anti-HA eluate; Lanes 7 and 8 are P.
oxalicum 114-2 eluate.
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1:Biosynthesis of secondary metabolites
2:Valine,leucine and isoleucine degradation
Down 3:Propanoate metabolism
4:Phenylalanine metabolism
5:Tyrosine metabolism
6:Ribosome
7:Carbon metabolism
8:Starch and sucrose metabolism

9:Ubiquinone and other terpenoid-quinone biosynthesis

10:Glyoxylate and dicarboxylate metabolism
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11:2-Oxocarboxylic acid metabolism
12:beta-Alanine metabolism
13:Fatty acid biosynthesis

14:Fatty acid metabolism
15:Glycolysis / Gluconeogenesis
16:Fatty acid degradation
17:Butanoate metabolism
18:Tryptophan metabolism
19:Biosynthesis of amino acids

20:Methane metabolism
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Figure S3. Transcriptome analysis of P. oxalicum 114-2 and APoPKA-C. (a) KEGG
annotation and enrichment analysis were performed for differentially expressed genes.
(b) GO enrichment analysis was performed for differentially expressed genes (P < 0.05).



Table S1 Names and sequences of primers used in this study

Primer names

Primer sequences

3213-F0
3213-F1
3213-F2
3213HPH-R
3213-F
3213-R
3213HPH-F
3213-R2
3213-R1
hph-F
hph-R
(ptrA)3213-R

ptrA-F
ptrA-R
PtrA(In)-R

(PtrA)HACIB-R

Pbgl2-F
Pbgl2-R
Pbgl2(In)-F
(Pbgl2)CIrB-F

3213tz-F
RT-act-F
RT-act-R
RT-cbhl-F
RT-cbh1-R
RT-egl-F

CAGCCTGAGGAATCGGGACG
ATTGCTGGACGGTGGTTAGT
AGCCGTACATCTAATCCACA

gctecttcaatatcagttaacgtcg AGGCCATAGACTTTGGAGAA
TGAAGAAGCGGCGAACGAAG
TTAGTGGGTGGACGAGTGAGGG
aaattccgtcaccageectgggtteGCCCTGTATAATTTATGACG
GAGCCAGACAAGTTTGAACG
ACATCAGCACTGCCAGTATG
CGACGTTAACTGATATTGAAGGAGC
CAACCCAGGGCTGGTGACGGAATTT

ATGGGATCCCGTAATCAATTGCCCCGAATGGCATT
GTTCCCGTC

GGGCAATTGATTACGGGATC
ATGGGGTGACGATGAGCCGC
CCGCTCTTGCATCTTTGTTTG

GATCCCGTAATCAATTGCCC
CCGTTTCCCACATAGCATC
CGCTTGTGCTCGCAGGGATG

CTTGGCGAAGTCGATTGGAAC
TGGCACGGGCTTGATTGAG

CGTTCCAATCGACTTCGCCAAGATGTTCCACACCTT
TGAAGG
GACGGCACGTTCGGCTTGA

GTTCCATTCTCGCCTCCCTCT
AGAAGCACTTGCGGTGAACGA
CCACCACCACTACCAGCAAGG
GTAGCCAACACCACCGCACT
ACCGCTGCTCAGACCACGAC



RT-egl-R
RT-bgl1-F
RT-bgl1-R
RT-bgl2-F
RT-bgl2-R
RT-creA-F
RT-creA-R
RT-clrB-F
RT-clrB-R
RT-xInR-F

RT-xInR-R
RT-brlA-F
RT-brlA-R
RT-fluC-F
RT-stuA-F
RT-stuA-R
RT-3213-F
RT-3213-R

TGGGTCCCGAGTAGCCAACG
CACCAACACCGGCTCAGTTA
GGACATCCCAGTTGGACAGAT
GGCTGATGCGTACACGTTTGA
CGACATAAGTCACGCCGAAGC
ACAGTCCTGGTCAAGGTCAC
GCCCGCCACGGAATTATTTG
TTGCCCGCATTTACGAAGCC
GTCTTGGGGTCCATTTTCGC
GTGGTCCGAGCCTGCGAAAC

CAGCGGTAGAGGGCGAGAAC
GGAACATCTCAAGCGGCACA
CAACTTGGAGCCGTAGATGG
GGTCTGCGACAAGCGGTTCA
GCGGCTCCTACACTTACACC
GAACGGCATCGTCGTCATCG
CTCCCATCCTCAGCCCTCTC
GGAGTCTGCGATTGCGATTG




