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Table 1. Primers used in the work. 

 
 

  

Primer  Sequences 5′-3′ Gene targeting 
PolyGK-R TT(R)AATTT(R)TCGAA(Y)TT(Y)TT pglk (degenerate primer)  

PolyGK-F2 TT(Y)AT(H)GGCAC(Y)(R)AT ATCGA pglk (degenerate primer) 

R-polGK CG  GCATCGGCGTCATTCAGGTT pglk (for inverse PCR)  

F2-polGK  ACGCTGGGGCAACCGCTTCAAC pglk (for inverse  PCR) 

GluK(F)A12   ATGATTCTAGCCGGCGACAT glk (degenerate primer) 

GluK(R)A12  CAAAGTAATGCATGGCSCCAAKCAA glk (degenerate primer) 

GluKA12-F1  CGGCGACTTTATGCAGGCATT glk (for inverse PCR)  

GluK12-R1  CGATAGGATGATGCTGCTTGCCA glk (for inverse PCR)  

ATP-GlK-F   TCATATGATTCTTGCCGGCGACATAGGCGGT glk (for cloning) 

ATP-GlK-R  TGTCGACATCGGCTTGAAAATAATGCGCGGC glk (for cloning) 

Pol-Glk-F  TCATATGCGG ATTCTCGGCGTAGAT pglk (for cloning) 

Pol-Glk-R  TCTCGAGCGGGGCAAATGCCTCTT pglk (for cloning) 



 

Figure S1. Phylogenetic position of Methylomonas strain 12 among methanotrophs of the 

Gammaproteobacteria class and the genus Methylomonas. The methanotroph of the class 

Alphaproteobacteria, Methylocystis parvus, was used as an outgroup. Accession numbers are 

given in parentheses. Bar, 0.02 substitutions per nucleotide position.  

 

 

 

 

 Methylomonas sp. 12 (MK158248) 
 Methylomonas koyamae Fw12E-YT (AB538964) 

 Methylomonas fodinarum JM13T (X72778) 
 Methylomonas aurantiaca JB103T (X72776) 

 Methylomonas paludis MG30T (HE801216)  
 Methylomonas scandinavica SR5T(NR_041958) 

 Methylomonas lenta R-45377T (FR798962) 
 Methylomonas methanica S1

T (AF304196) 
 Methylomarinum vadi T2-1T (AB453958) 

 Methylobacter marinus A45T (AF304197) 
 Methylobacter luteus ACM 3304T (AF304195) 

 Methylomicrobium agile ATCC 35068T (X72767) 
 Methylosarcina fibrata AML-C10T (AF177296) 
 Methylomicrobium buryatense 5BT (AF307138) 

 Methylomicrobium kenyense AMO1T (AJ132384) 
 Methylomicrobium alcaliphilum  20Z T (NR_044253)  
 Methylomicrobium japanense NIT (D89279) 

 Methylovulum miyakonense HT12T (AB501287) 
 Methylogaea oryzae E10T (EU672873) 

 Methylococcus capsulatus TexasT (AJ563935) 
 Methylocaldum szegediense O12T (DQ496233) 

 Methylocaldum gracile VKM 14LT (U89298) 
 Methylocaldum tepidum LK6T (U89297) 
 Methylohalobius crimeensis 10KiT (AJ581837) 

 Methylothermus thermalis MYHT (AY829009) 
 Methylocystis parvus NCIMB 11129T (Y18945) 
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Figure S2. Phylogenetic analysis of the derived PmoA sequence from Methylomonas sp. 12. Bar, 

0.02 substitutions per nucleotide position. The methanotroph of the class Alphaproteobacteria, 

Methylocystis parvus, was used as outgroup. 

 

Figure S3. Effect of ATP on activity of polyphosphate-dependent glucokinase from 
Methylomonas sp. 12. The enzyme does not use ATP as a substrate in the absence of 
polyphosphate. 
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