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Table 51

Overview of the metatranscriptome dataset

unknown function

Number of total reads 17,501,596
Number ofhigh quality reads 7,786,277
Number of mRNA reads 57,480 :

Total count of mBNA reads (bp) 41.695.294

Number of reads containing predicted proteins with 39,958

kmown function -
Number of reads containing predicted proteins with 15245 @
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Table 52

Phvsico-chemical parameters of sediment samples collected from Attri hot sulfur spring

Physico-chemical parameters

Sediment samples

Temperature (°C) 55-38°C

pH 85

Turbidity (NTU) 10-15
Salinity (%) 12

EC (mS/cm) 0618

Nitrite-Nitrogen (ug/ml) (0.0129
Nitrate-Nitrogen (pg/ml) 671
Ammonia (mgl) 02
Inorganic phosphate (mg/1) 0.16




pWEWREER
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(b) Distribution of Phylum
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(¢) Distribution of Class @ Acidobacteriia
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(d) Distribution of Order
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(e) Distribution of Family ﬁ%ﬁﬂ
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(f) Distribution of Genus
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Fig. 3 Functional assignment of metatranscriptome reads using BLASTX against COG database. The number indicates the total reads affiliated
to the predominant COG identifiers. Maximum reads were allotted to specific COG identifiers viz., C,E, G, K, L, M, O, P, and R

KEGG#EE:15631reads /&
ToRE 25+ %, 998reads!)d
BT ohaefkt, H$33.7%5
N. S. HHe i,

SEED##2E::364reads 5 &t
WAH G, 427reads 5 CistAH
Ko




O BBRBHEEFTISN %

0T || Fig.4 Taxonomic classification of metatranscriptomic reads
1 involved in energy metabolism (KEGG identifiers) specifically
related to nitrogen, sulfur, and methane metabolism at genus level.
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Table 1 Sequences associated with specific enzyme and taxa within nitrogen metabolism using KEGG pathways

Number of sequences EC number  KEGG Enzyme name Organism Phylum I value

assigned orthology

1 EC:1.7.99.4 KO0372 Nitrate reductase (nar) Opitutus terrae Verrucomicrobia 3e—32

Cronobacter turicensis Proteobacteria le—68

1 EC:1.7.7.1 KOO366 Nitrite reductase (rirA) Chloroflexus Chloroflexi 0

1 EC:1.7.14 KO0362 Nitrite reductase (nirf?) Burkholderia pseudomallei  Proteobacteria e—109

1 EC:1.7.34 K10535 Hydroxylamine oxidase Anaeromyxobacter Proteobacteria 8e—38
(hao)

1 EC:1.7.7.2 KO0367 Ferredoxin-nitrate reductase  Nostoc Cyanobacteria Se—48
(narB)

1 EC:1.7.1.4 KO0363 Nitrite reductase (nirl) Candidatus Accumulibac-  Proteobacteria 2e—31

ter phosphatis

I EC:1.7.2.1 KO0368 Nitrite reductase (NO- Cupriavidus necator Proteobacteria de—15
forming)

1 EC:1.7.1.1 KO0360 Nitrate reductase (NADH)  Saccharopolyspora ervth-  Actinobacteria 6e—07
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Table 2 Sequences associated with specific enzyme and taxa within sulfur metabolism using KEGG pathways

Number of sequences EC number  KEGG Enzyme name Organism Phylum E value

assigned orthology

1 EC:1.8.4.8 K00390 Phosphoadenosinephos- Thermosynechococcus  Cyanobacteria 9e—93
phosulfate reductase elongatus
(cysH)

1 EC:2.7.74 K00958 Sulfate adenylyltransferase Thiobacillus denitrificans Firmicutes 0
(met3)

1 EC:1.8.1.2 KO00381 Sulfite reductase Burkholderia pseudomal- Proteobacteria le—48
(NADPH) lei

Hemoprotein beta-compo-

nent (cys/)

1 EC:3.1.3.7 K01082 5'-Bisphosphate nucleoti-  Salinibacter ruber Chlorobi 2.80e—018
dase (cysQ)

1 EC:2.7.7.4 KO0957 Sulfate adenylyltransferase Opitutus terrae Verrucomicrobia — e—148
(cysD)

| EC:2.7.7.4 KO0956 Sulfate adenylyltransferase  Acidothermus cellulo- Actinobacteria 2e—54
subunit 1 Iyticus

1 EC:1.8.7.1 K00392 Sulfite reductase (ferre- Nostoc punctiforme Cyanobacteria e—157

doxin)
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Table 3 Sequences associated with specific enzyme and taxa within methane metabolism using KEGG pathways

Number of sequences  EC number KEGG Enzyme name Organism Phylum E value

assigned Orthology

2 EC:1.2.1.2 K00123 Formate dehydrogenase Chioroflexus Chloroflexi 0
alpha subunit Burkholderia pseudomal-  Proteobacteria  2.00e—003

lei

1 EC:6.2.1.1 - Acetyl-CoA synthetase Chloroflexus Chloroflexi 0
{acs)

1 EC:2.3.1.169 K14138 Carbon-monoxide dehy-  Thermodesulfovibrio vel-  Nitrospirae Ge—56
drogenase/acetyl-CoA fowstonii
synthase subunit alpha

1 EC:2.3.1.169 KO0190 Carbon-monoxide dehy-  Carboxydothermus Firmicutes e—107
drogenasefacetyl-CoA hydropenoformans
synthase subunit beta

1 EC:1.2.99.2C KO00198 Carbon-monoxide Thermoanaerobacter Firmicutes 2e—81
dehydropenase catalytic  fengcongensis
subunit (coaS)

1 EC:1.2.99.2F K00196 Carbon-monoxide dehy-  Archaeoglobus fulgidus  Euryarchacota  4e—08
drogenase iron sulfur
subunit (cook)

1 EC:1.2.99.2L K03520 Carbon-monoxide dehy-  Nocardioides Actinomycetes  de—25
drogenase large subunit
(cutl., coxL)

1 EC:1.2992M  KO03519 Carbon-monoxide Petrotoga mobilis Thermotogae le—12

dehydrogenase medium
subunit (cutM, coxM)
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