Table S4. Hierarchical classification of the functional genes in each sample they are categorized under KEGG orthology. There are 1338 functional genes present
throughout the samples (day17, day24, day31, day38 and bulk soil). Sample Day17 has 528 functional genes that account for 2142 reads, sample Day24 has 516
functional genes that account for 1611 reads, sample Day31 has 553 functional genes that account for 1647 reads, sample Day38 has 560 functional genes that

account for 1916 reads and bulk soil has 439 functional genes that account for 1420 reads.

Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
04112 Cell cycle -
Cellul Cell Growth and
Prsc:sjgs € ;Z:ch an Caulobacter aspartyl protease family protein K06985 0 1 0 0 0
[PATH:ko04112]
04112 Cell cycle - - .
Pfsll:slzgs Cell GSZ::Lh and Caulobacter ATP-dependent Clp prcz:tle?(se ATP-binding subunit K03544 14 6 7 1 5
[PATH:k004112] P
Cellular Cell Growth and 04112 Cell cycle - ATP-dependent Clp protease, protease subunit
Processes Death Caulobacter [EC:3.4.21.92] K01358 12 1 6 6 5
[PATH:ko04112] e
04112 Cell cycle -
Cellul Cell Growth and
Prg‘c:sjgs € DrZ:ih an Caulobacter ATP-dependent Lon protease [EC:3.4.21.53] K01338 | 23 22 17 14 14
[PATH:ko04112]
04112 Cell cycle -
Pfsll:sljgs Cell GDrZ::Lh and Caulobacter cell division protein FtsA K03590 0 0 2 0 0
[PATH:ko04112]
04112 Cell cycle -
P(r:oeg:sl:;s cell GSZ:;Lh and Caulobacter cell division protein FtsQ K03589 1 0 0 0 0
[PATH:ko04112]
04112 Cell cycle -
Pfsll:sljgs Cell GDrZ::Lh and Caulobacter cell division protein FtsZ K03531 4 7 3 9 0
[PATH:ko04112]
04112 Cell cycle -
Cellul Cell Growth and
Prsc:szgs € I;Z:;h an Caulobacter GcrA cell cycle regulator K13583 0 1 0 0 0
[PATH:ko04112]
04112 Cell cycle -
Pfsll:sljgs Cell GDrZ::Lh and Caulobacter modification methylase [EC:2.1.1.72] K13581 2 2 0 0 0
[PATH:ko04112]
04112 Cell cycle -
Cellul Cell Growth and
Prsc:szgs € I;Z:;h an Caulobacter pilus assembly protein Flp/PilA K02651 0 0 0 6 0
[PATH:ko04112]
04112 Cell cycle -
Pfsll:sljgs Cell GDrZ::Lh and Caulobacter regulator of sigma E protease [EC:3.4.24.-] K11749 0 0 0 0 3
[PATH:ko04112]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
™ - e unetion Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
04112 Cell cycle -
Cellul Cell Growth and
. " Caulobacter replicative DNA helicase [EC:3.6.4.12] K02314 | © 0 0 2 6
[PATH:ko04112]
04112 Cell cycle -
Pfsll:slzgs Cell GSZ::Lh and Caulobacter two-componer:;c3 szr:f::,ccecllchycle response K13589 1 0 0 0 0
[PATH:ko04112] g P
04112 Cell cycle -
Celllar | CellGrowthand | ey jopacer two-component system,cell cyce response | yy3500 | 3| o | o | o 0
[PATH:ko04112] g
04112 Cell cycle -
poolular | Cell Growthand Caulobacter fio-component system, cel cycle response K11443 | 0 2 0 0 0
[PATH:ko04112] g
04112 Cell cycle - e
Pfsll:sljgs Cell GDrz;Af;h and Caulobacter two-component systerlz;;:(;_'(lel cycle sensor histidine KOT716 0 5 0 0 3
[PATH:ko04112]
04112 Cell cycle - o
Pfsll:slzgs Cell GI;ZZ\;Lh and Caulobacter two-component sys;c(?rr]r;,szeallnzycle sensor histidine K13587 1 0 0 0 A
[PATH:ko04112]
04112 Cell cycle - .
rocesses | pesth Caulobacter UDP'N'aCEtylgh(chsf:q Z‘et'i'd'\;acewlmuramy" k2563 | 0 | 3 1| o 0
[PATH:ko04112] pentapep
04113 Meiosis -
pfsllziigs cell G,;Z::Lh and yeast adenylate cyclase [EC:4.6.1.1] K01768 3 0 0 10 0
[PATH:ko04113]
04113 Meiosis -
Pfoell:slzgs Cell GDrZz\:'chh and yeast serine/threonine-protein kinase RIM15 [EC:2.7.11.1] K12767 0 0 1 0 0
[PATH:ko04113]
04114 Oocyt
Cellular Cell Growth and . qcy € protein phosphatase 2 (formerly 2A), regulatory
Processes Death Melosis subunit B&#39: K11584 0 0 0 1 0
[PATH:ko04114] ’
04115 p53 signaling
Pfsll:sljgs Cell G;Z:f;h and pathway ribonucleoside-diphosphate reductase subunit M2 K10808 0 0 0 1 0
[PATH:ko04115]
02030 Bacterial . .
PS;'E:S'Z‘LS Cell Motility chemotaxis chemotaxis pro';télcn'zmleah;g]ransferase CheR KO0575 0 0 0 o 5
[PATH:k002030] el d
cellular 02030 Bacterial
Processes Cell Motility chemotaxis purine-binding chemotaxis protein CheW K03408 0 0 0 2 0
[PATH:ko02030]




Sequence Reads

evelt tevel 2 Level3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
cellular 02030 Bacterial
Processes Cell Motility chemotaxis ribose transport system substrate-binding protein K10439 3 0 0 2 2
[PATH:k002030]
Cellular 02030 Bacterial two-component system, chemotaxis family
Processes Cell Motility chemotaxis CheB/CheR,fusion ’ K13924 0 0 0 7 6
[PATH:ko02030]
Cellular - 02030 Bactgrial two-component system, chemotaxis family,
Processes Cell Motility chemotaxis response regulator K03412 3 0 0 0 0
[PATH:k002030]
Cellular 02030 Bacterial two-component system, chemotaxis family
Processes Cell Motility chemotaxis response re;gulator ’ K03413 0 0 3 2 1
[PATH:ko02030]
Cellular - 02030 Bactgrial two-component system, chemotaxis family, sensor
Processes Cell Motility chemotaxis kinase CheA K03407 0 6 0 7 0
[PATH:k002030]
cellular N 02040 Flagellar . .
Processes Cell Motility assembly chemotaxis protein MotA K02556 0 1 0 0 0
[PATH:k002040]
cellular N 02040 Flagellar . .
Processes Cell Motility assembly chemotaxis protein MotB K02557 0 0 0 4 2
[PATH:ko02040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar basal-body rod modification protein FIgD K02389 1 3 0 0 0
[PATH:ko02040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar basal-body rod protein FlgB K02387 0 0 0 0 1
[PATH:ko02040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar basal-body rod protein FlgC K02388 0 0 1 0 1
[PATH:ko02040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar biosynthesis protein FIhA K02400 1 0 1 2 2
[PATH:ko02040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar biosynthetic protein FIhB K02401 0 0 0 1 0
[PATH:ko02040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar biosynthetic protein FIiP K02419 0 1 0 4 2
[PATH:ko02040]




Sequence Reads

evelt tevel 2 Level3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar hook-associated protein 1 FIgk K02396 0 0 0 0 4
[PATH:ko02040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar L-ring protein precursor FigH K02393 0 1 0 0 0
[PATH:ko02040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar motor switch protein FliG K02410 0 2 0 0 2
[PATH:k002040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar motor switch protein FliM K02416 0 0 0 1 0
[PATH:ko02040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar motor switch protein FIiN/FliY K02417 0 2 1 3 1
[PATH:ko02040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar M-ring protein FIiF K02409 0 0 0 1 0
[PATH:k002040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar P-ring protein precursor Flgl K02394 2 0 0 0 0
[PATH:k002040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar protein FliO/Fliz K02418 0 0 0 0 1
[PATH:ko02040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellar protein FliS K02422 2 0 0 0 0
[PATH:k002040]
cellular 02040 Flagellar
Processes Cell Motility assembly flagellum-specific ATP synthase [EC:3.6.3.14] K02412 0 2 0 1 0
[PATH:k002040]
pfsll:slzgs Trg::;;)%ﬁ:;:d ([):;‘:a :I;(\;Sg:ig? arylsulfatase A [EC:3.1.6.8] K01134 0 0 1 0 0
processes | combolion | [PATHRo0AI] hexosaminidase [EC:3.2.1.52 s | 1| o | o | o 0
Cellular Transport and 04144 Endocytosis .
Processes Catabolism [PATH:ko04144] ESCRT-II complex subunit VPS25 K12189 0 0 1 0 0
Pfsll:sljgs T?:;F;)c;rﬁs?d Ofplﬁleilfgg):izg]e alanine-glyoxylate transaminase / serine-glyoxylate K00830 0 0 0 0 6




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID
Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Cellular Transport and 04146 Peroxisome )
Processes Catabolism [PATH:ko004146] alpha-methylacyl-CoA racemase [EC:5.1.99.4] K01796 1 0 0 0 4
Cellular Transport and 04146 Peroxisome - .
ATP-bind tt bf ly D (ALD ber 4 K05678 1 0 0 0 0
Processes Catabolism [PATH:ko04146] inding cassette, subfamily D (ALD), member
Cellular Transport and 04146 Peroxisome . . .
Processes Catabolism [PATH:ko004146] D-amino-acid oxidase [EC:1.4.3.3] K00273 0 0 0 0 1
Cellular Transport and 04146 Peroxisome N .
Processes Catabolism [PATH:ko004146] isocitrate dehydrogenase [EC:1.1.1.42] K00031 4 3 2 6 7
Cellular Transport and 04146 Peroxisome .
-5 K13342 0 0 0 1 0
Processes Catabolism [PATH:ko04146] peroxin
Environmental 02010 ABC
. Membrane L .
Information Transoort transporters antibiotic transport system permease protein K09686 3 0 0 6 0
Processing P [PATH:ko02010]
Environmental 02010 ABC
. Membrane - . .
Information Transbort transporters ATP-binding cassette, subfamily C, bacterial K06148 0 0 4 0 7
Processing P [PATH:ko02010]
Environmental Membrane 02010 ABC
Information Transport transporters bicarbonate transport system ATP-binding protein K11952 0 0 0 1 0
Processing P [PATH:k002010]
Environmental 02010 ABC
. Membrane . - .
Information Transport transporters bicarbonate transport system ATP-binding protein K11953 1 0 0 0 0
Processing P [PATH:ko02010]
Environmental 02010 ABC . _
Information h—?g:?rz:lte transporters bicarbonate transportrzzzim substrate-binding K11950 0 0 1 0 0
Processing P [PATH:k002010] P
Environmental 02010 ABC . . .
Information I\_Flgnr:l:rzrr\te transporters branched-chain amlngiizlicrl]transport system ATP- K01996 6 0 0 0 0
Processing P [PATH:ko02010] g
Environmental 02010 ABC . . .
Information I\_ll_lreanr:l:rj):te transporters branched-chaw;s;n;zs:cri:;a:sport system K01997 4 0 0 26 0
Processing P [PATH:k002010] P P
Environmental 02010 ABC . . .
Information I\_?I;r;l?rg:te transporters branched-cha|r;fr:111;2;)eaC|ri:£?nnsport system K01998 0 12 0 0 26
Processing P [PATH:ko02010] P P
Environmental 02010 ABC . . .
Information I\_ll_lreanr:l:rj):te transporters branched-cha;:I:Srlqugtc;fak::;:dti;ansport system K01999 15 18 0 24 0
Processing P [PATH:k002010] &




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID
Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Environmental 02010 ABC
. Membrane - _ .
Information Transport transporters cell division transport system ATP-binding protein K09812 0 1 4 5
Processing P [PATH:ko02010]
Environmental 02010 ABC
. Membrane - .
Information Transport transporters cell division transport system permease protein K09811 0 0 2 0
Processing P [PATH:k002010]
Environmental 02010 ABC
. Membrane . - .
Information Transport transporters cellobiose transport system ATP-binding protein K10243 0 0 0 2
Processing P [PATH:ko02010]
Environmental 02010 ABC
j Membrane . .
Information Transport transporters cellobiose transport system permease protein K10241 0 0 0 0
Processing P [PATH:k002010]
Environmental Membrane 02010 ABC cellobiose transport system substrate-bindin
Information Transoort transporters P thein & K10240 0 1 0 0
Processing P [PATH:ko02010] P
Environmental 02010 ABC
. Membrane . .
Information Transbort transporters cobalt/nickel transport system permease protein K02007 0 0 0 1
Processing P [PATH:k002010]
Environmental 02010 ABC
. Membrane . . .
Information Transoort transporters dipeptide transport system permease protein K12369 0 3 1 0
Processing P [PATH:ko02010]
Environmental 02010 ABC
. Membrane - _ .
Information Transbort transporters D-methionine transport system ATP-binding protein K02071 0 1 1 0
Processing P [PATH:k002010]
Environmental 02010 ABC
. Membrane . .
Information Transoort transporters D-methionine transport system permease protein K02072 0 0 0 1
Processing P [PATH:ko02010]
Environmental 02010 ABC
. Membrane .
Information Transport transporters D-xylose transport system permease protein K10544 0 2 2 0
Processing P [PATH:ko02010]
Environmental 02010 ABC
. Membrane - .
Information Transport transporters D-xylose transport system substrate-binding protein K10543 0 0 6 0
Processing P [PATH:k002010]
Environmental 02010 ABC
. Membrane - .
Information Transport transporters fructose transport system ATP-binding protein K10554 1 0 1 0
Processing P [PATH:ko02010]
Environmental 02010 ABC
. Membrane .
Information Transport transporters fructose transport system permease protein K10553 0 1 0 0
Processing P [PATH:k002010]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil

Environmental 02010 ABC . . -
Information I\_Flgnr:l:;rr\te transporters general L-amino acid t;i;[s;irt system ATP-binding K09972 ) 0 0 0 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC general L-amino acid transport system permease
Information Transport transporters protein K09970 0 0 3 0 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC general L-amino acid transport system permease
Information Transport transporters protein K09971 0 0 0 2 0
Processing [PATH:ko02010]

Environmental 02010 ABC - .
Information I\_ll_lreanr:l:;z:te transporters glutamate transpor[’:z(s:\(;tgn; ?TP—bmdlng protein K10008 1 2 0 1 0
Processing [PATH:ko02010] R

Environmental 02010 ABC -
Information I\_?I;r;l;:z:te transporters glutamate/aspartate t;i(r;::icr)lrt system ATP-binding K10004 0 0 1 0 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC glutamate/aspartate transport system permease
Information Transport transporters protein K10003 1 0 1 0 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC glutamate/aspartate transport system substrate-
Information Transport transporters binding K10001 0 0 0 0 1
Processing [PATH:ko02010]

Environmental 02010 ABC

. Membrane . _ .

Information Transport transporters glutathione transport system ATP-binding protein K13892 0 0 0 0 2
Processing [PATH:ko02010]

Environmental 02010 ABC . . .
Information I\_?I;r;l;:z:te transporters glycine betalne/briJrrlc()inl:: ;:Z;‘:&ort system ATP- K02000 0 2 0 1 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC glycine betaine/proline transport system permease
Information Transport transporters protein K02001 0 0 2 0 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC
Information Transport transporters iron complex transport system ATP-binding protein K02013 0 0 0 3 0
Processing [PATH:ko02010]

Environmental 02010 ABC

. Membrane . .

Information Transport transporters iron complex transport system permease protein K02015 0 2 0 0 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC iron complex transport system substrate-binding
Information Transport transporters protein K02016 0 0 0 0 5
Processing [PATH:ko02010]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Enwronmgntal Membrane 02010 ABC iron(ll) transport system ATP-binding protein
Information Transport transporters [EC:3.6.3.30] K02010 0 0 2 4 0
Processing [PATH:ko02010]
Environmental 02010 ABC
. Membrane . .
Information Transport transporters iron(lll) transport system permease protein K02011 1 0 0 0 0
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC
Information Transport transporters iron(lll) transport system substrate-binding protein K02012 2 2 0 0 0
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC lactose/L-arabinose transport system substrate-
Information Transport transporters binding K10188 0 0 0 1 0
Processing [PATH:ko02010]
Environmental 02010 ABC . . -
Information I\_?I;r;l;:z:te transporters lipopolysaccharide Z);zf[);cnsystem ATP-binding K06861 1 0 2 0 0
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC lipopolysaccharide transport system permease
Information Transport transporters protein K09690 0 0 2 0 1
Processing [PATH:ko02010]
Environmental 02010 ABC
. Membrane . . . .
Information Transport transporters lipoprotein-releasing system permease protein K09808 0 0 0 1 2
Processing [PATH:ko02010]
Environmental 02010 ABC . -
Information I\_ll_lreanr:l:;z:te transporters maltose/maltodextrin ;rra:)rlzpi)r?rt system ATP-binding K10112 ) 0 0 0 5
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC manganese/zinc/iron transport system permease
Information Transport transporters protein K11708 0 0 0 0 1
Processing [PATH:ko02010]
Environmental 02010 ABC . -
Information I\_ll_lreanr:l:;z:te transporters methyl-galactoside trs:os&?r:t system ATP-binding K10542 3 0 0 0 0
Processing [PATH:ko02010]
Environmental 02010 ABC
. Membrane . . - .
Information Transport transporters microcin C transport system ATP-binding protein K13896 1 3 0 1 0
Processing [PATH:ko02010]
Environmental 02010 ABC
. Membrane . . .
Information Transport transporters microcin C transport system permease protein K13894 0 0 0 3 0
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC microcin C transport system substrate-binding
Information Transport transporters protein K13893 0 0 0 0 1
Processing [PATH:ko02010]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil

Enwronmgntal Membrane 02010 ABC molybdate transport system ATP-binding protein
Information Transport transporters [EC:3.6.3.29] K02017 0 0 0 1 0
Processing [PATH:ko02010]

Environmental 02010 ABC

. Membrane .

Information Transport transporters molybdate transport system permease protein K02018 0 2 0 0 0
Processing [PATH:ko02010]

Environmental 02010 ABC -
Information I\_?I;r;l;:z:te transporters molybdate transpor;:gs;:enm substrate-binding K02020 0 4 1 0 5
Processing [PATH:ko02010]

Environmental 02010 ABC

j Membrane . .

Information Transport transporters multiple sugar transport system permease protein K10118 0 0 0 1 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC neutral amino acid transport system permease
Information Transport transporters protein K11956 0 0 0 1 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC neutral amino acid transport system substrate-
Information Transport transporters binding K11954 1 0 0 0 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC oligogalacturonide transport system permease
Information Transport transporters protein K10193 1 0 0 0 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC osmoprotectant transport system substrate-binding
Information Transport transporters protein K05845 0 2 0 0 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC
Information Transport transporters peptide/nickel transport system ATP-binding protein | K02031 0 12 0 0 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC
Information Transport transporters peptide/nickel transport system ATP-binding protein | K02032 0 0 0 0 15
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC
Information Transport transporters peptide/nickel transport system permease protein K02033 0 0 5 0 0
Processing [PATH:ko02010]

Environmental Membrane 02010 ABC
Information Transport transporters peptide/nickel transport system permease protein K02034 0 13 0 12 0
Processing [PATH:ko02010]

Environmental 02010 ABC . . -
Information '\'I/'Ir(-ear:gz:te transporters peptide/nickel transpg:g::isr’]cem substrate-binding K02035 0 22 0 0 0
Processing [PATH:ko02010]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID
Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Enwronmgntal Membrane 02010 ABC phosphate transport system ATP-binding protein
Information Transport transporters [EC:3.6.3.27] K02036 4 0 0 1 0
Processing P [PATH:ko02010] R
Environmental 02010 ABC
. Membrane .
Information Transport transporters phosphate transport system permease protein K02037 2 0 1 0 0
Processing P [PATH:k002010]
Environmental 02010 ABC
. Membrane .
Information Transoort transporters phosphate transport system permease protein K02038 0 0 0 4 4
Processing P [PATH:ko02010]
Environmental 02010 ABC
. Membrane .
Information Transport transporters phosphonate transport system permease protein K02042 0 0 2 0 0
Processing P [PATH:k002010]
Environmental 02010 ABC
. Membrane . -
Information Transoort transporters putative ATP-binding cassette transporter K06160 0 0 0 0 1
Processing P [PATH:ko02010]
Environmental 02010 ABC . . -
Information I\_ll_lreanr:l:rj):te transporters putative glutamine tra:os:)e(?rr]t system ATP-binding K10041 0 0 1 0 0
Processing P [PATH:k002010] P
Environmental Membrane 02010 ABC utative multiple sugar transport system ATP-
Information Transoort transporters P pbindign rote:::1 ¥ K10548 0 0 0 1 0
Processing P [PATH:ko02010] ep
Environmental Membrane 02010 ABC utative multiple sugar transport system permease
Information Transport transporters P P & roteinp ¥ P K10547 1 0 0 0 0
Processing P [PATH:k002010] P
Environmental Membrane 02010 ABC utative multiple sugar transport system substrate-
Information Transoort transporters P P & bindin P ¥ K10546 15 1 1 0 0
Processing P [PATH:ko02010] g
Environmental 02010 ABC . -
Information I\_ll_lreanr:l:rj):te transporters putative phosphonate t:a;r;z};):rt system ATP-binding K05780 0 0 0 1 0
Processing P [PATH:ko02010] P
Environmental Membrane 02010 ABC utative tungstate transport system permease
Information Transoort transporters P g rot:in ¥ P K05773 0 0 0 0 1
Processing P [PATH:k002010] P
Environmental Membrane 02010 ABC utative tungstate transport system substrate-
Information Transport transporters P & bindipn ¥ K05772 0 0 1 0 0
Processing P [PATH:ko02010] g
Environmental 02010 ABC
. Membrane . - .
Information Transport transporters putrescine transport system ATP-binding protein K11076 0 2 1 0 0
Processing P [PATH:k002010]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Environmental 02010 ABC
. Membrane . .
Information Transport transporters putrescine transport system permease protein K11074 0 0 1 0 0
Processing [PATH:ko02010]
Environmental 02010 ABC
. Membrane . .
Information Transport transporters ribose transport system permease protein K10440 0 0 0 7 3
Processing [PATH:ko02010]
Environmental 02010 ABC
Information I\_?I;r;l;:z:te transporters sn-glycerol 3-ph;)isnpdf;s’;eptrrjtnesiﬁort system ATP- K05816 0 2 0 0 0
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC sn-glycerol 3-phosphate transport system permease
Information Transport transporters protein K05814 0 3 0 0 0
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC sn-glycerol 3-phosphate transport system substrate-
Information Transport transporters binding K05813 0 0 0 0 4
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC sorbitol/mannitol transport system permease
Information Transport transporters protein K10229 1 0 0 1 0
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC sorbitol/mannitol transport system substrate-
Information Transport transporters binding protein K10227 1 1 0 1 0
Processing [PATH:ko02010]
Environmental 02010 ABC - . -
Information I\_ll_lreanr:l:;z:te transporters spermldlne/putrescme;:2?:::;0& system ATP-binding K11072 1 0 0 0 0
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC spermidine/putrescine transport system permease
Information Transport transporters protein K11070 0 3 0 0 0
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC spermidine/putrescine transport system permease
Information Transport transporters protein K11071 2 0 0 1 0
Processing [PATH:ko02010]
Enwronme?ntal Membrane 02010 ABC sulfate transport system ATP-binding protein
Information Transport transporters [EC:3.6.3.25] K02045 0 0 0 0 1
Processing [PATH:ko02010]
Environmental 02010 ABC
. Membrane .
Information Transport transporters sulfate transport system permease protein K02046 0 3 0 2 1
Processing [PATH:ko02010]
Environmental 02010 ABC
. Membrane .
Information Transport transporters sulfate transport system permease protein K02047 0 0 2 0 0
Processing [PATH:ko02010]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Environmental 02010 ABC . .
Information l\_?gnr::gz:te transporters sulfonate/nltrate/taL;:lnndeir':;ansport system ATP- K02049 0 0 0 0 13
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC sulfonate/nitrate/taurine transport system
Information Transport transporters permease protein K02050 0 0 2 6 0
Processing [PATH:ko02010]
Environmental 02010 ABC . .
information | 'AemErane transporters sufonate/ritrate/taurine tansportsystem | oaos1 | s | o | s | o | o
Processing [PATH:ko02010]
Environmental 02010 ABC
j Membrane S .
Information Transport transporters thiamine transport system permease protein K02063 1 0 0 0 0
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC
Information Transport transporters thiamine transport system substrate-binding protein | K02064 0 0 0 1 0
Processing [PATH:ko02010]
Environmental Membrane 02010 ABC trehalose/maltose transport system permease
Information Transport transporters protein K10238 0 0 0 0 1
Processing [PATH:ko02010]
Environmental 02060
. Membrane Phosphotransferase PTS system, mannitol-specific 1B component
Information K02799 0 0 1 0 0
Processing Transport system (PTS) [EC:2.7.1.69]
[PATH:ko02060]
. 02060
Environmental Membrane Phosphotransferase
Information PTS system, mannitol-specific 1IC component K02800 0 0 1 0 0
Processing Transport system (PTS)
[PATH:ko02060]
Environmental 02060
. Membrane Phosphotransferase PTS system, mannose-specific IIA component
Information K02793 0 0 0 0 1
Processing Transport system (PTS) [EC:2.7.1.69]
[PATH:ko02060]
Environmental 02060 . .
Information Membrane Phosphotransferase PTS system, N-acetylglucosamine-specific IIB K02803 0 0 0 0 1
Processing Transport system (PTS) component
[PATH:ko02060]
Environmental 02060 . -
Information Membrane Phosphotransferase PTS system, N-acetylglucosamine-specific IIC K02804 0 0 0 0 1
Processing Transport system (PTS) component
[PATH:ko02060]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID
Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Enwronmgntal Membrane 0307(.) Bacterial ATP-binding cassette, subfamily B, bacterial
Information Transport secretion system HlyB/CyaB K11004 0 0 0 1 0
Processing P [PATH:ko03070] eIty
Environmental 03070 Bacterial
. Membrane . . i, .
Information Transport secretion system fused signal recognition particle receptor K03110 3 7 4 0 9
Processing P [PATH:k003070]
Environmental 03070 Bacterial
. Membrane . . .
Information Transoort secretion system general secretion pathway protein D K02453 0 0 3 0 0
Processing P [PATH:ko03070]
Environmental 03070 Bacterial
j Membrane . . .
Information Transport secretion system general secretion pathway protein E K02454 0 0 4 3 6
Processing P [PATH:k003070]
Environmental 03070 Bacterial
. Membrane . . .
Information Transoort secretion system general secretion pathway protein F K02455 0 2 0 0 1
Processing P [PATH:ko03070]
Environmental 03070 Bacterial
. Membrane . . .
Information Transport secretion system general secretion pathway protein G K02456 0 0 0 0 2
Processing P [PATH:k003070]
Environmental 03070 Bacterial
. Membrane . . .
Information Transoort secretion system general secretion pathway protein | K02458 0 0 1 0 0
Processing P [PATH:ko03070]
Environmental 03070 Bacterial
. Membrane . . .
Information Transport secretion system general secretion pathway protein L K02461 0 1 0 0 0
Processing P [PATH:k003070]
Environmental 03070 Bacterial
. Membrane . . .
Information Transoort secretion system preprotein translocase subunit SecA K03070 12 7 13 8 10
Processing P [PATH:ko03070]
Environmental 03070 Bacterial
. Membrane . . .
Information Transport secretion system preprotein translocase subunit SecB K03071 0 2 0 0 0
Processing P [PATH:ko03070]
Environmental 03070 Bacterial
. Membrane . . .
Information Transoort secretion system preprotein translocase subunit SecE K03073 0 0 1 0 0
Processing P [PATH:k003070]
Environmental 03070 Bacterial
. Membrane . . .
Information Transport secretion system preprotein translocase subunit SecF K03074 0 0 1 0 0
Processing P [PATH:ko03070]
Environmental 03070 Bacterial
. Membrane . . .
Information Transport secretion system preprotein translocase subunit SecG K03075 3 1 0 0 0
Processing P [PATH:k003070]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID
Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Environmental 03070 Bacterial
. Membrane . . .
Information Transport secretion system preprotein translocase subunit SecY K03076 11 0 2 3 2
Processing P [PATH:ko03070]
Environmental 03070 Bacterial
. Membrane . . oy
Information Transport secretion system preprotein translocase subunit YajC K03210 0 0 0 2 0
Processing P [PATH:k003070]
Environmental 03070 Bacterial
. Membrane . . o
Information Transport secretion system preprotein translocase subunit YidC K03217 2 6 6 0 0
Processing P [PATH:ko03070]
Environmental 03070 Bacterial
j Membrane . . .
Information Transport secretion system SecD/SecF fusion protein K12257 0 3 0 0 1
Processing P [PATH:k003070]
Environmental Membrane 03070 Bacterial
Information Transport secretion system sec-independent protein translocase protein TatA K03116 0 0 0 1 4
Processing P [PATH:ko03070]
Environmental Membrane 03070 Bacterial
Information Transbort secretion system sec-independent protein translocase protein TatB K03117 1 0 0 1 0
Processing P [PATH:k003070]
Environmental Membrane 03070 Bacterial
Information Transport secretion system sec-independent protein translocase protein TatC K03118 1 0 0 2 0
Processing P [PATH:ko03070]
Environmental Membrane 03070 Bacterial
Information Transbort secretion system serine/threonine-protein kinase PpkA [EC:2.7.11.1] K11912 0 0 1 0 0
Processing P [PATH:k003070]
Environmental 03070 Bacterial
. Membrane . . . . .
Information Transport secretion system signal recognition particle subunit SRP54 K03106 2 7 6 5 7
Processing P [PATH:ko03070]
Environmental 03070 Bacterial
. Membrane . . s
Information Transport secretion system type IV secretion system protein VirB11 K03196 0 1 0 0 0
Processing P [PATH:ko03070]
Environmental 03070 Bacterial
. Membrane . . -
Information Transoort secretion system type IV secretion system protein VirB3 K03198 0 1 0 0 0
Processing P [PATH:k003070]
Environmental 03070 Bacterial
. Membrane . . s
Information Transport secretion system type IV secretion system protein VirB4 K03199 0 2 0 0 0
Processing P [PATH:ko03070]
Environmental 03070 Bacterial
. Membrane . . s
Information Transport secretion system type IV secretion system protein VirD4 K03205 0 1 0 1 1
Processing P [PATH:k003070]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Environmental 03070 Bacterial
. Membrane . . .
Information Transport secretion system type VI secretion system protein VasG K11907 2 0 0 1 0
Processing [PATH:ko03070]
Environmental Membrane 03070 Bacterial
Information Transport secretion system type VI secretion system secreted protein Hcp K11903 0 1 0 2 0
Processing [PATH:ko03070]
Environmental Signal 02020 Two-
Information Transduction component system [protein-PII] uridylyltransferase [EC:2.7.7.59] K00990 0 0 3 0 5
Processing [PATH:ko02020]
Environmental Signal 02020 Two-
Information Transduction component system acetyl-CoA C-acetyltransferase [EC:2.3.1.9] K00626 13 23 0 6 0
Processing [PATH:ko02020]
Environmental Signal 02020 Two-
Information Transduction component system aerobic C4-dicarboxylate transport protein K11103 4 3 8 0 3
Processing [PATH:ko02020]
Environmental Signal 02020 Two-
Information Transduction component system alkaline phosphatase D [EC:3.1.3.1] K01113 0 0 2 0 3
Processing [PATH:ko02020]
Environmental Signal 02020 Two-
Information Transduction component system beta-lactamase [EC:3.5.2.6] K01467 2 2 0 0 1
Processing [PATH:ko02020]
Environmental Signal 02020 Two-
Information Transduction component system C4-dicarboxylate transporter, DctM subunit K11690 0 0 0 2 0
Processing [PATH:ko02020]
Environmental Signal 02020 Two-
Information Transduction component system C4-dicarboxylate transporter, DctQ subunit K11689 0 0 1 0 0
Processing [PATH:ko02020]
Environmental . 02020 Two- . . -
. Signal cation efflux system protein involved in nickel and
Information Transduction component system cobalt K11326 0 0 1 0 0
Processing [PATH:ko02020]
Environmental Signal 02020 Two-
Information Transduction component system chromosomal replication initiator protein K02313 0 5 3 6 0
Processing [PATH:ko02020]
Environmental . 02020 Two- . . .
Information Trariir;iltion component system citrate lyase SUb[LIIEnCI;bft;é citryl-CoA lyase K01644 0 0 0 0 1
Processing [PATH:ko02020] B
Environmental Signal 02020 Two-
Information component system Cu(l)/Ag(1) efflux system membrane protein CusA K07787 1 0 0 0 2

Processing

Transduction

[PATH:k002020]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil

Environmental Signal 02020 Two-
Information Transduction component system Cu(1)/Ag(1) efflux system membrane protein CusB K07798 4 0 0 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system cytochrome c oxidase subunit XV assembly protein K02259 0 1 0 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system glutamine synthetase [EC:6.3.1.2] K01915 9 18 19 17 10
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system K+-transporting ATPase ATPase B chain [EC:3.6.3.12] | K01547 0 1 2 2 2
Processing [PATH:ko02020]

Environmental Signal 02020 Two- malate dehydrogenase (oxaloacetate-
Information Transduction component system decarboxylating) K00027 1 0 0 3 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system malate:Na+ symporter K11616 0 1 0 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system methyl-accepting chemotaxis protein K03406 0 0 8 0 19
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system Nif-specific regulatory protein K02584 0 0 0 0 4
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system nitrate reductase 1, alpha subunit [EC:1.7.99.4] K00370 4 0 2 2 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system nitrate reductase 1, beta subunit [EC:1.7.99.4] K00371 1 2 0 1 1
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system nitrate reductase 1, delta subunit [EC:1.7.99.4] K00373 0 0 0 0 1
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system nitrogen regulatory protein P-11 1 K04751 3 2 2 2 1
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information component system omega-6 fatty acid desaturase (delta-12 desaturase) K10255 1 0 0 0 0

Processing

Transduction

[PATH:k002020]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil

Environmental Signal 02020 Two- phosphate transport system substrate-binding
Information Transduction component system protein K02040 5 5 2 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system putative serine protease PepD [EC:3.4.21.-] K08372 0 0 0 0 2
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system putative tricarboxylic transport membrane protein K07793 8 5 1 7 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system putative tricarboxylic transport membrane protein KO7794 0 0 0 0 1
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system RND superfamily, multidrug transport protein MdtB K07788 0 11 0 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system RND superfamily, multidrug transport protein MdtC K07789 0 1 0 5 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system short-chain fatty acids transporter K02106 0 0 0 0 1
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system sodium transport system ATP-binding protein K09697 0 0 0 1 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system tetrathionate reductase subunit B K08358 0 0 1 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two-
Information Transduction component system twitching motility protein Pil) K02660 0 0 0 2 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, cell cycle sensor kinase and
Information Transduction component system re,sponse K02489 2 0 0 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, chemotaxis family, sensor
Information Transduction component system kina;e Cphl ! K11354 1 0 0 1 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, LuxR family, sensor
Information Transduction component system histidine I,<inase ! K11711 0 1 0 0 0
Processing [PATH:ko02020]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil

Environmental Signal 02020 Two- two-component system, LytT family, response
Information Transduction component system regulatc:r AlgR ! K08083 0 1 0 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, LytT family, sensor histidine
Information Transduction component system l;inase ! K08082 0 0 0 1 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, NarL family, sensor
Information Transduction component system histidine I’<inase ! K07778 0 0 0 0 2
Processing [PATH:ko02020]

Environmental . 02020 Two- .
Information Tra:;irsjiltion component system two-compone;itczzks)’;ir;;tN;rC family, C4- K10126 1 0 1 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, NtrC family, nitrogen
Information Transduction component system regula,tion ! K07708 0 0 0 2 1
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, NtrC family, nitrogen
Information Transduction component system regula,tion ! K07712 0 3 1 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, NtrC family, nitrogen
Information Transduction component system regula,tion ! K13598 1 0 0 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, NtrC family, response
Information Transduction component system regulaté)r PilR ! K02667 0 0 0 2 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, NtrC family, sensor histidine
Information Transduction component system I’<inase ! K02668 0 0 0 2 1
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, OmpR family, copper
Information Transduction component system resistelmce ! K07665 1 0 0 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, OmpR family, osmolarity
Information Transduction component system se,nsor ! K07638 0 1 0 0 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, OmpR family, phosphate
Information Transduction component system reéulon ! K07659 0 0 0 3 0
Processing [PATH:ko02020]

Environmental Signal 02020 Two- two-component system, OmpR family, response
Information Transduction component system regulat;r MtrA ! K07670 0 0 0 0 3
Processing [PATH:ko02020]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Environmental Signal 02020 Two- two-component system, OmpR family, response
Information Transduction component system regulat,or NbIR ! K11332 0 0 0 1 0
Processing [PATH:ko02020]
Environmental Signal 02020 Two- two-component system, OmpR family, response
Information Transduction component system regulatc;r RegX3 ! K07776 1 2 2 0 0
Processing [PATH:ko02020]
Environmental Signal 02020 Two- two-component system, OmpR family, sensor
Information Transduction component system histidine’kinase ! K07641 0 0 0 2 0
Processing [PATH:ko02020]
Environmental Signal 02020 Two- two-component system, OmpR family, sensor
Information Transduction component system histidinelkinase ! K07642 0 0 0 0 3
Processing [PATH:ko02020]
Environmental Signal 02020 Two- two-component system, OmpR family, sensor
Information Transduction component system histidine’kinase ! K07646 1 0 0 0 0
Processing [PATH:ko02020]
Environmental Signal 02020 Two- two-component system, OmpR family, sensor
Information Transduction component system histidinelkinase ! K07651 0 1 0 0 0
Processing [PATH:ko02020]
Environmental Signal 02020 Two-
Information Transduction component system type IV pilus assembly protein PilA K02650 5 4 5 3 3
Processing [PATH:ko02020]
. 04011 MAPK
Environmental Signal signaling pathway -
Information . lactoylglutathione lyase [EC:4.4.1.5] K01759 0 0 2 0 1
Processing Transduction yeast
[PATH:ko04011]
. 04070
Environmental Signal Phosphatidylinositol
Information . . . diacylglycerol kinase [EC:2.7.1.107] K00901 0 0 1 0 0
Processing Transduction signaling system
[PATH:ko04070]
. 04070
Environmental Signal Phosphatidylinositol
Information . . . myo-inositol-1(or 4)-monophosphatase [EC:3.1.3.25] | K01092 2 2 0 0 0
Processing Transduction signaling system
[PATH:ko04070]
. 04070
Environmental Signal Phosphatidylinositol
Information . . . phosphatidate cytidylyltransferase [EC:2.7.7.41] K00981 0 0 0 1 0
Processing Transduction signaling system
[PATH:ko04070]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Environmental Signal 04340 Hedgehog

Information Transduction signaling pathway casein kinase 1 [EC:2.7.11.1] K02218 1 0 0 0 0
Processing [PATH:ko04340]

Genetic Folding. Sorti 03018 RNA
Information a: | I'D';gg'raggtt'i';gn degradation 58#39;-3&#39; exoribonuclease 2 [EC:3.1.13.-] K12619 1 0 0 0 0
Processing [PATH:ko03018]

Genetic Folding, Sorting 03018 RNA
Information and Deglradation degradation ATP-dependent DNA helicase RecQ [EC:3.6.4.12] K03654 0 0 0 0 10
Processing [PATH:ko03018]

Genetic Folding, Sorting 03018 RNA
Information and Deéradation degradation ATP-dependent RNA helicase DeaD [EC:3.6.4.13] K05592 0 4 0 2 0
Processing [PATH:ko03018]

Genetic Folding. Sorti 03018 RNA
Information a:d [;r;z:razgt':ir;i degradation ATP-dependent RNA helicase RhlE [EC:3.6.4.13] K11927 6 3 0 4 0
Processing [PATH:ko03018]

Genetic Folding, Sorting 03018 RNA
Information and Deéradation degradation enolase [EC:4.2.1.11] K01689 5 2 3 0 6
Processing [PATH:ko03018]

Genetic Folding. Sorti 03018 RNA
Information a:d [;r;z:razgt':ir;i degradation host factor-I protein K03666 0 2 1 1 0
Processing [PATH:ko03018]

Genetic Folding, Sorting 03018 RNA
Information and Deéradation degradation molecular chaperone DnaK K04043 25 6 13 15 8
Processing [PATH:ko03018]

Genetic . . 03018 RNA e .
Information aF:;dlljr;,:rzzgt:ir;i degradation PAB-dependent pon(A)-spzeuflc ribonuclease subunit K12571 0 0 0 1 0
Processing [PATH:ko03018]

Genetic Folding, Sorting 03018 RNA
Information and Deéradation degradation poly(A) polymerase [EC:2.7.7.19] K00970 0 2 2 0 0
Processing [PATH:ko03018]

Genetic Folding. Sorti 03018 RNA
Information a:d [;r;z:razgt':ir;i degradation polyadenylate-binding protein K13126 0 0 1 0 0
Processing [PATH:ko03018]

Genetic Folding, Sorting 03018 RNA
Information and Deg’radation degradation polyphosphate kinase [EC:2.7.4.1] K00937 0 0 0 4 7
Processing [PATH:ko03018]
Infi?’rr::’licon Folding, Sorting ;:;ﬁ:t'i\:] polyribonucleotide nucleotidyltransferase K00962 16 14 0 13 0

Processing

and Degradation

[PATH:ko03018]

[EC:2.7.7.8]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Genetic . . 03018 RNA . . .
Information ::(;dg;g’rzzzir;gn degradation putative (d|)nucleo[sllzdce'?)pglzpi;msphate hydrolase K08311 0 0 0 0
Processing & [PATH:ko03018] T
Genetic Foldine. Sortin 03018 RNA
Information and Deglradatiogn degradation ribonuclease E [EC:3.1.26.12] K08300 0 2 0 1
Processing & [PATH:k003018]
Genetic Folding. Sortin 03018 RNA
Information and Deglradatiogn degradation ribonuclease R [EC:3.1.-.-] K12573 1 6 7 0
Processing & [PATH:ko03018]
Genetic Foldine. Sortin 03018 RNA
Information and Deg’radatioi degradation transcription termination factor Rho K03628 6 6 5 4
Processing & [PATH:k003018]
Genetic
. Folding, Sorting 03050 Proteasome . )
Informatllon and Degradation [PATH:k003050] 20S proteasome subunit beta 1 [EC:3.4.25.1] K02738 0 1 0 0
Processing
Genetic
. Folding, Sorting 03050 Proteasome . )
Informat'lon and Degradation [PATH:k003050] 20S proteasome subunit beta 5 [EC:3.4.25.1] K02737 0 0 1 0
Processing
Genetic
. Folding, Sorting 03050 Proteasome .
Informatllon and Degradation [PATH:k003050] 26S proteasome regulatory subunit N1 K03028 2 0 0 0
Processing
Genetic
. Folding, Sorting 03050 Proteasome .
Informat'lon and Degradation [PATH:k003050] 26S proteasome regulatory subunit N8 K03038 1 0 0 0
Processing
Genetic
. Folding, Sorting 03050 Proteasome .
Informatllon and Degradation [PATH:k003050] 26S proteasome regulatory subunit T2 K03062 1 0 0 0
Processing
Genetic
. Folding, Sorting 03050 Proteasome . .
Informatllon and Degradation [PATH:k003050] proteasome alpha subunit [EC:3.4.25.1] K03432 0 0 1 0
Processing
Genetic
. Folding, Sorting 03050 Proteasome .
Inf t t beta subunit [EC:3.4.25.1 K03433 0 0 0 0
ntormation | 54 Degradation [PATH:k003050] proteasome beta subunit [ ]
Processing
Genetic
. Folding, Sorting 03050 Proteasome .
Informatllon and Degradation [PATH:k003050] proteasome-associated ATPase K13527 1 1 4 0
Processing
Genetic Foldine. Sortin 03060 Protein
Information and Deglradatiogn export signal peptidase | [EC:3.4.21.89] K03100 4 1 0 0
Processing & [PATH:k003060]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
. 04120 Ubiquitin
Genetic Folding, Sorting mediated
Information ’ . ) baculoviral IAP repeat-containing protein 6 (apollon) | K10586 0 1 0 0
Processing and Degradation proteolysis
[PATH:ko04120]
. 04120 Ubiquitin
Genetic . . .
Information Foldine, Sortl'ng medlateq cullin 3 K03869 0 0 1 0
Processing and Degradation proteolysis
[PATH:ko04120]
. 04120 Ubiquitin
Genetic Folding, Sorting mediated
Information ’ . . ubiquitin-conjugating enzyme E2 D/E [EC:6.3.2.19] K06689 0 2 0 0
Processing and Degradation proteolysis
[PATH:ko04120]
. 04120 Ubiquitin
Genetic . . .
Information Foldine, Sortl'ng medlateq ubiquitin-like 1-activating enzyme E1 B [EC:6.3.2.19] K10685 1 0 0 0
Processing and Degradation proteolysis
[PATH:ko04120]
Genetic Folding, Sorting 04122 Sulfur relay
Information and Deéradation system adenylyltransferase and sulfurtransferase K11996 2 0 0 0
Processing [PATH:ko04122]
Genetic Folding, Sorting 04122 Sulfur relay
Information and Deglradation system molybdenum cofactor biosynthesis protein K03639 5 0 0 0
Processing [PATH:ko04122]
Genetic Folding, Sorting 04122 Sulfur relay
Information and Deg’radation system molybdenum cofactor biosynthesis protein C K03637 0 3 1 0
Processing [PATH:ko04122]
Genetic Folding, Sorting 04122 Sulfur relay
Information and Deglradation system molybdopterin synthase catalytic subunit [EC:2.-.-.-] K03635 0 0 0 0
Processing [PATH:ko04122]
Genetl.c Folding, Sorting 04122 Sulfur relay thiosulfate/3-mercaptopyruvate sulfurtransferase
Information and Degradation system [EC:2.8.1.1 K01011 1 0 5 4
Processing [PATH:ko04122]
Genetic Folding, Sorting 04122 Sulfur relay
Information and Deglradation system tRNA 2-thiouridine synthesizing protein E [EC:2.8.1.-] | K11179 1 0 0 0
Processing [PATH:ko04122]
Genetic Folding, Sorting 04122 Sulfur relay
Information and Deglradation system tRNA-specific 2-thiouridylase [EC:2.8.1.-] K00566 1 2 3 4
Processing [PATH:ko04122]
Genetic Folding, Sorting 04141 Protein
Information ’ . processing in HSP20 family protein K13993 0 0 0 0
. and Degradation .
Processing endoplasmic




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
reticulum
[PATH:ko04141]

Genetic Replication and 03030 DNA
Information Repair replication DNA primase [EC:2.7.7.-] K02316 4 0 4 3
Processing [PATH:ko03030]

Genetl.c Replication and 0303.’0 D.NA DNA replication ATP-dependent helicase Dna2
Information Repair replication [EC:3.6.4.12] K10742 0 1 0 0
Processing [PATH:ko03030]

Genetic Replication and 03030 DNA
Information Repair replication ribonuclease HI [EC:3.1.26.4] K03469 0 0 0 1
Processing [PATH:ko03030]

Genetic Replication and 03030 DNA
Information Repair replication ribonuclease HIl [EC:3.1.26.4] K03470 0 0 1 0
Processing [PATH:ko03030]

Genetic Replication and 03410 Base excision
Information Repair repair A/G-specific adenine glycosylase [EC:3.2.2.-] K03575 0 2 0 0
Processing [PATH:ko03410]

Genetic Replication and 03410 Base excision AraC family transcriptional regulator, regulatory
Information Repair repair orotein of ! K13529 0 0 1 2
Processing [PATH:ko03410]

Genetic Replication and 03410 Base excision
Information Repair repair DNA-3-methyladenine glycosylase | [EC:3.2.2.20] K01246 0 2 3 0
Processing [PATH:ko03410]

Genetic Replication and 03410 Base excision
Information Repair repair DNA-3-methyladenine glycosylase Il [EC:3.2.2.21] K01247 0 1 0 0
Processing [PATH:ko03410]

Genetic Replication and 03410 Base excision
Information Repair repair endonuclease Il [EC:4.2.99.18] K10773 1 0 0 0
Processing [PATH:ko03410]

Genetic Replication and 03410 Base excision
Information Repair repair endonuclease VIII [EC:3.2.2.- 4.2.99.18] K05522 0 0 0 2
Processing [PATH:ko03410]

Genetic Replication and 03410 Base excision
Information Repair repair exodeoxyribonuclease Il [EC:3.1.11.2] K01142 2 0 2 0
Processing [PATH:ko03410]

Genetic Replication and 03420 Nucleotide
Information Repair excision repair DNA excision repair protein ERCC-3 [EC:3.6.4.12] K10843 0 1 0 2
Processing [PATH:ko03420]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil

Genetic Replication and 03420 Nucleotide
Information Repair excision repair excinuclease ABC subunit A K03701 4 6 19 13
Processing [PATH:ko03420]

Genetic Replication and 03420 Nucleotide
Information Repair excision repair excinuclease ABC subunit B K03702 1 4 8 6
Processing [PATH:ko03420]

Genetic Replication and 03420 Nucleotide
Information Repair excision repair excinuclease ABC subunit C K03703 0 2 0 0
Processing [PATH:ko03420]

Genetic Replication and 03430 Mismatch
Information Repair repair DNA helicase Il / ATP-dependent DNA helicase PcrA K03657 0 9 11 7
Processing [PATH:ko03430]

Genetic Replication and 03430 Mismatch
Information Repair repair DNA ligase (NAD+) [EC:6.5.1.2] K01972 0 3 0 0
Processing [PATH:ko03430]

Genetic Replication and 03430 Mismatch
Information Repair repair DNA mismatch repair protein MutL K03572 0 2 0 0
Processing [PATH:ko03430]

Genetic Replication and 03430 Mismatch
Information Repair repair DNA mismatch repair protein MutS2 K07456 0 1 0 0
Processing [PATH:ko03430]

Genetic Replication and 03430 Mismatch
Information Repair repair exodeoxyribonuclease VIl large subunit [EC:3.1.11.6] | K03601 0 0 0 0
Processing [PATH:ko03430]

Genetic Replication and 03430 Mismatch
Information Repair repair single-stranded-DNA-specific exonuclease [EC:3.1.-.-] | K07462 0 0 2 0
Processing [PATH:ko03430]

Genetic Replication and 03440 Homologous
Information Repair recombination ATP-dependent DNA helicase RecG [EC:3.6.4.12] K03655 0 3 0 0
Processing [PATH:ko03440]

Genetl.c Replication and 03440 HorT\oI(?gous crossover junction endodeoxyribonuclease RuvC
Information Repair recombination [EC:3.1.22.4] K01159 0 0 1 0
Processing [PATH:ko03440]

Genetic Replication and 03440 Homologous
Information Repair recombination DNA polymerase delta subunit 1 [EC:2.7.7.7] K02327 0 0 1 0
Processing [PATH:ko03440]

Genetic Replication and 03440 Homologous
Information Repair recombination DNA polymerase Ill subunit alpha [EC:2.7.7.7] K02337 4 0 4 0
Processing [PATH:ko03440]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil

Genetic Replication and 03440 Homologous
Information Repair recombination DNA polymerase Ill subunit beta [EC:2.7.7.7] K02338 2 2 0 5
Processing [PATH:ko03440]

Genetic Replication and 03440 Homologous
Information Repair recombination DNA polymerase Ill subunit delta [EC:2.7.7.7] K02340 0 0 0 4
Processing [PATH:ko03440]

Genetic Replication and 03440 Homologous
Information Repair recombination DNA polymerase lll subunit delta&#39; [EC:2.7.7.7] K02341 1 0 0 0
Processing [PATH:ko03440]

Genetic Replication and 03440 Homologous
Information Repair recombination DNA polymerase Ill subunit epsilon [EC:2.7.7.7] K02342 4 0 0 2
Processing [PATH:ko03440]

Genetic Replication and 03440 Homologous
Information Repair recombination DNA polymerase Il subunit gamma/tau [EC:2.7.7.7] K02343 2 4 0 5
Processing [PATH:ko03440]

Genetic Replication and 03440 Homologous
Information Repair recombination DNA replication and repair protein RecF K03629 0 0 2 0
Processing [PATH:ko03440]

Genetic Replication and 03440 Homologous
Information Repair recombination exodeoxyribonuclease V alpha subunit [EC:3.1.11.5] K03581 1 0 0 0
Processing [PATH:ko03440]

Genetic Replication and 03440 Homologous
Information Repair recombination exodeoxyribonuclease V beta subunit [EC:3.1.11.5] K03582 0 0 0 0
Processing [PATH:ko03440]

Genetl.c Replication and 03440 HorT\oI(?gous exodeoxyribonuclease V gamma subunit
Information Repair recombination [EC:3.1.11.5] K03583 1 0 0 0
Processing [PATH:ko03440]

Genetic Replication and 03440 Homologous
Information Repair recombination holliday junction DNA helicase RuvB K03551 0 3 0 0
Processing [PATH:ko03440]
Infi?’rr::’licon Replicatio'n and 03:‘:&:%?]21?5:% primosomal protein N&#39;' (replication factor Y) KO4066 1 0 0 0
Processing Repair [PATH:ko03440] (superfamily Il

Genetic Replication and 03440 Homologous
Information Repair recombination primosomal replication protein N" K04067 0 0 0 1
Processing [PATH:ko03440]

Genetic Replication and 03440 Homologous
Information Repair recombination recombination protein RecA K03553 5 3 3 3
Processing [PATH:ko03440]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Genetic Replication and 03440 Homologous
Information Repair recombination single-strand DNA-binding protein K03111 0 0 0 0 1
Processing [PATH:ko03440]
. 03450 Non-
Genetic R
Information Replication and homologous end- DNA ligase (ATP) [EC:6.5.1.1] Ko1971 | 9 14 0 13 0
Processing Repair joining
[PATH:ko03450]
Genet|.c . 03020 RNA DNA-directed RNA polymerase | subunit A2
Information Transcription polymerase (EC:2.7.7.6] K03002 0 0 1 0 0
Processing [PATH:ko03020] D
Genetic 03020 RNA . .
Information Transcription polymerase DNA-directed RN?CF.J;I;/rgzrase subunit beta K03043 35 6 16 26 14
Processing [PATH:ko03020] [EC:2.7.7.6]
Genetic 03020 RNA . .
Information Transcription polymerase DNA-directed RNA pé)cly'lgn7er7asée subunit beta&#39; K03046 34 16 13 21 13
Processing [PATH:ko03020] [EC:2.7.7.6]
Genetic 03020 RNA
Information Transcription polymerase RNA polymerase primary sigma factor K03086 0 6 8 13 8
Processing [PATH:ko03020]
Genetic 03020 RNA
Information Transcription polymerase RNA polymerase sigma-32 factor K03089 0 0 0 4 0
Processing [PATH:ko03020]
Genetic 03020 RNA
Information Transcription polymerase RNA polymerase sigma-70 factor, ECF subfamily K03088 0 0 29 0 0
Processing [PATH:ko03020]
Genetic 03020 RNA
Information Transcription polymerase RNA polymerase sporulation-specific sigma factor K03091 1 0 0 0 0
Processing [PATH:ko03020]
Genetic .
Informat'ion Transcription nggi?:ﬂ:%og:g]]e pre-mRNA-processing factor 8 K12856 7 0 0 0 0
Processing
Genetic .
Informat.ion Transcription O?E;):_Or:ilcl)%e;os:g;e pre-mRNA-splicing helicase BRR2 [EC:3.6.4.13] K12854 2 0 0 0 0
Processing
Genetic .
Informat.ion Transcription nggi?:ﬂ:%og:g]]e splicing factor 3B subunit 1 K12828 1 0 0 0 0
Processing




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil

Genetic .
Informat.ion Transcription O?EI()):_Or:ilcl)c(;e3o()s:(;r]1e splicing factor U2AF 65 kDa subunit K12837 1 0 0 0 0
Processing

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis alanyl-tRNA synthetase [EC:6.1.1.7] K01872 0 5 0 4 6
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis arginyl-tRNA synthetase [EC:6.1.1.19] K01887 1 7 5 0 0
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis asparaginyl-tRNA synthetase [EC:6.1.1.22] K01893 0 1 4 0 0
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis aspartyl-tRNA synthetase [EC:6.1.1.12] K01876 6 7 5 0 0
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis aspartyl—tRNA(.Asn)/gIuta MYI-ERNA (Gin) K02433 7 0 0 0 0
Processing [PATH:k000970] amidotransferase

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis aspartyl-tRNA('Asn)/gIuta MYI-ERNA (Gin) K02434 0 2 0 0 0
Processing [PATH:ko00970] amidotransferase

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis cysteinyl-tRNA synthetase [EC:6.1.1.16] K01883 0 0 0 3 0
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis glutaminyl-tRNA synthetase [EC:6.1.1.18] K01886 3 2 2 0 0
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis glutamyl-tRNA synthetase [EC:6.1.1.17] K01885 0 4 0 0 8
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis glycyl-tRNA synthetase [EC:6.1.1.14] K01880 0 3 1 5 0
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis glycyl-tRNA synthetase alpha chain [EC:6.1.1.14] K01878 0 2 2 2 1
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis glycyl-tRNA synthetase beta chain [EC:6.1.1.14] K01879 0 0 0 6 3
Processing [PATH:ko00970]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis histidyl-tRNA synthetase [EC:6.1.1.21] K01892 1 0 0 0 0
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis isoleucyl-tRNA synthetase [EC:6.1.1.5] K01870 0 7 0 9 0
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis leucyl-tRNA synthetase [EC:6.1.1.4] K01869 0 2 3 8 7
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis L-seryl-tRNA(Ser) seleniumtransferase [EC:2.9.1.1] K01042 0 0 0 3 2
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis lysyl-tRNA synthetase, class | [EC:6.1.1.6] K04566 1 1 1 0 0
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis lysyl-tRNA synthetase, class Il [EC:6.1.1.6] K04567 2 0 0 0 0
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis lysyl-tRNA synthetase, class Il [EC:6.1.1.6] K04568 0 0 0 1 1
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis methionyl-tRNA formyltransferase [EC:2.1.2.9] K00604 0 0 0 0 3
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl- S
Information Translation tRNA biosynthesis nond|scr|m|natlnEgC?;pla;ty;I;tRNA synthetase K09759 0 1 0 0 0
Processing [PATH:ko00970] [EC:6.1.1.23]

Genetic 00970 Aminoacyl- .
Information Translation tRNA biosynthesis phenylaIanyl-tRNCAf;ynche(’;ase alpha chain K01889 6 2 0 3 5
Processing [PATH:ko00970] [EC:6.1.1.20]

Genetic 00970 Aminoacyl- .
Information Translation tRNA biosynthesis phenylalanyI-tRI’EI\CI,'AGSInltf;gtase beta chain K01890 2 0 0 2 0
Processing [PATH:ko00970] [EC:6.1.1.20]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis prolyl-tRNA synthetase [EC:6.1.1.15] K01881 0 0 2 0 3
Processing [PATH:ko00970]

Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis seryl-tRNA synthetase [EC:6.1.1.11] K01875 6 0 0 1 0
Processing [PATH:ko00970]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis threonyl-tRNA synthetase [EC:6.1.1.3] K01868 4 7 2 0
Processing [PATH:ko00970]
Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis tryptophanyl-tRNA synthetase [EC:6.1.1.2] K01867 0 3 4 0
Processing [PATH:ko00970]
Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis tyrosyl-tRNA synthetase [EC:6.1.1.1] K01866 1 2 4 5
Processing [PATH:ko00970]
Genetic 00970 Aminoacyl-
Information Translation tRNA biosynthesis valyl-tRNA synthetase [EC:6.1.1.9] K01873 0 6 0 0
Processing [PATH:ko00970]
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L1 K02863 7 5 4 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L10 K02864 15 2 13 3
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L10e K02866 0 1 1 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L11 K02867 9 3 5 1
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L11e K02868 0 0 1 0
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L12e K02870 1 0 0 0
Processing
Genetic .
Informat'ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L13 K02871 8 5 3 0
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L14 K02874 7 2 5 1
Processing
Genetic
. . 03010 Ribosome - .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L15 K02876 4 2 0 0
Processing




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L15e K02877 0 0 1 0 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L16 K02878 6 3 8 3 2
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L17 K02879 6 1 4 3 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L18 K02881 0 1 2 0 3
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L18e K02883 1 0 0 0 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L19 K02884 5 1 1 2 2
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L19e K02885 1 0 0 0 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L2 K02886 6 4 1 9 4
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L20 K02887 5 1 5 6 4
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L21 K02888 8 0 1 0 0
Processing
Genetic .
Informat'ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L22 K02890 0 0 2 1 0
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L23 K02892 0 1 0 0 0
Processing
Genetic
. . 03010 Ribosome o .
Ir;izt;r:szltil:gn Translation [PATH:k003010] large subunit ribosomal protein L23Ae K02893 0 0 1 0 0




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L23e K02894 0 0 0 1 1
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L24 K02895 0 0 4 3 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L25 K02897 0 0 0 2 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L26e K02898 0 0 1 1 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L27 K02899 7 2 0 2 2
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L28 K02902 0 3 4 2 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L28e K02903 0 0 0 1 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L29 K02904 3 0 3 0 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L3 K02906 13 3 0 9 0
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L30 K02907 1 0 0 0 0
Processing
Genetic .
Informat'ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L30e K02908 1 1 0 0 0
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L31 K02909 2 0 0 2 0
Processing
Genetic
. . 03010 Ribosome - .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L32 K02911 1 2 2 0 0
Processing




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L33 K02913 2 0 3 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L34 K02914 1 0 2 1
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L35 K02916 2 2 3 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L35e K02918 0 0 1 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L36 K02919 0 1 1 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L39e K02924 0 0 0 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L4 K02926 0 4 12 2
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L40e K02927 0 2 0 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L4e K02930 5 0 0 0
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L5 K02931 10 4 10 0
Processing
Genetic .
Informat'ion Translation ([)3211_2 ifg;gf:;]a large subunit ribosomal protein L6 K02933 0 0 0 1
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L7/L12 K02935 8 1 6 1
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] large subunit ribosomal protein L9 K02939 6 0 0 3
Processing




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] large subunit ribosomal protein L9e K02940 1 0 0 0 0
Processing
Genetic
. . 03010 Ribosome - .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S10 K02946 2 4 3 5 2
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S11 K02948 5 2 2 4 1
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S11e K02949 0 0 1 0 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S12 K02950 4 1 3 2 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S12e K02951 0 1 1 0 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S13 K02952 5 3 1 6 2
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S14 K02954 3 0 0 2 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S15 K02956 5 3 1 0 0
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] small subunit ribosomal protein S15Ae K02957 1 1 0 0 0
Processing
Genetic .
Informat'ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S15e K02958 0 0 1 0 0
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] small subunit ribosomal protein S16e K02960 0 1 0 0 0
Processing
Genetic
. . 03010 Ribosome oo .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S17 K02961 4 0 0 0 0
Processing




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] small subunit ribosomal protein S18 K02963 3 0 0 3 2
Processing
Genetic
. . 03010 Ribosome - .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S18e K02964 0 0 0 1 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S19 K02965 3 4 1 3 1
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S2 K02967 8 0 1 6 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S20 K02968 9 2 0 0 1
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S21 K02970 3 1 3 2 2
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S23e K02973 0 0 2 0 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S27Ae K02977 0 0 3 0 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S27e K02978 0 0 0 1 0
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] small subunit ribosomal protein S2e K02981 0 0 1 0 0
Processing
Genetic .
Informat'ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S3 K02982 10 3 8 3 3
Processing
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] small subunit ribosomal protein S3e K02985 1 0 1 1 0
Processing
Genetic
. . 03010 Ribosome . .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S4 K02986 6 2 2 5 0
Processing




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Genetic
. . 03010 Ribosome o .
Informatllon Translation [PATH:k003010] small subunit ribosomal protein S4e K02987 0 0 0 1 0
Processing
Genetic
. . 03010 Ribosome - .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S5 K02988 6 0 3 3 4
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S5e K02989 4 0 2 0 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S6 K02990 4 0 0 2 1
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S7 K02992 0 1 2 5 0
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S7e K02993 1 0 0 0 0
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein S8 K02994 9 1 0 6 1
Processing
Genetic
. . 03010 Ribosome o .
Informat'lon Translation [PATH:k003010] small subunit ribosomal protein S9 K02996 6 1 2 0 4
Processing
Genetic .
Informat.ion Translation ([)3211_2 ifg;gf:;]a small subunit ribosomal protein SAe K02998 1 0 1 0 0
Processing
Genetic 03013 RNA
Information Translation transport elongation factor EF-1 alpha subunit [EC:3.6.5.3] K03231 4 2 2 1 0
Processing [PATH:ko03013]
Genetic 03013 RNA
Information Translation transport GTP-binding nuclear protein Ran K07936 1 0 0 0 0
Processing [PATH:ko03013]
Genetic 03013 RNA
Information Translation transport nuclear pore complex protein Nup98-Nup96 K14297 1 0 0 0 0
Processing [PATH:ko03013]
Genetic 03013 RNA
Information Translation transport ribonuclease P subunit RPR2 [EC:3.1.26.5] K03540 0 0 0 0 1
Processing [PATH:ko03013]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
. 03015 mRNA
Genetic .
Information Translation Su;;’;:”;:;e poly(A) polymerase [EC:2.7.7.19] K14376 1 0 1 0 0
Processing [PATH:k003015]

Human 05211 Renal cell

Diseases Cancers carcinoma fumarate hydratase, class Il [EC:4.2.1.2] K01679 2 5 4 2 6
[PATH:ko05211]

Human 05211 Renal cell

Diseases Cancers carcinoma Ras-related protein Rap-1A K04353 1 0 1 0 0
[PATH:ko05211]

Human 05215 Prostate

Diseases Cancers cancer heat shock protein 90kDa beta K09487 1 0 0 0 0
[PATH:ko05215]
05215 Prostate

Human

Diseases Cancers cancer molecular chaperone HtpG K04079 5 2 6 5 4
[PATH:ko05215]

Human 05219 Bladder

Diseases Cancers cancer thymidine phosphorylase [EC:2.4.2.4] K00758 0 1 0 0 0
[PATH:ko05219]

Human Cardiovascular 05416 Viral

Diseases Diseases myocarditis myosin heavy chain K10352 0 0 3 0 0
[PATH:ko05416]

Human Immune System 05322 Systemic

Diseases Diseases lupus erythematosus histone H2A K11251 1 1 2 0 0
[PATH:ko05322]

Human Immune System 05322 Systemic

Diseases Diseases lupus erythematosus histone H2B K11252 0 0 2 0 0
[PATH:ko05322]

Human Immune System 05322 Systemic

Diseases Diseases lupus erythematosus histone H3 K11253 0 0 0 1 0
[PATH:ko05322]

Human Immune System 05322 Systemic .

Diseases Diseases lupus erythematosus histone H4 K11254 0 2 2 0 0
[PATH:ko05322]
05100 Bacterial

Human Infectious Diseases | o> 0" of epithelial actin beta/gamma 1 K05692 1 0 4 2 0

Diseases cells
[PATH:ko05100]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
05100 Bacterial
H i i f epithelial
ruman Infectious Diseases | ' oo O EPIthENa dynamin GTPase [EC:3.6.5.5] K01528 | 0 1 0 0 0
Diseases cells
[PATH:ko05100]
05100 Bacterial
Human Infectious Diseases invasion of epithelial Ras-related C3 botulinum toxin substrate 1 K04392 0 0 0 1 0
Diseases cells
[PATH:ko05100]
05111 Vibrio
Human Infectious Diseases cholerae pathogenic RNA polymerase nonessential primary-like sigma K03087 ) 0 6 4 1
Diseases cycle factor
[PATH:ko05111]
05111 Vibrio
Human Infectious Diseases cholerae pathogenic RNA polymerase sigma féctor for flagellar operon K02405 0 0 1 ) 0
Diseases cycle FliA
[PATH:ko05111]
05111 Vibrio
H hol th i
.uman Infectious Diseases cholerae pathogenic RNA polymerase sigma-54 factor K03092 1 0 0 0 0
Diseases cycle
[PATH:ko05111]
05120 Epithelial cell
Human signaling in
Diseases Infectious Diseases Helicobacter pylori urease subunit alpha [EC:3.5.1.5] K01428 1 3 2 0 2
infection
[PATH:ko05120]
05120 Epithelial cell
signaling in . -
Human Infectious Diseases Helicobacter pylori V-type H+-transporting ATEase 16kDa proteolipid K02155 0 1 0 2 0
Diseases . . subunit
infection
[PATH:ko05120]
05130 Pathogenic
Human Infectious Diseases Escherlchla coli tubulin alpha K07374 3 0 1 1 0
Diseases infection
[PATH:ko05130]
05130 Pathogenic
Human . . Escherichia coli .
. Infectious Diseases . . tubulin beta K07375 4 1 2 0 0
Diseases infection

[PATH:ko05130]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
05142 Chagas
Human Infectious Diseases disease (Ame.rlc'an peptidyl-dipeptidase A [EC:3.4.15.1] K01283 1 0 0 0 0
Diseases trypanosomiasis)
[PATH:ko05142]
Human 05143 African
Diseases Infectious Diseases trypanosomiasis oligopeptidase B [EC:3.4.21.83] K01354 0 1 0 3 2
[PATH:ko05143]
05143 African
Human . . L . . .
Diseases Infectious Diseases trypanosomiasis thimet oligopeptidase [EC:3.4.24.15] K01392 0 1 1 0 0
[PATH:ko05143]
;g:;sgs Infectious Diseases [g/i#szﬂ;;iﬁ] thrombospondin K04659 0 0 1 0 0
Human 05145
Diseases Infectious Diseases Toxoplasmosis heat shock 70kDa protein 1/8 K03283 2 0 3 0 0
[PATH:ko05145]
;g:;sgs Infectious Diseases OfpffHéggggfg]ls actinin alpha K05699 2 0 0 0 0
;;‘:;:25 Infectious Diseases O[SPffH/?gggkl’fg]'S PTK2 protein tyrosine kinase 2 [EC:2.7.10.2] Kos725 | 1 0 0 0 0
DI-iI:en;sgs Infectious Diseases OﬁplglfHéggE?fglls Ras-related protein Rab-7A K07897 1 1 0 0 0
;g:;sgs Infectious Diseases O[IS:’lAi?_il_:(Z%asti:Z]C glycogen synthase kinase 3 beta [EC:2.7.11.26] K03083 0 0 1 0 0
Human 04930 Type Il
Diseases Metabolic Diseases diabetes mellitus pyruvate kinase [EC:2.7.1.40] K00873 5 0 0 0 0
[PATH:ko04930]
Hurman 04940 Type |
Diseases Metabolic Diseases diabetes mellitus chaperonin GroEL K04077 72 12 20 29 13
[PATH:ko04940]
Human 04940 Type |
Diseases Metabolic Diseases diabetes mellitus glutamate decarboxylase [EC:4.1.1.15] K01580 1 0 0 0 0
[PATH:ko04940]
05010
Human Neuroc?egeneratlve Alzhelmer&#39;s calmodulin K02183 0 0 1 0 0
Diseases Diseases disease
[PATH:ko05010]
05010
Human Neuroc?egeneratlve Alzhelmer&#39;s glyceraldehyde 3-phosphate dehydrogenase K00134 11 0 5 0 4
Diseases Diseases disease [EC:1.2.1.12]

[PATH:ko05010]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
05012
H N d ti Parki &#39;
ruman eurodegenerative | - Farkinson&#3s;s NADH dehydrogenase | subunit 1 [EC:1.6.5.3] K03878 | 2 0 0 0
Diseases Diseases disease
[PATH:ko05012]
05012
Human Neurodegenerative | Parkinson&#33;s NADH dehydrogenase | subunit 2 [EC:1.6.5.3] K03879 | 1 0 0 0
Diseases Diseases disease
[PATH:ko05012]
05012
H N d ti Parki &#39;
ruman eurodegenerative | - Farkinson&#3s;s NADH dehydrogenase | subunit 4 [EC:1.6.5.3] K03881 | O 1 0 0
Diseases Diseases disease
[PATH:ko05012]
05012
Human Neurodegenerative | Parkinson&#39;s NADH dehydrogenase | subunit 5 [EC:1.6.5.3] K03883 | 1 0 0 0
Diseases Diseases disease
[PATH:ko05012]
05012
H N d ti Parki &#39;
ruman eurodegenerative | - Farkinson&#3s;s NADH dehydrogenase | subunit 6 [EC:1.6.5.3] K03884 | 0 0 0 0
Diseases Diseases disease
[PATH:ko05012]
. 05014 Amyotrophic
;s:;sgs Neur%c:seegae:eesratlve lateral sclerosis (ALS) catalase [EC:1.11.1.6] K03781 3 2 1 2
[PATH:ko05014]
DI-iI;J:;ng Neurcl);:::egae:eesrative Igtsféfsﬁ?;::;rso&hé) protein phosp[r;e(a:t;si 3, 1cg]talytic subunit K04348 0 0 1 0
[PATH:ko05014] e
05016
Human Neuroc?egeneratlve Hunt|ngton&#39;s cytochrome c oxidase subunit | [EC:1.9.3.1] K02256 2 0 4 0
Diseases Diseases disease
[PATH:ko05016]
05016
H N d ti Huntington&#39;
ruman eurodegenerative | Huntington&s3;s cytochrome c oxidase subunit Il [EC:1.9.3.1] K02261 | 1 0 0 0
Diseases Diseases disease
[PATH:ko05016]
05016
Human Neuroc?egeneratlve Hunt|ngton&#39;s cytochrome c oxidase subunit Ill [EC:1.9.3.1] K02262 0 0 0 0
Diseases Diseases disease
[PATH:ko05016]
Human Neurodegenerative 05016 DNA-directed RNA polymerase Il subunit A
) e8 Huntington&#39;s poly K03006 | 0 2 0 0
Diseases Diseases disease [EC:2.7.7.6]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
[PATH:ko05016]
05016
H N d ti Huntington&#39;
.uman euro _egenera ve un m.g on s dynein heavy chain, axonemal K10408 0 1 0 0 0
Diseases Diseases disease
[PATH:ko05016]
05016
Human Neurodegenerative Huntington&#39;s F-type H+-transporting ATPase subunit a
K02126 1 0 0 0 0
Diseases Diseases disease [EC:3.6.3.14]
[PATH:ko05016]
05016
Human Neurodegenerative Huntington&#39;s F-type H+-transporting ATPase subunit alpha
Diseases Diseases disease [EC:3.6.3.14] k02132 0 1 0 3 0
[PATH:ko05016]
05016
Human Neurodegenerative Huntington&#39;s F-type H+-transporting ATPase subunit beta
K02133 0 0 0 1 0
Diseases Diseases disease [EC:3.6.3.14]
[PATH:ko05016]
05016
Human Neurodegenerative Huntington&#39;s F-type H+-transporting ATPase subunit c
Diseases Diseases disease [EC:3.6.3.14] K02128 0 0 2 0 0
[PATH:ko05016]
05016
Human Neuroc?egeneratlve Huntlngton&#39;s NADH dehydrogenase (ubiquinone) Fe-S protein 1 K03934 0 0 0 0 1
Diseases Diseases disease [EC:1.6.5.3
[PATH:ko05016]
05016
Human Neuroc?egeneratlve Huntlngton&#39;s NADH dehydrogenase (ubiquinone) Fe-S protein 2 K03935 0 1 1 0 0
Diseases Diseases disease [EC:1.6.5.3
[PATH:ko05016]
05016
Human Neuroc?egeneratlve Huntm_gton&#?;Q;s NADH dehydrogenase (ubiquinone) Fe-S protein 3 K03936 0 0 1 0 0
Diseases Diseases disease [EC:1.6.5.3
[PATH:ko05016]
05016
Human Neuroc?egeneratlve Huntlngton&#39;s NADH dehydrogenase (ubiquinone) flavoprotein 1 K03942 0 0 0 1 0
Diseases Diseases disease [EC:1.6.5.3
[PATH:ko05016]
Human Neurodegenerative 05016 solute carrier family 25 (mitochondrial carrier;
. . & Huntington&#39;s y . ! K05863 2 0 0 2 0
Diseases Diseases adenine

disease




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
[PATH:ko05016]
05016
Human Neuroc?egeneratlve Huntlngton&#39;s superoxide dismutase, Fe-Mn family [EC:1.15.1.1] K04564 0 0 0 2 0
Diseases Diseases disease
[PATH:ko05016]
05016
Human Neuroc?egeneratlve Huntlngton&#39;s ubiquinol-cytochrome ¢ rer':luctase cytochrome b K00412 5 0 0 1 1
Diseases Diseases disease subunit
[PATH:ko05016]
05016
Human Neuroc?egeneratlve Huntlngton&#39;s ubiquinol-cytochrome c r'eductase iron-sulfur K00411 0 5 0 0 1
Diseases Diseases disease subunit
[PATH:ko05016]
Human Neurodegenerative | 05020 Prion diseases .
Diseases Diseases [PATH:k005020] heat shock 70kDa protein 5 K09490 1 0 2 0 0
Human Neurodegenerative | 05020 Prion diseases . .
tress-induced-phosph tein 1 K09553 1 0 0 0 0
Diseases Diseases [PATH:ko05020] stress-induced-phosphoprotein
00250 Alanine,
Amino Acid aspartate and
Metabolism . glutamate adenylosuccinate lyase [EC:4.3.2.2] K01756 1 0 3 2 0
Metabolism .
metabolism
[PATH:ko00250]
00250 Alanine,
Amino Acid aspartate and
Metabolism . glutamate adenylosuccinate synthase [EC:6.3.4.4] K01939 0 2 4 4 5
Metabolism .
metabolism
[PATH:ko00250]
00250 Alanine,
. . aspartate and
. Amino Acid . .
Metabolism . glutamate amidophosphoribosyltransferase [EC:2.4.2.14] K00764 3 2 2 8 4
Metabolism .
metabolism
[PATH:ko00250]
00250 Alanine,
. . aspartate and
. Amino Acid . .
Metabolism . glutamate aspartate carbamoyltransferase catalytic subunit K00609 1 0 1 2 0
Metabolism .
metabolism
[PATH:ko00250]




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24 | Day31 | Day38

Bulk Soil

Metabolism

Amino Acid
Metabolism

00250 Alanine,
aspartate and
glutamate
metabolism
[PATH:ko00250]

aspartate racemase [EC:5.1.1.13]

K01779

Metabolism

Amino Acid
Metabolism

00250 Alanine,
aspartate and
glutamate
metabolism
[PATH:ko00250]

carbamoyl-phosphate synthase large subunit
[EC:6.3.5.5]

K01955

Metabolism

Amino Acid
Metabolism

00250 Alanine,
aspartate and
glutamate
metabolism
[PATH:ko00250]

carbamoyl-phosphate synthase small subunit
[EC:6.3.5.5]

K01956

Metabolism

Amino Acid
Metabolism

00250 Alanine,
aspartate and
glutamate
metabolism
[PATH:ko00250]

glucosamine--fructose-6-phosphate
aminotransferase

K00820

Metabolism

Amino Acid
Metabolism

00250 Alanine,
aspartate and
glutamate
metabolism
[PATH:ko00250]

glutamate synthase (NADPH/NADH) large chain
[EC:1.4.1.13

K00265

11 10

11

Metabolism

Amino Acid
Metabolism

00250 Alanine,
aspartate and
glutamate
metabolism
[PATH:ko00250]

glutamate synthase (NADPH/NADH) small chain
[EC:1.4.1.13

K00266

Metabolism

Amino Acid
Metabolism

00250 Alanine,
aspartate and
glutamate
metabolism
[PATH:ko00250]

L-aspartate oxidase [EC:1.4.3.16]

K00278

Metabolism

Amino Acid
Metabolism

00260 Glycine,

serine and threonine

metabolism
[PATH:ko00260]

5-aminolevulinate synthase [EC:2.3.1.37]

K00643




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00260 Glycine,
. Amino Acid serine and threonine .
Metabolism . . betaine-aldehyde dehydrogenase [EC:1.2.1.8] K00130 2 5 2 0 0
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino A.CId serine and th'reomne choline dehydrogenase [EC:1.1.99.1] K00108 0 0 2 3 0
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino Acid serine and threonine D-3-phosphoglycerate dehydrogenase [EC:1.1.1.95] K00058 0 0 0 6 0
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino Acid serine and threonine dimethylglycine dehydrogenase [EC:1.5.99.2] K00315 0 0 0 0 1
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino Acid serine and threonine ectoine hydroxylase [EC:1.14.11.-] K10674 | 1 0 0 0 1
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino A.CId serine and th'reonlne glycerate kinase [EC:2.7.1.31] K00865 0 0 0 3 0
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino A.Cld serine and th.reonlne glycine C-acetyltransferase [EC:2.3.1.29] K00639 2 0 0 4 0
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino A.CId serine and th'reonlne glycine dehydrogenase [EC:1.4.4.2] K00281 4 2 0 3 3
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino A.Cld serine and th.reomne glycine dehydrogenase subunit 1 [EC:1.4.4.2] K00282 0 0 0 0 1
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
. Amino Acid serine and threonine . .
Metabolism . . glycine dehydrogenase subunit 2 [EC:1.4.4.2] K00283 0 2 0 0 4
Metabolism metabolism

[PATH:ko00260]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00260 Glycine,
Metabolism Amino Acid serine and threonine homoserine kinase [EC:2.7.1.39] Ko0872 | 1 0 0 2 0
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino A.CId serine and th'reonme hydroxypyruvate reductase [EC:1.1.1.81] K00050 0 0 0 0 2
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Amino Acid i dth i
Metabolism mino Ad serine and threonine L-ectoine synthase [EC:4.2.1.108] K06720 | 0 0 1 0 0
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino A.CId serine and th'reomne phosphatidylserine synthase [EC:2.7.8.8] K00998 0 3 0 3 0
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino A.Cld serine and th.reomne phosphoserine / homoserine phosphotransferase K02203 0 0 0 1 0
Metabolism metabolism [EC:3.1.3.3
[PATH:ko00260]
00260 Glycine,
Metabolism Amino A.CId serine and th'reonlne phosphoserine phosphatase [EC:3.1.3.3] K01079 0 0 0 0 1
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Amino Acid i dth i
Metabolism mino .CI serinean .reonlne sarcosine oxidase, subunit alpha [EC:1.5.3.1] K00302 0 1 1 2 3
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino A.CId serine and th'reonlne sarcosine oxidase, subunit beta [EC:1.5.3.1] K00303 0 1 1 3 0
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Amino Acid i dth i
Metabolism mino Ad serine and threonine threonine 3-dehydrogenase [EC:1.1.1.103] K00060 | 0 0 1 1 0
Metabolism metabolism
[PATH:ko00260]
00260 Glycine,
Metabolism Amino A.CId serine and th'reonlne threonine aldolase [EC:4.1.2.5] K01620 3 0 0 0 0
Metabolism metabolism

[PATH:ko00260]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00260 Glycine,
Amino Acid i dth i
Metabolism mino At serine and threonine threonine dehydratase [EC:4.3.1.19] Ko1754 | 0 0 0 7 0
Metabolism metabolism
[PATH:ko00260]
00270 Cysteine and
. Amino Acid methionine .
Metabolism Metabolism metabolism (R)-2-hydroxyacid dehydrogenase [EC:1.1.1.272] K05884 0 0 0 1 0
[PATH:ko00270]
00270 Cysteine and
Metabolism Amino A.Cld methlon.lne 5-methy|tetrahydropter(?yltrlglutamate—— K00549 0 3 0 0 5
Metabolism metabolism homocysteine
[PATH:ko00270]
00270 Cysteine and
. Amino Acid methionine .
Metabolism . . D-cysteine desulfhydrase [EC:4.4.1.15] K05396 0 1 0 0 0
Metabolism metabolism
[PATH:ko00270]
00270 Cysteine and
. Amino Acid methionine .
Metabolism . . homoserine dehydrogenase [EC:1.1.1.3] K00003 0 0 3 0 0
Metabolism metabolism
[PATH:ko00270]
00270 Cysteine and
Metabolism Amino A.CId meth|on'|ne homoserine O-acetyltransferase [EC:2.3.1.31] K00641 0 0 2 0 0
Metabolism metabolism
[PATH:ko00270]
00270 Cysteine and
. Amino Acid methionine .
Metabolism . . L-serine dehydratase [EC:4.3.1.17] K01752 1 2 1 0 2
Metabolism metabolism
[PATH:ko00270]
00270 Cysteine and
Metabolism Amino A.CId meth|on'|ne O-acetylhomoserine (thiol)-lyase [EC:2.5.1.49] K01740 0 2 4 3 0
Metabolism metabolism
[PATH:ko00270]
00270 Cysteine and
Amino Acid thioni
Metabolism mino .CI me |on.|ne O-succinylhomoserine sulfhydrylase [EC:2.5.1.-] K10764 0 0 0 0 2
Metabolism metabolism
[PATH:ko00270]
00270 Cysteine and
Metabolism Amino A.Cld methlon.lne S-adenos.ylhomocystelne/5&1:'t39;— K01243 0 1 0 0 0
Metabolism metabolism methylthioadenosine nucleosidase

[PATH:ko00270]




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24 | Day31 | Day38

Bulk Soil

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

2-oxoisovalerate dehydrogenase E2 component
(dihydrolipoyl

K09699

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

3-hydroxyisobutyrate dehydrogenase [EC:1.1.1.31]

K00020

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

3-methylcrotonyl-CoA carboxylase alpha subunit
[EC:6.4.1.4]

K01968

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

3-methylcrotonyl-CoA carboxylase beta subunit
[EC:6.4.1.4]

K01969

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

3-oxoacid CoA-transferase subunit A [EC:2.8.3.5]

K01028

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

3-oxoacid CoA-transferase subunit B [EC:2.8.3.5]

K01029

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

butyryl-CoA dehydrogenase [EC:1.3.99.2]

K00248

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

dihydrolipoamide dehydrogenase [EC:1.8.1.4]

K00382

12




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24 | Day31 | Day38

Bulk Soil

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

isovaleryl-CoA dehydrogenase [EC:1.3.99.10]

K00253

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

methylglutaconyl-CoA hydratase [EC:4.2.1.18]

K13766

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

methylmalonate-semialdehyde dehydrogenase
[EC:1.2.1.27]

K00140

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

methylmalonyl-CoA epimerase [EC:5.1.99.1]

K05606

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

methylmalonyl-CoA mutase [EC:5.4.99.2]

K01847

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

methylmalonyl-CoA mutase [EC:5.4.99.2]

K11942

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

methylmalonyl-CoA mutase, C-terminal domain
[EC:5.4.99.2]

K01849

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

methylmalonyl-CoA mutase, N-terminal domain
[EC:5.4.99.2]

K01848




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24

Day31

Day38

Bulk Soil

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

propionyl-CoA carboxylase alpha chain [EC:6.4.1.3]

K01965

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

propionyl-CoA carboxylase beta chain [EC:6.4.1.3]

K01966

11

Metabolism

Amino Acid
Metabolism

00280 Valine,
leucine and
isoleucine
degradation
[PATH:ko00280]

short/branched chain acyl-CoA dehydrogenase
[EC:1.3.99.12]

K11410

Metabolism

Amino Acid
Metabolism

00290 Valine,
leucine and
isoleucine
biosynthesis
[PATH:ko00290]

2-isopropylmalate synthase [EC:2.3.3.13]

K01649

Metabolism

Amino Acid
Metabolism

00290 Valine,
leucine and
isoleucine
biosynthesis
[PATH:ko00290]

3-isopropylmalate dehydrogenase [EC:1.1.1.85]

K00052

Metabolism

Amino Acid
Metabolism

00290 Valine,
leucine and
isoleucine
biosynthesis
[PATH:ko00290]

3-isopropylmalate/(R)-2-methylmalate dehydratase
large

K01703

Metabolism

Amino Acid
Metabolism

00290 Valine,
leucine and
isoleucine
biosynthesis
[PATH:ko00290]

3-isopropylmalate/(R)-2-methylmalate dehydratase
small

K01704

Metabolism

Amino Acid
Metabolism

00290 Valine,
leucine and
isoleucine
biosynthesis
[PATH:ko00290]

acetolactate synthase I/11/11l large subunit
[EC:2.2.1.6]

K01652

11

11




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00290 Valine,
. . leucine and . .. .
Metabolism Amino A.Cld isoleucine alanine-synthesizing transaminase [EC:2.6.1.66 K14260 0 0 0 0
Metabolism . . 2.6.1.2]
biosynthesis
[PATH:ko00290]
00290 Valine,
Amino Acid leucine and
Metabolism . isoleucine D-citramalate synthase [EC:2.3.1.182] K09011 0 0 0 1
Metabolism . .
biosynthesis
[PATH:ko00290]
00290 Valine,
Amino Acid leucine and
Metabolism . isoleucine leucine dehydrogenase [EC:1.4.1.9] K00263 0 1 1 0
Metabolism . .
biosynthesis
[PATH:ko00290]
00290 Valine,
. . leucine and
. Amino Acid . .
Metabolism . isoleucine pyruvate dehydrogenase E1 component [EC:1.2.4.1] K00163 4 2 0 10
Metabolism . .
biosynthesis
[PATH:ko00290]
00290 Valine,
. . leucine and .
Metabolism Amino Agd isoleucine pyruvate dehydrogenase E1 component subunit KOO161 3 4 3 0
Metabolism . . alpha
biosynthesis
[PATH:ko00290]
00290 Valine,
. . leucine and
. Amino Acid . . .
Metabolism . isoleucine pyruvate dehydrogenase E1 component subunit beta | K00162 0 0 4 0
Metabolism . .
biosynthesis
[PATH:ko00290]
Amino Acid 00300 Lysine
Metabolism Metabolism biosynthesis 2,3,4,5-tetrahydropyridine-2-carboxylate K00674 0 4 2 0
[PATH:ko00300]
Amino Acid 00300 Lysine
Metabolism Metabolism biosynthesis aspartate kinase [EC:2.7.2.4] K00928 2 3 3 3
[PATH:ko00300]
. . 00300 Lysine .
A Acid tate- Idehyde dehyd
Metabolism M':t';’go“?m biosynthesis aspartate Se”E'EaC' f 2y19i 1]e ydrogenase K00133 | 0 2 1 0
[PATH:ko00300] e
Metabolism Amino Agd OQSOO Ly5|r?e bifunctional aspartokinase / homoserine K12524 0 0 0 1
Metabolism biosynthesis dehydrogenase 1




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
[PATH:ko00300]
. . 00300 Lysine
. Amino Acid . . . .
Metabolism Metabolism biosynthesis diaminopimelate decarboxylase [EC:4.1.1.20] K01586 0 0 7 0 0
[PATH:ko00300]
Amino Acid 00300 Lysine
Metabolism Metabolism biosynthesis diaminopimelate epimerase [EC:5.1.1.7] K01778 0 2 0 0 2
[PATH:ko00300]
. . 00300 Lysine
. Amino Acid . . . S
Metabolism Metabolism biosynthesis dihydrodipicolinate reductase [EC:1.3.1.26] K00215 0 0 0 0 2
[PATH:ko00300]
. . 00300 Lysine
. Amino Acid . . . S
Metabolism Metabolism biosynthesis dihydrodipicolinate synthase [EC:4.2.1.52] K01714 0 5 4 4 5
[PATH:ko00300]
. . 00300 Lysine
. Amino Acid . . C .
Metabolism Metabolism biosynthesis LL-diaminopimelate aminotransferase [EC:2.6.1.83] K10206 1 0 0 0 0
[PATH:ko00300]
Amino Acid 00300 Lysine
Metabolism Metabolism biosynthesis L-lysine 6-transaminase [EC:2.6.1.36] K03918 0 0 0 0 1
[PATH:ko00300]
. . 00300 Lysine . - . .
Metabolism | Amino Add biosynthesis \-succnyldiaminopimelate aminatransferase. | 67 | 1 | o | 0 | 0 | o
[PATH:ko00300] T
. . 00300 Lysine . . . .
Metabolism | Amino Add biosynthesis suecinydiaminopimelate desuccinylase | kouaze | o | o | 0 | 5 | o
[PATH:ko00300] T
. . 00300 Lysine T
Metabolism Q’:t';go/?i?r: biosynthesis tetrahydrOd'p'C[:'C'f’;f lNE';:c]ety'tra”Sferase K05822 | 0 0 1 0 0
[PATH:ko00300] T
. . 00310 Lysine
Metabolism Q’:t';go/?i?r: degradation 2'°X°g'”tarat‘(3‘ d‘?ﬁ:&’fgﬁgﬁ;’;ﬁz:z component K00658 | 0 5 1 7 0
[PATH:ko00310]
. . 00310 Lysine
. Amino Acid . . .
Metabolism Metabolism degradation 5-aminovalerate aminotransferase [EC:2.6.1.48] K14268 0 0 0 0 1
[PATH:ko00310]
Amino Acid 00310 Lysine
Metabolism Metabolism degradation beta-lysine 5,6-aminomutase [EC:5.4.3.3] K01844 0 3 1 1 0
[PATH:ko00310]
Amino Acid 00310 Lysine
Metabolism Metabolism degradation lysine 2,3-aminomutase [EC:5.4.3.2] K01843 0 2 0 0 1
[PATH:ko00310]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Amino Acid 00310 Lysine
Metabolism Metabolism degradation lysine N6-hydroxylase [EC:1.14.13.59] K03897 1 0 0 0 0
[PATH:ko00310]
. . 00330 Arginine and .
Metabolism I\A}Ir:tlgtc))o?izl:ﬁ proline metabolism 1-pyrro||ne-5-iz?2xglitfz?ehydrogenase K00294 0 7 2 2 2
[PATH:ko00330] D
. . 00330 Arginine and . . .
Metabolism Iar:tlggo?izlr: proline metabolism acetylglutamate/[zézef;y;a;qénoad|pate kinase K00930 1 2 0 0 0
[PATH:ko00330] D
Amino Acid 00330 Arginine and
Metabolism Metabolism proline metabolism acetylornithine aminotransferase [EC:2.6.1.11] K00818 1 3 3 0 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . .
Metabolism Metabolism proline metabolism acetylornithine deacetylase [EC:3.5.1.16] K01438 0 0 0 2 0
[PATH:ko00330]
. . 00330 Arginine and . . N
Metabolism I\A/Ir:tlzgo?i(::q proline metabolism acetylorn|th|zziﬁ:;:izfygfgigmnoplmelate K00821 0 2 0 2 1
[PATH:ko00330]
Amino Acid 00330 Arginine and
Metabolism Metabolism proline metabolism agmatinase [EC:3.5.3.11] K01480 2 4 0 5 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . . .
Metabolism Metabolism proline metabolism amino-acid N-acetyltransferase [EC:2.3.1.1] K00619 0 1 0 0 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . -
Metabolism Metabolism proline metabolism arginine decarboxylase [EC:4.1.1.19] K01584 1 0 0 2 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . -
Metabolism Metabolism proline metabolism arginine decarboxylase [EC:4.1.1.19] K01585 0 1 0 0 0
[PATH:ko00330]
Amino Acid 00330 Arginine and
Metabolism Metabolism proline metabolism arginine deiminase [EC:3.5.3.6] K01478 0 1 1 0 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . - .
Metabolism Metabolism proline metabolism argininosuccinate lyase [EC:4.3.2.1] K01755 0 5 5 0 3
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . . .
Metabolism . proline metabolism argininosuccinate synthase [EC:6.3.4.5] K01940 0 3 5 2 5
Metabolism

[PATH:ko00330]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Amino Acid 00330 Arginine and
Metabolism Metabolism proline metabolism carbamate kinase [EC:2.7.2.2] K00926 0 2 0 0 0
[PATH:ko00330]
Amino Acid 00330 Arginine and
Metabolism Metabolism proline metabolism creatinase [EC:3.5.3.3] K08688 0 0 0 1 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . . .
Metabolism Metabolism proline metabolism cytosine deaminase [EC:3.5.4.1] K01485 0 1 0 6 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . .
Metabolism Metabolism proline metabolism glutamate 5-kinase [EC:2.7.2.11] K00931 0 0 2 0 0
[PATH:ko00330]
Amino Acid 00330 Arginine and
Metabolism Metabolism proline metabolism glutamate dehydrogenase (NADP+) [EC:1.4.1.4] K00262 3 0 1 0 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . .
Metabolism Metabolism proline metabolism glutamate dehydrogenase [EC:1.4.1.2] K00260 0 8 0 0 4
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . . .
Metabolism Metabolism proline metabolism glutamate N-acetyltransferase / amino-acid K00620 0 3 1 0 4
[PATH:ko00330]
. . 00330 Arginine and .
Metabolism Iar:tlggo?izlr: proline metabolism glutamate—5—se{r2gl1d§hlyji]dehydrogenase K00147 3 4 2 0 1
[PATH:ko00330] D
. . 00330 Arginine and
Metabolism I\A}Ir:tlgtc))o?izl:ﬁ proline metabolism N-acetyl-gamn;aégrLuatir’%In-sggis pf:ate/N-acetyI- K00145 0 4 2 0 0
[PATH:k000330] g Py
. . 00330 Arginine and
. Amino Acid . . . .
Metabolism Metabolism proline metabolism N-carbamoylputrescine amidase [EC:3.5.1.53] K12251 0 0 2 0 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . .
Metabolism Metabolism proline metabolism N-methylhydantoinase A [EC:3.5.2.14] K01473 1 7 0 0 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . .
Metabolism Metabolism proline metabolism N-methylhydantoinase B [EC:3.5.2.14] K01474 2 2 0 3 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . I
Metabolism Metabolism proline metabolism ornithine carbamoyltransferase [EC:2.1.3.3] K00611 1 3 2 0 3

[PATH:ko00330]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
. . 00330 Arginine and
. Amino Acid . . s .
Metabolism Metabolism proline metabolism ornithine cyclodeaminase [EC:4.3.1.12] K01750 1 0 0 0 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . _ . .
Metabolism Metabolism proline metabolism ornithine--oxo-acid transaminase [EC:2.6.1.13] K00819 0 0 1 0 0
[PATH:ko00330]
. . 00330 Arginine and .
Metabolism I\A}Ir:tlgtc))o?izl:ﬁ proline metabolism oxaloacetate de[;acr'ioi(yllla;]e, alpha subunit K01571 1 0 1 0 0
[PATH:ko00330] B
. . 00330 Arginine and . .
Metabolism Iar:tlggo?izlr: proline metabolism proline dehydrogce;r;zii /I:tizlta 1-pyrroline-5- K13821 0 0 4 0 0
[PATH:ko000330] Y
. . 00330 Arginine and
. Amino Acid . . .
Metabolism Metabolism proline metabolism proline dehydrogenase [EC:1.5.99.8] K00318 0 0 3 0 0
[PATH:ko00330]
Amino Acid 00330 Arginine and
Metabolism Metabolism proline metabolism proline racemase [EC:5.1.1.4] K01777 0 0 0 1 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . .
Metabolism Metabolism proline metabolism prolyl 4-hydroxylase [EC:1.14.11.2] K00472 0 0 0 2 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . . .
Metabolism Metabolism proline metabolism putrescine aminotransferase [EC:2.6.1.-] K12256 0 0 1 0 0
[PATH:ko00330]
. . 00330 Arginine and
. Amino Acid . . .
Metabolism Metabolism proline metabolism pyrroline-5-carboxylate reductase [EC:1.5.1.2] K00286 0 0 1 0 2
[PATH:ko00330]
Amino Acid 00330 Arginine and
Metabolism Metabolism proline metabolism S-adenosylmethionine decarboxylase [EC:4.1.1.50] K01611 2 0 1 2 0
[PATH:ko00330]
. . 00330 Arginine and . . .
Metabolism I\A}Ir:tlgtc))o?izl:ﬁ proline metabolism succinylglutamic ?Ees;alzdih;ﬂe dehydrogenase K06447 0 0 0 2 0
[PATH:ko00330] e
Amino Acid 00330 Arginine and
Metabolism Metabolism proline metabolism urease [EC:3.5.1.5] K01427 0 0 0 0 1
[PATH:ko00330]
. . 00340 Histidine
. Amino Acid . . .
Metabolism Metabolism metabolism ATP phosphoribosyltransferase regulatory subunit K02502 0 0 0 3 0

[PATH:ko00340]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Amino Acid 00340 Histidine
Metabolism Metabolism metabolism cyclase [EC:4.1.3.-] K02500 0 0 1 1 1
[PATH:ko00340]
Amino Acid 00340 Histidine
Metabolism Metabolism metabolism glutamine amidotransferase [EC:2.4.2.-] K02501 0 1 1 0 2
[PATH:ko00340]
Amino Acid 00340 Histidine
Metabolism Metabolism metabolism histidine ammonia-lyase [EC:4.3.1.3] K01745 0 8 0 0 0
[PATH:ko00340]
Amino Acid 00340 Histidine
Metabolism Metabolism metabolism histidinol dehydrogenase [EC:1.1.1.23] K00013 3 5 2 3 0
[PATH:ko00340]
. . 00340 Histidine .
Metabolism | Amino Acid metabolism midazoleglycerolphosphate dehydratase | yoieo3 | 0 | o | o | 2 | o
[PATH:ko00340] e
Amino Acid 00340 Histidine
Metabolism Metabolism metabolism imidazolonepropionase [EC:3.5.2.7] K01468 0 0 1 1 0
[PATH:ko00340]
. . 00340 Histidine
. Amino Acid .
Metabolism Metabolism metabolism N-formylglutamate deformylase [EC:3.5.1.68] K01458 0 0 0 0 1
[PATH:ko00340]
. . 00340 Histidine
. Amino Acid . .
Metabolism Metabolism metabolism phosphoribosyl-AMP cyclohydrolase [EC:3.5.4.19] K01496 1 0 0 0 0
[PATH:ko00340]
. . 00340 Histidine .
Metabolism | Amino Acid metabolism phosphoribosyATP pyrophasphohyarolese/ | yzss | 0 | o | 0 | o | 1
[PATH:ko00340]
. . 00340 Histidine .
Metabolism Q’:t';go/?i?r: metabolism ph°5ph°”b°sy'igng rlogrl‘”phc’hydm'ase K01523 | O 0 2 0 0
[PATH:ko00340] e
. . 00340 Histidine . - L
Metabolism | Amino Acid metabolism shosphoribosylformimino-S-aminoimidazole | \gyq5 | 3 | o | 1 | 4 | o
[PATH:ko00340]
Amino Acid 00340 Histidine
Metabolism Metabolism metabolism urocanate hydratase [EC:4.2.1.49] K01712 0 2 5 5 6
[PATH:ko00340]
. . 00350 Tyrosine
Metabolism Qr:t';‘go/?if;':q metabolism [EC:1.13.12.-] Ko0468 | 0 1 0 0 0
[PATH:ko00350]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
. . 00350 Tyrosine . .. .
Metabolism I\A/Ir:tlgt?o?i?r: metabolism 2,4-d|hydroxyhepté—;zel-lz,?]-dlmc acid aldolase K02510 0 2 1 0
[PATH:ko00350] e
. . 00350 Tyrosine
. Amino Acid ) .
Metabolism Metabolism metabolism 2-oxo-hept-3-ene-1,7-dioate hydratase [EC:4.2.1.-] K02509 0 0 0 0
[PATH:ko00350]
. . 00350 Tyrosine
. Amino Acid . .
Metabolism Metabolism metabolism 4-hydroxyphenylacetate-3-hydroxylase large chain K00483 0 1 0 1
[PATH:ko00350]
. . 00350 Tyrosine .
Metabolism 32;280?5:1 metabolism 5—oxopent—3—ene—1,2,5—tr|;arboxylate decarboxylase K05921 0 1 0 0
[PATH:ko00350]
Amino Acid 00350 Tyrosine
Metabolism Metabolism metabolism gentisate 1,2-dioxygenase [EC:1.13.11.4] K00450 1 0 0 2
[PATH:ko00350]
. . 00350 Tyrosine . .
Metabolism 32;280?5:1 metabolism SUCC|nate—semlalde[::(\:/'dlezdihl\grogenase (NADP+) K00135 ) 1 4 0
[PATH:ko00350] R
: . 00360 Phenylalanine
. Amino Acid . . . .
Metabolism Metabolism metabolism 2-hydroxy-6-ketonona-2,4-dienedioic acid hydrolase K05714 1 0 0 0
[PATH:ko00360]
: . 00360 Phenylalanine .
Metabolism Q’:t';go/?i?r: metabolism 3'(3'throxy'ph['zrgll)q;"%of’]ate hydroxylase K05712 | 0 0 2 0
[PATH:ko00360] e
: . 00360 Phenylalanine
. Amino Acid . . .
Metabolism Metabolism metabolism D-amino-acid dehydrogenase [EC:1.4.99.1] K00285 0 0 0 0
[PATH:ko00360]
: . 00360 Phenylalanine
. Amino Acid . . . . .
Metabolism Metabolism metabolism ferredoxin subunit of phenylpropionate dioxygenase | K05710 0 1 1 0
[PATH:ko00360]
Amino Acid 00360 Phenylalanine
Metabolism Metabolism metabolism hippurate hydrolase [EC:3.5.1.32] K01451 0 0 2 0
[PATH:ko00360]
Metabolism Q’:ti;go/?izii 0036:1:&?2::;'2 e large terminal s;it; ‘i”it;fazze”y'prc’pionate K05708 | 0 1 0 0
[PATH:k000360] ve
: . 00360 Phenylalanine
. Amino Acid . .
Metabolism Metabolism metabolism phenylacetate-CoA ligase [EC:6.2.1.30] K01912 0 0 0 2
[PATH:ko00360]




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24

Day31

Day38

Bulk Soil

Metabolism

Amino Acid
Metabolism

00380 Tryptophan
metabolism
[PATH:ko00380]

2-oxoglutarate dehydrogenase E1 component
[EC:1.2.4.2]

K00164

0

13 0

Metabolism

Amino Acid
Metabolism

00380 Tryptophan
metabolism
[PATH:ko00380]

3-hydroxyanthranilate 3,4-dioxygenase
[EC:1.13.11.6]

K00452

Metabolism

Amino Acid
Metabolism

00380 Tryptophan
metabolism
[PATH:ko00380]

kynureninase [EC:3.7.1.3]

K01556

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis
[PATH:ko00400]

3-dehydroquinate dehydratase Il [EC:4.2.1.10]

K03786

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis
[PATH:ko00400]

3-dehydroquinate synthase [EC:4.2.3.4]

K01735

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis
[PATH:ko00400]

3-deoxy-7-phosphoheptulonate synthase
[EC:2.5.1.54]

K03856

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis
[PATH:ko00400]

3-phosphoshikimate 1-carboxyvinyltransferase
[EC:2.5.1.19]

K00800

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis
[PATH:ko00400]

anthranilate phosphoribosyltransferase [EC:2.4.2.18]

K00766




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Dayl17

Day24 | Day31 | Day38

Bulk Soil

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis
[PATH:ko00400]

anthranilate synthase [EC:4.1.3.27]

K13503

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis
[PATH:ko00400]

anthranilate synthase component | [EC:4.1.3.27]

K01657

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis
[PATH:ko00400]

chorismate synthase [EC:4.2.3.5]

K01736

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis
[PATH:ko00400]

indole-3-glycerol phosphate synthase [EC:4.1.1.48]

K01609

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis
[PATH:ko00400]

phosphoribosylanthranilate isomerase [EC:5.3.1.24]

K01817

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis
[PATH:ko00400]

shikimate dehydrogenase [EC:1.1.1.25]

K00014

Metabolism

Amino Acid
Metabolism

00400
Phenylalanine,
tyrosine and
tryptophan
biosynthesis

shikimate kinase [EC:2.7.1.71]

K00891




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
[PATH:ko00400]
00400
Phenylalanine,
. Amino Acid tyrosine and .
Metabolism . tryptophan synthase beta chain [EC:4.2.1.20] K01696 0 0 3 1 0
Metabolism tryptophan
biosynthesis
[PATH:ko00400]
Biosynthesis of 00401 Novobiocin
Metabolism Other Secondary biosynthesis aspartate aminotransferase [EC:2.6.1.1] K00811 1 0 0 0 0
Metabolites [PATH:ko00401]
Biosynthesis of 00401 Novobiocin
Metabolism Other Secondary biosynthesis aspartate aminotransferase [EC:2.6.1.1] K00812 0 3 5 0 0
Metabolites [PATH:ko00401]
Biosynthesis of 00401 Novobiocin
Metabolism Other Secondary biosynthesis histidinol-phosphate aminotransferase [EC:2.6.1.9] K00817 0 6 0 5 0
Metabolites [PATH:ko00401]
Biosynthesis of 00401 Novobiocin
Metabolism Other Secondary biosynthesis prephenate dehydrogenase [EC:1.3.1.12] K04517 0 1 3 0 0
Metabolites [PATH:ko00401]
Biosynthesis of 00521 Streptomycin .
Metabolism Other Secondary biosynthesis dTDP-4-dehyd[g§15aTr;o;§]3,5-ep|merase K01790 0 1 0 0 0
Metabolites [PATH:ko00521] R
Biosynthesis of 00521 Streptomycin
Metabolism Other Secondary biosynthesis dTDP-4-dehydrorhamnose reductase [EC:1.1.1.133] K00067 0 2 0 0 0
Metabolites [PATH:ko00521]
Biosynthesis of 00521 Streptomycin
Metabolism Other Secondary biosynthesis dTDP-glucose 4,6-dehydratase [EC:4.2.1.46] K01710 0 0 7 8 5
Metabolites [PATH:ko00521]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Biosynthesis of 00521 Streptomycin .
Metabolism Other Secondary biosynthesis glucose-l-phos?ggtze;d;y;;;:lylyltransferase K00973 0 2 0 0
Metabolites [PATH:ko00521] e
Biosynthesis of 00521 Streptomycin
Metabolism Other Secondary biosynthesis myo-inositol 2-dehydrogenase [EC:1.1.1.18] K00010 1 0 0 0
Metabolites [PATH:ko00521]
Biosynthesis of 00521 Streptomycin
Metabolism Other Secondary biosynthesis myo-inositol-1-phosphate synthase [EC:5.5.1.4] K01858 3 0 3 4
Metabolites [PATH:ko00521]
Biosynthesis of 00521 Streptomycin
Metabolism Other Secondary biosynthesis phosphoglucomutase [EC:5.4.2.2] K01835 0 0 2 0
Metabolites [PATH:ko00521]
. . 00524 Butirosin and
Biosynthesis of neomvain
Metabolism Other Secondary . Y . glucokinase [EC:2.7.1.2] K00845 0 4 0 1
Metabolites biosynthesis
[PATH:ko00524]
Biosynthesis of 00901 Indole
Metabolism Other Secondary alkaloid biosynthesis strictosidine synthase [EC:4.3.3.2] K01757 0 0 0 1
Metabolites [PATH:ko00901]
Biosynthesis of Phen Olofjoanoid
Metabolism Other Secondary bioys;)ntffesis beta-glucosidase [EC:3.2.1.21] K05350 0 1 0 0
Metabolit
etabolites [PATH:k000940]
Biosynthesis of Phen ?Os:joanoid
Metabolism Other Secondary bioyssnﬂ?esis catalase/peroxidase [EC:1.11.1.6 1.11.1.7] K03782 4 3 3 6
Metabolites [PATH:k000940]
Biosynthesis of 00941 Flavonoid
Metabolism Other Secondary biosynthesis caffeoyl-CoA O-methyltransferase [EC:2.1.1.104] K00588 1 0 0 0
Metabolites [PATH:ko00941]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Biosynthesis of 00965 Betalain
Metabolism Other Secondary biosynthesis aromatic-L-amino-acid decarboxylase [EC:4.1.1.28] K01593 0 1 1 0 3
Metabolites [PATH:ko00965]
00010 Glycolysis /
Metabolism C:/Ir:tc:;y;?irsa:‘:e Gluconeogenesis pyruvate decarboxylase [EC:4.1.1.1] K01568 0 0 1 0 0
[PATH:ko00010]
Carbohydrate 00020 Citrate cycle
Metabolism Metabolism (TCA cycle) isocitrate dehydrogenase (NAD+) [EC:1.1.1.41] K00030 1 0 0 2 0
[PATH:ko00020]
Carbohydrate 00030 Pentose
Metabolism Metabolism phosphate pathway 6-phosphogluconolactonase [EC:3.1.1.31] K01057 0 0 1 0 0
[PATH:ko00030]
Carbohydrate 00030 Pentose
Metabolism Metabolism phosphate pathway deoxyribose-phosphate aldolase [EC:4.1.2.4] K01619 0 0 3 0 0
[PATH:ko00030]
00030 Pentose .
Metabolism C:/Ir:tc:;y;?irsa:‘:e phosphate pathway gluconate z_de[r;?;ofgga;]e gamma chain K06152 0 0 0 1 0
[PATH:ko00030] e
Carbohydrate 00030 Pentose
Metabolism Metabolism phosphate pathway gluconokinase [EC:2.7.1.12] K00851 0 3 0 0 0
[PATH:ko00030]
Carbohydrate 00030 Pentose
Metabolism Metabolism phosphate pathway phosphogluconate dehydratase [EC:4.2.1.12] K01690 0 0 0 1 0
[PATH:ko00030]
Carbohydrate 00030 Pentose
Metabolism Metabolism phosphate pathway transaldolase [EC:2.2.1.2] K00616 6 0 4 0 0
[PATH:ko00030]
00040 Pentose and
. Carbohydrate glucuronate
Metabolism . . . altronate hydrolase [EC:4.2.1.7] K01685 0 1 1 0 2
Metabolism interconversions
[PATH:ko00040]
00040 Pentose and
. Carbohydrate glucuronate . .
Metabolism . . . L-arabinose isomerase [EC:5.3.1.4] K01804 0 0 1 0 0
Metabolism interconversions
[PATH:ko00040]
00040 Pentose and
. Carbohydrate glucuronate . .
Metabolism . . . L-ribulokinase [EC:2.7.1.16] K00853 0 1 0 0 0
Metabolism interconversions
[PATH:ko00040]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00040 Pentose and
. Carbohydrate glucuronate .
Metabolism . . . xylulokinase [EC:2.7.1.17] K00854 0 0 1 1 0
Metabolism interconversions
[PATH:ko00040]
00051 Fructose and
. Carbohydrate mannose
Metabolism . . [EC:3.1.3.-] K01112 0 0 0 1 0
Metabolism metabolism
[PATH:ko00051]
00051 Fructose and
Carbohydrat
Metabolism aroony .ra € mannorse L-fuculose-phosphate aldolase [EC:4.1.2.17] K01628 0 0 1 0 0
Metabolism metabolism
[PATH:ko00051]
00051 Fructose and
Metabolism Carbohyd'rate mannqse L-iditol 2-dehydrogenase [EC:1.1.1.14] K00008 0 1 1 0 0
Metabolism metabolism
[PATH:ko00051]
00051 Fructose and
Metabolism Carbohydrate mannose L-rhamnose isomerase [EC:5.3.1.14] Ko1813 | 1 0 0 0 2
Metabolism metabolism
[PATH:ko00051]
00051 Fructose and
Metabolism Carbohyd'rate mannqse pyrophosphate--fructose-6-phosphate 1- KOO895 0 1 0 0 0
Metabolism metabolism phosphotransferase
[PATH:ko00051]
00051 Fructose and
Carbohydrat
Metabolism aroony .ra € mannorse rhamnulose-1-phosphate aldolase [EC:4.1.2.19] K01629 0 0 0 1 1
Metabolism metabolism
[PATH:ko00051]
00051 Fructose and
Metabolism Carbohyd'rate mannqse xylose isomerase [EC:5.3.1.5] K01805 0 2 0 0 0
Metabolism metabolism
[PATH:ko00051]
Carbohvdrate 00052 Galactose
Metabolism Metab\glism metabolism beta-galactosidase [EC:3.2.1.23] K12308 0 2 0 0 0
[PATH:ko00052]
Carbohvdrate 00052 Galactose
Metabolism y . metabolism galactonate dehydratase [EC:4.2.1.6] K01684 0 0 2 0 4
Metabolism

[PATH:ko00052]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Carbohydrate 00052 Galactose
Metabolism Metabolism metabolism tagatose 1,6-diphosphate aldolase [EC:4.1.2.40] K01635 0 0 0 0 1
[PATH:ko00052]
00053 Ascorbate
Metabolism Carbohyd.rate and aIdarate 2-dehydro-3-deoxyglucarate aldolase [EC:4.1.2.20] K01630 0 0 0 1 0
Metabolism metabolism
[PATH:ko00053]
00053 Ascorbate
Metabolism Carbohydrate and aldarate D-threo-aldose 1-dehydrogenase [EC:1.1.1.122] K00O64 | 0 0 0 0 2
Metabolism metabolism
[PATH:ko00053]
00053 Ascorbate
Metabolism Carbohyd'rate and aIdarate glucarate dehydratase [EC:4.2.1.40] K01706 1 0 0 0 0
Metabolism metabolism
[PATH:ko00053]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism 1,4-alpha-glucan branching enzyme [EC:2.4.1.18] K00700 2 0 0 4 0
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism 4-alpha-glucanotransferase [EC:2.4.1.25] K00705 0 0 1 0 0
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism alpha,alpha-trehalase [EC:3.2.1.28] K01194 0 0 0 1 0
[PATH:ko00500]
00500 Starch and
Metabolism C'(a/lr:tc;l;yg?ir;a:]e sucrose metabolism aIpha,alpha-trehaIosftz-fgi(:]sgp)hate synthase (UDP- K00697 3 0 0 0 0
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism alpha-amylase [EC:3.2.1.1] K01176 1 0 0 0 0
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism alpha-glucosidase [EC:3.2.1.20] K01187 4 0 0 0 4
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism amylosucrase [EC:2.4.1.4] K05341 0 1 0 0 0
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism beta-fructofuranosidase [EC:3.2.1.26] K01193 0 0 1 0 0
[PATH:ko00500]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism cellulose synthase (UDP-forming) [EC:2.4.1.12] K00694 0 0 0 2 0
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism endoglucanase [EC:3.2.1.4] K01179 0 4 0 0 4
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism glucan 1,3-beta-glucosidase [EC:3.2.1.58] K01210 0 0 0 1 0
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism glucan endo-1,3-beta-D-glucosidase [EC:3.2.1.39] K01199 0 0 0 0 1
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism maltose alpha-D-glucosyltransferase [EC:5.4.99.16] K05343 0 0 2 1 8
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism oligo-1,6-glucosidase [EC:3.2.1.10] K01182 1 1 0 1 0
[PATH:ko00500]
Carbohydrate 00500 Starch and
Metabolism Metabolism sucrose metabolism sucrose phosphorylase [EC:2.4.1.7] K00690 0 0 1 1 0
[PATH:ko00500]
00520 Amino sugar
Metabolism Carbohyd'rate and nucleot@e sugar CDP-6-deoxy-D-xylo-4-hexulose-3-dehydrase K12452 0 0 0 2 0
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Metabolism Carbohydrate | and nucleotide sugar CDP-paratose 2-epimerase [EC:5.1.3.10] K12454 | 1 1 0 0 2
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Metabolism Carbohydrate | and nucleotide sugar chitin synthase [EC:2.4.1.16] K00698 | 0 0 0 1 0
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Metabolism Carbohyd.rate and nucleot@e sugar galactokinase [EC:2.7.1.6] K00849 1 0 0 0 1
Metabolism metabolism

[PATH:k000520]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00520 Amino sugar
Metabolism Carbohydrate | and nucleotide sugar GDP-L-fucose synthase [EC:1.1.1.271] K02377 | O 3 0 3 0
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Carbohydrat d leotid
Metabolism aroonydrate | andnucieotide sugar GDPmannose 4,6-dehydratase [EC:4.2.1.47] Ko1711 | O 7 0 5 2
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
. Carbohydrate and nucleotide sugar glucose-1-phosphate adenylyltransferase
Metabolism Metabolism metabolism [EC:2.7.7.27] K00975 0 0 2 0 3
[PATH:ko00520]
00520 Amino sugar
Carbohydrat d leotid
Metabolism aroony .ra € andnucieo |.e sugar glucose-6-phosphate isomerase [EC:5.3.1.9] K01810 0 5 0 4 6
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
. Carbohydrate and nucleotide sugar mannose-1-phosphate guanylyltransferase
Metabolism Metabolism metabolism [EC:2.7.7.13] K00966 0 0 3 1 0
[PATH:ko00520]
00520 Amino sugar
. Carbohydrate and nucleotide sugar mannose-1-phosphate guanylyltransferase
Metabolism Metabolism metabolism [EC:2.7.7.22] K00971 3 1 0 > 0
[PATH:ko00520]
00520 Amino sugar
Carbohydrat d leotid
Metabolism aroony .ra € andnucieo |.e sugar mannose-6-phosphate isomerase [EC:5.3.1.8] K01809 0 1 0 5 0
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
. Carbohydrate and nucleotide sugar N-acetylglucosamine-6-phosphate deacetylase
Metabol K01443 0 0 1 0 2
etabolism Metabolism metabolism [EC:3.5.1.25]
[PATH:ko00520]
00520 Amino sugar
Carbohydrat d leotid
Metabolism aroony .ra € andnucieo |.e sugar N-acetylneuraminate lyase [EC:4.1.3.3] K01639 0 0 0 1 0
Metabolism metabolism
[PATH:ko00520]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00520 Amino sugar
Metabolism Carbohyd'rate and nucleot@e sugar N-acetylneuraminate synthase [EC:2.5.1.56] K01654 0 0 1 0 0
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Carbohydrat d leotid
Metabolism aroonydrate | andnucieotide sugar NAD-dependent deacetylase [EC:3.5.1.-] K12410 | © 1 0 0 0
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Metabolism Carbohyd'rate and nucleot@e sugar phosphoglucosamine mutase [EC:5.4.2.10] K03431 0 4 3 5 2
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Carbohydrat d leotid
Metabolism aroony .ra € andnucieo |.e sugar phosphomannomutase [EC:5.4.2.8] K01840 8 5 3 0 4
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Metabolism Carbohyd'rate and nucleot@e sugar polyphosphate glucokinase [EC:2.7.1.63] K00886 0 1 0 0 0
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Metabolism Carbohydrate | and nucleotide sugar UDPglucose 6-dehydrogenase [EC:1.1.1.22] Kooo12 | 0 0 0 5 3
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Carbohydrat d leotid
Metabolism aroony .ra € and nucleo |.esugar UDPglucose--hexose-1-phosphate uridylyltransferase | K00965 0 0 0 3 2
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Metabolism Carbohyd'rate and nucleot@e sugar UDP-glucuronate 4-epimerase [EC:5.1.3.6] K08679 0 1 0 0 0
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Metabolism Carbohyd.rate and nucleotlcfle sugar UDP-N-acetyl-D-galactosamine dehydrogenase K02474 0 0 ) 0 0
Metabolism metabolism [EC:1.1.1.-]
[PATH:ko00520]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00520 Amino sugar
Metabolism Carbohyd'rate and nucleot@e sugar UDP-N-acetyl-D-mannosaminuronic acid K02472 0 ) 0 0
Metabolism metabolism dehydrogenase
[PATH:ko00520]
00520 Amino sugar
Carbohydrat d leotid
Metabolism aroony .ra € and nucleo |.e sugar UDP-N-acetylglucosamine 1-carboxyvinyltransferase | K00790 4 5 0 0
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Metabolism Carbohyd'rate and nucleot@e sugar UDP-N-acetylglucosamine 2-epimerase [EC:5.1.3.14] K01791 0 0 4 0
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Carbohydrat d leotid
Metabolism aroony .ra € and nucleo |.e sugar UDP-N-acetylglucosamine 4-epimerase [EC:5.1.3.7] K02473 0 0 0 0
Metabolism metabolism
[PATH:ko00520]
00520 Amino sugar
Metabolism Carbohyd'rate and nucleot@e sugar undecaprenyl-phosphatg 4-deoxy-4-formamido-L- K10012 0 0 0 3
Metabolism metabolism arabinose
[PATH:ko00520]
00520 Amino sugar
Metabolism Carbohydrate | and nucleotide sugar xylan 1,4-beta-xylosidase [EC:3.2.1.37] Ko1198 | 0 1 0 0
Metabolism metabolism
[PATH:ko00520]
00562 Inositol
Metabolism Carbohyd.rate phosph:?\te 3D-(3,5/4)-trihydroxycyclohexane-1,2-dione K03336 0 0 0 )
Metabolism metabolism hydrolase
[PATH:ko00562]
00562 Inositol
Carbohydrat hosphat
Metabolism aroonycrate phosphate inositol oxygenase [EC:1.13.99.1] K00469 | 0 0 0 0
Metabolism metabolism
[PATH:ko00562]
00620 Pyruvate
Metabolism C:/Ir:tc:;y;?irsa:‘:e metabolism acetyl-CoA hydrolase [EC:3.1.2.1] K01067 0 2 0 0
[PATH:ko00620]
Carbohvdrate 00620 Pyruvate
Metabolism Metab\{:olism metabolism D-lactate dehydrogenase (cytochrome) [EC:1.1.2.4] K00102 4 0 6 2
[PATH:ko00620]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Carbohydrate 00620 Pyruvate
Metabolism Metabolism metabolism hydroxyacylglutathione hydrolase [EC:3.1.2.6] K01069 0 0 1 0 0
[PATH:ko00620]
Carbohydrate 00620 Pyruvate
Metabolism Metabolism metabolism L-lactate dehydrogenase (cytochrome) [EC:1.1.2.3] K00101 0 0 2 1 3
[PATH:ko00620]
Carbohydrate 00620 Pyruvate
Metabolism Metabolism metabolism malate dehydrogenase (quinone) [EC:1.1.5.4] K00116 0 0 0 1 0
[PATH:ko00620]
00620 Pyruvate
Metabolism Clar:t(;t\g?iZ?:\e metabolism pyruvate carboxylase [EC:6.4.1.1] K01958 0 0 1 2 1
[PATH:ko00620]
Carbohydrate 00620 Pyruvate
Metabolism Metabolism metabolism pyruvate carboxylase subunit A [EC:6.4.1.1] K01959 0 0 0 1 0
[PATH:ko00620]
00620 Pyruvate
Metabolism Clar:t(;t\g?iZ?:\e metabolism pyruvate dehydrogenase (quinone) [EC:1.2.5.1] K00156 1 1 4 0 2
[PATH:ko00620]
00620 Pyruvate
Metabolism | CarPOArate | Tt piruvate dehydrogenase £2 component | o637 | 10 | o | o | 4 | o
[PATH:ko00620]
00630 Glyoxylate
Metabolism Carbohyd.rate and dlcarb(:fxylate (2S)-methylsuccinyl-CoA dehydrogenase K14448 0 0 0 2 0
Metabolism metabolism
[PATH:ko00630]
00630 Glyoxylate
Metabolism Carbohyd'rate and d|carquylate 2-hydroxy-3-oxopropionate reductase [EC:1.1.1.60] K00042 0 2 0 0 0
Metabolism metabolism
[PATH:ko00630]
00630 Glyoxylate
Metabolism Carbohydrate and dicarboxylate citrate synthase [EC:2.3.3.1] K01647 | O 10 5 9 0
Metabolism metabolism
[PATH:ko00630]
00630 Glyoxylate
Metabolism Carbohyd'rate and d|carquylate crotonyl-CoA carboxylase/reductase K14446 1 4 1 0 1
Metabolism metabolism
[PATH:ko00630]
00630 Glyoxylate
Metabolism Carbohyd.rate and dicarboxylate ethylmalonyl-CoA mutase K14447 0 1 3 2 3
Metabolism .
metabolism




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
[PATH:ko00630]
00630 Glyoxylate
Metabolism Carbohyd.rate and dlcarquylate glycolate oxidase [EC:1.1.3.15] K00104 0 3 0 5
Metabolism metabolism
[PATH:ko00630]
00630 Glyoxylate
Carbohydrat d dicarboxylat
Metabolism aroony 'ra € and dicar qu ate glycolate oxidase FAD binding subunit K11472 0 0 0 0
Metabolism metabolism
[PATH:ko00630]
00630 Glyoxylate
Metabolism Carbohyd'rate and d|carquylate glycolate oxidase iron-sulfur subunit K11473 0 0 0 0
Metabolism metabolism
[PATH:ko00630]
00630 Glyoxylate
Carbohydrat d dicarboxylat
Metabolism aroony .ra € and dicar o.xya € glyoxylate reductase [EC:1.1.1.26] K00015 0 0 1 0
Metabolism metabolism
[PATH:ko00630]
00630 Glyoxylate
Metabolism Carbohyd'rate and dlcarquylate L(+)-tartrate dehydratase beta subunit [EC:4.2.1.32] K03780 0 0 2 0
Metabolism metabolism
[PATH:ko00630]
00630 Glyoxylate
Metabolism Carbohydrate and dicarboxylate malate synthase [EC:2.3.3.9] K01638 | O 2 2 0
Metabolism metabolism
[PATH:ko00630]
00630 Glyoxylate
Metabolism Carbohyd'rate and d|carquylate oxalyl-CoA decarboxylase [EC:4.1.1.8] K01577 1 0 0 0
Metabolism metabolism
[PATH:ko00630]
00630 Glyoxylate
. Carbohydrate and dicarboxylate )
Metabolism Metabolism metabolism phosphoglycolate phosphatase [EC:3.1.3.18] K01091 0 0 1 2
[PATH:ko00630]
00630 Glyoxylate
. Carbohydrate and dicarboxylate ribulose-bisphosphate carboxylase large chain
Metabol K01601 7 4 0 0
etabolism Metabolism metabolism [EC:4.1.1.39]
[PATH:ko00630]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00630 Glyoxylate
Metabolism Carbohyd'rate and dlcarquylate tartronate-semialdehyde synthase [EC:4.1.1.47] K01608 1 1 1 0 0
Metabolism metabolism
[PATH:ko00630]
00640 Propanoate . .
Metabolism | CreOMVArate | ool | Laminocyclopropane-tocarbowylate deaminase | yo1505 | o | 2 | o0 | o | o
[PATH:ko00640] T
Carbohydrate 00640 Propanoate
Metabolism Metabolism metabolism 2-methylcitrate dehydratase [EC:4.2.1.79] K01720 1 0 0 0 0
[PATH:ko00640]
Carbohydrate 00640 Propanoate
Metabolism Metabolism metabolism 2-methylcitrate synthase [EC:2.3.3.5] K01659 1 0 0 0 0
[PATH:ko00640]
Carbohydrate 00640 Propanoate
Metabolism Metabolism metabolism methylmalonyl-CoA decarboxylase [EC:4.1.1.41] K11264 0 1 0 0 0
[PATH:ko00640]
00640 Propanoate .
Metabolism C&r:t‘;?g?iﬁ;e metabolism methy'ma'O”V"C[E/é'jelcirzcl’;‘y'ase beta chain K01605 | 1 0 0 0 0
[PATH:ko00640] B
Carbohydrate 00640 Propanoate
Metabolism Metabolism metabolism propionyl-CoA synthetase [EC:6.2.1.17] K01908 0 0 1 3 1
[PATH:ko00640]
Carbohydrate 00650 Butanoate
Metabolism Metabolism metabolism acetoacetyl-CoA synthetase [EC:6.2.1.16] K01907 0 0 0 1 0
[PATH:ko00650]
Carbohydrate 00650 Butanoate
Metabolism Metabolism metabolism formate C-acetyltransferase [EC:2.3.1.54] K00656 2 0 0 0 1
[PATH:ko00650]
Carbohydrate 00650 Butanoate
Metabolism Metabolism metabolism hydroxybutyrate-dimer hydrolase [EC:3.1.1.22] K07518 0 0 1 0 0
[PATH:ko00650]
Carbohydrate 00650 Butanoate
Metabolism Metabolism metabolism medium-chain acyl-CoA synthetase [EC:6.2.1.2] K01896 0 1 0 0 0
[PATH:ko00650]
Carbohydrate 00650 Butanoate
Metabolism Metabolism metabolism poly(3-hydroxybutyrate) depolymerase [EC:3.1.1.75] | K05973 0 0 1 3 0

[PATH:ko00650]




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24

Day31 | Day38

Bulk Soil

Metabolism

Carbohydrate
Metabolism

00650 Butanoate
metabolism
[PATH:ko00650]

polyhydroxyalkanoate synthase [EC:2.3.1.-]

K03821

Metabolism

Carbohydrate
Metabolism

00650 Butanoate
metabolism
[PATH:ko00650]

tartrate dehydrogenase/decarboxylase / D-malate

K07246

Metabolism

Carbohydrate
Metabolism

00650 Butanoate
metabolism
[PATH:ko00650]

trans-2-enoyl-CoA reductase (NAD+) [EC:1.3.1.44]

K10783

Metabolism

Carbohydrate
Metabolism

00660 C5-Branched
dibasic acid
metabolism

[PATH:ko00660]

methylaspartate mutase [EC:5.4.99.1]

K01846

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

cb-type cytochrome c oxidase subunit | [EC:1.9.3.1]

K00404

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

cb-type cytochrome c oxidase subunit Il [EC:1.9.3.1]

K00405

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

cb-type cytochrome c oxidase subunit Il [EC:1.9.3.1]

K00406

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

cytochrome bd-I oxidase subunit | [EC:1.10.3.-]

K00425

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

cytochrome bd-I oxidase subunit Il [EC:1.10.3.-]

K00426

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

cytochrome c oxidase subunit | [EC:1.9.3.1]

K02274

13

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

cytochrome c oxidase subunit Ill [EC:1.9.3.1]

K02276

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:k000190]

cytochrome c oxidase subunit XI assembly protein

K02258




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24

Day31 | Day38

Bulk Soil

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:k000190]

cytochrome o ubiquinol oxidase subunit |
[EC:1.10.3.-]

K02298

0

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

H+-transporting ATPase [EC:3.6.3.6]

K01535

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

inorganic pyrophosphatase [EC:3.6.1.1]

K01507

18

15 0

10

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

menaquinol-cytochrome c reductase cytochrome b/c
subunit

K03888

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase (quinone) [EC:1.6.99.5]

K05903

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit 2 [EC:1.6.5.3]

K05573

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit 4L [EC:1.6.5.3]

K05576

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit 5 [EC:1.6.5.3]

K05577

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit 6 [EC:1.6.5.3]

K05578

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:k000190]

NADH dehydrogenase | subunit A [EC:1.6.5.3]

K00330

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit B [EC:1.6.5.3]

K00331

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:k000190]

NADH dehydrogenase | subunit C [EC:1.6.5.3]

K00332

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit C/D [EC:1.6.5.3]

K13378




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24

Day31 | Day38

Bulk Soil

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:k000190]

NADH dehydrogenase | subunit D [EC:1.6.5.3]

K00333

4

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit E [EC:1.6.5.3]

K00334

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit F [EC:1.6.5.3]

K00335

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit G [EC:1.6.5.3]

K00336

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit H [EC:1.6.5.3]

K00337

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit | [EC:1.6.5.3]

K00338

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit | [EC:1.6.5.3]

K05580

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit J [EC:1.6.5.3]

K00339

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit K [EC:1.6.5.3]

K00340

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:k000190]

NADH dehydrogenase | subunit L [EC:1.6.5.3]

K00341

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

NADH dehydrogenase | subunit M [EC:1.6.5.3]

K00342

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:k000190]

NADH dehydrogenase | subunit N [EC:1.6.5.3]

K00343

Metabolism

Energy Metabolism

00190 Oxidative
phosphorylation
[PATH:ko00190]

ubiquinol-cytochrome c reductase cytochrome b

subunit

K03891




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00195
Metabolism Energy Metabolism Photosynthesis apocytochrome f K02634 0 0 2 1 0
[PATH:ko00195]
00195
Metabolism Energy Metabolism Photosynthesis cytochrome b6 K02635 5 0 6 0 0
[PATH:ko00195]
00195 . .
Metabolism Energy Metabolism Photosynthesis cytochrome b6—fEcCc'>;nf(l)e;<€;r(1)n—sulfur subunit K02636 1 0 0 0 0
[PATH:ko00195] [EC:1.10.99.1]
00195
Metabolism Energy Metabolism Photosynthesis cytochrome b6-f complex subunit 4 K02637 6 1 2 0 0
[PATH:ko00195]
00195
Metabolism Energy Metabolism Photosynthesis ferredoxin K02639 1 2 1 0 0
[PATH:ko00195]
00195
Metabolism Energy Metabolism Photosynthesis ferredoxin--NADP+ reductase [EC:1.18.1.2] K02641 2 0 4 0 0
[PATH:ko00195]
00195 . .
Metabolism Energy Metabolism Photosynthesis F-type H+-tran|s£ré<??:t(|5n§ /1-\;Il'Pase subunit a K02108 21 3 5 2 1
[PATH:ko00195] [EC:3.6.3.14]
00195 . .
Metabolism Energy Metabolism Photosynthesis F-type H+-transp;gg1§§T1I°:se subunit alpha K02111 18 5 9 5 6
[PATH:ko00195] [EC:3.6.3.14]
00195 . .
Metabolism Energy Metabolism Photosynthesis F-type H+-tranz;é?;t;n§ ?;I;Pase subunit b K02109 6 0 0 0 0
[PATH:ko00195] [EC:3.6.3.14]
00195 . .
Metabolism Energy Metabolism Photosynthesis F-type H+-transpEoerc;n§ 3A'IiF;ase subunit beta K02112 9 6 4 5 4
[PATH:ko00195] [EC:3.6.3.14]
00195 . .
Metabolism Energy Metabolism Photosynthesis F-type H+-tran;;::?;tén§ ,1'-\;Il'Pase subunit c K02110 5 1 0 4 0
[PATH:ko00195] [EC:3.6.3.14]
00195 . .
Metabolism Energy Metabolism Photosynthesis F-type H+-transp§g;n§ g'l'lF;ase subunit delta K02113 0 1 1 0 0
[PATH:ko00195] [EC:3.6.3.14]
00195 . .
Metabolism Energy Metabolism Photosynthesis F-type H+-transp0£’ggg:;'iallse subunit gamma K02115 6 0 4 0 0
[PATH:ko00195] [EC:3.6.3.14]
Metabolism Energy Metabolism 00195 photosystem | P700 chlorophyll a apoprotein Al K02689 45 15 20 19 0
Photosynthesis




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Dayl17

Day24

Day31 | Day38

Bulk Soil

[PATH:ko00195]

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem | P700 chlorophyll a apoprotein A2

K02690

84

29 32

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem | subunit Il

K02692

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem | subunit IV

K02693

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem | subunit IX

K02697

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem | subunit VII

K02691

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem | subunit XI

K02699

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem | subunit XII

K02700

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem Il 13kDa protein

K08903

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem Il CP43 chlorophyll apoprotein

K02705

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem Il CP47 chlorophyll apoprotein

K02704

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem Il cytochrome b559 subunit alpha

K02707

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem Il cytochrome b559 subunit beta

K02708

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:k000195]

photosystem Il P680 reaction center D2 protein

K02706




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Dayl17

Day24

Day31 | Day38

Bulk Soil

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem Il PsbH protein

K02709

0

0 2

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem Il Psbl protein

K02710

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem Il Psb] protein

K02711

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem Il PsbK protein

K02712

Metabolism

Energy Metabolism

00195
Photosynthesis
[PATH:ko00195]

photosystem Il PsbL protein

K02713

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

allophycocyanin beta subunit

K02093

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

allophycocyanin-B

K02095

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

bilin biosynthesis protein

K05385

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

light-harvesting complex | chlorophyll a/b binding
protein 2

K08908

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycobilisome core component

K02097

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycobilisome core linker protein

K02094




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Dayl17

Day24

Day31 | Day38

Bulk Soil

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycobilisome core-membrane linker protein

K02096

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycobilisome rod-core linker protein

K02290

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycocyanin alpha chain

K02284

10 7

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycocyanin beta chain

K02285

35

11 6

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycocyanin-associated rod linker protein

K02286

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycocyanin-associated, rod

K02287

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycocyanobilin lyase alpha subunit [EC:4.-.-.-]

K02288

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycoerythrin alpha chain

K05376

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycoerythrin beta chain

K05377

Metabolism

Energy Metabolism

00196
Photosynthesis -
antenna proteins
[PATH:ko00196]

phycoerythrin-associated linker protein

K05378




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24

Day31 | Day38

Bulk Soil

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

6-phosphofructokinase [EC:2.7.1.11]

K00850

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

acetyl-CoA synthetase [EC:6.2.1.1]

K01895

13

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

coenzyme F420 hydrogenase beta subunit
[EC:1.12.98.1]

K00441

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

coenzyme F420-dependent

K00320

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

energy-converting hydrogenase B subunit Q

K06862

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

formaldehyde-activating enzyme [EC:4.3.-.-]

K10713

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

formate dehydrogenase, alpha subunit [EC:1.2.1.2]

K00123

11

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

formate dehydrogenase, beta subunit [EC:1.2.1.2]

K00124

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

formate dehydrogenase, gamma subunit [EC:1.2.1.2]

K00127

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

fructose-bisphosphate aldolase, class Il [EC:4.1.2.13]

K01624

11 4

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

heterodisulfide reductase subunit B [EC:1.8.98.1]

K03389

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

hydrogen dehydrogenase [EC:1.12.1.2]

K00436

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

malate dehydrogenase [EC:1.1.1.37]

K00024




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24

Day31 | Day38

Bulk Soil

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

malate-CoA ligase subunit alpha [EC:6.2.1.9]

K08692

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

malate-CoA ligase subunit beta [EC:6.2.1.9]

K14067

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

malyl-CoA lyase [EC:4.1.3.24]

K08691

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

Na+:H+ antiporter, NhaA family

K03313

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

phosphoenolpyruvate carboxylase [EC:4.1.1.31]

K01595

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

phosphoglycerate mutase [EC:5.4.2.1]

K01834

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

phosphoketolase [EC:4.1.2.9]

K01621

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

pyruvate, water dikinase [EC:2.7.9.2]

K01007

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

S-formylglutathione hydrolase [EC:3.1.2.12]

K01070

Metabolism

Energy Metabolism

00680 Methane
metabolism
[PATH:ko00680]

V-type H+-transporting ATPase subunit |
[EC:3.6.3.14]

K02123

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

fructose-1,6-bisphosphatase Il /

K11532

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

fructose-6-phosphate phosphoketolase [EC:4.1.2.22]

K01632




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24 | Day31 | Day38

Bulk Soil

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

fructose-bisphosphate aldolase, class | [EC:4.1.2.13]

K01623

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

glyceraldehyde-3-phosphate dehydrogenase
(NAD(P))

K00150

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

glyceraldehyde-3-phosphate dehydrogenase
(NADP+)

K05298

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

malate dehydrogenase (oxaloacetate-
decarboxylating)(NADP+)

K00029

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

malate dehydrogenase [EC:1.1.1.37]

K00026

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

phosphoenolpyruvate carboxykinase (ATP)
[EC:4.1.1.49]

K01610

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

phosphoglycerate kinase [EC:2.7.2.3]

K00927

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

phosphoribulokinase [EC:2.7.1.19]

K00855




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24 | Day31 | Day38

Bulk Soil

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

pyruvate,orthophosphate dikinase [EC:2.7.9.1]

K01006

13

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

ribulose-bisphosphate carboxylase small chain
[EC:4.1.1.39]

K01602

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

ribulose-phosphate 3-epimerase [EC:5.1.3.1]

K01783

Metabolism

Energy Metabolism

00710 Carbon
fixation in
photosynthetic
organisms
[PATH:ko00710]

triosephosphate isomerase (TIM) [EC:5.3.1.1]

K01803

Metabolism

Energy Metabolism

00720 Carbon
fixation in
autotrophic
prokaryotes
[PATH:ko00720]

2-oxoglutarate ferredoxin oxidoreductase subunit
alpha

K00174

Metabolism

Energy Metabolism

00720 Carbon
fixation in
autotrophic
prokaryotes
[PATH:ko00720]

2-oxoglutarate ferredoxin oxidoreductase subunit
beta

K00175

Metabolism

Energy Metabolism

00720 Carbon
fixation in
autotrophic
prokaryotes
[PATH:ko00720]

2-oxoglutarate ferredoxin oxidoreductase subunit
gamma

K00177

Metabolism

Energy Metabolism

00720 Carbon
fixation in
autotrophic
prokaryotes
[PATH:ko00720]

aconitate hydratase 1 [EC:4.2.1.3]

KO01681




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Dayl17

Day24

Day31

Day38

Bulk Soil

Metabolism

Energy Metabolism

00720 Carbon
fixation in
autotrophic
prokaryotes
[PATH:ko00720]

aconitate hydratase 2 [EC:4.2.1.3]

K01682

Metabolism

Energy Metabolism

00720 Carbon
fixation in
autotrophic
prokaryotes
[PATH:ko00720]

ATP citrate (pro-S)-lyase [EC:2.3.3.8]

K01648

Metabolism

Energy Metabolism

00720 Carbon
fixation in
autotrophic
prokaryotes
[PATH:ko00720]

fumarate hydratase, class | [EC:4.2.1.2]

K01676

Metabolism

Energy Metabolism

00720 Carbon
fixation in
autotrophic
prokaryotes
[PATH:ko00720]

mesaconyl-C4 CoA hydratase

K09709

Metabolism

Energy Metabolism

00720 Carbon
fixation in
autotrophic
prokaryotes
[PATH:ko00720]

mesaconyl-CoA hydratase

K14449

Metabolism

Energy Metabolism

00720 Carbon
fixation in
autotrophic
prokaryotes
[PATH:ko00720]

succinyl-CoA synthetase alpha subunit [EC:6.2.1.5]

K01902

Metabolism

Energy Metabolism

00720 Carbon
fixation in
autotrophic
prokaryotes
[PATH:ko00720]

succinyl-CoA synthetase beta subunit [EC:6.2.1.5]

K01903

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

carbonic anhydrase [EC:4.2.1.1]

K01673

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

ferredoxin-nitrate reductase [EC:1.7.7.2]

K00367




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24

Day31 | Day38

Bulk Soil

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

ferredoxin-nitrite reductase [EC:1.7.7.1]

K00366

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

formamidase [EC:3.5.1.49]

K01455

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

glutamate synthase (ferredoxin) [EC:1.4.7.1]

K00284

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

hydroxylamine reductase [EC:1.7.99.1]

K05601

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

nitrate reductase (NADH) [EC:1.7.1.1]

K00360

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

nitrate reductase catalytic subunit [EC:1.7.99.4]

K00372

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

nitric-oxide reductase NorQ protein [EC:1.7.99.7]

K04748

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

nitrite reductase (NAD(P)H) large subunit
[EC:1.7.1.4]

K00362

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

nitrite reductase (NO-forming) [EC:1.7.2.1]

K00368

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

nitrous-oxide reductase [EC:1.7.99.6]

K00376

Metabolism

Energy Metabolism

00910 Nitrogen
metabolism
[PATH:ko00910]

periplasmic nitrate reductase NapA [EC:1.7.99.4]

K02567

Metabolism

Energy Metabolism

00920 Sulfur
metabolism
[PATH:ko00920]

serine O-acetyltransferase [EC:2.3.1.30]

K00640

Metabolism

Energy Metabolism

00920 Sulfur
metabolism
[PATH:ko00920]

sulfite dehydrogenase [EC:1.8.2.1]

K05301




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00920 Sulfur ) .
Metabolism Energy Metabolism metabolism sulfite reductase ggm;:i:;lsvoprotem alpha- K00380 0 0 0 0 1
[PATH:k000920] P
00920 Sulfur ] .
Metabolism Energy Metabolism metabolism sulfite reductase él::qDl::l:temoprotem beta- K00381 6 0 1 6 0
[PATH:k000920] P
Glycan 00510 N-Glycan .
Metabolism Biosynthesis and biosynthesis dOHChOI_phOSFEEnge Arlnir;r;(;syltransferase K00721 0 0 1 0 0
Metabolism [PATH:ko00510] R
Glycan 00511 Other glycan
Metabolism Biosynthesis and degradation beta-galactosidase [EC:3.2.1.23] K01190 0 0 0 3 0
Metabolism [PATH:ko00511]
Glycan 00540
Metabolism Biosynthesis and Llpopolysacch?rlde 2-dehydro-3-deoxyphosphooctonate aldolase (KDO K01627 1 0 0 0 4
Metabolism biosynthesis 8-P synthase)
[PATH:ko00540]
00540
Glycan Lipopolysaccharide 3-deoxy-D-manno-octulosonate 8-phosphate
Metabolism Biosynthesis and P p v . y phosp K03270 0 0 0 0 1
Metabolism biosynthesis phosphatase (KDO
[PATH:ko00540]
00540
Glycan Lipopolysaccharide 3-deoxy-manno-octulosonate cytidylyltransferase
Metabolism | Biosynthesis and popOlysaccha y yHayly K00979 | 0 0 1 3 0
Metabolism biosynthesis (CMP-KDO
[PATH:ko00540]
Glycan 00540
Metabolism Biosynthesis and Llpor')olysacchérlde D-beta-D-heptose 7-phosphate kinase / D-beta-D- K03272 0 0 0 0 )
Metabolism biosynthesis heptose
[PATH:ko00540]
00540
Glycan Lipopolysaccharide
Metabolism Biosynthesis and P bri)os://nthesis tetraacyldisaccharide 4&#39;-kinase [EC:2.7.1.130] K00912 0 1 0 1 3
Metabolism [PATH:k000540]
Glycan 00540
Metabolism Biosynthesis and Llpopolysacch:'arlde UDP-3-0-[3-hydroxymyristoyl] N-acetylglucosamine K02535 0 0 ) 0 0
Metabolism biosynthesis deacetylase
[PATH:ko00540]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Glycan 00550 Peptidoglycan
Metabolism Biosynthesis and biosynthesis cell division protein Ftsl (penicillin-binding protein 3) | K03587 0 0 2 0
Metabolism [PATH:ko00550]
Glycan 00550 Peptidoglycan
Metabolism Biosynthesis and biosynthesis D-alanine-D-alanine ligase [EC:6.3.2.4] K01921 1 6 4 0
Metabolism [PATH:ko00550]
Glycan 00550 Peptidoglycan . : o
Metabolism Biosynthesis and biosynthesis D-alanyl-D-alanine czz:gixr:/peptldase (penicillin- K07258 0 3 0 0
Metabolism [PATH:ko000550] g
Glycan 00550 Peptidoglycan
Metabolism Biosynthesis and biosynthesis penicillin-binding protein 1B [EC:2.4.1.129 3.4.-.-] K05365 0 1 0 0
Metabolism [PATH:ko00550]
Glycan 00550 Peptidoglycan
Metabolism Biosynthesis and biosynthesis penicillin-binding protein 1C [EC:2.4.1.-] K05367 0 1 0 1
Metabolism [PATH:ko00550]
Glycan 00550 Peptidoglycan
Metabolism Biosynthesis and biosynthesis penicillin-binding protein 2 K05515 0 0 0 0
Metabolism [PATH:ko00550]
Glycan 00550 Peptidoglycan
Metabolism Biosynthesis and biosynthesis peptidoglycan glycosyltransferase [EC:2.4.1.129] K05364 2 0 0 0
Metabolism [PATH:ko00550]
Glycan 00550 Peptidoglycan .
Metabolism Biosynthesis and biosynthesis phospho-N acetg/rlgti;::;sgll pentapeptide K01000 1 0 4 4
Metabolism [PATH:ko00550]
Glycan 00550 Peptidoglycan
Metabolism Biosynthesis and biosynthesis UDP-N-acetylmuramate--alanine ligase [EC:6.3.2.8] K01924 0 0 0 0
Metabolism [PATH:ko00550]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Glycan 00550 Peptidoglycan
Metabolism Biosynthesis and biosynthesis UDP-N-acetyImuram'oyIaI.anyI-D-qutamate--2,6- K01928 0 5 0 0 3
Metabolism [PATH:ko00550] diaminopimelate
Glycan 00550 Peptidoglycan
Metabolism Biosynthesis and biosynthesis UDP-N-acetyIrT1ur?moYIaIanyI-D-qutamyI-2,6- K01929 0 0 0 4 0
Metabolism [PATH:k000550] diaminopimelate--D
Glycan 00550 Peptidoglycan
Metabolism Biosynthesis and biosynthesis undecaprenyl-diphosphatase [EC:3.6.1.27] K06153 0 0 3 0 0
Metabolism [PATH:ko00550]
Glycan 00550 Peptidoglycan
Metabolism Biosynthesis and biosynthesis virulence factor K03980 0 0 1 5 3
Metabolism [PATH:ko00550]
00603
Glycan Glycosphingolipid
Metabolism Biosynthesis and biosynthesis - globo alpha-galactosidase [EC:3.2.1.22] K07406 0 4 0 0 0
Metabolism series
[PATH:ko00603]
00603
Glycan Glycosphingolipid
Metabolism Biosynthesis and biosynthesis - globo alpha-galactosidase [EC:3.2.1.22] K07407 2 0 0 2 2
Metabolism series
[PATH:ko00603]
00061 Fatty acid [acyl-carrier-protein] S-malonyltransferase
Metabolism Lipid Metabolism biosynthesis [£C:2.3.1.39] K00645 0 1 0 0 0
[PATH:ko00061] A
00061 Fatty acid 3-oxoacyl-[acyl-carrier-protein] synthase |
Metabolism Lipid Metabolism biosynthesis [EC:2.3.1.41] K00647 0 0 0 2 0
[PATH:ko00061] D
00061 Fatty acid 3-oxoacyl-[acyl-carrier-protein] synthase Il
Metabolism Lipid Metabolism biosynthesis [EC:2.3.1.179] K09458 7 9 5 0 0
[PATH:ko00061] D
00061 Fatty acid 3-oxoacyl-[acyl-carrier-protein] synthase Il
Metabolism Lipid Metabolism biosynthesis [EC:2.3.1.180] K00648 5 0 0 0 5
[PATH:ko00061] D




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24

Day31

Day38

Bulk Soil

Metabolism

Lipid Metabolism

00061 Fatty acid
biosynthesis
[PATH:ko00061]

3R-hydroxymyristoyl ACP dehydrase [EC:4.2.1.-]

K02372

0

Metabolism

Lipid Metabolism

00061 Fatty acid
biosynthesis
[PATH:ko00061]

acetyl-CoA carboxylase carboxyl transferase subunit
alpha

K01962

Metabolism

Lipid Metabolism

00061 Fatty acid
biosynthesis
[PATH:ko00061]

enoyl-[acyl carrier protein] reductase Il [EC:1.3.1.-]

K02371

Metabolism

Lipid Metabolism

00061 Fatty acid
biosynthesis
[PATH:ko00061]

enoyl-[acyl-carrier protein] reductase | [EC:1.3.1.9]

K00208

Metabolism

Lipid Metabolism

00061 Fatty acid
biosynthesis
[PATH:ko00061]

fatty acid synthase, bacteria type [EC:2.3.1.-]

K11533

Metabolism

Lipid Metabolism

00071 Fatty acid
metabolism
[PATH:ko00071]

3-hydroxyacyl-CoA dehydrogenase [EC:1.1.1.35]

K07516

Metabolism

Lipid Metabolism

00071 Fatty acid
metabolism
[PATH:ko00071]

acyl-CoA dehydrogenase [EC:1.3.99.-]

K06445

Metabolism

Lipid Metabolism

00071 Fatty acid
metabolism
[PATH:ko00071]

very long chain acyl-CoA dehydrogenase [EC:1.3.99.-]

K09479

Metabolism

Lipid Metabolism

00072 Synthesis and

degradation of
ketone bodies
[PATH:ko00072]

3-hydroxybutyrate dehydrogenase [EC:1.1.1.30]

K00019

Metabolism

Lipid Metabolism

00100 Steroid
biosynthesis
[PATH:ko00100]

cholesterol oxidase [EC:1.1.3.6]

K03333

Metabolism

Lipid Metabolism

00100 Steroid
biosynthesis
[PATH:ko00100]

squalene-hopene cyclase [EC:5.4.99.17]

K06045

Metabolism

Lipid Metabolism

00100 Steroid
biosynthesis
[PATH:ko00100]

sterol-4alpha-carboxylate 3-dehydrogenase
(decarboxylating)

K07748

Metabolism

Lipid Metabolism

00561 Glycerolipid

metabolism
[PATH:ko00561]

1,2-diacylglycerol 3-beta-galactosyltransferase

K03715




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24

Day31 | Day38

Bulk Soil

Metabolism

Lipid Metabolism

00561 Glycerolipid
metabolism
[PATH:ko00561]

diacylglycerol O-acyltransferase [EC:2.3.1.20]

K00635

Metabolism

Lipid Metabolism

00561 Glycerolipid
metabolism
[PATH:ko00561]

dihydroxyacetone kinase, N-terminal domain
[EC:2.7.1.-]

K05878

Metabolism

Lipid Metabolism

00561 Glycerolipid
metabolism
[PATH:ko00561]

UDP-sulfoquinovose synthase [EC:3.13.1.1]

K06118

Metabolism

Lipid Metabolism

00564
Glycerophospholipid
metabolism
[PATH:ko00564]

cardiolipin synthase [EC:2.7.8.-]

K06131

Metabolism

Lipid Metabolism

00564
Glycerophospholipid
metabolism
[PATH:ko00564]

CDP-diacylglycerol--glycerol-3-phosphate

K00995

Metabolism

Lipid Metabolism

00564
Glycerophospholipid
metabolism
[PATH:ko00564]

ethanolamine ammonia-lyase large subunit
[EC:4.3.1.7]

K03735

Metabolism

Lipid Metabolism

00564
Glycerophospholipid
metabolism
[PATH:ko00564]

ethanolamine kinase [EC:2.7.1.82]

K00894

Metabolism

Lipid Metabolism

00564
Glycerophospholipid
metabolism
[PATH:ko00564]

glycerol-3-phosphate acyltransferase PlsX
[EC:2.3.1.15]

K03621

Metabolism

Lipid Metabolism

00564
Glycerophospholipid
metabolism
[PATH:ko00564]

glycerol-3-phosphate acyltransferase PlsY
[EC:2.3.1.15]

K08591

Metabolism

Lipid Metabolism

00564
Glycerophospholipid
metabolism
[PATH:ko00564]

glycerol-3-phosphate dehydrogenase (NAD(P)+)
[EC:1.1.1.94]

K00057




Level 1

Level 2

Level 3

Function

KEGG ID

Sequence Reads

Day17

Day24

Day31 | Day38

Bulk Soil

Metabolism

Lipid Metabolism

00564
Glycerophospholipid
metabolism
[PATH:ko00564]

glycerol-3-phosphate dehydrogenase [EC:1.1.5.3]

K00111

Metabolism

Lipid Metabolism

00564
Glycerophospholipid
metabolism
[PATH:ko00564]

glycerophosphoryl diester phosphodiesterase
[EC:3.1.4.46]

K01126

Metabolism

Lipid Metabolism

00564
Glycerophospholipid
metabolism
[PATH:ko00564]

lysophospholipase [EC:3.1.1.5]

K01048

Metabolism

Lipid Metabolism

00564
Glycerophospholipid
metabolism
[PATH:ko00564]

phosphatidylserine decarboxylase [EC:4.1.1.65]

K01613

Metabolism

Lipid Metabolism

00565 Ether lipid
metabolism
[PATH:ko00565]

phospholipase C [EC:3.1.4.3]

K01114

Metabolism

Lipid Metabolism

00591 Linoleic acid
metabolism
[PATH:ko00591]

linoleoyl-CoA desaturase [EC:1.14.19.3]

K00508

Metabolism

Lipid Metabolism

00600 Sphingolipid
metabolism
[PATH:ko00600]

arylsulfatase [EC:3.1.6.1]

K01130

Metabolism

Lipid Metabolism

00600 Sphingolipid
metabolism
[PATH:ko00600]

ceramide glucosyltransferase [EC:2.4.1.80]

K00720

Metabolism

Lipid Metabolism

01040 Biosynthesis
of unsaturated fatty
acids
[PATH:k001040]

acyl-[acyl-carrier-protein] desaturase [EC:1.14.19.2]

K03921

Metabolism

Lipid Metabolism

01040 Biosynthesis
of unsaturated fatty
acids
[PATH:ko01040]

acyl-CoA thioesterase | [EC:3.1.2.- 3.1.1.5]

K10804

Metabolism

Lipid Metabolism

01040 Biosynthesis
of unsaturated fatty
acids
[PATH:k001040]

acyl-CoA thioesterase Il [EC:3.1.2.-]

K10805




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
01040 Biosynthesis
Metabolism | Lipid Metabolism | unsa;”c'zzz'ed fatty acyl-CoA thioesterase YciA [EC:3.1.2.-] K10806 | © 1 0 0 1
[PATH:ko01040]
00130 Ubiquinone
Metabolism of and other terpenoid-
Metabolism Cofactors and quinone 1,4-dihydroxy-2-naphthoate octaprenyltransferase K02548 1 2 1 2 0
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism of and other terpenoid-
Metabolism Cofactors and quinone 1,4-dihydroxy-6-naphthoate synthase [EC:1.14.-.-] K11785 0 0 1 0 0
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism of and other terpenoid-
Metabolism Cofactors and quinone 2-octaprenyl-6-methoxyphenol hydroxylase K03185 0 0 0 2 0
o . . [EC:1.14.13.-]
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism “cﬂfft:fiz'rf?n? o OtZEirntfr:zeno'd 2-succinyl-5-enolpyruvyl-6-hydroxy-3-cyclohexene-1- |\ ooy | 4 0 0 1 0
. . . . carboxyla
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism of and other terpenoid-
Metabolism Cofactors and quinone 3-demethylubiquinone-9 3-methyltransferase K00568 0 0 2 0 0
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism of and other terpenoid-
Metabolism Cofactors and quinone 3-octaprenyl-4-hydroxybenzoate carboxy-lyase UbiD | K03182 2 3 0 3 0
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism I\({f::ckfczlrf?n?jf and otgj:'ntsrrlzenmd 4-hydroxybenzoate octaprenyltransferase [EC:2.5.1.- K03179 1 0 0 ) 0
Vitamins biosynthesis ]
[PATH:ko00130]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00130 Ubiquinone
Metabolism of and other terpenoid- 4-hydroxyphenylpyruvate dioxygenase
Metabolism Cofactors and quinone K00457 2 2 0 0 0
o . . [EC:1.13.11.27]
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism of and other terpenoid-
Metabolism Cofactors and quinone naphthoate synthase [EC:4.1.3.36] K01661 0 1 2 0 2
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism of and other terpenoid-
Metabolism Cofactors and quinone O-succinylbenzoate synthase [EC:4.2.1.113] K02549 0 0 0 0 1
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism of and other terpenoid-
Metabolism Cofactors and quinone O-succinylbenzoic acid--CoA ligase [EC:6.2.1.26] K01911 0 0 1 0 0
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism of and other terpenoid- biqui bi thesi Coa7
Metabolism Cofactors and quinone ublquinone blosynthesis monooxygenase £oq K06134 0 0 0 0 1
o . . [EC:1.14.13.-]
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism of and other terpenoid-
Metabolism Cofactors and quinone ubiquinone biosynthesis protein K03688 0 0 1 0 3
Vitamins biosynthesis
[PATH:ko00130]
00130 Ubiquinone
Metabolism of and other terpenoid- biqui / . bi thesi
Metabolism Cofactors and quinone ublquinone/menaquinone blosynthesis K03183 1 0 0 2 0
. . . methyltransferase
Vitamins biosynthesis
[PATH:ko00130]
Metabolism of 00670 One carbon 5-methyltetrahydrofolate--homocysteine
Metabolism Cofactors and pool by folate K00548 6 13 0 0 0
Vitamins [PATH:ko00670] methyltransferase
Metabolism of 00670 One carbon
Metabolism Cofactors and pool by folate aminomethyltransferase [EC:2.1.2.10] K00605 0 0 0 3 0
Vitamins [PATH:ko00670]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Metabolism of 00670 One carbon
Metabolism Cofactors and pool by folate formate--tetrahydrofolate ligase [EC:6.3.4.3] K01938 0 0 5 0 0
Vitamins [PATH:ko00670]
Metabolism of 00670 One carbon
Metabolism Cofactors and pool by folate formyltetrahydrofolate deformylase [EC:3.5.1.10] K01433 0 0 2 1 0
Vitamins [PATH:ko00670]
Metabolism of 00670 One carbon
Metabolism Cofactors and pool by folate glycine hydroxymethyltransferase [EC:2.1.2.1] K00600 5 3 0 0 7
Vitamins [PATH:ko00670]
Metabolism of 00670 One carbon
Metabolism Cofactors and pool by folate methylenetetrahys(z?;o;a;ezgeductase (NADPH) K00297 0 1 0 0 0
Vitamins [PATH:ko00670] [EC:1.5.1.20]
Metabolism of 00670 One carbon hosphoribosvlaminoimidazol b id
Metabolism Cofactors and pool by folate phosphoribosylaminoimidazolecarboxamide K00602 0 0 0 5 4
Vitamins [PATH:ko00670] formyltransferase /
Metabolism of 00670 One carbon hosphoribosylglycinamide formyltransferase 2
Metabolism Cofactors and pool by folate phosphoribosylgly I-;C'Z i 59 4 K08289 4 0 0 0 0
Vitamins [PATH:ko00670] [EC:2.1.2.2]
Metabolism of 00670 One carbon
Metabolism Cofactors and pool by folate thymidylate synthase [EC:2.1.1.45] K00560 0 0 0 0 2
Vitamins [PATH:ko00670]
Metabolism of 00730 Thiamine . .
Metabolism Cofactors and metabolism cysteine desulfur:(s;:z/;ellinocysteme lyase K11717 0 0 0 6 0
Vitamins [PATH:ko00730] [EC:2.8.1.
Metabolism of 00730 Thiamine
Metabolism Cofactors and metabolism cysteine desulfurase [EC:2.8.1.7] K04487 0 3 0 0 0
Vitamins [PATH:ko00730]
Metabolism “cﬂfftffiz'rf?n? OOanse(t)aTbh;ﬁ:qn:ne hydroxymethylpyrimidine/phosphomethylpyrimidine | - ooq,, | 4 0 0 2 0
Vitamins [PATH:k000730] kinase
Metabolism of 00730 Thiamine
Metabolism Cofactors and metabolism nucleoside-triphosphatase [EC:3.6.1.15] K01516 0 0 2 0 5
Vitamins [PATH:ko00730]
Metabolism of 00730 Thiamine
Metabolism Cofactors and metabolism thiamine biosynthesis ThiG K03149 0 3 3 0 4
Vitamins [PATH:ko00730]
Metabolism of 00730 Thiamine
Metabolism Cofactors and metabolism thiamine pyrophosphokinase [EC:2.7.6.2] K00949 0 0 1 0 0
Vitamins [PATH:ko00730]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Metabolism of 00730 Thiamine
Metabolism Cofactors and metabolism thiamine-monophosphate kinase [EC:2.7.4.16] K00946 0 0 3 0 0
Vitamins [PATH:ko00730]
Metabolism of 00740 Riboflavin .
Metabolism Cofactors and metabolism 3,4-dihydroxy 2-bt:5tg.r;oln;;l-lp2hosphate synthase K02858 0 0 0 7 0
Vitamins [PATH:ko00740] [EC:4.1.99.12]
Metabolism of 00740 Riboflavin diaminohydroxyphosphoribosylaminopyrimidine
Metabolism Cofactors and metabolism deaminase / K11752 1 3 0 0 0
Vitamins [PATH:ko00740]
Metabolism of 00740 Riboflavin
Metabolism Cofactors and metabolism riboflavin synthase beta chain [EC:2.5.1.-] K00794 1 0 0 0 1
Vitamins [PATH:ko00740]
Metabolism of 00750 Vitamin B6 .
Metabolism Cofactors and metabolism 4-hydroxythreon|n§;1ip1h<;sz|:>6h;te dehydrogenase K00097 2 0 0 0 0
Vitamins [PATH:ko00750] [EC:1.1.1.262]
Metabolism of 00750 Vitamin B6
Metabolism Cofactors and metabolism phosphoserine aminotransferase [EC:2.6.1.52] K00831 5 3 0 4 0
Vitamins [PATH:ko00750]
Metabolism of 00750 Vitamin B6
Metabolism Cofactors and metabolism pyridoxine 4-dehydrogenase [EC:1.1.1.65] K05275 1 0 0 0 0
Vitamins [PATH:ko00750]
Metabolism of 00750 Vitamin B6
Metabolism Cofactors and metabolism pyridoxine biosynthesis protein [EC:4.-.-.-] K06215 1 4 0 1 1
Vitamins [PATH:ko00750]
Metabolism of 00750 Vitamin B6
Metabolism Cofactors and metabolism pyridoxine kinase [EC:2.7.1.35] K00868 0 1 0 0 1
Vitamins [PATH:ko00750]
Metabolism of 00750 Vitamin B6
Metabolism Cofactors and metabolism threonine synthase [EC:4.2.3.1] K01733 2 8 3 0 5
Vitamins [PATH:ko00750]
Metabolism of 0076(.) N|?ot|n:?1te
Metabolism Cofactors and and n|cot|nf':1m|de 5&#39;-nucleotidase [EC:3.1.3.5] K01081 0 0 1 4 0
Vitamins metabolism
[PATH:ko00760]
Metabolism of 00769 NI?Otm?te
Metabolism Cofactors and and nicotinamide 5&#39;-nucleotidase [EC:3.1.3.5] K03787 | 0 3 0 0 0
Vitamins metabolism
[PATH:ko00760]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
webomor | 07Nt
Metabolism Cofactors and . 5&#39;-nucleotidase [EC:3.1.3.5] K08722 1 0 0 0
Vitamins metabolism
[PATH:ko00760]
eibomor | St
Metabolism Cofactors and . maleate isomerase [EC:5.2.1.1] K01799 0 0 0 0
Vitamins metabolism
[PATH:ko00760]
webosmor | 07Nt
Metabolism Cofactors and . NAD(P) transhydrogenase [EC:1.6.1.1] K00322 0 1 0 2
Vitamins metabolism
[PATH:ko00760]
Metabolismof | 2 TEE
Metabolism Cofactors and metabolism NAD(P) transhydrogenase subunit alpha [EC:1.6.1.2] K00324 0 4 0 8
Vitamins [PATH:k000760]
metabolismof | 08
Metabolism Cofactors and metabolism NAD(P) transhydrogenase subunit beta [EC:1.6.1.2] K00325 7 3 3 2
Vitamins [PATH:k000760]
Metabolismof | 2 TE e
Metabolism Cofactors and . NAD+ kinase [EC:2.7.1.23] K00858 0 0 1 0
Vitamins metabolism
[PATH:ko00760]
weabotsmar | 078 Ncone
Metabolism Cofactors and metabolism NAD+ synthase (glutamine-hydrolysing) [EC:6.3.5.1] K01950 0 1 5 3
Vitamins [PATH:ko00760]
Metabolismof | 2 TE e
Metabolism Cofactors and . NAD+ synthase [EC:6.3.1.5] K01916 0 0 1 0
Vitamins metabolism
[PATH:ko00760]
Metabolismof | 00 T
Metabolism Cofactors and metabolism nicotinate phosphoribosyltransferase [EC:2.4.2.11] K00763 3 0 4 0
Vitamins [PATH:ko00760]
. 00760 Nicotinate
Metabolism of and nicotinamide nicotinate-nucleotide pyrophosphorylase
Metabolism Cofactors and . py' phosphory K00767 0 0 0 0
Vitamins metabolism (carboxylating)
[PATH:ko00760]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
webomor | 07Nt
Metabolism Cofactors and . purine-nucleoside phosphorylase [EC:2.4.2.1] K03784 1 0 0 0
Vitamins metabolism
[PATH:ko00760]
eibomor | St
Metabolism Cofactors and . quinolinate synthase [EC:2.5.1.72] K03517 2 2 0 0
Vitamins metabolism
[PATH:ko00760]
Metabolism of 00770aPnadn;(:c;t:enate
Metabolism Cofactors and biosynthesis 3-methyl-2-oxobutanoate hydroxymethyltransferase | K00606 2 2 0 0
Vitami
tamins [PATH:k000770]
Metabolism of OO770aI:]adn’é<;t:enate
Metabolism Cofactors and biosynthesis acetolactate synthase /11l small subunit [EC:2.2.1.6] K01653 0 0 1 0
Vitamins [PATH:k000770]
Metabolism of 00770aPnadn;(:c;t:enate
Metabolism Cofactors and biosynthesis aspartate 1-decarboxylase [EC:4.1.1.11] K01579 1 0 1 0
Vitamins [PATH:ko00770]
. 00770 Pantothenate
Metabolism of and CoA branched-chain amino acid aminotransferase
Metabolism Cofactors and . . K00826 0 0 0 0
Vitamins biosynthesis [EC:2.6.1.42]
[PATH:ko00770]
Metabolism of 0077OaPnadn;(:c;tAhenate
Metabolism Cofactors and biosynthesis dihydroxy-acid dehydratase [EC:4.2.1.9] K01687 3 5 0 7
Vitamins [PATH:ko00770]
Metabolism of OO770aI:]adn’é<;t:enate
Metabolism Cofactors and biosynthesis holo-[acyl-carrier protein] synthase [EC:2.7.8.7] K00997 0 2 1 0
Vitami
tamins [PATH:k000770]
Metabolism of OO770aPnadn;c:<;t:enate
Metabolism Cofactors and biosynthesis ketol-acid reductoisomerase [EC:1.1.1.86] K00053 3 1 2 0
Vitamins [PATH:k000770]
. 00770 Pantothenate
Metabolism of and CoA antetheine-phosphate adenylyltransferase
Metabolism Cofactors and . . P phosp vy K00954 1 1 2 0
Vitamins biosynthesis [EC:2.7.7.3]
[PATH:ko00770]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Metabolism of 00770aPnadn;(:c;t:enate
Metabolism Cofactors and biosynthesis pantoate--beta-alanine ligase [EC:6.3.2.1] K01918 1 0 0 0
Vitami
tamins [PATH:k000770]
Metabolism of OO770aI:]adn’é<;t:enate
Metabolism Cofactors and biosynthesis phosphopantothenoylcysteine decarboxylase / K13038 4 0 3 1
Vitamins [PATH:ko00770]
Metabolism of 00770aPnadn;(:c;t:enate
Metabolism Cofactors and biosynthesis type | pantothenate kinase [EC:2.7.1.33] K00867 0 2 0 0
Vitami
tamins [PATH:k000770]
Metabolism of OO770aI:]adn’é<;t:enate
Metabolism Cofactors and biosynthesis type lll pantothenate kinase [EC:2.7.1.33] K03525 2 0 0 1
Vitamins [PATH:k000770]
Metabolism of 00780 Biotin
Metabolism Cofactors and metabolism [EC:3.4.-.-] K01423 0 0 0 3
Vitamins [PATH:ko00780]
Metabolism of 00780 Biotin
Metabolism Cofactors and metabolism 8-amino-7-oxononanoate synthase [EC:2.3.1.47] K00652 2 1 0 0
Vitamins [PATH:ko00780]
Metabolism of 00780 Biotin
Metabolism Cofactors and metabolism biotin synthetase [EC:2.8.1.6] K01012 0 0 2 0
Vitamins [PATH:ko00780]
Metabolism of 00780 Biotin
Metabolism Cofactors and metabolism dethiobiotin synthetase [EC:6.3.3.3] K01935 0 1 0 1
Vitamins [PATH:ko00780]
Metabolism of 00785 Lipoic acid
Metabolism Cofactors and metabolism lipoyl(octanoyl) transferase [EC:2.3.1.181] K03801 0 0 0 1
Vitamins [PATH:ko00785]
Metabolism of 00790 Folate
Metabolism Cofactors and biosynthesis dihydrofolate reductase [EC:1.5.1.3] K00287 0 1 0 0
Vitamins [PATH:ko00790]
Metabolism of 00790 Folate .
Metabolism Cofactors and biosynthesis dihydrofolate synzhziﬁa/siolylpolyglutamate K11754 2 0 2 3
Vitamins [PATH:k000790] y
Metabolism of 00790 Folate
Metabolism Cofactors and biosynthesis dihydroneopterin aldolase [EC:4.1.2.25] K01633 1 1 0 1
Vitamins [PATH:ko00790]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Metabolism of 00790 Folate
Metabolism Cofactors and biosynthesis dihydropteroate synthase [EC:2.5.1.15] K00796 0 0 0 2
Vitamins [PATH:ko00790]
Metabolism of 00790 Folate . .
Metabolism Cofactors and biosynthesis para-aminobenzoate syn.thetase / 4-amino-4- K03342 0 0 1 0
Vitamins [PATH:k000790] deoxychorismate
Metabolism of 00790 Folate .
Metabolism Cofactors and biosynthesis para-amlnobenzosctfazsznltgestase component| K01665 0 0 0 0
Vitamins [PATH:ko00790] [EC:2.6.1.85]
Metabolism of 00860 Porphyrin and . -
Metabolism Cofactors and chIorophyII adenosylcobinamide-phosphate synthase CobD K02227 0 0 0 0
Vitamins metabolism [EC:6.3.1.10]
[PATH:ko00860]
Metabolism of OOSG(C)th:sthIT and
Metabolism Cofactors and P . y adenosylcobyric acid synthase [EC:6.3.5.10] K02232 0 0 0 3
Vitamins metabolism
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII cob(l)alamin adenosyltransferase [EC:2.5.1.17] K00798 0 0 3 4
Vitamins metabolism
[PATH:ko00860]
Metabolism of OOSG(C)th:ssz;IIT and
Metabolism Cofactors and metabolism cobalamin biosynthesis protein CbiG / precorrin-3B K13541 0 0 2 0
Vitamins [PATH:k000860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII cobaltochelatase CobN [EC:6.6.1.2] K02230 0 0 0 2
Vitamins metabolism
[PATH:ko00860]
Metabolism of OOSG(C)th:sthIT and
Metabolism Cofactors and P . 4 cobaltochelatase CobS [EC:6.6.1.2] K09882 0 0 0 1
Vitamins metabolism
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII cobaltochelatase CobT [EC:6.6.1.2] K09883 0 0 3 0
Vitamins metabolism
[PATH:ko00860]
Metabolism of OOSG(C)th:sthIT and
Metabolism Cofactors and p.y coproporphyrinogen Il oxidase [EC:1.3.3.3] K00228 0 2 0 0
Vitamins metabolism
[PATH:ko00860]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII ferrochelatase [EC:4.99.1.1] K01772 2 0 3 0
Vitamins metabolism
ko
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII FMN reductase [EC:1.5.1.29] K00299 0 0 1 0
Vitamins metabolism
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII glutamate-1-semialdehyde 2,1-aminomutase KO1845 0 0 3 10
Vitamins metabolism [EC:5.4.3.8]
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII glutamyl-tRNA reductase [EC:1.2.1.70] K02492 2 0 0 0
Vitamins metabolism
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
hl hyll
Metabolism Cofactors and chlorop . y heme oxygenase [EC:1.14.99.3] K00510 0 1 0 0
Vitamins metabolism
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII hydroxymethylbilane synthase [EC:2.5.1.61] K01749 0 0 3 0
Vitamins metabolism
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII light-independent protochllorophylllde reductase K04037 1 1 0 0
Vitamins metabolism subunit L
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII light-independent protochlorophylllde reductase K04038 0 1 1 0
Vitamins metabolism subunit N
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
hl hyll
Metabolism Cofactors and chlorop . 4 magnesium chelatase subunit D [EC:6.6.1.1] K03404 2 0 2 0
Vitamins metabolism
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII magnesium chelatase subunit H [EC:6.6.1.1] K03403 0 1 1 0
Vitamins metabolism
[PATH:ko00860]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Metabolism of 00860 Porphyrin and
hl hyll
Metabolism Cofactors and chlorop . v magnesium chelatase subunit | [EC:6.6.1.1] K03405 5 0 3 5
Vitamins metabolism
ko
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII magne5|um-protoporp'hyrl'n IX monomethyl ester K04035 3 0 ) 0
Vitamins metabolism (oxidative)
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII nicotinate-nucleotide--dimethylbenzimidazole K00768 1 1 0 0
Vitamins metabolism
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and ;rzgartc:s:!r: oxygen-independent coproporphyrinogen Ill oxidase | K02495 0 0 0 4
Vitamins [PATH:k000860]
Metabolism of 00860 Porphyrin and
hl hyll
Metabolism Cofactors and ¢ orop.y porphobilinogen synthase [EC:4.2.1.24] K01698 1 0 0 0
Vitamins metabolism
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and ;rzgartc:s:!r: precorrin-2/cobalt-factor-2 C20-methyltransferase K03394 0 1 0 0
Vitamins [PATH:ko00860]
Metabolism of 00860 Porphyrin and
hl hyll
Metabolism Cofactors and rfqe?;gzli:m precorrin-4 C11-methyltransferase [EC:2.1.1.133] K05936 0 0 3 1
Vitamins [PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII precorrin-6Y C5,15-methyltransferase / precorrin- KOO595 0 1 0 0
Vitamins metabolism 8W
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
hl hyll
Metabolism Cofactors and chlorop . y precorrin-8X methylmutase [EC:5.4.1.2] K06042 0 0 1 0
Vitamins metabolism
[PATH:ko00860]
Metabolism of 00860 Porphyrin and
Metabolism Cofactors and chIorophyII protoheme IX farnesyltransferase [EC:2.5.1.-] K02301 0 0 2 2
Vitamins metabolism
[PATH:ko00860]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Metabolism of OOSG(C)th:sthIT and
Metabolism Cofactors and p'y protoporphyrinogen oxidase [EC:1.3.3.4] K00231 0 2 0 0 0
Vitamins metabolism
[PATH:ko00860]
Metabolism of Oossghlisrrssz\r/ll? and
Metabolism Cofactors and metabolism uroporphyrin-lll C-methyltransferase / precorrin-2 K02302 0 2 0 0 3
Vitamins [PATH:k000860]
Metabolism of OOSG(C)th:ssz;IIT and
Metabolism Cofactors and metabolism uroporphyrinogen decarboxylase [EC:4.1.1.37] K01599 0 1 2 4 2
Vitamins [PATH:k000860]
Metabolism of 00410 beta-Alanine
Metabolism Other Amino Acids metabolism 4-aminobutyrate aminotransferase / K07250 2 0 3 0 0
[PATH:ko00410]
Metabolism of 00410 beta-Alanine
Metabolism Other Amino Acids metabolism beta-alanine--pyruvate transaminase [EC:2.6.1.18] K00822 1 0 0 0 1
[PATH:ko00410]
00430 Taurine and
Metabolism Metabolism of hypotaurine alanine dehydrogenase [EC:1.4.1.1] K00259 5 1 3 2 0
Other Amino Acids metabolism
[PATH:ko00430]
00430 Taurine and
Metabolism Metabolism of hypotaurine phosphate acetyltransferase [EC:2.3.1.8] K00625 0 1 0 0 0
Other Amino Acids metabolism
[PATH:ko00430]
00430 Taurine and
Metabolism Metabolism of hypotaurine phosphate acetyltransferase [EC:2.3.1.8] K13788 0 0 0 0 3
Other Amino Acids metabolism
[PATH:ko00430]
Metabolism of 00450 Selenoamino
Metabolism Other Amino Acids acid metabolism adenosylhomocysteinase [EC:3.3.1.1] K01251 15 8 13 6 3
[PATH:ko00450]
Metabolism of 00450 Selenoamino
Metabolism Other Amino Acids acid metabolism bifunctional enzyme CysN/CysC [EC:2.7.7.4 2.7.1.25] K00955 1 1 2 0 0
[PATH:ko00450]
Metabolism of 00450 Selenoamino
Metabolism acid metabolism cystathionine beta-synthase [EC:4.2.1.22] K01697 0 5 5 0 3

Other Amino Acids

[PATH:ko00450]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Metabolism of 00450 Selenoamino
Metabolism Other Amino Acids acid metabolism cystathionine gamma-lyase [EC:4.4.1.1] K01758 0 0 0 1 0
[PATH:ko00450]
Metabolism of 00450 Selenoamino
Metabolism Other Amino Acids acid metabolism cystathionine gamma-synthase [EC:2.5.1.48] K01739 0 4 0 0 0
[PATH:ko00450]
Metabolism of 00450 Selenoamino
Metabolism Other Amino Acids acid metabolism cysteine synthase A [EC:2.5.1.47] K01738 6 2 6 6 0
[PATH:ko00450]
Metabolism of 00450 Selenoamino
Metabolism Other Amino Acids acid metabolism S-adenosylmethionine synthetase [EC:2.5.1.6] K00789 9 4 2 7 2
[PATH:ko00450]
Metabolism of 00450 Selenoamino
Metabolism Other Amino Acids acid metabolism selenide, water dikinase [EC:2.7.9.3] K01008 2 0 0 0 1
[PATH:ko00450]
Metabolism of 00450 Selenoamino
Metabolism Other Amino Acids acid metabolism sulfate adenylyltransferase [EC:2.7.7.4] K00958 0 0 0 0 1
[PATH:ko00450]
Metabolism of 00450 Selenoamino
Metabolism Other Amino Acids acid metabolism sulfate adenylyltransferase subunit 1 [EC:2.7.7.4] K00956 0 0 0 3 2
[PATH:ko00450]
Metabolism of 00450 Selenoamino
Metabolism Other Amino Acids acid metabolism sulfite reductase (ferredoxin) [EC:1.8.7.1] K00392 0 0 0 1 0
[PATH:ko00450]
Metabolism of 00460 Cyanoamino
Metabolism Other Amino Acids acid metabolism aldoxime dehydratase [EC:4.99.1.5] K13028 0 0 1 0 0
[PATH:ko00460]
Metabolism of 00460 Cyanoamino
Metabolism Other Amino Acids acid metabolism gamma-glutamyltranspeptidase [EC:2.3.2.2] K00681 0 0 0 5 0
[PATH:ko00460]
Metabolism of 00460 Cyanoamino
Metabolism Other Amino Acids acid metabolism L-asparaginase [EC:3.5.1.1] K01424 76 2 53 1 0
[PATH:ko00460]
Metabolism of 00480 Glutathione
Metabolism Other Amino Acids metabolism 5-oxoprolinase (ATP-hydrolysing) [EC:3.5.2.9] K01469 0 2 4 0 2
[PATH:ko00480]
Metabolism of 00480 Glutathione
Metabolism metabolism 6-phosphogluconate dehydrogenase [EC:1.1.1.44] K00033 3 5 4 2 0

Other Amino Acids

[PATH:ko00480]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Metabolism of 00480 Glutathione
Metabolism Other Amino Acids metabolism aminopeptidase N [EC:3.4.11.2] K01256 0 0 2 5 0
[PATH:ko00480]
Metabolism of 00480 Glutathione
Metabolism Other Amino Acids metabolism glucose-6-phosphate 1-dehydrogenase [EC:1.1.1.49] | K00036 4 7 0 10 0
[PATH:ko00480]
Metabolism of 00480 Glutathione
Metabolism Other Amino Acids metabolism glutamate--cysteine ligase [EC:6.3.2.2] K01919 0 2 4 1 3
[PATH:ko00480]
Metabolism of 00480 Glutathione
Metabolism Other Amino Acids metabolism glutathione peroxidase [EC:1.11.1.9] K00432 0 0 0 0 1
[PATH:ko00480]
Metabolism of 00480 Glutathione
Metabolism Other Amino Acids metabolism glutathione reductase (NADPH) [EC:1.8.1.7] K00383 0 3 0 0 0
[PATH:ko00480]
Metabolism of 00480 Glutathione
Metabolism Other Amino Acids metabolism L-ascorbate peroxidase [EC:1.11.1.11] K00434 0 1 0 0 0
[PATH:ko00480]
Metabolism of 00480 Glutathione
Metabolism Other Amino Acids metabolism leucyl aminopeptidase [EC:3.4.11.1] K01255 6 5 3 0 0
[PATH:ko00480]
Metabolism of 00480 Glutathione
Metabolism Other Amino Acids metabolism ornithine decarboxylase [EC:4.1.1.17] K01581 0 0 2 0 1
[PATH:ko00480]
Metabolism of 00480 Glutathione
Metabolism Other Amino Acids metabolism ribonucleoside-diphosphate reductase subunit M1 K10807 1 0 0 0 0
[PATH:ko00480]
Metabolism of 00480 Glutathione
Metabolism Other Amino Acids metabolism spermidine synthase [EC:2.5.1.16] K00797 2 0 0 0 0
[PATH:ko00480]
Metabolism of 00253 Tetracycline . .
Metabolism Terpenoids and biosynthesis acetyl-CoA carboxylase b.IOtm carboxyl carrier K02160 0 0 2 0 0
Polyketides [PATH:k000253] protein
Metabolism of 00253 Tetracycline acetyl-CoA carboxylase carboxyl transferase subunit
Metabolism Terpenoids and biosynthesis beta K01963 1 3 1 3 0
Polyketides [PATH:ko00253]
Metabolism of 00253 Tetracycline
Metabolism Terpenoids and biosynthesis acetyl-CoA carboxylase, biotin carboxylase subunit K01961 0 0 4 0 0
Polyketides [PATH:ko00253]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Metabolism of 00281 Geraniol
Metabolism Terpenoids and degradation citronellol/citronellal dehydrogenase K13775 0 1 0 0
Polyketides [PATH:ko00281]
Metabolism of 00281 Geraniol
Metabolism Terpenoids and degradation geranyl-CoA carboxylase alpha subunit [EC:6.4.1.5] K13777 0 0 0 0
Polyketides [PATH:ko00281]
Metabolism of 00281 Geraniol
Metabolism Terpenoids and degradation geranyl-CoA carboxylase beta subunit [EC:6.4.1.5] K13778 0 0 1 0
Polyketides [PATH:ko00281]
. 00900 Terpenoid
Metabolism of .
Metabolism Terpenoids and .backbone. (E)-4-hydroxy-3-methylbut-2-enyl-diphosphate K03526 ) 3 4 6
Polvketides biosynthesis synthase
y [PATH:ko00900]
Metabolism of Oogggc-ll—g:::md 2-C-methyl-D-erythritol 4-phosphate
Metabolism Terpenoids and . . y' y phosp K12506 0 2 1 0
Polvketides biosynthesis cytidylyltransferase /
y [PATH:ko00900]
Metabolism of OOQESCLZT:QOM
Metabolism Terpenoids and biosynthesis 4-diphosphocytidyl-2-C-methyl-D-erythritol kinase K00919 0 0 0 3
Polyketides [PATH:ko00900]
. 00900 Terpenoid
Metabolism of .
Metabolism Terpenoids and 'backbone' 4-hydroxy-3-methylbut-2-enyl diphosphate K03527 0 0 ) 0
Polvketides biosynthesis reductase
y [PATH:ko00900]
Metabolism of OOQESCLZT:QOM
Metabolism Terpenoids and biosynthesis farnesyl diphosphate synthase [EC:2.5.1.1 2.5.1.10] K00795 2 0 0 3
Polyketides [PATH:ko00900]
Metabolism of Oogggc-ll—g:::md eranylgeranyl diphosphate synthase, type Il
Metabolism Terpenoids and . . & vié vl ciphosp 4 »1YP K13789 2 0 0 0
Polvketides biosynthesis [EC:2.5.1.1
y [PATH:ko00900]
Metabolism of OOQESCLZT:QOM
Metabolism Terpenoids and biosynthesis hydroxymethylglutaryl-CoA reductase [EC:1.1.1.88] K00054 1 0 2 0
Polyketides [PATH:ko00900]
Metabolism of Oogggc-ll—g:::md isopentenyl-diphosphate delta-isomerase
Metabolism Terpenoids and . . P y-diphosp K01823 2 0 0 0
Polvketides biosynthesis [EC:5.3.3.2]
Y [PATH:ko00900]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Metabolism of OOQEgC'II'(Zr:::md
Metabolism Terpenoids and biosynthesis undecaprenyl diphosphate synthase [EC:2.5.1.31] K00806 1 0 0 1 0
Polyketides [PATH:k000900]
Metabolism of 00903 Limonene and
Metabolism Terpenoids and pinene degradation (+)-trans-carveol dehydrogenase [EC:1.1.1.275] K12466 0 0 1 0 0
Polyketides [PATH:ko00903]
Metabolism of 00903 Limonene and
Metabolism Terpenoids and pinene degradation [EC:1.1.99.-] K00119 0 0 2 0 0
Polyketides [PATH:ko00903]
Metabolism of 00903 Limonene and
Metabolism Terpenoids and pinene degradation [EC:3.1.2.-] K01076 0 0 0 0 1
Polyketides [PATH:ko00903]
Metabolism of 00906 Carotenoid
Metabolism Terpenoids and biosynthesis beta-carotene ketolase (CrtO type) K02292 0 0 0 1 0
Polyketides [PATH:ko00906]
Metabolism of 00906 Carotenoid
Metabolism Terpenoids and biosynthesis zeta-carotene desaturase [EC:1.14.99.30] K00514 0 0 0 1 0
Polyketides [PATH:ko00906]
Metabolism of 00908 Zeatin
Metabolism Terpenoids and biosynthesis tRNA dimethylallyltransferase [EC:2.5.1.75] K00791 0 0 0 0 2
Polyketides [PATH:ko00908]
Metabolism of 01051 Biosynthesis
Metabolism Terpenoids and of ansamycins transketolase [EC:2.2.1.1] K00615 0 0 7 0 7
Polyketides [PATH:ko01051]
01053 Biosynthesis
Metabolism of of siderophore
Metabolism Terpenoids and group nonribosomal isochorismatase [EC:3.3.2.1] K05993 1 0 2 0 1
Polyketides peptides
[PATH:ko01053]
01053 Biosynthesis
Metabolism of of siderophore
Metabolism Terpenoids and group nonribosomal mycobactin peptide synthetase MbtF K04792 0 1 0 0 0
Polyketides peptides
[PATH:ko01053]
. 00230 Purine . . .
Metabolism ug:;ic;tllits:i; metabolism 3&#39,,5&#39,-cyc|}E-Q'L;clleztﬁ(]a phosphodiesterase K01120 0 0 0 1 0
[PATH:ko00230] D
Metabolism Nucleotl.de 00230 Pu.rlne 5-(carboxyamino)imidazole ribonucleotide mutase K01588 1 0 0 0 2
Metabolism metabolism




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
[PATH:ko00230]
. 00230 Purine
. Nucleotide . .
Metabolism Metabolism metabolism 5-hydroxyisourate hydrolase [EC:3.5.2.17] K07127 0 0 0 2
[PATH:ko00230]
Nucleotide 00230 Purine
Metabolism Metabolism metabolism adenosine deaminase [EC:3.5.4.4] K01488 0 1 0 0
[PATH:ko00230]
Nucleotide 00230 Purine
Metabolism Metabolism metabolism adenosine kinase [EC:2.7.1.20] K00856 0 2 0 0
[PATH:ko00230]
Nucleotide 00230 Purine
Metabolism Metabolism metabolism allantoinase [EC:3.5.2.5] K01466 1 0 0 0
[PATH:ko00230]
Nucleotide 00230 Purine
Metabolism Metabolism metabolism AMP deaminase [EC:3.5.4.6] K01490 0 1 0 0
[PATH:ko00230]
. 00230 Purine .
Metabolism I\ﬁz:;ic;tlli(:; metabolism b|5(5&#39,—nL(J;I/(:::éi—rtitce’;rliphosphatase K01525 0 2 0 0
[PATH:ko00230]
Nucleotide 00230 Purine
Metabolism Metabolism metabolism dGTPase [EC:3.1.5.1] K01129 0 1 1 1
[PATH:ko00230]
Nucleotide 00230 Purine
Metabolism Metabolism metabolism exopolyphosphatase [EC:3.6.1.11] K01514 0 0 0 0
[PATH:ko00230]
Nucleotide 00230 Purine
Metabolism Metabolism metabolism GMP reductase [EC:1.7.1.7] K00364 0 0 0 1
[PATH:ko00230]
Nucleotide 00230 Purine
Metabolism Metabolism metabolism GTP pyrophosphokinase [EC:2.7.6.5] K00951 4 0 0 0
[PATH:ko00230]
Nucleotide 00230 Purine
Metabolism Metabolism metabolism guanine deaminase [EC:3.5.4.3] K01487 1 1 0 0
[PATH:ko00230]
. 00230 Purine . -
Metabolism I\ﬁ::;icc))tlli(:; metabolism guan05|ne-3&#ssr,éiigisg:;sy(g:zlhac;sephate) 38#39;- K01139 0 0 0 0
[PATH:ko00230]
Nucleotide 00230 Purine
Metabolism Metabolism metabolism guanylate kinase [EC:2.7.4.8] K00942 3 0 2 0
[PATH:ko00230]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Nucleotide 00230 Purine
Metabolism Metabolism metabolism phosphopentomutase [EC:5.4.2.7] K01839 0 0 0 1 1
[PATH:ko00230]
. 00230 Purine
. Nucleotide . . . L
Metabolism Metabolism metabolism phosphoribosylamine--glycine ligase [EC:6.3.4.13] K01945 0 1 4 2 1
[PATH:ko00230]
. 00230 Purine . L . .
Metabolism u;::;;zg:q metabolism phosphorlbosylam|n0|smr|:lc;:(:Le-sucunocarboxamlde K01923 0 0 7 5 6
[PATH:k000230] y
. 00230 Purine . . - .
Metabolism u;::;;zg:q metabolism phosphorlbosylfor[ngzlglécgni;md|ne cyclo-ligase K01933 0 1 0 0 1
[PATH:ko00230] T
. 00230 Purine . . -
Metabolism I\'}::::)‘;tl'l‘:; metabolism ph°5ph°”bosy'fo[rE”C"_‘gg;y;'g?m'd'”e synthase Ko1952 | 13 0 3 0 0
[PATH:ko00230] T
. 00230 Purine
. Nucleotide . . .
Metabolism Metabolism metabolism ribose-phosphate pyrophosphokinase [EC:2.7.6.1] K00948 4 2 2 0 0
[PATH:ko00230]
. 00230 Purine
. Nucleotide . .
Metabolism Metabolism metabolism RNA-directed RNA polymerase [EC:2.7.7.48] K00985 0 1 0 0 0
[PATH:ko00230]
. 00230 Purine
. Nucleotide . . . - .
Metabolism Metabolism metabolism xanthine dehydrogenase iron-sulfur-binding subunit K13480 1 0 0 0 0
[PATH:ko00230]
. 00230 Purine
. Nucleotide . . .
Metabolism Metabolism metabolism xanthine dehydrogenase large subunit [EC:1.17.1.4] K13482 0 1 0 1 2
[PATH:ko00230]
. 00230 Purine . Lo
Metabolism u;::;;zg:q metabolism xanthine dehydrogesnuasjnr:;olybdenum—blndlng K00O87 1 0 0 0 0
[PATH:ko00230]
. 00230 Purine
. Nucleotide . . .
Metabolism Metabolism metabolism xanthine dehydrogenase small subunit [EC:1.17.1.4] K13481 1 0 1 0 0
[PATH:ko00230]
. 00230 Purine . s
Metabolism uz:;ic;tllitsj; metabolism xanthine dehydrogena:st:(jf: molybdenum-binding K11177 0 4 0 0 5
[PATH:ko00230]
. 00230 Purine
. Nucleotide . . _ .
Metabolism Metabolism metabolism xanthine dehydrogenase YagS FAD-binding subunit K11178 0 0 0 1 0
[PATH:ko00230]
Metabolism Nucleotl'de 00230 Pu'rlne xanthine dehydrogenase Ya?gT iron-sulfur-binding K13483 0 0 1 0 0
Metabolism metabolism subunit




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
[PATH:ko00230]
: Nucleotide 00240 Pyrimidine 28:#39;,38#39;-cyclic-nucleotide 284#39;-
Metabolism Metabolism metabolism phosphodiesterase [EC:3.1.4.16] KO1119 0 0 ! !
[PATH:k000240] R
Nucleotide 00240 Pyrimidine
Metabolism Metabolism metabolism 3&#39;-nucleotidase [EC:3.1.3.6] K08693 0 0 0 1
[PATH:ko00240]
Nucleotide 00240 Pyrimidine
Metabolism Metabolism metabolism CTP synthase [EC:6.3.4.2] K01937 8 5 0 0
[PATH:ko00240]
Nucleotide 00240 Pyrimidine
Metabolism Metabolism metabolism cytidylate kinase [EC:2.7.4.14] K00945 0 1 0 0
[PATH:ko00240]
Nucleotide 00240 Pyrimidine
Metabolism Metabolism metabolism dCTP deaminase [EC:3.5.4.13] K01494 6 1 0 0
[PATH:ko00240]
Nucleotide 00240 Pyrimidine
Metabolism Metabolism metabolism dihydroorotase [EC:3.5.2.3] K01465 5 0 4 5
[PATH:ko00240]
Nucleotide 00240 Pyrimidine
Metabolism Metabolism metabolism dihydroorotate oxidase [EC:1.3.3.1] K00226 0 1 0 0
[PATH:ko00240]
. 00240 Pyrimidine . .
Metabolism | Nucleotide metabolism PN-diected RNA polymerase subunitalpha | 3000 | 15 7 s
[PATH:ko00240] e
. 00240 Pyrimidine
. Nucleotide .
Metabolism Metabolism metabolism dUTP pyrophosphatase [EC:3.6.1.23] K01520 0 3 0 0
[PATH:k000240]
. 00240 Pyrimidine
. Nucleotide . . . .
Metabolism Metabolism metabolism nucleoside-diphosphate kinase [EC:2.7.4.6] K00940 1 1 0 2
[PATH:ko00240]
. 00240 Pyrimidine . .
Metabolism I\'}:tc:f)ztl'l‘:; metabolism ””deos'de't”p[hE%S'gh;zelg‘;rophos'ohatase K02428 | 0 2 2 0
[PATH:ko00240] e
. 00240 Pyrimidine
. Nucleotide . .
Metabolism Metabolism metabolism orotate phosphoribosyltransferase [EC:2.4.2.10] K00762 0 3 0 1
[PATH:ko00240]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
. 00240 Pyrimidine - .
Metabolism I\'}:tc:f)ztl'l‘:; metabolism °r°t'd'”e'S&#Q‘?E"C?ZOlSFl’h;;f decarboxylase K01591 | 1 5 0 0 0
[PATH:ko00240] e
. 00240 Pyrimidine
. Nucleotide . .
Metabolism Metabolism metabolism pseudouridylate synthase [EC:4.2.1.70] K01718 0 0 0 0 1
[PATH:ko00240]
. 00240 Pyrimidine
. Nucleotide . L . . .
Metabolism Metabolism metabolism pyrimidine operon attenuation protein / uracil K02825 0 0 0 0 2
[PATH:ko00240]
. 00240 Pyrimidine
. Nucleotide . - .
Metabolism Metabolism metabolism pyrimidine-nucleoside phosphorylase [EC:2.4.2.2] K00756 3 0 0 0 0
[PATH:ko00240]
Nucleotide 00240 Pyrimidine
Metabolism Metabolism metabolism ribonucleoside-diphosphate reductase alpha chain K00525 0 10 4 8 10
[PATH:ko00240]
. 00240 Pyrimidine
. Nucleotide . . . . .
Metabolism Metabolism metabolism ribonucleoside-diphosphate reductase beta chain K00526 2 0 0 0 0
[PATH:ko00240]
Nucleotide 00240 Pyrimidine
Metabolism Metabolism metabolism ribonucleoside-triphosphate reductase [EC:1.17.4.2] K00527 1 0 0 0 0
[PATH:ko00240]
. 00240 Pyrimidine
. Nucleotide . . .
Metabolism Metabolism metabolism thioredoxin reductase (NADPH) [EC:1.8.1.9] K00384 0 10 10 0 5
[PATH:ko00240]
. 00240 Pyrimidine
. Nucleotide . . .
Metabolism Metabolism metabolism uracil phosphoribosyltransferase [EC:2.4.2.9] K00761 0 1 0 0 1
[PATH:ko00240]
Nucleotide 00240 Pyrimidine
Metabolism Metabolism metabolism uridylate kinase [EC:2.7.4.22] K09903 2 0 0 0 0
[PATH:ko00240]
00361
Xenobiotics Chlorocyclohexane 2,4-dichlorophenol 6-monooxygenase
Metabolism Biodegradation and chlorobenzene ! P ve K10676 0 0 1 0 0
. . [EC:1.14.13.20]
and Metabolism degradation
[PATH:ko00361]
00361
Xenobiotics Chlorocyclohexane
Metabolism Biodegradation and chlorobenzene 2-haloacid dehalogenase [EC:3.8.1.2] K01560 1 0 0 0 0
and Metabolism degradation
[PATH:ko00361]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00361
Xenobiotics Chlorocyclohexane
Metabolism Biodegradation and chlorobenzene haloacetate dehalogenase [EC:3.8.1.3] K01561 0 0 2 0
and Metabolism degradation
[PATH:ko00361]
Xenobiotics 00362 Benzoate
Metabolism Biodegradation degradation 2—hydroxycyclohexar;géélrblo:y_l]—CoA dehydrogenase K07535 0 1 0 0
and Metabolism [PATH:ko00362] D
Xenobiotics 00362 Benzoate 3-carboxy-cis,cis-muconate cycloisomerase
Metabolism Biodegradation degradation ycis, [EC:5.5.1.2] y K01857 0 0 2 4
and Metabolism [PATH:ko00362] T
Xenobiotics 00362 Benzoate
Metabolism Biodegradation degradation 3-hydroxybutyryl-CoA dehydrogenase [EC:1.1.1.157] | K00074 0 0 5 1
and Metabolism [PATH:ko00362]
Xenobiotics 00362 Benzoate . .
Metabolism Biodegradation degradation 3-oxoadipate Co?F:tCr'a;nssf:r;]se, alpha subunit K01031 0 0 0 1
and Metabolism [PATH:ko00362] D
Xenobiotics 00362 Benzoate
Metabolism Biodegradation degradation 3-oxoadipyl-CoA thiolase [EC:2.3.1.174] K07823 0 0 0 1
and Metabolism [PATH:ko00362]
Xenobiotics 00362 Benzoate .
Metabolism Biodegradation degradation 4-carboxy-2-hyd;zﬁyr::)coennaat:f-semlaIdehyde K10219 0 0 1 0
and Metabolism [PATH:ko00362] ydrog
Xenobiotics 00362 Benzoate 4-carboxymuconolactone decarboxylase
Metabolism Biodegradation degradation y [EC:4.1.1.44] ¥ K01607 0 0 1 3
and Metabolism [PATH:ko00362] B
Xenobiotics 00362 Benzoate
Metabolism Biodegradation degradation 4-hydroxy-4—me[t£1g'lé—12i03xcig7llutarate aldolase K10218 0 0 0 1
and Metabolism [PATH:ko00362] B




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Xenobiotics 00362 Benzoate
Metabolism Biodegradation degradation 6-oxo-cycIohex-l-;ré:c;rfc_);yl-CoA hydrolase K07539 0 1 0 0
and Metabolism [PATH:ko00362] R
Xenobiotics 00362 Benzoate .
Metabolism Biodegradation degradation cycIohexa—l,S-cl[lEech:rlbzg\c/)l]-CoA hydratase K07537 0 1 0 0
and Metabolism [PATH:ko00362] e
Xenobiotics 00362 Benzoate
Metabolism Biodegradation degradation glutaryl-CoA dehydrogenase [EC:1.3.99.7] K00252 3 0 4 0
and Metabolism [PATH:ko00362]
Xenobiotics 00362 Benzoate
Metabolism Biodegradation degradation p-hydroxybenzoate 3-monooxygenase [EC:1.14.13.2] | K00481 0 2 2 3
and Metabolism [PATH:ko00362]
Xenobiotics 00621 Dioxin
Metabolism Biodegradation degradation acetaldehyde dehydrogenase [EC:1.2.1.10] K04073 0 1 0 0
and Metabolism [PATH:ko00621]
Xenobiotics 00621 Dioxin
Metabolism Biodegradation degradation biphenyl-2,3-diol 1,2-dioxygenase [EC:1.13.11.39] K00462 0 0 0 0
and Metabolism [PATH:ko00621]
Xenobiotics 00622 Xylene
Metabolism Biodegradation degradation benzaldehyde dehydrogenase (NAD) [EC:1.2.1.28] K00141 0 0 0 0
and Metabolism [PATH:ko00622]
Xenobiotics 00623 Toluene
Metabolism Biodegradation degradation carboxymethylenebutenolidase [EC:3.1.1.45] K01061 8 5 2 5
and Metabolism [PATH:ko00623]
Xenobiotics 00623 Toluene
Metabolism Biodegradation degradation catechol 1,2-dioxygenase [EC:1.13.11.1] K03381 0 0 0 1
and Metabolism [PATH:ko00623]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Xenobiotics 00623 Toluene
Metabolism Biodegradation degradation maleylacetate reductase [EC:1.3.1.32] K00217 0 0 1 0
and Metabolism [PATH:ko00623]
Xenobiotics 00623 Toluene
Metabolism Biodegradation degradation phenol 2-monooxygenase [EC:1.14.13.7] K03380 0 1 1 1
and Metabolism [PATH:ko00623]
Xenobiotics 00623 Toluene
Metabolism Biodegradation degradation succinate dehydrogenase cytochrome b-556 subunit | K00241 3 1 0 0
and Metabolism [PATH:ko00623]
Xenobiotics 00623 Toluene . . .
Metabolism Biodegradation degradation succinate dehydr(;gce':a;;f)lalvoprotem subunit K00239 5 0 6 10
and Metabolism [PATH:ko00623] [EC:1.3.99.1]
Xenobiotics 00623 Toluene . .
Metabolism Biodegradation degradation succinate dehydrogenase hydrgphoblc membrane K00242 0 1 0 1
and Metabolism [PATH:ko00623] anchor protein
Xenobiotics 00623 Toluene . . .
Metabolism Biodegradation degradation succinate dehyd;ogingzzlzon-sulfur protein K00240 4 0 0 0
and Metabolism [PATH:ko00623] [EC:1.3.99.1]
00624 Polycyclic
Xenobiotics aromatic
Metabolism Biodegradation hydrocarbon [EC:1.14.-.-] K00517 0 5 0 0
and Metabolism degradation
[PATH:ko00624]
00624 Polycyclic
Xenobiotics aromatic
Metabolism Biodegradation hydrocarbon [EC:1.14.13.-] K00492 0 0 1 3
and Metabolism degradation
[PATH:ko00624]
00624 Polycyclic
Xenobiotics aromatic
Metabolism Biodegradation hydrocarbon [EC:1.2.1.-] K00155 0 0 2 2
and Metabolism degradation
[PATH:ko00624]




Sequence Reads

Level 1 Level 2 Level 3 Function KEGG ID Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
00624 Polycyclic
Xenobiotics aromatic
Metabolism Biodegradation hydrocarbon [EC:2.1.1.-] K00599 0 4 0 0
and Metabolism degradation
[PATH:ko00624]
00624 Polycyclic
Xenobiotics aromatic . .
Metabolism Biodegradation hydrocarbon protocatechuate 3,4-dioxygenase, beta subunit K00449 1 0 0 0
. . [EC:1.13.11.3]
and Metabolism degradation
[PATH:ko00624]
00624 Polycyclic
Xenobiotics aromatic
Metabolism Biodegradation hydrocarbon protocatechuate 4,5-dioxygenase [EC:1.13.11.8] K04099 0 0 1 0
and Metabolism degradation
[PATH:ko00624]
00624 Polycyclic
Xenobiotics aromatic
Metabolism Biodegradation hydrocarbon salicylate hydroxylase [EC:1.14.13.1] K00480 0 0 2 0
and Metabolism degradation
[PATH:ko00624]
_— 00625 Chloroalkane
Xenobiotics
Metabolism Biodegradation an: chIo;oa.Ikene alcohol dehydrogenase (cytochrome c) [EC:1.1.2.8] K00114 3 0 0 0
and Metabolism [PA:'gHiio?)ngS]
o 00625 Chloroalkane
Xenobiotics
Metabolism Biodegradation anccj:grlggzglgre;ne aldehyde dehydrogenase (NAD+) [EC:1.2.1.3] K00128 0 9 15 0
and Metabolism [PATH:k000625]
o 00625 Chloroalkane
Xenobiotics . .
Metabolism Biodegradation and chloroa.lkene glutathione-independent formaldehyde K00148 0 3 0 0
and Metabolism degradation dehydrogenase
[PATH:ko00625]
Xenobiotics 00625 Chloroalkane '
Metabolism Biodegradation and chIoroa'Ikene methanol dehydrogenase (cytochrome c) subunit 1 K14028 0 0 1 0
and Metabolism degradation [EC:1.1.2.7]
[PATH:ko00625]
o 00625 Chloroalkane
Xenobiotics
Metabolism Biodegradation ang chlo(;oa.lkene nitrogenase iron protein NifH [EC:1.18.6.1] K02588 0 0 1 0
and Metabolism [PA?iiT(O?)ngZ]S]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
o 00625 Chloroalkane
Xenobiotics and chloroalkene
Metabolism Biodegradation degradation nitrogenase molybdenum-iron protein alpha chain K02586 1 0 0 0 0
and Metabolism [PATH:ko000625]
Xenobiotics 00626 Naphthalene
Metabolism Biodegradation degradation [EC:1.3.99.-] K00257 10 10 8 15 18
and Metabolism [PATH:ko00626]
Xenobiotics 00626 Naphthalene
Metabolism Biodegradation degradation [EC:2.3.1.-] K00680 0 0 1 0 0
and Metabolism [PATH:ko00626]
Xenobiotics 00626 Naphthalene
Metabolism Biodegradation degradation [EC:4.2.1.-] K01726 0 1 0 0 0
and Metabolism [PATH:ko00626]
Xenobiotics 00626 Naphthalene
Metabolism Biodegradation degradation alcohol dehydrogenase [EC:1.1.1.1] K13954 1 0 0 0 0
and Metabolism [PATH:ko00626]
Xenobiotics Aminct):ocz)izr17zoate
Metabolism Biodegradation degradation 2-aminobenzoate-CoA ligase [EC:6.2.1.32] K08295 0 0 2 7 0
and Metabolism [PATH:ko000627]
00627
Xenobiotics Aminobenzoate
Metabolism Biodegradation degradation 4-hydroxybenzoate-CoA ligase [EC:6.2.1.27] K04105 0 0 1 0 0
d Metaboli
and vietabolism [PATH:k000627]
Xenobiotics 00627
Metabolism Biodegradation Amlnobenz'oate 4-hydroxybenzoyl-CoA reductase subunit gamma K04107 0 0 0 1 0
and Metabolism degradation [EC:1.3.99.20]
[PATH:ko00627]
00627
Xenobiotics Aminobenzoate
Metabolism Biodegradation degradation anthraniloyl-CoA monooxygenase [EC:1.14.13.40] K09461 0 0 5 6 0
and Metabolism [PATH:ko000627]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Xenobiotics Aminct):ocz)izr17zoate
Metabolism Biodegradation degradation benzoylformate decarboxylase [EC:4.1.1.7] K01576 1 0 0 0
and Metabolism [PATH:ko000627]
Xenobiotics 00627
Metabolism Biodegradation Amlnobenz.oate cytochrome P450 / NADPH-cytochrome P450 K14338 0 1 0 1
and Metabolism degradation reductase
[PATH:ko00627]
Xenobiotics Aminct):ocz)izr17zoate
Metabolism Biodegradation degradation unspecific monooxygenase [EC:1.14.14.1] K00493 1 0 0 0
d Metaboli
and vietabolism [PATH:k000627]
Xenobiotics Amin(;(:)izznzoate
Metabolism Biodegradation degradation vanillate monooxygenase [EC:1.14.13.82] K03862 0 1 3 1
and Metabolism [PATH:k000627]
Xenobiotics 00633 Nitrotoluene carbon-monoxide dehydrogenase large subunit
Metabolism Biodegradation degradation [EC'1y2 99gz] g K03520 2 0 0 0
and Metabolism [PATH:ko00633] e
Xenobiotics 00633 Nitrotoluene carbon-monoxide dehydrogenase medium subunit
Metabolism Biodegradation degradation [ECY1 5 gg 2] K03519 0 0 0 5
and Metabolism [PATH:ko00633] e
Xenobiotics 00633 Nitrotoluene carbon-monoxide dehydrogenase small subunit
Metabolism Biodegradation degradation [EC'1y2 99g 2] K03518 2 0 0 0
and Metabolism [PATH:ko00633] e
Xenobiotics 00633 Nitrotoluene
Metabolism Biodegradation degradation hydrogenase large subunit [EC:1.12.99.6] K06281 1 0 0 4
and Metabolism [PATH:ko00633]
Xenobiotics 00633 Nitrotoluene
Metabolism Biodegradation degradation hydrogenase small subunit [EC:1.12.99.6] K06282 0 0 1 0
and Metabolism [PATH:ko00633]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
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Xenobiotics 00633 Nitrotoluene
Metabolism Biodegradation degradation pyruvate ferredoxin oxidoreductase, alpha subunit K00169 0 0 2 0
and Metabolism [PATH:ko00633]
Xenobiotics 00633 Nitrotoluene
Metabolism Biodegradation degradation pyruvate ferredoxin oxidoreductase, beta subunit K00170 0 0 0 0
and Metabolism [PATH:ko00633]
Xenobiotics 00642 Ethylbenzene
Metabolism Biodegradation degradation acetyl-CoA acyltransferase [EC:2.3.1.16] K00632 0 0 1 2
and Metabolism [PATH:ko00642]
Xenobiotics 00643 Styrene
Metabolism Biodegradation degradation glutaconate CoA-transferase, subunit B [EC:2.8.3.12] | K01040 0 0 0 0
and Metabolism [PATH:ko00643]
Xenobiotics 00643 Styrene
Metabolism Biodegradation degradation homogentisate 1,2-dioxygenase [EC:1.13.11.5] K00451 0 0 0 0
and Metabolism [PATH:ko00643]
Xenobiotics 00643 Styrene
Metabolism Biodegradation degradation nitrile hydratase [EC:4.2.1.84] K01721 2 0 0 0
and Metabolism [PATH:ko00643]
Xenobiotics 00643 Styrene
Metabolism Biodegradation degradation propionate CoA-transferase [EC:2.8.3.1] K01026 0 0 0 0
and Metabolism [PATH:ko00643]
Xenobiotics 00791 Atrazine
Metabolism Biodegradation degradation [EC:3.5.4.-] K01500 0 0 0 3
and Metabolism [PATH:ko00791]
Xenobiotics 00791 Atrazine
Metabolism Biodegradation degradation allophanate hydrolase [EC:3.5.1.54] K01457 1 0 0 0
and Metabolism [PATH:ko00791]




Sequence Reads

Level 1 Level 2 Level 3 Functi KEGG ID
eve eve eve unction Dayl7 | Day24 | Day31 | Day38 | Bulk Soil
Xenobiotics 00791 Atrazine
Metabolism Biodegradation degradation cyanuric acid amidohydrolase [EC:3.5.2.15] K03383 0 0 0 1 0
and Metabolism [PATH:ko00791]
Xenobiotics 00791 Atrazine
Metabolism Biodegradation degradation hydroxyatrazine ethylaminohydrolase [EC:3.5.99.3] K03382 0 0 1 0 0
and Metabolism [PATH:ko00791]
Xenobiotics 00791 Atrazine
Metabolism Biodegradation degradation urease subunit gamma [EC:3.5.1.5] K01430 0 0 0 0 1
and Metabolism [PATH:ko00791]
Xenobiotics 00930 Caprolactam
Metabolism Biodegradation degradation 3—hydroxyacy|—Co/—r\] djg\ggc;g/enase / enoyl-CoA K01782 1 0 2 1 5
and Metabolism [PATH:ko00930] y
Xenobiotics 00930 Caprolactam
Metabolism Biodegradation degradation acyl-CoA dehydrogenase [EC:1.3.99.-] K06446 0 0 1 2 2
and Metabolism [PATH:ko00930]
Xenobiotics 00930 Caprolactam
Metabolism Biodegradation degradation enoyl-CoA hydratase [EC:4.2.1.17] K01692 7 19 14 15 0
and Metabolism [PATH:ko00930]
Xenobiotics 00930 Caprolactam
Metabolism Biodegradation degradation gluconolactonase [EC:3.1.1.17] K01053 4 0 5 0 2
and Metabolism [PATH:ko00930]
o 00980 Metabolism
Xenobiotics of xenobiotics b
Metabolism Biodegradation v microsomal epoxide hydrolase [EC:3.3.2.9] K01253 1 0 0 0 1
and Metabolism cytochrome P450
[PATH:ko00980]
Xenobiotics 00982 I?rug
. . . metabolism -
Metabolism Biodegradation alcohol dehydrogenase [EC:1.1.1.1] K00001 0 0 0 6 5
and Metabolism cytochrome P450
[PATH:ko00982]
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Xenobiotics 00982 I?rug
. . . metabolism - .
Metabolism Biodegradation glutathione S-transferase [EC:2.5.1.18] K00799 5 0 0 0 0
and Metabolism cytochrome P450
[PATH:ko00982]
Xenobiotics 00982 Drug
Metabolism Biodegradation metabolism - S-(hydroxymethyl)glutathione dehydrogenase / K00121 0 0 ) 0 3
and Metabolism cytochrome P450 alcohol
[PATH:ko00982]
Xenobiotics met(;(t))?fl;iin?r-ufther
Metabolism Biodegradation dihydropyrimidinase [EC:3.5.2.2] K01464 0 0 0 0 3
and Metabolism enzymes
[PATH:ko00983]
Xenobiotics metggiilgiir:r—uogther
Metabolism Biodegradation enzymes GMP synthase (glutamine-hydrolysing) [EC:6.3.5.2] K01951 3 5 0 2 7
and Metabolism [PATH:ko000983]
Xenobiotics metg(t))zzlgizn?r-ufther
Metabolism Biodegradation enzymes IMP dehydrogenase [EC:1.1.1.205] K00088 4 3 7 3 6
d Metaboli
and vietabolism [PATH:k000983]
Xenobiotics met(;(t))?fl;iin?r-ufther
Metabolism Biodegradation enzymes thymidine kinase [EC:2.7.1.21] K00857 0 2 1 1 0
and Metabolism [PATH:ko000983]
. 04972 Pancreatic .
O;gz::el;msal Digestive System secretion Ca2+ transportlng[E,?:'I.';aes:, Sp]Iasma membrane KO5850 0 0 2 0 0
¥ [PATH:k004972] 2402
04974 Protein
0 i | digesti d
reanisma Digestive System 'ges |on.an lysosomal Pro-X carboxypeptidase [EC:3.4.16.2] K01285 0 1 0 0 0
Systems absorption
[PATH:ko04974]
Organismal . . 04976 Bile secretion hydroxymethylglutaryl-CoA reductase (NADPH)
Digestive Syst K00021 0 1 0 0 0
Systems 'gestive system [PATH:k004976] [EC:1.1.1.34]
. 03320 PPAR
Organismal . . .
Svstems Endocrine System signaling pathway acyl-CoA dehydrogenase [EC:1.3.99.3] K00249 0 13 10 13 0
¥ [PATH:k003320]
Organismal 03320 PPAR
Sgstems Endocrine System signaling pathway acyl-CoA oxidase [EC:1.3.3.6] K00232 1 0 0 0 0
v [PATH:k003320]




Sequence Reads
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. 03320 PPAR
Organismal . . . .
Svstems Endocrine System signaling pathway long-chain acyl-CoA synthetase [EC:6.2.1.3] K01897 10 0 0 8 0
Y [PATH:k003320]
Organismal . . 03320 PPAR stearoyl-CoA desaturase (delta-9 desaturase)
Svstems Endocrine System signaling pathway [EC:1.14.19.1] K00507 3 0 0 1 0
v [PATH:k003320] A
. 03320 PPAR
Organismal . . . . .
Svstems Endocrine System signaling pathway sterol carrier protein 2 [EC:2.3.1.176] K08764 2 0 0 0 0
¥ [PATH:k003320]
Organismal 03320 PPAR
Sgstems Endocrine System signaling pathway ubiquitin C K08770 0 0 2 1 0
Y [PATH:k003320]
Oreanismal 04910 Insulin
Sgstems Endocrine System signaling pathway flotillin K07192 0 2 0 0 1
v [PATH:k004910]
. 04910 Insulin
Organismal . . . .
Svstems Endocrine System signaling pathway fructose-1,6-bisphosphatase | [EC:3.1.3.11] K03841 0 1 1 1 0
¥ [PATH:k004910]
. 04910 Insulin
Organismal . . . . .
Svstems Endocrine System signaling pathway phosphorylase kinase alpha/beta subunit K07190 1 0 0 0 0
¥ [PATH:k004910]
. 04910 Insulin
Organismal . . . I .
Svstems Endocrine System signaling pathway small subunit ribosomal protein S6e K02991 0 0 1 0 0
v [PATH:ko04910]
. 04910 Insulin
Organismal . . .
Svstems Endocrine System signaling pathway starch phosphorylase [EC:2.4.1.1] K00688 4 5 3 8 0
¥ [PATH:k004910]
04626 Plant-
0 i | Envi tal th
rganisma nvironmenta [pathogen elongation factor EF-Tu [EC:3.6.5.3] K02358 | 39 9 18 23 5
Systems Adaptation interaction
[PATH:ko04626]
04626 Plant-
Organismal Enwronmt.antal 'pathogfen flagellin K02406 38 5 0 0 0
Systems Adaptation interaction
[PATH:ko04626]
04626 Plant-
Organismal Environmental pathogen .
. . . glycerol kinase [EC:2.7.1.30] K00864 0 5 4 0 0
Systems Adaptation interaction
[PATH:ko04626]
Organismal Enwronmgntal 04710 Circadian cullin 1 K03347 1 0 0 0 0
Systems Adaptation rhythm - mammal




Sequence Reads
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[PATH:ko04710]
Organismal Environmental 04710 Circadian . . .
Systems Adaptation rhythm - mammal S-phase kinase-associated protein 1 K03094 0 1 0 0
[PATH:ko04710]
Organismal Environmental 04712 Circadian L .
Systems Adaptation rhythm - plant casein kinase 2, alpha polypeptide [EC:2.7.11.1] K03097 1 1 0 0
[PATH:ko04712]
Organismal Environmental 04712 Circadian
Systems Adaptation rhythm - plant chalcone synthase [EC:2.3.1.74] K00660 0 1 0 0
[PATH:ko04712]
Organismal Environmental 04712 Circadian
Systems Adaptation rhythm - plant phytochrome A K12120 1 0 0 0
[PATH:ko04712]
04962 Vasopressin-
Organismal Excretory System regulated V\{ater dynein heavy chain 1, cytosolic K10413 2 0 0 0
Systems reabsorption
[PATH:ko04962]
04964 Proximal
Organismal Excretory System tubule blcarL:)onate glutaminase [EC:3.5.1.2] K01425 0 2 2 0
Systems reclamation
[PATH:ko04964]
04964 Proximal
Organismal tubule bicarbonate phosphoenolpyruvate carboxykinase (GTP)
Systems Excretory System reclamation [EC:4.1.1.32] K01596 6 0 0 4
[PATH:ko04964]
04612 Antigen
Organismal Immune System processmg'and calnexin K08054 0 1 0 0
Systems presentation
[PATH:ko04612]
04612 Antigen
Organismal Immune System processing and cathepsin B [EC:3.4.22.1] K01363 | 0 0 0 0
Systems presentation
[PATH:ko04612]
04622 RIG-I-like
Organismal Immune System receptor signaling ATP-dependent RNA helicase [EC:3.6.4.13] K11594 1 0 0 0
Systems pathway
[PATH:ko04622]
Organismal Immune System O?DGI\IZ:-SZ;:?:;C DNA-directed RNA polymerase Il subunit C2 K03021 0 0 0 0
Systems [EC:2.7.7.6]
pathway
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[PATH:ko04623]
. 04720 Long-term . . .
O;gig'::;al Nervous System potentiation protein phosp[I;\:t;si ;’ 1(:2]talyt|c subunit K06269 0 0 1 0 0
v [PATH:ko04720] 2
. 04722 Neurotrophin .
Organismal Nervous System signaling pathway tyrosine 3-monooxygenase/tryptophan 5- K06630 1 0 0 0 0
Systems monooxygenase

[PATH:ko04722]




