Supplementary Table 13. KEGG Pathway Analysis of Linum putative miRNA targets - breakdown by heirarchy subcategory. The KO values distinguishing targets by their orthology allowed them to be classified into all related pathways using KEGG BRITE. Each KO may be classified into more than one subcategory as well as more than one heirarchy. For the four heirarchies of Metabolism, Genetic Information Processing, Environmental Processing and Cellular Processes 59, 18, 4, and 19 (respectively) pathways were found to be associated with the Linum putative miRNA targets.  
00010 Glycolysis / Gluconeogenesis : 5

00020 Citrate cycle (TCA cycle) : 4

00030 Pentose phosphate pathway : 1

00040 Pentose and glucuronate interconversions : 5

00053 Ascorbate and aldarate metabolism : 4

00500 Starch and sucrose metabolism : 5

00520 Amino sugar and nucleotide sugar metabolism : 2

00620 Pyruvate metabolism : 5

00630 Glyoxylate and dicarboxylate metabolism : 3

00640 Propanoate metabolism : 2

00650 Butanoate metabolism : 2

00660 C5-Branched dibasic acid metabolism : 1

00562 Inositol phosphate metabolism : 1

00190 Oxidative phosphorylation : 2

00195 Photosynthesis : 6

00196 Photosynthesis - antenna proteins : 7

00710 Carbon fixation in photosynthetic organisms : 7

00720 Carbon fixation pathways in prokaryotes : 1

00680 Methane metabolism : 3

00910 Nitrogen metabolism : 3

00920 Sulfur metabolism : 1

00061 Fatty acid biosynthesis : 1

00071 Fatty acid metabolism : 2

00564 Glycerophospholipid metabolism : 2

00592 alpha-Linolenic acid metabolism : 2

01040 Biosynthesis of unsaturated fatty acids : 2

00230 Purine metabolism : 5

00240 Pyrimidine metabolism : 1

00250 Alanine, aspartate and glutamate metabolism : 4

00260 Glycine, serine and threonine metabolism : 2

00270 Cysteine and methionine metabolism : 1

00290 Valine, leucine and isoleucine biosynthesis : 3

00330 Arginine and proline metabolism : 2

00340 Histidine metabolism : 2

00350 Tyrosine metabolism : 2

00360 Phenylalanine metabolism : 3

00400 Phenylalanine, tyrosine and tryptophan biosynthesis : 4

00450 Selenocompound metabolism : 1

00471 D-Glutamine and D-glutamate metabolism : 1

00480 Glutathione metabolism : 1

00510 N-Glycan biosynthesis : 1

00513 Various types of N-glycan biosynthesis : 2

00514 Other types of O-glycan biosynthesis : 1

00540 Lipopolysaccharide biosynthesis : 1

00511 Other glycan degradation : 1

00750 Vitamin B6 metabolism : 1

00770 Pantothenate and CoA biosynthesis : 2

00790 Folate biosynthesis : 1

00670 One carbon pool by folate : 1

00860 Porphyrin and chlorophyll metabolism : 1

00900 Terpenoid backbone biosynthesis : 3

00909 Sesquiterpenoid biosynthesis : 1

00906 Carotenoid biosynthesis : 1

00908 Zeatin biosynthesis : 1

00940 Phenylpropanoid biosynthesis : 1

00941 Flavonoid biosynthesis : 1

00944 Flavone and flavonol biosynthesis : 1

00950 Isoquinoline alkaloid biosynthesis : 1

00960 Tropane, piperidine and pyridine alkaloid biosynthesis : 2

------------V---------------

Metabolism: 136

----------------------------

00401 Novobiocin biosynthesis : 1

03040 Spliceosome : 7

03010 Ribosome : 32

00970 Aminoacyl-tRNA biosynthesis : 1

03013 RNA transport : 6

03015 mRNA surveillance pathway : 4

03008 Ribosome biogenesis in eukaryotes : 4

03060 Protein export : 3

04141 Protein processing in endoplasmic reticulum : 7

04130 SNARE interactions in vesicular transport : 1

04120 Ubiquitin mediated proteolysis : 3

03050 Proteasome : 4

03018 RNA degradation : 2

03030 DNA replication : 1

03410 Base excision repair : 2

03420 Nucleotide excision repair : 2

03430 Mismatch repair : 1

03440 Homologous recombination : 1

------------V---------------

Genetic Information Processing: 83

----------------------------

04010 MAPK signaling pathway : 1

04310 Wnt signaling pathway : 3

04350 TGF-beta signaling pathway : 2

04150 mTOR signaling pathway : 2

------------V---------------

Environmental Information Processing: 9

----------------------------

04075 Plant hormone signal transduction : 3

04144 Endocytosis : 3

04145 Phagosome : 2

04146 Peroxisome : 4

04140 Regulation of autophagy : 2

04810 Regulation of actin cytoskeleton : 2

04110 Cell cycle : 3

04114 Oocyte meiosis : 4

04510 Focal adhesion : 1

04530 Tight junction : 1

04540 Gap junction : 1

04612 Antigen processing and presentation : 2

04666 Fc gamma R-mediated phagocytosis : 1

04964 Proximal tubule bicarbonate reclamation : 2

04727 GABAergic synapse : 1

04728 Dopaminergic synapse : 3

04720 Long-term potentiation : 1

04360 Axon guidance : 1

04626 Plant-pathogen interaction : 4

------------V---------------

Cellular Processes: 41

----------------------------

