Supplementary File 4: Top gene ontology (GO) terms and pathways enriched for potential target genes
of differentially expressed IncRNAs in bovine mammary epithelial cells at different stages of lactation
(early lactation (D15), mid lactation (D90) and late lactation (D250) in Jersey (J) and Kashmiri (K) cattle.
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GO Terms

lipoprotein biosynthetic process

lipid homeostasis

intracellular protein transmembrane transport
regulation of lipid transport
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cellular macromolecule metabolic process
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Glycolysis / Gluconeogenesis
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GO Terms

regulation of establishment or maintenance of cell polarity
secretion by cell

fat cell differentiation

lipoprotein biosynthetic process

regulation of cellular metabolic process
regulation of response to stress

zinc ion binding

palmitoyltransferase activity

S-acyltransferase activity
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Metabolic pathways
Rap1 signaling pathway
Huntington's disease

Alzheimer's disease
Non-alcoholic fatty liver disease
(NAFLD)

mTOR signaling pathway
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Parkinson's disease
Oxidative phosphorylation
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response to lipid

regulation of gastrulation

cellular response to fatty acid

cell-cell adhesion involved in gastrulation
fatty acid homeostasis

regulation of cell-cell adhesion involved in..

DNA biosynthetic process

iron-sulfur cluster binding

extracellular ligand-gated ion channel activity
GABA receptor activity

exodeoxyribonuclease activity
growth factor receptor binding
interleukin-1 receptor binding
intracellular organelle lumen
membrane-enclosed lumen
nuclear replication fork
nuclear replisome
GABA-A receptor complex
ER membrane protein complex
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Pathways

Mismatch repair
HTLV-I infection
Homologous recombination

Thyroid cancer
Base excision repair

DNA replication

Bladder cancer
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Sphingolipid metabolism
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GO Terms

regulation of cholesterol transport

Golgi vesicle transport

positive regulation of cholesterol transport

fatty acid homeostasis

regulation of cell-cell adhesion involved in gastrulation
response to lipopolysaccharide

regulation of immune system process

GTPase regulator activity

R-SMAD binding

transcription factor activity, sequence-specific DNA binding

RNA polymerase Il transcription factor activity, sequence-specific..

interleukin-1 receptor binding
mitochondrial protein complex
trans-Golgi network transport vesicle
endoplasmic reticulum-Golgi intermediate compartment membrane
COPI-coated vesicle
lipopolysaccharide receptor complex
transcription factor complex

o

N

4
Gene Number

»

JD15 vs JD250

Biological Process
Molecular Function

Cellular Process



Nucleotide excision repair
Hepatitis B
Mismatch repair

Epstein-Barr virus infection |

Homologous recombination
Base excision repair

DNA replication

Ubiquitin mediated proteolysis
HTLV-I infection
Non-alcoholic fatty liver disease
(NAFLD)
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Biosynthesis of amino acids
Protein digestion and absorption
Pathways in cancer

Pyrimidine metabolism

Sulfur relay system
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Insulin resistance
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GO Terms

positive regulation of macromolecule biosynthetic process
carbohydrate phosphorylation

7-methylguanosine RNA capping

vesicle targeting, to, from or within Golgi

spliceosomal tri-snRNP complex assembly

regulation of interferon-alpha production

RNA processing

basal RNA polymerase Il transcription machinery binding
GABA-A receptor activity

calcium-dependent cysteine-type endopeptidase activity
tRNA-specific ribonuclease activity

sodium-independent organic anion transmembrane transporter activity
lysophospholipid acyltransferase activity
ribonucleoprotein complex binding

trans-Golgi network transport vesicle
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endoplasmic reticulum-Golgi intermediate compartment membrane
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