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Non Graphical Solutions to Scree Test

Components

E
ig

en
va

lu
es

Eigenvalues (>mean  =  14 )
Parallel Analysis (n =  10 )
Optimal Coordinates (n =  10 )
Acceleration Factor (n =  1 )

 (OC)

 (AF)

B)

C)

Factor1

Factor2

Factor3

Factor4

Factor5

Factor6

Factor7

Factor8

Factor9

Factor10

−5

0

5

median of
factor score
coefficient

F8, n=245

F2, n=34

F5, n=100

F1, n=604

F4, n=213

F6, n=376

F7, n=1200

NS, n=7716

NS, n=2403

F3, n=408

MF: cAMP response element binding, AU-rich element binding
CC: endosomal membrane, ubiquitin ligase complex
BP:  neg. reg. of cellular response, neg. reg. of transmembrane receptor

MF: ubiquitin-like transferase activity, SMAD binding
CC: ubiquitin ligase complex, cytoplasmic ribonucleoprotein granule
BP: neg. reg. of translation - ncRNA, gene silencing by miRNA 

MF: GTP binding, guanyl ribonucleotide binding, phosphoprotein binding
CC: pigment granule, cell-substrate junction, nuclear envelope
BP: reg. of establishment of protein localization, post-transcriptional reg. of gene expression

MF: 
CC: 
BP: regulation of intracellular transport

MF: structural constituent of nuclear pore, nucleocytoplasmic transporter activity
CC: microtubule organizing center part, spindle pole
BP: establishment of RNA localization, chromosome segregation

MF: phosphatidic acid binding, protein kinase A binding
CC: coated vesicle membrane, endocytic vesicle
BP: ER to Golgi vesicle-mediated transport, protein localization to endosome

MF: transcription factor binding, helicase activity
CC: plasma membrane region, cell leading edge
BP: histone modification, peptidyl-lysine modification

MF: transmembrane transporter activity, endopeptidase activity
CC: mitochondrial matrix, ribosomal subunit
BP: translational termination, mitochondrial respiratory chain complex

genes
assigned to: Top 2 significant GO enrichments for each Ontology class

long-noncoding RNAs: NEAT1, JPX, MALAT1, PVT
primary miRNAs: MIR99AHG, MIR181A1HG


