Cellular Component terms for the longest genes
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Supplementary Figure 3A.
Cellular Component terms found associated to genes with the longest transcript length (5%). The significance
level was p<0.05 and the FDR was set at 0.05. FDR estimation was done using the Benjamini-Hochberg method.



Molecular Function terms for the longest genes
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Supplementary Figure 3B.
Molecular Function terms found associated to genes with the longest transcript length (5%). The significance level
was p<0.05 and the FDR was set at 0.05. FDR estimation was done using the Benjamini-Hochberg method.



Cellular Component terms for the smallest genes

Supplementary Figure 3C.
Cellular Component terms found associated to genes with the smallest transcript length (5%). The significance
level was p<0.05 and the FDR was set at 0.05. FDR estimation was done using the Benjamini-Hochberg method.



Molecular Function terms for the smallest genes

heme-copper
terminal

|
oxidase
_— -hen’i';'r‘:g;‘)'per-
terminal

oxidase
activity

oredur
activity,
acting

[ | L
e
structural
constituent

of
ribosome

lorganic
acid
jbinding

binding
electron
. oxygen
carrier |>Y9

binding
activity

] ]
unfolded

— . _ T (e

enzyme inhibitor peptidase cytokine g

receptor binding| & | e

activity requlator activity

Supplementary Figure 3D.
Molecular Function terms found associated to genes with the smallest transcript length (5%). The significance

level was p<0.05 and the FDR was set at 0.05. FDR estimation was done using the Benjamini-Hochberg method.



Biological Process terms for the top 10% longest genes
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Supplementary Figure 3E.
Biological Process terms found associated to genes with the longest transcript length (10%). The significance level
was p<0.05 and the FDR was set at 0.05. FDR estimation was done using the Benjamini-Hochberg method.



Cellular Component terms for the top 10% longest genes
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Supplementary Figure 3F.

Cellular Component terms found associated to genes with the longest transcript length (10%). The significance
level was p<0.05 and the FDR was set at 0.05. FDR estimation was done using the Benjamini-Hochberg method.



Molecular Function terms for the top 10% longest genes
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Supplementary Figure 3G.
Molecular Function terms found associated to genes with the longest transcript length (10%). The significance
level was p<0.05 and the FDR was set at 0.05. FDR estimation was done using the Benjamini-Hochberg method.



Biological Process terms for the top 10% smallest genes
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Supplementary Figure 3H.
Biological Process terms found associated to genes with the smallest transcript length (10%). The significance
level was p<0.05 and the FDR was set at 0.05. FDR estimation was done using the Benjamini-Hochberg method.



Cellular Component terms for the top 10% smallest genes
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Supplementary Figure 3l.

Cellular Component terms found associated to genes with the smallest transcript length (10%). The significance
level was p<0.05 and the FDR was set at 0.05. FDR estimation was done using the Benjamini-Hochberg method.



Molecular Function terms for the top 10% smallest genes
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Supplementary Figure 3].
Molecular Function terms found associated to genes with the smallest transcript length (10%). The significance
level was p<0.05 and the FDR was set at 0.05. FDR estimation was done using the Benjamini-Hochberg method.



