FATTY ACID BIOSYNTHESIS

Fatty Acid Biosynthesis

[czi5

Sr—
Tt len

3 Onsmacst ol

[ =)

B
C=Trrem]

S Fatty Acid Elongation
=T

G121

&
Fef |

ome1 00z
sk Lo

ek sl Ocdosor et Ocboesos sl

FATTY ACID METABOLISM

—{(Fattysid clongation
T ——~{ Glyeerolpid metbolim

Hessbomone S {7780 {TTTEI+O 16 Hecsea
il 16-Hexadecanal
FFE]
s
. Decost
ow-{Eiaro et B
Lo (52107 — e
camitine 1336 133611399
(e [Ga)ss]

oA O

Snbess ad cegradeion
afketore bodes”

8 (hcybcamer prokin]

protein]

isis 3. Dodecaiinoyh.Coh. O——] STTE}—O s i Lauro-2-inoyh Coh

Alkaze I e
°© [ L1455} Y 0 lues
1313

® o 5123 3
1-Akobol Aldehyde

O w-Hyeloxy fty ocid
Tiatat

L 118.14]
11811
00071 1913

(c) Kanehisa Laborabries

S
s )
=)

In mitclondsa (d4x<16)

AcetylCos
BubnoyiCoh
23119 23114 23119
3 3000 3200 30x0-
hexanog Co omoyi Coh ey
11211 [RVES ETYP i

By

s

Bz Jrie.,

anfar  |@den  |Eoes @
e s 0 e D e Dot
s A v = e
1313|1318 13138
HormopiGoh OctuapiCon DecsoytCon DodemoriCon | TevsbmaphCoh
[T SH—
S
-
rew———) [——
seiCon jrI——
wpcon ° Al o
o] ST

23 Debyhoscyl Coh

Eayat
Eosn)

00821713
(0) Kanehusa Laborsories

Figure S5. KEGG pathway analysis of genes that are significantly up- or down-regulated in the
pathways of fatty acid biosynthesis, metabolism, and elongation in the PL-EL comparison. In this
figure, the background non-differentially expressed proteins are shown in the light blue boxes,
whereas genes that are down-regulated are shown in the dark blue boxes.




