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Supplementary Figure 1. Gene Ontology classification according to Cellular Component
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Supplementary Figure 2. Gene Ontology classification according to Biological Process
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Supplementary Figure 4. KEGG metabolic pathway of plant hormone signal transduction obtained with mango Kent mesocarp transcriptome data.
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Supplementary Figure 5. KEGG metabolic pathway of terpenoid backbone biosynthesis obtained with mango Kent mesocarp transcriptome data.
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Supplementary Figure 6. KEGG metabolic pathway of galactose metabolism obtained with mango Kent mesocarp transcriptome data.




I TERPENOID BACKBONE BIOSYNTHESIS

Acetyl-Coks

Ievalonate pathway

MEPDOXP pathway

O Acetoacetyl-Cols

[z3310]
L 2.0 Methst-
D-srythritol 4 phosphate
Etiye

S E o D il

Rubber Isopent

Sesquiterperncidand o T
ml:qrpemxﬁbmsynﬁwm A 25192

® Decaprenyl-PP O

1 2 6
Polypreny-FP G [2.51.383]

|
|
h—m R EETE
|

(ZE)-Fawesyl- PP

Famesal trans-Famesol. (E.E)-Famesyl-P
P —————— »Q Yo M o

—————— | Diterpenoid biosynthesis
111216 3176 |

—t>( Carotenoid biosynthesis
1235 || 183
Fmsy[g Steroid biosynthesis }
el (251%9] [13183] [25485) [25184]
I
S22, 2518 . S—
Puotein Ctenvital - protin C-teruinal S-farmesyi protein Hexapeng PP
iwz&&c“mm S-famesyl-L-cysteine b
Ot
o Y — / 251 =0 i is- Phyty-PP | Hona-
Carotenoid biosynthesis 0] ; - ['m?ns'hem‘i - ytyl et

|
|
|
|
|
|
‘ \
N-Glyean e O——— — \
binsy%cihesis <l o “(E)h:l - Dg 25.187 2.5.190 oo O - 1‘ |
olichol.] 5
irarep cprgh P ‘
‘ Vv
A\ Ubitguinone and other
S 25131 25191 O-—————= = tex]:helnnid-qnimm biosynthesis
ly-cis- Decaprenyl-PP

di-trans, po|
Undecaprend- PP
00900 211214 .
{c) Kanehisa Laboratories

Supplementary Figure 7. KEGG metabolic pathway of terpenoid backbone biosynthesis obtained with mango Kent mesocarp transcriptome data.



| caroTENOID BIOSYNTHESIS |

Terpenoid backbone
b rgn'}\.es

34 Dek Ay Xy- 2Ksto- 2,2-Diketo-
| Fames PP Prescqualens-PP 44 Dmm- &ﬁ’;ﬁ'}ém fﬁogﬁp"' n "dm tho Rhodovibrin spnyqﬁﬂx%nmm Spirilloxanthin___ spirilloxanthin___ spirilloxanthi
k___bo_i Catd F*0—] Catd I—’O—l o w0 o glumsm ~— D |—>o—| CrF l—bo—i e |wo—{ cup »O—{ cF |»O—{ cna wO—{ Cus RO

3 4 Nomual-
-PP | Diapocarotene biosynthesis | ﬁy?a’f‘o’;d}.? - 3}",5.Dm¥lunm. - spirilloxanthin pathway
dovib nusual-
o[-0 {cm -5 CF_}»O—{ Gt O CF O ooy | spmlloxanthin pathoay
Rhodopinal Rhodopi
Shphjﬂnxanthm Glycosyl 4,4 d.lapo- 4.4- Dlapn- 44 Diapo- |:1:| L
O Prephytoene-PP neirosporenoate newosporenic acid  lycopenedial CriC 5-Carotene =-Carotene
O O
i Lutin biosyuthesis
159.dicis-  9159igis-  9,9-Diccis- 7.9,9tricis- 79,79 tetra- wCaotene [y7s | Zeinoxanthin .
Phyhﬂuene ﬁCamhem E;-Camhem Neurosporene cis- Lycopene (25,25)-Oscillol CriL-b GRS O LUTL Lutein
1355 O—{521.12®0—] 1356 F»0— 1356 F»0—{521.13 2D 280 Sgsﬁ)%fmm) B —
-L-1ucos!
13997 13993 13902 LUTI =
1395] phyofiens [1398]  ecCuobne  [139%] Newosporene (139925 s Dk Mp.,_ —
Phytoene O———1399 0}—»-0———{1399. 0} ——»-0——1300 0} —»~ 139930} —— - [1399.70] o—_—» (ca0-2] O——{¥LO-1 —0 Neurnsporaxanthin
139931 139931 139931 139931 VOF Rg-Ketl  Thiothece-474 N
1355 1355 1356 1356 O
HLb | CrtY Okenone
Okenone pathway
Chlorobactene
o+— U | N Rg-Keto Il :
Thermo- Zeaxanthin
y-Carotene i e djgalxuzgsjde Nostoxanthin
Retinol retabolisra Capsanthin Capsorubin
;plﬂmﬁem cny [ C [CnLb Jeny | [53993) [539935]
Crus/P [ AL2 ] I T P
yrlroxy- H gy_ | Low-lighit conglition
mumspotene c acte: ne Strigolactone 1.1413%0 1141390
sgm | Be | Ty e
Zeacarotene Q O ———=====2= » nthera-
2 CrtZ 1 CiZ xanthin
Rumue P-Cryptpxanthin ‘k—l 11093 I—Jt—| 11093
Deneti. 8 52114 | e— T EE
[CrLb | { [cno J[ cnw | [caw [ caw | Criw
Q 9.cis-B-Carotene __Xamhophy].l cycle
¥ 9-cis-
O Hydroxy- 1'-Hyuroxy- Echinenone ( O Ldonixanthin Violaxanthin ¢
Hydroxy- 3 nixan
2 s 7.8 Dihyelo- e il -cis-10-Apo- Abscisic alcokol
O O Spheroidene f-carotene -carotenal 3 Hydhoxy-
¥ echinenong )
25)-Dr 1 O 2'S)-Deoxyruyxol 5 @ Absc}saﬁ R
5 3 o m’:‘ o S-o.-L- fucoside Calactone Kanthoxic acid
a.-L w:osxde) | O J[cnw | [caw ][ cnw |
¥ & oz Asta Abscisis acid biosynthesis
(3R 25)Myzol L2 7 xanthin
IR, 2'S)-M "o-Lfucoside Q@ 8-H, 3 Xy-
O
. Spii_ 03—rx CrtW abscghg > Phaseic acid p}\asygxcoac}{d
?ﬁﬁmm Spheroidenone a-L-fucoside) Astaxanthin biosynthesis O
[o) Astaxanthin
Myxol diester o Abscisic acid
biosynthesis 535 25 d-Kewmyxol Strigol glucose ester
L-fucoside
00906 1127114
(c) Kanehisa Laboratories

Supplementary Figure 8. KEGG metabolic pathway of carotenoid biosynthesis obtained with mango Kent mesocarp transcriptome data.
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Supplementary Figure 9. Differential expressed genes in mango Kent mesocarp transcriptome



