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Fig. S1 Distribution of IbBADH genes on sweetpotato homologous chromosomes
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Gray is used to indicate general co-localized regions; red lines indicate BADH gene pairs
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Fig. S2 Synteny analysis of inter-chromosomal relationships of IbBBADH genes



(A)

Ipomoea batatas

(B)

Ipomoea cordatotritoba
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Note: (A) Co-linearity of sweetpotato with the BADH gene of Arabidopsis thaliana;(B) Co-linearity of sweetpotato with the BADH gene
of Xiao shu ;(C) Co-linearity of sweetpotato with the BADH gene of Ipomoea triloba ;(D) Co-linearity of sweetpotato covariance with the
BADH gene of Ipomoea trifida ;

Gray is used to indicate general co-localized regions; red lines indicate BADH gene pairs
MiE 3 HESilEIT e R gt BADH EFE MM X R
Fig. S3 The collinearity of BADH gene in sweetpotato with Arabidopsis and species closely related to the
Convolvulaceae family

=Pro-BADHIa-A
CTGCTAAGTTTTCCTACTTGTACAGCAGCTTTGATAATAGGACAGCACCTC
ACATTTGAAGTAGGGTGCAATGGTCAATGCCCAAATGACAGGAGCTATGT
GCAAACACTCTTCCCTCAAATTTGAAACTATTCTTACCAGTATAAACAAGA
TGTTACCAACTTTGAGGCTCACTGCCATGAAATTGATCGGCA

WO N RILL N5 A4S X Pro-IbBADH1a-A K& 194 bp (-1609 bp £-1415bp) ; 2L bRy E 515 Bt R

BiifE/h3E B (TC-rich repeats #%.0o/F410) « AHHEMR. (MYC #0581 KOEWiIR 64 (TCT-motif #
LFFFD

Note: Blue underlines indicate primer-binding sites; Pro-IbBADH1a-A is 194bp (-1609 bp to -1415 bp);
red-highlighted sequences correspond to core motifs related to defense/stress response, cold response, and light
response
Fi[E 4 Pro-IbBADH1a-A F EXFF%
Fig. S4 IbBADH1a gene promoter segmentsand sequence of the Pro-IbBADH1a-A fragment
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Fig. S5 Preliminary regulatory model of IbBADH1a
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Table S1 Promoter cloning PCR procedure

5% YA 4
Components \Volume TEIRFAE (Cycles)
Mix 25 pL
Pro-IbBADH1a-F 2 uL A 95°C 15s
Pro-IbBADH1a-R 2 uL 1Bk 55°C 15s
X-18 (DNA) 1uL JEAH 72°C 1 min
ddH,0 20 puL ZEFLAif 72°C 5 min
SARFR 50 uL IRAF 4°C o0

W2 2 prH s s i

Table S2 Sequences of primers and their roles

5 ¥R SI¥F5 (53" A&
Primername Primersequence (5'-3") Application
Pro-IbBADH1a-F TCCAGTTGATTCACACAGTAAG Pro-lIbBADH1a J& 31+ 75
Pro-lbBADH1a-R TAAATAGTAATGCCTATCCGTGGC ]
Pro-IbBADH1a-Kpn I-F GGGGTACCCTGCTAAGTTTTCCTACT Pro-IbBADH1a Bt JH 3l F /%
Pro-IbBADH1a-Sal I-R GCGTCGACTGCCGATCAATTTCATGG H4
PADAI-F GCTCCTTCCTTCGTTCTTCCTTC 5 2 2T b I R T VR
PADAI-R CGGCTACATGGCAGTTTGGAG PCR % 5&
T7-F TAATACGACTCACTATAGGGC o 1 e
3'AD-R AGATGGTGCACGATGCACAG RERERIE DAL 2

B4 3 T RE 7T P BH % v Bt 48 52 (1) PCR A R
Table S3 PCR System for Identification of Positive Clones in Yeast Screening Library

R4 AR R BEFESF (30X)
Components Volume ReactionProgram(30x)
Mix 25 L THAR 95 °C 2min
T7 -F 2L AR 95°C 15s
3'AD-R 2L 1Bk 59 °C 15s
T BH BE DNA R 1 A 72°C 1 min
ddH,0 20 L 2 SE A 72°C 5min
SRR 50 pl TRAF 4°C 0

Bt

B 1 YIH BBkt (B NE )

1. HUEFEREESZ A 100 pL, AN 10 ul FAE 1% [) Carrier DNA (357K 5 min, K 5 min
HEWIR) , KT 100 ng HEFRL (GMEALBREBONA 1 pg) , BERIRA.

2. A 300 ul 1xPEG/LiAc, JR%].



. 30T /K¥5 30 min, & 10 min b NI IR A —IK.

. BN 20 ul DMSO, #EIR].

. 42 T KB 15 min, & 5 min L TRNEEIES— K.

. EEE 15s, FEE LW, U 1 ml YPD Plus EUE K, £ 30T #EIK 250 rpm 4R %44 3%
1h.

7. EEEL 158, Fik b

8. JIA 100 pl 0.9% NaCl B &2 B1A, IRAT T AH BRI 7R3 b

9. 30C R E 9% 3-5d, EFHMETREK L.

o O bW

B 2 BERFER A SO (R R 105

1. ¥ Y1HGold (pBait-AbAi) F#EFE AE SD/-Ura TR b Z FIRIZk, 30°CHEIE K5 3-5d
REH, BHEHRGEKE.

2. BB ST s RN T 3 mL [ YPDA K538, 30°C, 250 rpm %155 8 h.

3. WHL 90 pL B A 50 mL YPDA Rt (250 mL =) , 30°C, 230-250 rpm E#
i 7% 16-20 h, % 0D600 & 0.15-0.3.

4, EJ 700 g B0 5min, FE_LIECE FA.

5. J1 100 mL YPDA WifkRs a3t | 2R AL, 30°C, 230-250 rpm iZ%157% 3-5 h, % OD600
4 0.4-0.5.

6. =i 700 g B0 5 min WEEE A, 355 LIEHH 60 mL TCE & & 7K EEREE.

7. R 700 g B5.0 5 min SRR, FE EEHHH 3 mL LIXTE/LiAC ¥R E S RE;  [FE
# Carrier DNA FAZ M/ 7K

8. s 158, UM, I 600 uL1.1xTE/LiAc Hak 1Ak

9. MIN 10 png BERESCZEF K, 50 pL FAS 1) Carrier DNA, #4218 %].

10. B0 2.5 mL 1<PEG/LiAc, TE%].

11. 30 °C/K¥% 45 min, 4 15 min & FEIEIRE]—IR.

12. I 160 uL DMSO, #42i8%].

13, 42 °C/K¥E#H 20 min, 4 10 min L FEUETR AT —IK.

14, 700 g &0 5 min, W,

15. O 3ml YPD Plus, 30 °CHR% %77 90 min.

16. 700 g &0 5 min, W,

17+ A 0.9% NaCl BVFpk, BAMAEFN 6 ml iikA T SD/-Leu/AbA il [, 150 puL/k,
250 He; 1F 30 °CIEIRFE TR TR 3-5do FFHATLREAKAIIH 5E R

18 K T b A H (%) B e e A B[R () i ke 15 7 2k SD/-Leu/AbA E kAT — Ik Tk .
19, FREUAE KB HIBH I 5E B AT PCR %7€



