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Supplementary Figure 1. A phylogenetic tree of CsCYP79Bs and AtCYP79B family. 

(A) Phylogenetic tree of potential CY79Bs in Camelina. The tree was constructed with Maximum Likelihood method and Poisson correction model. Bootstrap with 1000 replicates was performed. (B) Alignment of AtCYP79B2 and its homologs from Camelina. Conserved motifs for CYP79 family protein were labeled with black lines. 
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Supplementary Figure 2. Soil-grown Camelina plants overexpressing AtCYP79B2 display morphological phenotypes distinguishable from wild type.
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ACYPTSB2 uNTFTSNSSE LR ITRTETS SFSTLY LLETLOAFVAIRIL VML LKEUETOPRKKK PLPPGPTGWP | 1M 1 PRMLESRPVE
csat0g002730 wnTeTsnss[E L gETlTETssEsTUv U ClTiaarvA fiovi L kfiliTorBkkk pdiprarTowe 1 1oM 1 Pl RsrPvE
Ceat2g003200 wnTeTsnss IRETRTETssesTovCilriaarva ffovi CkfilirorBkkkeBippceTowe 1 iomi ol Bsrev e
Csat2goo2es0 mnTFTsnsSIL[RERTMTETssEsTUY CCTLaarvAiflivie ckUiTorBkkkpBiprceTowe 1 iom i Pl ESRPVE
caattgoososo MnTFTsNsSCIIATMTETs sEsTUY CliTCoarva bl v ckilTorBkkkpBiprceTowe 1 iom i Pl BsrevE

ACYPT982 RWLHS IMKQLNTE | ACVRILGNTHY | TVTCPK | AREJLKQQDALFASRPLTYAGK | LSNGYKTCV | TPFGDQFKKMRKYVM
Csat0g002730 RWLHS IMKQLNTE | ACVIILGNTHV | TVTCPK | ARESLKQQDALFASRPLTYAQK | LSNGYKTCV I TPFGDQFKKMRKY VM
5129003200 RWLHS IMKQUNTE | AGVIILGNTHV I TVTCPK I AREMLKQQDALFASRPLTYAQK | LSNGYKTCV I TPFGDQFKKMRKY VM
Csal2g002690 RWLHS IMKQLNTE [ ACVIJLGNTHY | TVTCPK | AREQJLKQQDALFASRPLTYAQK | LSNGYKTCV | TPFGDQFKKMRKVVM
Csal19003080 RWLHS IMKQLNTE I ACVIILGNTHY I TVTCPK | AREJILKQQDALFASRPLTYAQK | LSNGYKTCV I TPFGDQFKKMRKVVM

ACYPTSB2 TE LVCPARHRWLHQKRSEENDHL TAWY Y NMEKNSGSVDF R FMTRHYCGNA | KKLMEGTRTFSKNTAPDGGPTVEDVEHME
Csa10g002730 T E LVGPARHRWLHQKRSEENDHLTAWV Y NMIKNSGSVDF R FMTRHYCGNA IKKLMFGTRTFSKNTAPDGGP TVEDVEHME
Caa12g003200 T E LVCPARHRWLHQKRSEENDHLTAWY Y NMIKNSGS VDF R FMTRHYCGNA I KK LMFGTRTFSKNTAPDGGP TVEDVEHME
Csal29002690 TELVCPARHRWLHQKRSEENDHL TAWY Y NMBKNSGSVDF R FMTRHYCGNA | KKLMFGTRTFSKNTAPDGGPTVEDVEHME
Csal1g003080 TELVCPARHRWLHQKRSEENDHL TAWY Y NMUKNSGSVOF R FMTRHYCGNA | KKLMFGTRTFSKNTAPDGGPTVEDVEHME

ACYPTSB2 AMFEALGFTF AFCSDYLPMLTGLDLNGHEK IMRESSA I MDKYHDP | |DER | KMWREGKRTQ I EDFLD | F IS 1KDEQGNP
Csa10g002730 AMFEALGFTFAFC | SOYLPMLTGLDLUNGHEK IMRESSA IMDKYHOP | | DER | KMWREGKRTQI EDFLD | F 1S | KDEGGNP.
Csaf2g003200 AMFEALGFTFAFC I SDYLPMLTGLDLNGHEK IMRESSA IMDKYHDP | | DER | KMWREGKRTQ I EDFLD I F IS | KDEQGNP.
Csal2g002690 AMFEALGFTFAFCISDYLPMLTGLDLNGHEK IMRESSA IMDKYHDP | IDER | KMWREGKRTQIEDFLD | F IS 1KDEQGNP
Csa11g003080 AMFEALGFTFAFCISDYLPMLTGLDLNGHEK IMRESSA IMDKYHDP | IDER | KMWREGKRTQI EDFLD | F IS 1KDEQGNP

ne
ACYPT9B2L L TADE | KPT | KELVMAAPDNFSNAYEWAMAEMVNKPE | LRKAMEE | DRVVGKE RLVQESD I PKLNYVKA | LREAFRLHP
Cs410g002730 L L TADE | KP T | KELVMAAPDNPSNAV EWAMAEMVNKPE | LRKAMEE | DRVVGKERLVQESD | PKLNYVKA | LREAFRLHP
Csat2g003200 L L TADE | KP T | KELVMAAPDNPSNAY EWAMAEMVNKPE | LRKAMEE | DRVVGKERLVQESD | PKLNYVKA | LREAFRLHP
Csal29002690 L L TADE | KPT | KELVMAAPDNPSNAVEWAMAEMYNKPE | L RKAMEE | DRVVGKE RLVQESD | PKLNYVKA | LREAFRLHP
Csal19003080 L L TADE | KPT | KELVMAAPDNPSNAVEWAMAEMVNKPE | LRKAMEE | DRVVGKE RLVQESD I PKLNYVKA | LREAFRLHP
[ '
FxPERH SFSTGKRGCAA
ACYPT9B2V AAFNLPHVA LEDTTVAGYH | PKGSQV L LSRYGLGRNPKVWADPLEFKPERHLNECSEVTLTENDLRF | SFSTGKRGCAA
Csa109002730 v AAFNLPHVA LADTTVAGYH | PKGSQV L LSRYGLGRNPKVWADPLF KPERHLNECSEVTLTENDLRF | SFSTGKRGCAA
Csa129003200 v AAFNLPHVA LADTTVAGYH | PKGSQV L LSRYGLGRNPKVWADP LRFKPERHLNEGSEVTLTENDLRF | SFSTGKRGCAA
Csat2g002090 V AAFNLPHVA LD TTVAGYH | PKGSQV L LSRYGLGRNPKVWADP LBFKPERHUNECSEVTLTENDLRF | SFSTGKRGCAA
Csat1g003080 V AAFNLPHVA LD TTVAGYH | PKGSQV L LSRYGLGRNPKVWADP LBFKPERHUNECSEVTLTENDLRF | SFSTGKRGCAA

ACYPT982P A LGJAL TTMMLARL LQGF TWKLPENE TRVELMESSHOMF L AKPLVMVGRIRLP EHLYPTVK
Csa10g002730 P ALGRIAL TTMMLARL LQGF TWKL PN TRVE LMESSHOMF L AKPLVMVGREIRLP EHLYPTVK
Csa129003200 P A LGRIAL TTMMLARL LaGF TWK L PN TRVE LMESSHOMF L AKPLVMVGRIIRLP EHLYPTVK
Csa12g002090 P A LGHAL TTMMLARL LQGF TWKLPINE TRVELMESSHOMF L AKP LVMVGRIIRLPEHLYPTVK
Csat19003080 P A LGIBAL T TMMLARL LQGF TWKL PINE TRVE LMESSHOMF L AKPLVMVGITARLP EHLYPTVK
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Supplementary Figure 3. Phenylpropanoid contents in seedlings and cotyledons.
Chlorogenic acid contents and the total sum of peak 1, 2 and 3 in seedlings (A, B) and cotyledons (C, D) of the AtCYP79 overexpression lines compared with wild type are shown. Cotyledon and leaf samples were collected from 2-week-old soil grown plants and seedlings were grown on MS plates for 7 days. Data represent mean ± SE from three independent biological replicates. * represents P < 0.05 (two-tailed student’s t-test) when compared with wild type. 

Supplementary Table 1. A Diagnostic MRM transitions and optimized instrument setting for IAA quantification 

	Compound
	MRM transition
	CE (V)
	RF (V)
	Retention time (min)
	LOD (fmol)
	Linear range (pmol)/R2

	IAA
	175.983 > 130.071

> 103.071

> 77.000
	17.258

33.138

45.101
	47.237
	3.65 ± 0.051
	5.0
	0.01-500/0.9999

	[13C6]-IAA
	181.933 > 136.000

> 109.000

> 81.000
	16.710

33.012

43.248
	49.461
	
	
	


Supplementary Table 2. Sequence identities among Arabidopsis KFBs and Camelina KFBs

	Group
	Gene name
	AtKFB1 (%)
	AtKFB20 (%)
	AtKFB39 (%)
	AtKFB50 (%)

	CsKFB1-like
	Csa17g021220
	89
	70
	36
	34

	
	Csa03g019430
	88
	68
	35
	34

	
	Csa14g018700
	87
	66
	36
	34

	CsKFB20-like
	Csa09g094570
	67
	81
	31
	33

	
	Csa07g059430
	67
	83
	31
	34

	CsKFB39-like
	Csa06g050450
	39
	37
	79
	63

	
	Csa05g006160
	37
	36
	78
	62

	
	Csa04g061960
	38
	36
	77
	61

	CsKFB50-like
	Csa07g005130
	37
	35
	59
	85

	
	Csa05g091560
	36
	36
	60
	86

	
	Csa16g006020
	35
	34
	59
	85


Supplementary Table 3. Transcript abundance of CsKFBs in Camelina wild type. 
	Gene
	Ct value (mean ± sd)

	CsKFB1-like
	24.06 ± 0.257829

	CsKFB20-like
	23.34 ± 0.298016

	CsKFB39-like
	26.47 ± 0.122349

	CsKFB50-like
	21.65 ± 0.202467


Supplementary Table 4. The list of primers used for this study

	Primer Name
	Sequence (5’ -> 3’)

	P1
	ACGAACAAGGCAACCCATTGCTTAC

	P2
	GGGATGTCGGATTCTTGAACGAGTCTC

	P3
	ACA ATT TCC CGC TCT GCT GTT GTG

	P4
	AGG GTT TCT CTC TTC CAC ATG CCA

	P9
	GATGTGTCTACGTGGCAGTGGG

	P10
	CACTTTCTTCCACGTGTCGTTCGT

	P19
	GGGGACAAGTTTGTACAAAAAAG

CAGGCTTCATGGTAGTGTCAAAGAAGAAATC

	P20
	GGGGACCACTTTGTACAAGAAAGC

TGGGTTTTTAGACATAGATTGAAGAATAAGAAAAAG

	P47
	TGGTGGAGCCTTACAACGCTACTT

	P48
	TTCACAGCAAGCTTACGGAGGTCA

	P98
	ACGTGGCATAAAGTTGGGGAG

	P99
	GAAGCAACCAGCTTGAACGTG

	P100
	GAAGACGGGAAGTTCAGTTTTCGC

	P101
	GGAAGAGTAGAGAAAGCTGAAGGTAT

	P102
	GTTATGGAGACGATTAGGCTCCC

	P103
	GAAGACTCGAAAAACCAGAGGGAG

	P121
	GCTTCACGAGATGGATCCGTTAC

	P122
	GAGTTGATCTCACGCTCGAT

	P125
	GAGTCGGAGCTGAGATTGCTTC

	P126
	GTTTTCCATCAGAAATCGCAGAC
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