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IQA biosynthetic enzymes clade
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California poppy has diversified cytochrome P450
CYP82 family
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Eschscholzia californica draft genome assembly statistics

Draft Predicted genes
genome
sequence
(ECA r1.0)
(ECA_r1.0_cds_ (ECA_rl1.0_cds)
brakerl)
Total Number of 53,253 93,339 41,612
sequences
Total length (b) 489,064,912 86,538,158 42,739,276
Average (b) 9,184 927 1,027
Maximum (b) 4,249,866 16,281 16,281
Minimum (b) 300 30 150
N50 (b) 752,971 1,263 1,329
G+ C% 36.5 41.2 40.9
=500 | Number of 37,795 59,645 30,683
b sequences
Total length (b) 482,984,812 74,697,139 38,761,101
Average (b) 12,779 1,252 1,263
=1kb | Number of 15,580 29,617 16,617
sequences
Total length (b) 467,061,688 53,254,023 28,552,063
Average (b) 29978 1,798 1,718
=5kb | Number of 2,223 199 141
sequences
Total length (b) 444,303,297 1,266,048 935,853
Average (b) 199,867 6,362 6,637
K2 RESNTJ LEIICIE. CNFETICEFRSNIZESHKELFINETEFN TV,
Query Accession number Function Location (gene no)
Ec60MT BAM37634.1 putative norcoclaurine 6-O-methyltransferase Eea s¢194712.1 g1010.1
CjCNMT BAB71802.1 coclaurine N-methyltransferase Eeca sc 011375.1_g0250.1
EcCYP80BI AAC39453.1 (S)-N-methylcoclaurine 3-hydroxylase Eca_sc 000252.1 g1280.1
Ec4OMT BAM37633.1 3-hydroxy-N-methylcoclaurine-4-O-methyltransferase | Eca s0007259.1 g0850.1
Ec7OMT BAE79723.1 reticuline 7-O-methyltransferase Eca_sc004515.1_g0040.1
EcBBE AAC39358.1 berberine bridge enzyme Eca s2194677.1 g0150.1
EcCYP719A5 BAG75113.1 cheilanthifoline synthase Eea_sc001365.1 g0730.1
EcCYP719A2 AC090219.1 stylopine synthase Eea s2194371.1 g0100.1
EcCYP719A3 BAD98249.1 stylopine/canadine synthase Eca_sc007505.1 g0100.1
EcTNMT AC090222.1 tetrahydroprotoberberine N-methyltransferase Eea sc0031885.1 20280.1
EcCYP82N5 - (S)-N-methylstylopine 14-hydroxylase Eca_sc001139.1 g1890.1
EcCYP82N2v2 BAK20464.1 protopine 6-hydroxylase Eca sc194758.1 g0720.1
EcSAREDI1 ADE41047.1 sanguinarine reductase Eeca sc003017.1 g0750.1
PsADOXS (DBOX) | AGILA43341.1 tetrahydroprotoberbrine oxidase Eca_sc001563.1 g1610.1
G30MT LC171865 scoulerine/reticuline O-methyltransferase Eca_sc194701.1 g0110.1
G11OMT LC171864 10-hydroxydihydrosanguinarine O-methyltransferase Eeca_sc001053.1 g0120.1
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RIZILAYVF U T7ILAOA REEMKEERE L TIE. CYP80, CYP82, CYP719 MCNEFTICAE=NT
AR

A E A E
CYP51 2 1 CYP96 14 11
CYP71 53 27 CYP97 3 1
CYP72 10 2 CYP98 3 2
CYP73 1 2 CYP701 1 1
CYP74 2 6 CYP702 6 0
CYP75 | 1 CYP703 1 1
CYP76 8 1 CYP704 3 0
CYP77 5 4 CYP705 30 0
CYP78 6 10 CYP706 7 0
CYP79 8 11 CYP707 4 -
CYPS80 0 2 CYP708 3 0
CYPSI 16 4 CYP709 3 0
CYPS2 5 28 CYP710) 4 1
CYPS3 2 1 CYP711 1 0
CYP84 1 12 CYP712 2 0
CYPS5 | 0 CYP714 2 0
CYPS6 10 23 CYP715 1 0
CYP87 2 2 CYP716 2 1
CYPSS 2 1 CYP718 1 3
CYP89 7 1 CYP719 0 6
CYP90 4 1 CYP720 1 2
CYP9I 2 0 CYP721 1 1
CYP92 0 4 CYP722 1 0
CYPY3 1 1 CYP724 1 1
CYP94 6 7 CYP734 1 1
CYP735 2 1
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