Jodoobotoddoood

OOOwriter OO0 OOOO

0000 O O https://www.iikx.com/news/progress/12292.html

Jdoooobotdbouobooboobouonoobouobouoboood

guooobobuogoooog

goboboobbuoogooobbobbbugoogobobbboooogdooboon
goobobobbooooooobbobbboooodoobbbobboooooobbbbbuoo
gobbobbbodgogobobbobbodooouobboobbooooooseliaAshooggn
gooooooo

guooobbouogdgslAstbbgogooboobogooooooboooooooon
gobbobbboooogobobbbodgoooboboobboooooouboobbouga

gobbobobbogoooobbobbbdooooobobbibdoouubbnbsdndd
goobobobbooooooobbobbboooodoobbbobboooooobbbbbuoo
gobboobbbuoooooobobbodado

1/3



guooubobbgoooobbobogogoobbbbooooobbbboooooboobn
OO0000b00obOobDOiumind DOHI-COOOOOOOO262GhbOOO0OOOOCHMODO
guooobbtuoooobbobooooouNIgoooobbgoooooobbd
0110000 00 0O O scaffoldd 287.96Mb0 superscaffolds N500 227.38Mb0 D O D OO0 OO O
OO0D0D0ooes79%000BusCoU oo CcHMU OO OO DD O96.4%0 O HN1D O O
goosilnduddoboooodyeesd 0D DDUOO0OOND88.9%0 U HNLL 68.8%0
goooobocHMUOUOOoOoOHNID DD DOO00oooooboobbooooooooo
gopboooo

Pel et al Mortkcufture Recsarch (2021)8:5 ]
hetod o orgi 10102814 . Horticulture Puesearcg
ARTICLE Open Access

Genome and transcriptome of Papaver somniferum
Chinese landrace CHM indicates that massive
genome expansion contributes to high
benzylisoquinoline alkaloid biosynthesis

Li Pei', Baishi Wang'?, Jian Ye', Xiaodi Hu®, Libong Fu’, Kui L, Zhiyu M™%, Zhenlong Wang®, Yujie Wei®, Luye Shi®,
Ying Zhang', Xue Bai', Mengwan liang®, Shuhui Wang”, Chunling Ma®, Shujin L?, Kaitii Lia®, Wanshui Li' and
Bin Cong’

Abstract

Opdumn poppy (Papaver somnfferum) is a sowrce of morphine, codeine, and semisynthetic derivatives, including
axyicodone and naltresone. Here, we report the de novo assembly and genomic analysis of P somniferwm traditional
landrace “Chinese Herbal Medicine”. Variations betwesn the 262 Gh CHM genome and that of the presdously
sequenced high moscaping 1 (HM1) variety were also explored. Among #2668 protein-coding genes, we functionally
anmotated 38.9%, compared to 688% reported in the HM1 genome. Gene family and 40Ty comparative anakyses with
three other Papaveraceas species revealed that opium poppy underwent two whole-genome duplication (WGE)
events. The first of these, in ancestral Ranunculales, expanded gene families related to characteristic secondany
metabolite production and disease resistance. The mare recent species-specific WGD mediated by transposable
elements resulted in masshve genome expansion. Genes carrying structural variations and large-sffect variants
assoCiated with agronomically different phenotypes between CHM and HM1 that wers identified throwgh our
transcriptomic comparison of multiple organs and developmental stages can emable the dewelopment of new
variaties. These genomic and transcriptomic analyses will provide a valuable resource that informs future basic and
agricultural studies of the opium poppy.

gbooobobooboobboobo4omvbooboooboobboooboobbonobwe
poododobowebooogooooboobooooooobobbooooooobooobo
gooobobooboobboobooboboobowebooboooboooboobooo
gobobobbbooooooboslAsU0gonoooboooooooobon

gooboobboooocHMUBANID DO D DOO0OO0OO00oobobboooooooobon
gobbobbbougooobobbbbuodoooobboobodogg

gobbobbbugooobobbobbodoogobbobbuoooouoboboobobboogg

2/3



guoooobogd

guooubobbgoooobbobogogoobbbbooooobbbboooooboobn
goboboooboodgdg

0000000 https://doi.org/10.1038/s41438-020-00435-5
gobbobbbugoogbobobbbodgooobbobbuoooooouboobobougg
gobobobobboooooobbobbbodoodoobbobobboooooobbobbbuoo

0000000000 O shouguan@stimes.cnld
doboogoooboooobn

OO0 0000 000 https:.//www.iikx.com/news/progress/

D000 0o0o0ODOoO0O00000000UooOddiikx.comd O

3/3


https://www.iikx.com
http://www.tcpdf.org

