Table S1. Overview of Cannabis sativa Genome Assemblies and Key Assembly Metrics.

Accessio Approx Assembly Stats
Genotype / n ’ (N50,
T Ref
Assembly (NCBI/N Ge;zm contigs/scaffold Sex/Type eference / Notes
Gbo 7€ 5)
GCA_000 ~818- Draft Drug-type First draft genome; early
2011  Purple Kush
0 WP BUST 9305751 843 Mb contig/scaffold /female sequencing efforts

Scaffold N50 ~2

GCA_001 ~2859 kb; 190,122

2016  Chemdogdl Female / Highly fragmented Illumina GAII

509995.1 Mb contigs drug-type assembly
Contig N50 ~128
. GCA_001 ~585.8 : .
2016  Cannatonic 8657551 Mb kb; 11.,110 Female Early PacBio draft genome
contigs
Pineapple Contig N50
2017 Banana GCA_002 ~5122 ~51.8 kb; 18,355 Drug-type  Early PacBio draft assembly
0904351 Mb i
Bubba Kush contigs
Chromosome-
. GCA_003 ~1009.7 i Hemp /
2018 Finola 4177252 Mb level; IESO 370 fiber-type Early hemp genome assembly
GCA_000 ~891.9 Chromosome- Drug-type . . .
2018  Purple Kush 2305755 Mb lovel / female High-quality PacBio assembly
Jamaican GCA_003 ~1073.9 Contig N50  Female / .
2019 Lion DASH 6603252 Mb 381Mb  drugtype -ongTead PacBioassembly
CBDRx GCF_900 ~875.7 Scaffold N50 High-CBD Chrom.os?me—rfesolved genome;
2019 ~91.9 Mb; 1,051 cannabinoid loci mapped, ONT +
(cs10) 6261752 Mb . / female . ;
contigs INlumina hybrid assembly
Scaffold N50
Wild-type
GCA_013 ~812.5 ~83.0 Mb; . . .
2020 E;Igzl:)z 0303651 Mb Contig N50 Wild type PacBio + Hi-C assembly
' ~0.51 Mb
GCA_016 ~914.4 Scaffold NS0 Female/ High-quality chromosome

2020 Cannbio-2 ~91.5 Mb; 8,919 balanced

165845.1 Mb contigs THC-CBD assembly
Jamaican .
2020 Iiziiizn gzcﬁggllz Ni;ib Cf); ;18g 1\1}:0 Female = Annotated drug-type genome
2020 ];Iirg)z:izn %§0A0£113 ~1§/IOS 8 Ci)lfii;; 1\1250 Male Male reference genome
2020  Cannatonic (égsﬁ;gg()ll ~iii'8 Contigll:kl)SO ~128 Female PacBio assembly
2020 P]I;er:)rze GCA_D02 ~512.2 Contig NSO Drug-type PacBio assembly

Bubba Kush 090435.1 Mb ~51.8 kb



Chromosome-

GCA_025 ~796.6 _ Female / .
2022 Abacus 2397151 Mb level; N50 ~80.6 CBD-type PacBio Sequel assembly
Chromosome-
2023 Pink Pepper ?225222219 Nﬁgﬁ level; Contig F;mrile /" Hybrid ONT + PacBio + lllumina
’ N50~235Mb  F
Chromosome-
GCF_029 ~770.3 Femal
2023  Pink Pepper 168 925 1 Mb level; Scaffold :;i e/ RefSeq version; annotated genome
’ N50 ~76.98 Mb
Hawthorne GCA_051 ~699.7  Scaffold N50 .
2025 oG 9116451 Mb 762 Mb Drug-type ONT + [llumina assembly
GCA_051 ~713.2  Scaffold N50
2025  Anders CBD 9116551 Mb 744 Mb CBD-type  Draft chromosome assembly
GCA_051 ~748.3  Scaffold N50 .
2025  Anders CBD 9116751 Mb 785 Mb CBD-type  Improved assembly version
. GCA_051 ~738.6  Scaffold N50
2025  Travis CBD 9117651 Mb 78.0 Mb CBD-type Chromosome-level draft
. GCA_051 ~735.6  Scaffold N50
2025  Travis CBD 9117851 Mb 796 Mb CBD-type Improved assembly
Hawthorne GCA_051 ~682.5 Scaffold N50
2025 oG 9117051 Mb 731 Mb Drug-type Chromosome assembly
. GCA_051 ~646.0 Scaffold N50 C .
2025 Sri Lankan 9117351  Mb 633 Mb Landrace Low-contiguity diversity genome
. GCA_051 ~641.8 Scaffold N50 .
2025 Sri Lankan 9117151 Mb ~66.4 Mb Landrace Additional assembly
Punto Rojo x GCA_049 ~811.3  Scaffold N50 . .
2025 Cherry Pie 7251551  Mb 87 6 Mb Hybrid ONT + I[llumina assembly
Unnamed Complete
GCA_054 ~756.0
2026 complete _ genome; N50 — ONT + PacBio + Illumina
6427751 Mb
genome ~81.0 Mb
Unnamed Complete
A_054 ~751.
2026 complete CCA_OS >1.6 genome; N50 — High-quality complete assembly
6428151 Mb
genome ~79.7 Mb

Note: Data presented in Table 1 were compiled from publicly available records in the National Center for

Biotechnology Information (NCBI) databases.



