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· SINEs:
123	sequences from Beta and Patellifolia genomes, incl. SINEs from Chenopodium quinoa 
	and Spinacia oleracea (Schwichtenberg et al., 2016)
· LINEs:
100	Belline LINEs from B. vulgaris (Heitkam and Schmidt, 2009; Heitkam et al., 2014)
· non-autonomous LTR retrotransposons:
2	Ama Cassandra TRIMs from B. vulgaris (Maiwald et al., 2020)
58	further TRIMs from B. vulgaris (this database)
1	Coro LARD from B. corolliflora (this database)
· Ty1-copia retrotransposons:
220	Retrofit sequences:
	218	Retrofit sequences from B. vulgaris (this database)
	1	Tbv4 from B. vulgaris (Brandes et al., 1997)
	1	Paco from P. patellaris (this database)
11	Oryco/Ivana sequences from B. vulgaris (this database)
87	Tork sequences
	84	Tork sequences from B. vulgaris (this database)
	1	SALIRE from B. vulgaris (Weber et al., 2010)
	1	Gritchy from B. vulgaris (this database)
	1	Patty from P. patellaris (this database)
9	SIRE sequences from B. vulgaris (this database)
28	Bianca sequences from B. vulgaris (this database)
· Ty3-gypsy retrotransposons:
25	chromoviruses from B. vulgaris (Weber and Schmidt, 2009; Weber et al., 2013):
	13	CRM sequences (Beetle)
	3	Tekay sequences (Bongo)
	8	Reina sequences (Bingo)
	1	Galadriel (Beon)
27	errantiviruses/Athila sequences from B. vulgaris (Elbe: Wollrab et al., 2012)
17	Tat sequences from B. vulgaris (this database):
	17	Ogre sequences (4 Fiona sequences, 13 Hagrid sequences)
· endogenous pararetroviruses
4	beetEPRV sequences representing 3 different Florendoviruses from B. vulgaris 
	(Schmidt et al., 2021)
· DNA transposons:
12	EnSpm/CACTA sequences from B. vulgaris (Jacobs et al., 2004)
119	hAT sequences from B. vulgaris (Menzel et al., 2012):
	3	autonomous BvhAT sequences
	116	non-autonomous BvhATpin MITEs
141	PIF/Harbinger sequences from B. vulgaris (this database):
	35	autonomous BvPIF sequences
	48	non-autonomous BvmPIF MITEs
	16	autonomous BvPong sequences
	42	non-autonomous BvmPong MITEs
25	Tc1_Mariner sequences from B. vulgaris:
	1	autonomous Vulmar1 (Jacobs et al., 2004)
	24	non-autonomous VulMITEs (Menzel et al., 2006)
2	helitron sequences from B. vulgaris (HEL: this database)
· satellite DNAs:
7	beetSat01-pBV sequences from sect. Beta genomes
	(Zakrzewski et al., 2011, Zakrzewski et al., 2013; pBV-VII: this database)
3	beetSat02-pEV sequences from Beta and Patellifolia genomes (Schmidt et al., 1991;
	beetSat02-pEV_Corollinae: Schmidt et al., 2023.; pAp11: Dechyeva et al., 2003)
1	beetSat03-pTS5 from P. procumbens (Schmidt and Heslop-Harrison, 1996)
1	beetSat04-pTS4.1 from P. procumbens (Schmidt and Heslop-Harrison, 1996)
1	beetSat05 from Patellifolia sp. (Schmidt et al., 2023)
25	beetSat06-pAv34 sequences from Beta and Patellifolia genomes 
	(Dechyeva and Schmidt, 2006)
3	beetSat07-pHC8 sequences (from B. corolliflora: Gindullis et al., 2001;
	from B. vulgaris and B. nana: this database)
1	beetSat08-BlSat01 from B. lomatogona (Ha, 2018)
4	beetSat09-pHT sequences from B. trigyna (Schmidt and Heslop-Harrison, 1993)
9	beetSat10-pRN sequences
	(from B. nana: Kubis et al., 1997; from B. vulgaris and B. corolliflora: this database)
1	beetSat11-BlSat05 from B. lomatogona (Ha, 2018)
1	beetSat12-pBC1416 from B. corolliflora (Gao et al., 2000)
3	beetSat13 sequences (pBC1447 from B. corolliflora: Gao et al., 2000;
	ChenSat01 from C. quinoa: Heitkam et al., 2020)
2	beetSat14 sequences from B. corolliflora (Gao et al., 2000)
1	beetSat15 from Corollinae sp. (Schmidt et al., 2023)
1	beetSat16 from Corollinae sp. (Schmidt et al., 2023)
2	beetSat17 sequences from Corollinae sp. (Schmidt et al., 2023; 
	BnSat01: this database)
2	beetSat18 sequences from Corollinae sp. (Schmidt et al., 2023; 
	BnSat03: this database)
1	beetSat19-Tantalos from B. vulgaris (Zakrzewski et al., 2010, Zakrzewski et al., 2014)
13	further satellite DNAs:
	1	pHT49 from B. trigyna (Schmidt and Heslop-Harrison, 1993)
	4	different BlSat sequences from B. lomatogona (Ha, 2018)
	4	different BnSat sequences from B. nana (this database)
	4	ChenSat-02 sequences from C. quinoa (Heitkam et al., 2020)
21	minisatellites or tandem repeats:
	1	Dione from B. vulgaris (Zakrzewski et al., 2010, Zakrzewski et al., 2014)
	1	Niobe from B. vulgaris (Zakrzewski et al., 2010, Zakrzewski et al., 2014)
	4	different BvuSat sequences (Li et al., 2021)
	15	different BvMSat sequences (BvMSat01, 03-05, 07-11: Zakrzewski et al.,
		2010; BvMSat02, 06, 12-15: this database) 
	1	pBV tandem repeat from B. corolliflora (this database)
· rDNA:
2	5S rDNA sequences from B. vulgaris (pXV: Schmidt et al., 1994)
1	45S rDNA from B. vulgaris (pZR18S: Paesold et al., 2012)	
Notes
Due to the absence of a respective category in the RepeatExplorer2 annotation (Novák et al., 2020), all tandem repeats listed in the resource (except rDNA) were alternatively classified as satellite DNAs. Also, the column ‘Similarity hits to custom database’ created during RepeatExplorer2 analyses only lists the information following the hashtag in the sequence header. For instance: the LTR retrotransposon ‘Bongo1_ Beta_vulgaris#Ty3_gypsy/chromovirus/Tekay’ is only indicated as ‘Ty3_gypsy/chromovirus/Tekay’. More detailed information about the precise element and the belonging plant genome as indicated in the sequence headers can be found in the downloaded RepeatExplorer2 archive in the directory: "seqclust\clustering\clusters\dir_CLxxxx\custom_db_extra _database_annotation .csv".
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