Table S1. Primers used for identifying barley dwarfing alleles

Mark Li
Gene |Primername| . Sequence 5'>3' Target mutation Target allele identification iterature
type source
Identification of sdwl.c and sdw1.ins
MC40861P3F InDel tatggcgtgaccaaaggttc 64 (+GTTA) No PCR - sdw1.a or sdwl.e ' [4]
MC40861P4R caccaatccaccacgaaga 247 bp - sdwl.c, 410 bp - sdwl.ins
Program: 94 °C — 3 min 30 sec; 37 cycles (94 °C — 45 sec, 54 °C — 45 sec, 72 °C — 1 min); 72 °C — 7 min
dCsdwl.c-F cgtgaccaaaggttcctgtce No PCR - sdw1.a or sdwl.e
Hpall: 2
dCAPS 64 (+GTTA) pall: CCGG Present study
dCsdwl.c-R attgctgaggcggccatgttacc! 276 bp - sdwl.ins
HuGA200x2 113 bp (site is absent) — sdw1.c
Program: 94 °C — 3 min 30 sec; 37 cycles (94 °C — 45 sec, 61 °C — 45 sec, 72 °C — 30 sec); 72 °C — 7 min
Identification of sdwl.d
Hv200x2-F cgctgattaactgggacaca No PCR - sdw1.a or sdwl.e
CAPS 1665 G—A Haelll: GGCC (6, 24]
Hv200x2-R gttcgctcgttaggaageag 194 bp (site is absent)
Program: 94 °C — 3 min 30 sec; 8 cycles (94 °C — 45 sec, 59 °C with a 0.5 °C stepdown per 1 cycle — 1 min 30 sec, 72 °C — 1 min);
30 cycles (94 °C — 45 sec, 55 °C — 45 sec, 72 °C — 45 sec); 72 °C — 7 min
Identification of uzul.a
- dCAPS gaaatggagaccattggcaagatcaagc 2612 AsG BstHHI: GCGF: ‘ [16]

HuvBrll — ccttgectccagattctcatcaac 265 + 29 bp (site is available)
Program: 94 °C — 3 min 30 sec; 8 cycles (94 °C — 45 sec, 67 °C with a 0.5 °C stepdown per 1 cycle — 1 min 30 sec, 72 °C — 1 min);
30 cycles (94 °C — 45 sec, 63 °C — 45 sec, 72 °C — 45 sec); 72 °C — 7 min
Identification of ari-e.GP

HoDepl dCar¥-e.GP—F dCADS agcagcaccaattctctcgtaa 1508 (+A) FokI: CATCC Present study
dCari-e.GP-R caagcagaacgtgagactggat Fokl: CATCC 154 bp (site is absent)

Program: 94 °C — 3 min 30 sec; 37 cycles (94 °C —45 sec, 60 °C — 45 sec, 72 °C — 30 sec); 72 °C — 7 min




! Underlined are nucleotides changed in the primers (compared to the original gene sequence) for creating dCAPS markers.
2 Instead of these restriction enzymes, their isoschisomers Hpall (BsiSI, Hapll, Mspl), Haelll (BshFI, Bsnl, BspANI, BsuRI), BstHHI
(AspLEI, Cfol, Hin6I, HinP1I, HspAlI), FoklI (BseGI, BstF5I, BtsCI) can be used.
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Figure S1. Variation in height of barley accessions in 2021-2023.
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Figure S2. Variation in lodging resistance of barley accessions in 2021-2023 (9 points - high lodging resistance, 5 - average resistance, 1 — lodging).
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MC40861P3F »
wt (cv. Morex) 1 TRATGGCGTGACCARRGGTTCCTGTCCGGTARAGGAGGAGTCAGTATGCAGCTCAGTACCC 60
sdwl.c (cv. Deba Abed) e e 60
sdwl.ins (VIR ace.) e e e e e e et &0
sdwl.ins (pan-genome acc.) D e e e e e e e e e et e e e 60
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wi(cv. Morex) 61  GCRARRATARARAATGCAGCTCACTGGTGTCCGTTA —————————————————— ===~ 96
sdwl.c (cv. Deba Abed) Bl e BTt T 95
sdwl.ins (VIR acc.) Bl e e CTCCCTCCGTAACTARATATAATT 120
sdwl.ins (pan-genome acc,) 3 CTCCCTCCGTARCTARATATAATT 120
130 140 150 160 170 180
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wit (ev. Morex) 96 96
sdwl.c (cv. Deba Abed) L T e e e e 95
sdwl.ins (VIR ace.) 121 CTTTTAARGATATTTCACTAGGTGTCTACATACGARGCARAGTGAGTGAATCTATACTTTA 150
sdwl.ins (pan-genome acc.) 121 CTTTTARGATATTTCACTAGGTGTCTACATACGAAGCARAGTGAGTGRATCTATACTTTA 150
190 200 210 220 230 240
.. I - \ l- \ [ [ I I
wt (ev. Morex) 96 96
sdwl.c (ev. Deba Abed) e R e et 95
sdwl.ins (VIR acc.) 181 AATTATGTCTATATACATCCGTATGTAGTTCATTAGTGAAACCTGTAGAAAGACTTATAT 240
sdwl.ins (pan-genome acc.) 181 AATTATGTCTATATACATCCGTATGTAGTTCATTAGTGARACCTGTAGAARGACTTATAT 240
250 260 270 280 290 300
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wt (cv. Morex) 96 ——— BCATGGCCGCCTCAGCAATATCCTEATCACCATCCATT 134
sdwl.c (cv. Deba Abed) 95  mmmmmmm—m——mm——eee BT e et e e et e e e 137
sdwl.ins (VIR acc.) 241 TTRAGARCGGAGGGAGTAGTTA . . oottt ettt ettt a et ettt e eneeens 300
sdwl.ins (pan-genome acc.) 241 TTAAGARACGGAGGGAGTAGTT A . o ¢ vttt e et s et e teae e meen e e 300
310 320 330 340 350 360
e T [ [ |
wt (cv. Morex) 135 TGTGACCTTATTACGAGTCTCARRGTAGGATCGGACGGTGATGGAGGTAGCCCCTGTAGE 1924
sdwl.c (ev. Deba Abed) < 197
sdwl.ins (VIR acc.) BOL ittt e e e 360
sdwl.ins (pan-genome ace,) 300 e e e B e e e 360
370 380 390 400 410
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wt (cv. Morex) 195 GATCARACCCGGAARAGCTTTTATCCCATTCTCTTCGTGGTGGATTGETG 244
sdwl.c (cv. Deba Abed) L 247
sdwl.ins (VIR ace.) BB e e i e e e e e 410
sdwl.ins (pan-genome acc.) I 410

Figure S3. Sequence alignment of PCR-products flanked by the MC40861P3F/R primers. The
sequences homologous to the Thalos_2 transposon are highlighted in bold. VIR accessions are
Dolma, Makbo, Rimpaus Nackta, C.I1.10405 and k-8953; pan-genome accessions are HOR8148,

HOR10350 and HOR13821 with the same sequences.



