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Table S1 Cloning primers for AsPIFs family genes
SR 4Tk FEH 1D R 51 KRz
Gene name Gene ID Type Sequence (5'-3") Length (bp)
F ATGCAAAGCCAAAGTAACCG 20
AsPIF1 AsalG02508.1
R TCAACCCAAATGACCATTCTG 21
F ATGGTTCTCAGGGAAGACC 19
AsPIF4 Asa2G06268.1
R TCACTCACCCAAATGACC 18
F ATGCCTCTCTCTGAAGTCCC 20
AsPIF5 Asa7G00403.1
R TTAAGTGCTCGATCTGTTCGC 21
F ATGAATCAATGTGTTCCAAGTTG 23
AsPIF7 Asa7G03189.1
R CTACTTCAGGTTTGCTGG 18

MI3R 2 AsPIFs SRR EEFHIFWES|H (AD) F1 AsVQs RiEERFFAES4 (BD)
Table S2 Vector Construction Primers for AsPIFs (AD) and AsVQs (BD) Family Genes

S A4 AL R F31 K
Gene name Digestion site Sequence (5'-3") Length (bp)
F: EcoR1 GCCATGGAGGCCAGTGAATTCATGCAAAGCCAAAGTAACCG 41
i R: EcoR1 ATGCCCACCCGGGTGGAATTCTCAACCCAAATGACCATTCTG 42
F: EcoR1 GCCATGGAGGCCAGTGAATTCATGGTTCTCAGGGAAGACC 40
i R: EcoR1 ATGCCCACCCGGGTGGAATTCTCACTCACCCAAATGACC 39

AsPIF5 F: EcoR1 GCCATGGAGGCCAGTGAATTCATGCCTCTCTCTGAAGTCCC 41




AsPIF7

AsVQ5

AsVQ6

AsVQ9

AsVQ28

R: EcoRl1 ATGCCCACCCGGGTGGAATTCTTAAGTGCTCGATCTGTTCGC

F: EcoR1 GCCATGGAGGCCAGTGAATTCATGAATCAATGTGTTCCAAGTTG
R: EcoRl1 ATGCCCACCCGGGTGGAATTCCTACTTCAGGTTTGCTGG

F: EcoR1 ATGGCCATGGAGGCCGAATTCATGGATCAGAGAAACAACCACCAC
R: EcoRl1 TCGACGGATCCCCGGGAATTCTCACTTATCCCTCCACCTCG

F: EcoR1 ATGGCCATGGAGGCCGAATTCATGAAACAACAACAACAACAAC
R: EcoR1 TCGACGGATCCCCGGGAATTCCTATATGACCTGTGCTTCTCCA
F: EcoR1 ATGGCCATGGAGGCCGAATTCATGGACTATTCACCGTCTCTCC
R: EcoRl1 TCGACGGATCCCCGGGAATTCCTAAGAATCAAGAAAAGCAGCGGT
F: EcoR1 ATGGCCATGGAGGCCGAATTCATGGAAACCCAGCTACAATCTCCA
R: EcoRl1 TCGACGGATCCCCGGGAATTCTCAATTAGCAGGTGAAGATTCTGG
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Note: The underlined portions represent homologous arm sequences
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Table S3 qPCR primer design for reference genes and AsPIFs family genes

B AR H:K 1D Eit] Fral (57-37) K (bp)
Gene name Gene ID Type Sequence (5°-37) Length (bp)
F TGCTCTGGATTATGAACAGGAACTTGA 27
AsActin
R CAATCATTGAAGGCTGGAACAACAC 25
F CAGCTAATGTGGATGGGAAG 20
AsPIF1 AsalG02508.1
R GTGGGAAAATGAGCTGGATT 20
F GCAAAAGAGCGAGAAAGGAACAG 23
AsPIF3 Asa2G05912.1 R CAAACAAGCAAACTCAGCATCAT 23
F CAGAGCTAGTGTGCCAAAAT 20
AsPIFS Asa7G00403.1 R GCAGCAAACTCAGTAACTCA 20
F AGTAGAATGGGTACACTGGG 20
AsPIF7 Asa7G03189.1 R GACATATCCATCATGCCCAC 21
F GCAAAAGGGGAAATGAAAGC 20
AsPIF9 Asa8G03334.1 R GATCACTAGAAGCTGCCATG 20
Mz 4 AsPIFs ZRi%E B = REH
Table S4 Tertiary structure of AsPIFs family proteins
FE R AR o #RfiE (4N o BRE pafiE (1 pirE 5 7d8t.1 HRIRLE
Gene name a Screw (pcs) o Screw (%) Fold (pcs) B Fold (%) Similarity to 7d8t.1
AsPIF1 99 79.51 0 0 35.00%
AsPIF2 99 79.84 0 0 34.43%
AsPIF3 103 80.47 0 0 30.65%
AsPIF4 99 79.84 0 0 35.59%
AsPIF5 102 79.69 0 0 34.43%
AsPIF6 99 79.84 0 0 36.67%
AsPIF7 95 79.17 0 0 29.03%
AsPIFS8 101 78.91 0 0 31.25%
AsPIF9 97 79.51 0 0 33.90%
AsPIF10 100 80.65 0 0 35.00%
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AsPIF4 o3 1) vy B RSN UL SR T U0 0 G0 1 0 1 1 W L 0 0 [EBLVWRNGHLVNQS QS NRRHQEHTKLFKR 38
AsPIFS MPLSEVPQAASKART QF RVRNF APDNDF TELVCQNDKI ATQNRS DEI QEEDGNF F KVHNKE DRLGS VDS DV SLLPGSENGYKF GVSTNECRALVVP 100
AsPTFG MLEAGTELNMNFTVPGWINDEDLRSFHELYPTPNEKIFIQADNELYV. . ...t iiniiin e annnnn WENGS[VVVQS QNNRKHQES TQVKPS 73
AsPTF7 MNQCVPSWEI EDPPI GSKPSHNHPNRSSTKPQISISDCEVA. . . .. ... i iii i iennnaneannenasd WENGCHLAAHGLVKPTPKYPPSVVAG 69
AsPIF8§ MESSNSSGFANSKS VI Mcnoom:rmwmm:mrmrnom Lcss:mmrl.mﬂcl EEDEQLL. . ... VWNRGPVTKPVNNEENDQLFIREDEM 94

AsPTF9 MSDPSSFVPDNDF V. -4 LWENGP VANQGQS NRQRKTS YT PSYN 42
AsPIF10 MENF ALKVRLES\NNLYS . VEALWKIKGS VWNNVRQSEI NQKPAQIV 58
Consensus m el

AsPIF1 KTTKQK. . LMWNGSENA. . 221
AsPIF2 KICCR. . . . LLVWNMGSEMA. . 191
AsPIF 3 KTNPHK. . MLSNRNELNSH 84
AsPIF4 KTTKQK. . LMWNGSEBMA. . 178
AsPIF§ - R e e MMYNNNGI CVP 215
AsPIF 6 RSSQQT. . VMVNG: .. 366
AsPIF 7 RSTVS. . ... TKRS! LMSRMGTLGSM 2
AsPIF 8 ETSQP....PPLRR MMSTTLQYNMG 276
AsPIF9 KTST CKGGSSAKRS MMANGSEBL CMS 368
AsPIF10 KI CCR. . . . HTRKAR LLVNGSEMA. . 328
Consensus

AsPIF1 EVKKTTKQKS $ S RKS RE¥GVINIEER : O LD gL i csc FPS VQQYs N 240
AsPIF2 EPDKI CGR. . HTRKARY NIKME q « 210
AsPIF4 EAKKTTKQKS S SRKS! 297
AsPIFG EANRS SQQTS S TRK! 384
AsPIF8 TTLETSQP. . PPLRI 294
AsPIFO KKTSTGKGGS S AKRS RE 387
AsPIF10 EPDKI CGR. . HTRK. 344
Consensus
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Fig. S1 Amino acid sequence alignment of garlic PIF family members.
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Fig. S2 Tertiary structure prediction of AsPIFs proteins



