1 ATGGAGTGGAATTCGAAARRTGCCAACAGGGTTCGACTGTGATGGTGTCGAGCCAACTGAA

1 M E W N S KM P TG F D CD GV E P T E
6l CTCGCCCTACARATGATTGAGACTGGCAAGGGTTTGGACATAGCATCTTTATGTAGCGGT
21 L AL 9 M I ETG K G L DI A S L C 5 G
121 TTTGARAGTGGATCTTCTTCAAGAAATCCTTTTGTAACATCTGGTTCTTTTCCTGTTAGG
41 F E S G s 5 S R NPVF WV TS G s F P V R

181 AATAAACTAGACGAAAACTTTCTCGGGATGGATAAGATAAGTGGGAGCTCAGGCGAATCG
61 N KL DENT FIULGMDIEKTIS3G S 5 G E 8§

241 TTTAATAGTTTAGAACTTGGAAATCAGARAGTGTATAGACTGTCGTCTTCAATTCCAGTG
81 F N S LELGNUG QX KUV Y RUL S S 5 I P V

301 TCGTGTACTGCTACRAAAAGATCGAGGGCGTCTTATCAGAAAATGCAGAATCCTTGTTGE
101 s ¢ T A T K R 5 R A S Y g KM o N p c [l
361 CAAGTTGAAGGGTGCAATCTTGATCTTACATTTGTGARAGATTATCACCGACGCCATAGA
121 ¢ v E ¢ M ¥ L D L T F Vv K D ¥ H R R H R|
421 ATCTGCGAAAGTCATTCCAAAAGCCCCAAGGTAATTGTCGCTGGAATAGAAAGGCGGTTT
141 I WE S s K s P KV IV AGTIETRTRF

481 TGCCAACAATGCAGCAGATTCCATGGCTTGTCGGAGTTTGATGATAAARRARRGRAGCTGT
161 [l ¢ M 5 R F @G L s E F DD K KR 5 H
541 CGAAGGCGCCTCTCTGATCACAATGCCAGACGCCGTAGGCTGCAGCCTGAGTCGATCCAT
181 [R R R L 5 D@ N 2 R R R R L Q P E S I H

601 TTCAGCTCATCAGGATTGTCTTCTTCCTTATATGATTGGACATCACAGAATCTGCTGTTT
2000 F $ 8 §$ 6L 8 S8 S L Y DWT S Q@ NTULILF

661 AATGTACTCCCTATCTCGCTTTCARATCGAACAGGGGAARAAGATCTACAATTCTATGCTG
2210 N V L P I 5 L 38 N R T G E K I Y N S M L

721 ACACAAGCCGGTGATTCCCTCGTTAGGCCTCCARAGACTGGAGGAATTGATACACGACCG
241 T Q A G D S L VRPPKTG G I DTR P

781 TGTTTTCCCAGTGATGAATTTCCTTCTGCGGTTTATAACCTARAAGTCGAATCAGAAAGE
261 C F P S DEF P S A V Y N L KV E S E R

841 TTATTGTCCCTTCAGAACCCGRATCGTCGGGCCCTAGATCAATATCTTCCGAGTGCTTCC
261 L L 8 L @ N P N RRAULDOGQY L P S A S

901 TCTCCTCTGICAATCGATAATCCTTGGAGTTTGARTCGGTACGAATCCATTTCTATGGAG
31 85 P L S I DN P W S L NR Y E S I S ME

961 GGCTTAATGCACGGRAACGCCAGAGTTGACAATCCGATTAGGCTGCAGAACTGGCCATTT
321. 6 LM H GG N ARV DNUZPTIRTILGQUNUWEPF

1021 CTTCAAGCAGCGGCAGACGAAGGGCCTTCTGTTTCTCCGGTGCATTCGACTAGTTTACAT
341 L 9 A A AR D E G P S V S P V H S T S L H

1081 AATTCAGGCAGTTCCCTTTTGCAAGAGTTTGATTTATTCAAGACACCCTATGACTCAGGC
31 N S 6 S 5 L L @ E F DL F K TP Y D 35 G

1141 TGCTTTCATTCCARRATGATCARAGGAATATATAATTGGARATGA

381 ¢ F H S KM I K G I Y N W K *

Figure S1. Nucleotide sequence and deduced amino acid sequence of SBP domain alignment of
OfSPL11. The SBP domain is shown in red and the two zinc-binding sites of the C2HCH type (zinc
finger 1 and zinc finger 2) are indicated with green and blue boxes. The conserved basic amino acids of

the nuclear location signal are shaded in yellow.



