ARF7 QTQQQQLRTQPLQSHSHPQPQOLOQHKLQQLQVPQNQLYNGOOAAQQHOSOOASTHHLOPQLVSGSMASSVITPPSSSLNQSFQQQ--000SKOLOQAHHELGASTSQSSVIETSKSSSNLMSAPPQETQF SRQVEQQQPPGL= === ===

ARF19 QLQQQe========ceecaa= QQLQM===SQQQVQQQGIYN=mmmmmmmmcmcccccccacce—————- NGTIAVANQVSCQSPNQPTGFSQSQLOQQSMLPTGAKMTHQNINSMGNKGL SQMTSFAQEMQFQQOLEMHNSSQLLRNQQEQ
PT6904534 Q=-SHQLLRNLP=========QTLHQ====Q00NQQQH====nmemeeeemeeeec e e e e e e e e e e IMGQNQQQS==LMQSQLSCQVNQHMOMSDNQIQS====mmmmmmm——————— QLMOKLQQQQQ==========
PT685770 Q-SHQLLRNLP QTLHH=-==QQQQNQQQH======meee e e e e e e e e e e e e —————— INGQNQQQS=--LMQSQLSDHVNQHMQISDNEIQL===m====mmmmmm———— QLLQKLQQQQQ==========
PT389324 QLOPPQIRQPP====== PQIQQHQQ====00QIFQPPTLN====m==u== ====DSVVA=PNQIPNQNLQQP=-=VVYSQLOQQQHKTYHRGHSHSNSNSNNCNNYHSPATLSNSFTF === mmeeeccaccaaaaan
PT377819 QLQPQQIQQLP ------ PQWQQLQQ---LQQQIFQPPALN ---------------------------- DSVVS= PNQIPNQNFQKP--FVYSQQQQQQQQQLLASNIQSQSIPSPNRSSYQLTSLPQDSQFHQQHEQQSNFS --------

TUler ccceeeeb610.0cceee630cccceeeb630ucccsnes 640....... 630....... 660....... 670..c00. 680....... 690.......700. ... 710.ccccee 730......0 730ccccces 40....... 730
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ARF7 =HGQNQQTLLOQKAH===mmmm=mn= ——— QRQARQOIFQOSLLEQPHIQFQLLORLOQQQQQQF LSPQSQLPH=mmm=m=n HOLQSQQLQQLPTLSQGHOFPSSCTHHG= = = = LET = = == LOPPQMLVSRPQEKQ - -NPPVGGGVKAYSGIT
ARF19 SSLHESLQQNLSQNEQ - ==QLOMOQ! SPSQ-QLOLOLLOKLOQQQ000S IFPVSSSLOPQLSALQOTOSHOLOQL - ~LSSQNQQPLAHGHNS = = = =FPA = STFMQPPQIQVSPQOQGOMSHENLVAAGRSHSGHT
PT600454 -SVSAQQSAMHQAGOLG=============QLQD LLDASQSFSRSMTPSQMLEIFQTTFTSLEQPNTIP === === QOMTENNNQTHTRE SHLPQQLEPQQOHESGIMLLSEMAGHNGLPESSMANQLSTAGSSILTARAGPGQSGIT
PT688770 -SLLAQDSAMOOAGOLG=mmmmmm -==QLOD| LLDASQSFSRSMAPSOMLEIPQTAPTSLEQENTIP = mmmmm QOLTENNNQNNVRE SHPPQQPKLOQQETGILPLSEMAGENGLLESSMANOLSAAGSSILTAAAGOGOSGIT
PT589324 =SYYRSCSSISSCPPLmmmmmmmmmmmmnn QBQFCSLSSYSHNNS = = m = m m RETSHTSHESSHLCHRISSH=mmmm e m LGSHS====FST=AALMQTQSFEMHQPQGLQ~~KPFM-~AVRARSSIT
PTuvvglg ---HRQQTQLQQsPLLLLQQNEE:EWQPQPHQQIQQLSQPDNSEQ-QLHLQLLQNLQQQQQQQL1SEESLLLQ4EiitqQQQQTHQQNQQLHQSPLTQNQQPLGSNS----FPTAAALMRTQSFPMNQLQGMQ--NATM--AVRYHSSIT
TULEY ...ve2uB60ceeeee TT00eenenaT800ceeee.?90.00eee..80000nneenBlOnnnnnnn 820.....2.830..0.0..840.00....8%00...... 860.. ..., 870 uu.. 880....... 890....... 900
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File 10. ARF protein sequence alignment of the middle regions in the ARF7 node of A. thaliana and P. trichocarpa. Arrows indicate sites at

which positive selection was detected. Boxed amino acids indicate putative phosphorylation motifs.





