Underexpression of PpDXS1 gene decreased plant height and

resulted in altered accumulation of phytohormones
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Query: 1-deoxy-D-xylulose-5-phosphate synthase [Poa pratensis] Query ID: A¥S78096.1 Length: 712

MALSTTFSLARGFLGYLPOEHHT APAA-—
MALSTTFSLARGFLGYLPOEHHT APAA-—
MALSSTFSLPRGFLAVLPOEHHFTPAV-—

1 -RPLEVOPRRR-5-CISASL-T-FREA-ETHSQRPPTPLLITVNYP THMENL SLKELOQLSDELRSDVIFHY SKTGGHLGSSLGVVELTVALHYVFNTPADELLWDVG 133
1

1

1 MALSSTFSLPRGFLGYLPOEHHF APAV-

1

1

1

-RPLEVOPRRR-5-CI5ASL-T-EREA-ETHSQRPPTPLLITVNYP THMENL SLKELOQLSDELRSDVIFHY SKTGGHLGSSLGVVELTVALHYVFNTPADELLWDVG 133
-RPLETPRERS-5-515A5L-5-FREA-ETHSQRPPTPLLITVNYP THMENL SLKELOQLSDELRSDVIFHY SKTGGHLGSSLGVVELTVALHYVFNTPADELLWDVG - 133
RPLETPTRRS-T-GISASL-5-EREA-EYHSORPPTPLLDTVNYPTHIKNL SLEELQQLSDELRSDVIFHVSKTGGHLGSSLGYVVELTVALHYVFNTPADELLYDVG 133

La -RSLE--PRER-5-CI5ASL-SARREA-ETHSQRPPTPLLITVNYP THMENL SLKELOQLSDELRSDVIFHY SKTGGHLGSSLGVVELTVALHYVFNTPADKTLYDVG 127
MALSTTFSVPRGFLGYPAQDSHF APAA-— ELHAHKOLOARP 1K --PRRRPA-CVEASL -5-EREA-ETT SORPPTPLLDT INVPVEMKNL SYKELROLADELRSDVIFHVSKTGGHLG SSLGVVELTYALHYVFNAPQDRILYDVG 138
MAL-TAFSIPRGFVGALPOEGHF APAMARL.CLHKLOT -—----} RPPE-QPRRR-SSCISASLST-EREAAR YHSORPPTPLLDT INFPTHIKNL STNELOOLADELRSDVIFHVSKTGGHLGSSLCVVELTVALHYVFNTPODKILWDVG 140

Query
AXETBO9E. 1
EAERTTZE12.1
HP_020181542.
HP_003585467.
¥P_004962111.
HP_006654395.

B

Query 134 HOSYPHKILTGREDEMPTMROTDGLSGE IKRSESEYDSFGTGHSSTTISAALGNAVGROLKGAKNNYYAVIGDCANTAGOAYE ANNNAGYLDSDNIVILNDNKQVELPTATLDGP APPYGAL SGALSKLASSRPLRELREVARGYTEQIG 283
A5780986, 1 134 HOSYPHKILTGREDEMP TMROTDGLSGE IKRSESEYDSFGTGHSSTT I SAALGNAVGROLKGAKNNYYAVIGDGANTAGOAYE ANNNAG YLDSDN I VILNDNKQVELPTATLDGPAPPYGAL SGALSKLOSSRPLRELREVARGYTEQIG 283
EAESY72512. 1 134 HOSYPHKILTGRRDEMP THRATNGLEGE IKRSESE TDEFGTGHISTT I SAALGNAVGROLEGAKNNVVAYICDGANT ACOAYEANNNAG TLDEDN T VILNDNKGOVELPTATLDGP APPVG AL SGALEKLOSSRPLRELREVAKGVTEQIG 283
XP_020161542.1 134 HOSYPHKILTGRRDENPTMROTHGLEGE VKRSESEYDSFG TGHESTT I SAALGHAVGRDLKGARKNNYVAVIGDG AN TAGOATE ANNNAG TLDEDNIVILNDNEQVELPTATLDGP APPYGAL SGALSKLQSSRPLRELREVARGYTEQLG 283
X¥P_003568467.1 128 HOSYPHKILTGRREDEMPTHROTNGLSCEVERSESETDEFGTGHISTT I SAAL CMAVGRDLEG AKNNVVAYIGCDCANT ACOAYEANNNAG YL DSDNT VILNDNEQVSLPTATLDGPAPPYVGAL SCALSKLQSSRPLRELREVAKGYTEQIG 277
XP_004862111.1 135  HOSYPHKILTGREDEMPTHROTNGCLAGE TERAESEYDEFGTGHSSTTISAALCMAVGRDLEG SKNHVVAVIGDCANT AGOATE AMNNAG YL DSDNTVILNDNEQVSLPTATLDGPVPPVGAL SSALSKLQSSRPLRELREVAKGYTEQIG 288
X¥P_0066543095.2 141 HOSYPHKILTGRREDEMPTHROTNGCLSCE TERAESETDSFGTGHSSTT I SAALCMAVGRDLEGCKNNVYAVIGDCANT AGOATE AMNNAG YL DSDNT VILNDNEQVSLPTATLDGP AAPYGAL SSALSKLQSSRPLRELREVAKGYTEQIG 290

Query 284  GSVHEIAARVDEYARGNISGSGSSLFEELGLYYIGPVDGHNIDDLITILREVEGTKTTGPVLIHVI TERGRGTPTARRASDE THGVVEF DPATGROFEVPARTLSTTHYF AEAL TARARQDSKTVATHAMMGGGTGLNYFLERFPNRCFD -~ 433
ANS7R096. 1 284  GSYHEIAARVDEYARGNISGSGSSLFEELGLYYIGPVDGHNIDDLITILREVEGTKTTGPVLIHVI TERGRGTPTARRASDE THGYVEF DPATGEOFEVPARTL ST THYF AEAL T ARARQDSKTVATHAMMGGGTGLNYFLERFPNRCFD - 433
EAEBYT2512. 1 284  GSYHEIAARVDEYARGNISGSGSSLFEELGLYYIGPYDGHNIDOLITILREVKGTRTTGPVLIHVI TERGRGTPT ARRASDE THGYARF DPATGEOFEVPARTLST THYF AEAL T AEARQDSKTVATHAMMGGGTGLNYFLERFPNRCFD -~ 433
XP_020161542.1 284 GSVHEIAARVDETARGNISGSGSSLFEELGLYYIGPVDGHNIDDLITILREVEGTETTGPVLIHVI TEKGRGTPY ARRASDK THGYAKFDPATGROFKVPAKTLST TNYFAEAL T ARAFQDSKTVATHAMNGGGTGLNYFLERFPNRCFD - 433
XP_0035688467.1 278 GSVHELAARVDETARGNISGSGSSLFERLGLYYIGPVDGHNIDDOLITILREVEGTETTGPVLIHYVIEKGRGTPT ARRASDE THGVAKFDPATGROFKSPAKTLSTTNYFAEAL T AR AFQDSKTVATHAMNGGGTGLNYFLERFPNRCFD - 427
XP_004882111. GSVHELAAKVDET ARGN T SGPGESLFEELGLY Y IGPYDGHNIDDLITILNDYE STKTTGPVLIHVI TEKGRGYPT ARRAADKTHGYAKFDPATGEOFKSPAKTLSYTNYF ARAL T AEARQDSKTVATHAANGGGTGLNYFLERFPNRCRD 438
X¥P_006654395.2 291 GSVHELAARVDETARGNISGSGSTLFEELGLYVIGPVDGHNIDDOLITILREVESTETTGPVLIHYVIEKGRGTPT AERAADK THGVAKF DPATGROFKSPAKTLSTTNYFAEAL TAEAFQDSRYVATHAANGGGTGLNYFLERFENRCFD - 440
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Query 434 VGIARQHAVTFAAGLACEGLEPFCATY SSFLARGYDOVVHDVDLOQKLPVRF ANDRAGLVGADGPTHCGAFDVTFMACLE NNVVHAP SDEAELLNNVAT AAATDDRPSCFRYPRGNGI GVPLPENYRGIPTEVGEGRINIEGERVALLGYG 583
ANE78096, 1 434 VGIAEQHAVIFAAGLACEGLEPFCAIY SSFLORGYDOVVHDVDLOKLPVRF ANDRAGLVGADGPTHCGAFDVIFMACLE NINVVHAP SDE ARLLNNVATAAAIDDRPSCFRYPRGNGI GVPLPENYKGIPIEVGEGRINIEGERVALLGYG 583
EAEBTT2E12. 1 434 VGIAEQHAVIFAAGLACEGLEPFCAIY SSFLORGYDOVVHDVDLOKLPVRF ANDRAGLVGADGPTHCGAFDVTFMACLE NINVVHAP SDEARLLNNVATAAAIDDRPSCFRYPRGNGI GVPLPENYKGTAIEVGEGRINIEGERVALLGYG 583

XP_020161542.1 434 VGIAEQHAVIFAAGLACEGLEPFCAITSSFLORGYDQVVHDVDLOKLPVEF ANDRAGLVGADGP THCGAF DVAFNACLPNIVVIAP SDEARLL NN VAT AAAT DDRP SCFRYPRGNGLGYPLPENTKGTAIEVGEGRINIEGERVALLGYG 583
HP_003568467.1 428 VGIAEQHAVIFAAGLACEGLEPFCAITSSFLORGYDQVVHDVDLOKLPVEF ANDRAGLVGADGP THCGAF DVTFNACLPNRVVIAP SDEARLLNN VAT AAAT DDRP SCFRYPRGNG L GYPLFPNYEGIPLEVGEGRILNEGERVALLGYG 577
XP 0049621111 439 VGIARQHAVIFAAGLACEGLEPFCAITSSFLORGYDQVVHDVDLOKLPVEF ANDRAGLVGADGP THCGAFDVTYNACLPNIVVIAP SDEARLCHN VAT AAAT DDRP SCFRYPRGNGLGYPLFPNYEGTPLEVGEGRILLEGDOVALLGYG 588
YP_006654395.2 441 VGIAEQHAVTFAMGLACEGLEPFCAITSSFLORGYDOVVHDVDLOKLPVRF ANDRAGLYVGADGPTHCG AFDVTYNACLPEMVVIAP SDEAELCHIVATAAA I DDRP SCFRYPRONG I GYPLPPNYEGVPLEVGEGRVLLEGERVALLGYG 590
Query 5&4  SAVOYCNAASTIVAQHGLRVSVADARFCEPLDHAL TRSLAKSHEVI TTVEEGSTGCEG SHVVOFNALDGLLDGNLEWRPYVLFDEY IDHCSPADQL SEACLTPSHT AATVFNILCOAREALATNTVONY - 712
AXS78006. 1 5&4  SAVOTCNAASTIVAQHGLRVSVADARFCKPLDHAL TRSLAKSHEVITTVEEGSTGCEG SHVVOFNALDGLLDGNLEWRPYVLFDET IDHCSPADQL SEACLTPSHT AATVFNTLCOAREALATNTVONY 712

EARR7TZE12. 1 5&4  SAVOTCNAASSTVAQHGLRVTVADARFCKPLDHAL TRSLAKSHEVITTVEEGSTGCEGSHVAQFNALDGLLDGKLEWRPYVLFDET IDHCSPADQLAEACLTPSHT AATVFNILCOAREALATNTVON 711
XP_020161542.1 584 SAVQTCNAASSTVAQHGLRVTVADARFCEPLDHALTRSLAKSHEVI TTVERGSIGGFGSHVAQFNALDGLLDGKL EVRPWWLPDEY IDHGSPADQLVEAGLTPSHT AATVFNILGOAREALAINTVAN 711
XP_003568467.1 578 SAVQTCVAASSTVEEHGLRVTVADARFCEPLDHALTRSLAKSHEVI TTVERGSIGGRGSHVAQFNALDGLLDGKL EVRPWWLPDEY IDHGSPADQLVEAGLTPSHT AATVFNILGQAREALAINTVEN 705
HP_004962111.1 589 SAVOTCLAAATLYERHGLEVTVADARFCEPLDOALIRSLAKSHEVLITVEEGSIGGRGSHVAQFNALDGLLDGKLKYRPLVLPDRY IDHGSPADQLAEAGL TPSHIAATVFNVLGONREALATNANPN 716
XP_006654395.2 591 SAVQTCLAAASLVERHGLRVTVADARFCEPLDOGLIRRLANSHEVLLTVERGSIGGFGSHVAQFLALDGLLDGKLEVRPLVLPDRY IDHGAPADQLARAGLTPSHI AATVFNVLGOAREALAINTVFN 718
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TargetP 1.1 Server - prediction results

vei-ces.  Technical University of Denmark

### targetp vl.1l prediction results ##########4FF#HF# AR AR AR
Nuomber of guoery sequences: [

Cleavage site predictions not included.

Using PLANT networks.

Hame Len cTFP mTE 5P other Loc RC
Poa T1i2 0.410 0.375 0.00% 0.074 C 3
Hordeam 712 0.74%9 0.164 0.012 0.053 C 3
Aegilops T12 0.437 0.277 0.01% 0.147 C 5
Brachypodiaom 706 0.473 0.1e¢1 0.052 0.252 L 4
Setaria T17 0.37¢ 0.235 0.007 0.228 C 5
Oryza 718 0.532 0.115 0.010 0.165 C 4
catoff 0.000 O0.000 O0.000 O.000
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Figure S1. Bioinformative analysis for PpDXS1 protein. (a)Amino acid sequence
alignment of DXS1. (b) Prediction of function domain. (¢) Prediction of signal peptide.
(d) Prediction of subcellular localization. (e) Prediction of transmembrane topological
structures.





