Rank without Rank with L,
‘PPR position| 26 ‘ 25 ‘ 24 ‘ 23 ‘ 22 ‘ 21 ‘ 20 ‘ 19 ‘ 18 ‘ 17 ‘ 16 ‘ 15 ‘ 14 ‘ 13 ‘ 12 ‘ 11 ‘ 10 ‘ 9 ‘ 8 ‘ 7 ‘ 6 ‘ 5 ‘ 4 ‘ 3 ‘ 2 1 P-value ‘ L, 12and 2 P-value ‘ 12 and 52 ‘
Gene name CLB19 motifs P L|S|S|P|L|S|P]|L2]S2
AGI number | At1g05750 6 T| I |T|{N|T|I|[N|[N|T|G
Type E 1 N|H|[N|D|D|IN|T|D|R|N
Species At A 0.73 | 0.08 | 0.64| 0.15| 0.04 | 0.08| 0.00 | 0.09 | 0.70 | 0.91
Localization o C 005 0.31[0.06[0.23[0.00[031]0.78] 0.25] 0.16] 0.00
ref. 1 G 0.22 | 0.16 | 0.15[0.07 | 0.93| 0.16 0.14 | 0.14| 0.14 | 0.00
U 0.00 | 0.45 [ 0.16 [ 0,55 0.03 [ 0.45 0.09 [ 0:52] 0.00{ 0.09
clpP ‘ 559 Target seq u u u u u A u G u (o A G C A A (o A G A A G C C C A A
score 0.73] 0.16 | 0.64] 0.15[0.93] 0.31| 0.78] 0.25 [ 0.70| 0.91 | 8.02E-04 | 1 [ 7.75€-05 | 1 |
rpoA ‘ 200 Target seq A G A A G G A A C A U G U A U u A C A C G u G C A A
score 0.73] 0.31[0.64] 0.23[0.93]0.45] 0.14[ 0.25 [ 0.70| 0.91 | 4.37E-03 | 3 [ 1.80E-04 | 2 |
Gene name CRR21 motifs P|L|S|P|L|S|P|L|[S|P|L|[S|P|P|[P|L|S|P]|L2][S2
AGI number | At5g55740 6 FIG|T|A|P|S|N|S|T|INJA|S|IN|N|T|T|T|N|T|G
Type E 1 G|N|N|D|C|N|T|D|D|D|D|[D|N|N[N|JL|JE|D|C|D
Species At A 0.25| 0.34 | 0.64 | 0.25 | 0.04 | 0.70 | 0.04 | 0.25 | 0.09 | 0.09 | 0.25 | 0.06 | 0.08 | 0.08 | 0.73 | 0.40| 0.45 | 0.09 | 0.70 | 0.09
Localization o C 025]0.14] 006 0.25[0.06 | 0.14 [ 0,69 0.25] 0.07 | 0.25 | 0.25 [ 0.00 [0.55[0.55] 0.05] 0.19] 0.19[0.25] 0.16 | 0.07
ref. 2 G 0.25) 0.12 | 0.15| 0.25| 0.17 | 0.04 | 0.00 | 0.25 | 0.74 | 0.14 | 0.25 | 0.85 | 0.08| 0.08 [ 0.22| 0.28 | 0.17| 0.14 0.14| 0.70
U 0.25] 0,40 0.16 0.25 [ 0.73 | 0.13 ] 0.27 | 0.25] 0.10 | 052 | 0.25 | 0.10 | 0.280.28] 0.00{ 0.14] 0.18]0.52| 0.00| 0.14
ndhD ‘ 383 Target seq G u U A G C A A U G U A C A G C G G u C A A A u A G
score 0.25]0.34] 0.16] 0.25] 0.73 | 0.70 | 0.69 | 0.25 | 0.74| 0.25 | 0.25 | 0.85 | 0.28] 0,55 0.73] 0.40] 0.45] 0,52 0.70| 0.70| 2.82E-05 | 1 [191E07 | 1 ]
Gene name CRR22 motifs S|P|JL|S|P|L|[S|P|]L|S|P|L|S|P]|L2]S2
AGI number | Atlg11290 6 T|{H|T|[T|[N|V|T|N[M|[N|[N|V|[T|N|L|G
Type DYW 1 L{V|D|D|[S|L[N|T|N|[T|[D|[N|H|IN|S|A
Species At A 0.45 | 0.25 | 0.40 | 0.09 | 0.05 | 0.25 | 0.64 | 0.04 | 0.11|0.00| 0.09 | 0.34| 0.45 0.08 | 0.20 | 0.25
Localization cp C 0.19| 0.25 0.19| 0.07 | 0.87 | 0.25 | 0.06 | 0.69 | 0.17|0.78 0.25|0.14| 0.19| 0.55| 0.38 | 0.25
ref. 3 G 0.17 | 0.25 | 0.28 | 0.74 | 0.00 | 0.25 | 0.15 | 0.00 [ 0.22|0.14|0.14|0.12| 0.17| 0.08 | 0.06 | 0.25
U 0.18]0.25[0.14 0.10] 0.08 | 0.25| 0.16 | 0.27 [ 0.51] 0.09]0.52] 0.40] 0.18]0.28] 036 | 0.25
rpoB [ 551 Targetseq | G A A A C A A A A A A U A U C U A ululclulalelululc
score 0.45] 0.25 [ 0.40| 0.10 | 0.87 | 0.25 | 0.64 | 0.27 [0.51] 0.78 0.17]0.28]036] 0.25 | 2.28E-03 | 3 [ 356aE04 | 2 ]
ndhD ‘ 887 Target seq C C A A A u A A U u ) A U G C A G C u u A C A U
score 0.18]0.25[0.14 | 0.74] 0.87 | 0.25 0.15 | 0.69 [ 0.51] 0.09 0.45] 055/ 0.20| 0.25 | 1.41E-03 | 2 [ 106603 | 3 ]
ndhB [ 746 Targetseq | A A U U G G G U U C A A G C U U U C c| c clclclc
score 0.45] 0.25[0.28] 0.07 ] 0.08| 0.25] 0.16 | 069 0.17[ 0.78 0.17]0.55]038] 0.25 | 5.58E-03 | 4 [ 3.40E-03 | 4 ]
Gene name CRR28 motifs S|P|L|[S|P|L|[S|P]|L2|S2
AGI number | At1g59720 6 G|N[P|N|[N|Q|N[N|V|G
Type DYW 1 S|D|/D|S|D|/D|D[N|A|D
Species At A 0.25] 0.09 [0.04]0.13]0.09[ 0.25 0.15] 0.08] 0.27] 0.09
Localization cp C 0.25 0.25 | 0.06|0.50 0.25] 0.25 0.23| 0.55) 0.21| 0.07
ref, 3 G 0.25] 0.14 | 0.17[0.09 0.14 | 0.25] 0.07 | 0.08| 0.09 | 0.70
[y 025 0,52 0.73]0.28] 052 0.25| 055 0.28[ 0.42] 0.14
ndh8 | 467 Tagetseq | C | G | G | U | A| C | A|[AJU[C|C|[A|A[AJU[A[AJU|JU[U[AJU|G|[C[A]G
score 025 0,52 0.06]0.28] 052 0.25 0.07| 0.28] 0.27| 0.70| 9.10E-02 | 11 [ 1dee02 | 18 ]
ndhB \ 467 (-5) | Target seq C G G u A C A A u C C A A A u A Aluflufjulalule|c|a
score 0.25 | 0.09 [0.73]0.50] 0.52] 0.25| 0.55] 0.08 | 0.42| 0.09 | 4.98E-02 | 9 [ 2.026-02 3 |
ndhD__ | 878 Targetseq | U | A [ A | C | G | AU U|U[A|A[U[A[A[C|[U[AJU]C[U[U[JU|[G|U|ATG
score 0.25 | 0.52 [ 0.73] 0.28] 0.09] 0.25] 0.07 | 0.55] 0.27| 0.70 | 3.82E-02 | 24 [ 3.026-02 8 |
ndhD | 878 (-5) | Targetseq U|lA[A|lClG[AJU[UJU[A[AJU[A[AlClUlAJU[C[UJU[U[G[U]A
score 0.25 | 0.09 [0.73] 0.28]0.52] 0.25[ 0.55] 0.08| 0.21] 0.09 | 8.85E-02 | 10 [ 5.676-02 | 10 |
Gene name CRR4 motifs LIP|P|L|S|[S|S|S|S|P|L|[S|P]|L2]S2
AGI number | At2g45350 6 S|{T|IN|[S|N|N|N|N[A|[N|V|V|N[V|G
Type E 1 N|D|/D|D|D|/N|D|D|D|D|G|[S|D|R|N
Species At A 034 0.04]0.09 | 0.25] 0.15 | 0.14] 0.15 | 0.15] 0.08] 0.09[ 0.25[ 0.25] 0.09] 0.27 | 0.9%
Localization cp c 0.14 | 0.00] 0.25 [ 0.25] 0.23 [ 0.29] 0.23]0.23[0,51] 0.25[ 0.25| 0.25| 0.25] 0.21] 0.00
ref. 1 G 0.12 [ 093] 0.14 [ 0.25] 0.07 [ 0.41] 0.07 [ 0.07]0.34] 0.14 [ 0.25| 0.25| 0.14] 0.09] 0.00
U 0.40 | 0.03 [ 052 | 0.25 | 0.55 | 0.16 | 0,55 | 0.55] 0.07 [ 052 0.25| 0.25[ 0.52] 0.42] 0.09
ndhD | 2 Tagetseq | U | U [ U | G | G | Al Cc|c|lulG|G|luUu|[G|lu|[AJu|[CcluJu[G|lulclu|lu|ula
score 0.40 [ 0.93 [ 052 | 0.25] 0,55 | 0.29 0.55 | 0.55] 0.34 [ 0.52] 0.25 0.25 0.52| 0.42| 0.91| 1.30E-05 1 273607 1
Gene name LPAG6 motifs P|{P|L|S|[S|[P|L|S|P]|L2]S2
AGI number | At5g48910 6 A|[N|P|SIN|N|V|S|S|I]|G
Type DYW 1 N|N|D|E|[S|N|DIN|S|R|D
Species At A 0.17 | 0.08| 0.04 [ 0.25 0.13] 0.080.25[0.70] 0.25] 0.00] 0.09
Localization @ C 0.44 | 055 | 0.06 [0.25[0.50| 0.55] 0.25] 0.14] 0.25[ 0.47] 0.07
ref. 5 G 0.00 | 0.08{0.17 [0.25] 0.09 0.08[0.25] 0.04] 0.25[ 0.21 [ 0.70
U 039 0.28[0.73 [ 0.25]0.28[0.28/0.25[ 0.13] 0.25[ 0.33[ 0.14
PSBF__ | 65 Tagetseq | U | G [ U | U | C | A|U|G|G|A|C|U[A[G|[C|lU|[G|U[A[C|[CclulAa|lc|cla
score 039 0.08]0.73]0.25[0.50] 0.55] 0.25[0.70] 0.25[ 0.47| 0.70| 6.526-03 1 243604 1
Genename | OTP80 motifs PIL|S|S|[S|P|L|S|P]|L2]S2
AGI number | At5g59200 6 FIT|T|L|T|T|[V|[N[N|V|G
Type 3 b N|D|[S|D|D|N|[S|D|N|Q|D
Species At A 0.17 | 0.40 | 0.45 | 0.08/0.09[0.73[0.25] 0.15] 0.08] 0.27 0.09
Localization @ C 044 019 0.19 [051] 0.07] 0.05[ 0.25] 0.23[ 0.55] 0.21[ 0.07
ref. 6 G 0.00 [ 0.28] 0.17 [034] 074 0.22] 0.25] 0.07] 0.08] 0.09 [ 0.70
U 039 014 0.18 [ 0.07]0.10[ 0.00 0.25[ 0.55| 0.28] 0.42] 0.14
w23 | 89 Tagetseq | U | C [ A | A | U | AU [ A|ClU|JU[UJU[A[AJU[G|U[C|[G|A][A|JU|C|ATG
score 039 0.28]0.18 [0.51| 0.74] 0.73] 0.25[ 0.55| 0.55| 0.27| 0.70 | 2.87E-04 1 5.73E05 1
Genename | OTP81 motifs S|P|L|S|P|L[S|S|P|]L|[S|P]|L2]S2
AGI number | At2g29760 6 SIN|P|IN|N|V|IN|T|N[V[S|S|T|A
Type DYW b N|N|D|D|[S|N|D|[D|N|[N|D|NJE]|S
Species At A 070 0.08 0.04 | 0.15 | 0.05 | 034 | 0.15 0.09] 0.08] 0.34] 0.06 [0.73| 070 0.25
Localization o C 014 0,55 [ 0.06 | 0.23]0.87 0.14]0.23]0.07[0.55] 0.14 ] 0.00| 0.13| 0.16] 0.25
ref. 6 G 0.04] 0.08 [ 0.17] 0.07 ] 0.00 | 0.120.07[0.74] 0.08 [ 0.12 [ 0.85] 0.00] 0.14] 0.25
U 0.13]0.28 [ 073 0.55 | 0.08 | 0.40 [ 0.55 0.10[0.28]0.40] 0.10 0.14 | 0.00| 0.25
rps12 ‘ 69553 Target seq A C A u A A A A A G G A A A U U C u u u u u G A A A
score 0.70] 0.08 [ 0.73 | 055 | 0.87 | 0.40 | 0.55] 0.10] 0.28] 0.40[ 0.85[0.73| 0.70] 0.25 | 1.25E-03 2 5.86E-05 1
Genename | OTP82 motifs PIL|[S|S|P|L|S|P|L|S|P]|L2|S2
AGI number | At1g08070 6 N[P|[T|T|N|V|[N|[N|L|T[N|V|G
Type DYW b N|D|(D|D|D|N|D|N|A|S|D|K|D
Species At A 0.08 | 0.04 ] 0.09 | 0.09]0.09 [0.34]0.15 0.08]0.20[ 0.45] 0.09] 0.27] 0.09
Localization p c 055 0.06 | 0.07 | 0.07] 0.25 [0.14]0.23] 05| 0.32] 0.19] 0.25[ 0.21[ 0.07
ref. 6 G 008017074 | 074 0.14 [0.12]0.07[ 0.08] 0.00] 0.17] 0.14] 0.09 [ 0.70
U 0.28 | 0.73 ] 0.10 | 0.10| 0.52 | 0.40| 055 0.28 [ 0.48] 0.18 | 0.52] 0.42 0.14
ndhB ‘ 836 Target seq u G u u A C u u C G A A A G U A G C u G C U u u A G
score 0.08 [ 0.73 | 0.09 [ 0.74] 0.25 [ 0.40] 0.07 [ 05| 0.48] 0.18 [ 0.52] 0.27| 0.70| 5.85€-02 | 9 [3.43603 | 2 ]
ndhG ‘ 50 Target seq A C A u G A u u u u C u u u U A G U u U u U C u G G
score 0.28 | 0.73 | 0.09 [ 0.74] 0.52 | 0.40| 055 0.28[0.48| 0.19[ 0.52] 0.09[ 0.70| 6.40E-03 | 1 [ 5.42604 | 1 ]




N Rank without Rank with L,
PPR position 25 | 24| 23| 22 14 1211|109 6|5 1| Pvalue ‘L,LZar\dSZ P-value ‘ 12 and $2
Genename | OTP84 motifs L Pl L|S|P PlL S2
AGI number | At3g57430 6 \' N|S|[S|N N|M A
Type DYW 1 N D|IN|K|N N | D N
Species At A 0.25[0.04]0.14] 0.05| 034 0.15 ] 0.09 [ 0.34] 0.25] 0.08 | 0.25[0.15[ 0.08] 0.1 0.70] 0.08 ] 0.00| 0.9
Localizati P c 0.25] 0.06 [ 0.20[0.87] 0.14| 023 0.25] 0.14 [ 0.25[0.55 | 0.25[0.23[0.55] 0.17[ 0.14 [ 0.55[ 0.47] 0.00
ref. 6 G 0.25]0.17[0.41] 0.00| 012 0.07 [ 0.14] 0.12 [ 0.25[ 0.08 | 0.25[0.07] 0.08] 0.22[ 0.04] 0.08 [ 0.21] 0.00
Y 0.25[0.73] 0.16] 0.08 | 0.40 | 055 [ 0.52 | 0.40 0.25 [ 0.28 | 0.25[0.55] 0.28]0.51] 0.13] 0.28[ 0.33 | 0.09
[ ndhB | 1481 Target seq A 1] Ul G G 1] Al G C clu A
score 0.12 0.52] 0.34 | 0.25[ 055 0.55[0.51 0.91] 131E03 | 3 [ 5.29E-05 | 2
[ ndhF [ 290 Target seq U 1] U | A A 1] U | A C clu A
score 0.34 0.52 0.40 | 0.25 [ 055 0.55[0.51 0.91] 2.09E-:04 | 1 [ 9.91E-07 1
[ psbz [ 50 Target seq G C Al G A 1] A A u ulu 1]
score 0.34 0.52] 034 0.25] 0.28 0.28[0.51 0.09 | 9.56E-:04 | 2 [ 145604 | 3
Genename | OTPSS motifs S|P PlL S2
AGI number | At2g02980 6 A[N|P|P|IN|L|[T|S|L|G
Type DYW 1 D|{D|[N|C|N|Y|D|D|S|T
Species At A 0.08 | 0.09[0.04]0.25[0.08[0.20]0.09] 0.11]0.20{ 0.23
izati P c 0.51] 0.25 [0.06]0.25[0.55] 0.32[ 0.07[0.34[ 0.38] 0.18
ref. 6 G 034 0.14{0.17]0.25[ 0.08 0.00[0.74] 0.45] 0.06 | 0.00
Y 0.07 [ 0.520.73] 0.25[0.28[ 048 0.10[ 0.10 [ 0.36 0.60
[ ndo T 674 Targetseq | U | G | 6 | Al Ul ululclulJulalulul[e|lclululululeclclcleclulc|a
score 0.07 [ 0,52 [0.73] 0.25[0.55[ 032[0.74] 0.10 [ 0.38] 0.23 | 3.12€-02 6 6.14E-03 3
Gene name 0TP86 motifs P|S|P|L|S|P|L|[S|P|L|S|P|L|S|[P|L|S|P]|L2][S2
AGI number | At3g63370 6 A|G|N|P|N|IN|V|IN|N|T|N|T|GIN|T|L|V|T|L|V
Type DYW 1 L|IT|G|T|D|[N|E|D|/D|N|[D|D|D|D|D|[E|[G|D|W]|T
Species At A 025[0.25[0.25[0.04|0.15] 0.08]0.25] 0.15[ 0.09 [ 0.40 | 0.15 | 0.04 [0.25]0.15] 0.04[ 0.20] 0.25[0.04] 0.20] 0.23
izati P c 0.25]0.25[0.25[ 0.06 | 0.23| 055 0.25] 0.23[ 0.25[ 0.19 | 0.23 | 0.00 [0.25[ 0.23] 0.00[ 0.32] 0.25[ 0.00[ 0.38] 0.18
ref. 6 G 0.25]0.25[0.25[0.17 ] 0.07]| 0.08 [ 0.25] 0.07 [ 0.14 ] 0.28 | 0.07 | 093] 0.25] 0.07 [ 0.93] 0.00] 0.25[0.93] 0.06 | 0.00
[y 0.25[0.25[0.25[0.73| 055 0.28 | 0.25 [ 0.55 [ 0.52] 0.14 | 0.55| 0.03 [0.25[0.55] 0.03[0.48] 0.25[ 0.03[ 0.36 | 0.60
[s1a T 80 Targetseq | A | A | A | A | Al A[AlUulAJulclalululule|alululc[e]lulcle|AafuU
score 0.25]0.25[0.25[0.73] 0.23] 0.08 [ 0.25 [ 0.55 [ 0.52] 0.28 | 0.15 | 0.03 [0.25]0.23]0.93[0.48] 0.25[0.93[ 0.20 [ 0.60| 9.20E-03 2 1.356-03 1
Gene name RARE1 motifs PIL|S|P|L|S|P|L|[S|[P|L|S|P]|L2|S2
AGI number | At5g13270 6 N[Q|N|[T|T|T|T|S|T|S|T|S|[T|I|D
Type DYW 1 S|S|N|P|N|K|[D|E[N[N|S|D|N|T|D
Species At A 0.05[0.25] 0.14 | 035 | 0.40 [ 0.45 | 0.04[0.25[0.64[0.73] 0.40] 0.06| 0.73] 0.00{ 0.09
Localization p c 0.87[0.25{0.29]0.210.19[0.19] 0.00[0.25[0.06{0.13[ 0.19[ 0.00] 0.05 [ 0.47] 0.07
ref. 7 G 0.00[0.25[ 041022 028]0.17]093[0.25[0.15[0.00]0.28]0.85[ 0.22] 0.21[ 0.70
[y 0.08[0.25{0.16 | 022 0.14 [ 0.18 ] 0.03[0.25[0.16[0.14 0.14] 0.10[ 0.00 [ 0.33] 0.14.
[accd T 794 Targetseq | A | A | U | G | A G| U[A|G|Uululcla[Ge|A|lAlAlG|[AlA[Uu]JC]G]A|G]|C
score 0.87]0.25[ 041 035 0.40 [ 0.45 [ 0.93]0.25[0.64[0.14]0.19[0.85[ 0.73] 0.21[ 0.07 | 6.03€-05 1 2.50E-04 1
Gene name Ys1 motifs Pl L|S|P|L|S|[P|L|S|S|P|L|S|P]|L2]S2
AGI number | At3g22690 6 N[P|N|[T|V|S|N|L|D[NIN|M|[T|T|V|G
Type DYW 1 DID|N|N|[N|N|D|G|T|N|D|D|D|D|E|N
Species At A 0.09]0.04[0.14]0.73| 034|070 0.09 | 0.20{0.25]0.14[0.09| 0.11]0.09] 0.04] 0.27] 0.91
Localization cp c 0.25]0.06 [ 0.29] 0.05| 0.14] 0.14 [ 0.25 | 0.32 [ 0.25] 0.29[0.25[ 0.17] 0.07[ 0.00] 0.21{ 0.00
ref. 8 G 0.14]0.17[0.41] 022 0.12] 0.04] 0.14] 0.00 [0.25]0.41]0.14] 0.22[0.74[ 0.93] 0.09 [ 0.00
[y 0.52[0.73] 0.16 | 0.00 [ 0.40] 0.13[0.52] 0.48 | 0.25[0.16[0.52] 0.51] 0.10| 0.03[ 0.42] 0.09
[poB ] 338 Targetseq | 6 | U | U | U G| A[c[AJulGc|Glululu|]Aalclec|lul[e|lulu|[alclu|lGc]|sa
score 0.09 [0.73] 041073 034] 0.13[052] 0.32[0.25]0.29[0.52[ 051 0.74[ 0.93] 0.27[ 091 1.03-03 1 1.63E-05 1
Genename | AHG11 motifs S|P|L|S|S|[S|S|P|L|S|P]|L2]S2
AGI number | AT2g44880 6 TIN|[T|T|T|IN|T|N|L|T[N|L|G
Type £ 1 DIDID|S|D|T|N|D|K|Q|D|K|N
Species At A 0.09(0.09[0.40 | 045 0.09 [0.00]0.64] 0.09]0.20]0.45[0.09 0.20 [ 0.91
Localization mt C 0.07[0.25] 0.19 | 019 0.07 [0.78] 0.06 | 0.25[ 0.32| 0.19[ 0.25[ 0.38] 0.00
ref. 9 G 0.74]0.14] 028017 074]0.14[0.15] 0.14]0.00] 0.17[ 0.14] 0.06 | 0.00
Y 0.10 [0.52] 0.14 | 018 0.10 [0.09] 0.16 [ 0.52[ 0.48] 0.18 [ 0.52 0.36 | 0.09
[nada T 37 Targetseq | G | G | A | A | A| G | A[G|U[A|JU[A[U[U][A AlG|CclAlUu|[UlUJUJUTA
score 0.10[0.09] 0.14 [ 045 | 0.74 [ 0.78] 0.64| 0.52[ 0.48] 0.18[0.52[ 0.36 [ 0.91| 5.39E-03 7 8.90E-04 3
Gene name MEFL motifs L{S|P|L[S|P|L|[S|P]|L2]|S2
AGI number | At5g52630 6 C|{N|S|P|[S|S|S|[S|N|L|A
Type DYW 1 I | S|D|D|{N|[N|S|N[N|T|T
Species At A 0.25[0.13] 0.11 | 0.04[0.70[ 0.73] 0.25[ 0.70] 0.08 [ 0.20] 0.23
Localization mt C 0.25 [ 0.50] 0.34 | 0.06]0.14] 0.13]0.25] 0.14 [ 0.55[ 0.38] 0.18
ref. 10 G 0.25 [ 0.09 [ 0.45 | 0.17]0.04] 0.00 [ 0.25[ 0.04 | 0.08 [ 0.06 0.00
U 0.25 [ 0.28] 0.10 [0.73]0.13] 0.14] 0.25[ 0.13 | 0.28] 0.36 | 0.60
[ nad2 T 1160 Targetseq | G | 6 | 6 | ¢ [ 6 [ c|u[clu|lAalc|clc[AalalAalalcleglalaJulcl[clula
score 0.25]0.13]0.34]0.17[0.70[ 0.73[ 0.25[ 0.14| 0.55[ 0.36| 0.23 | 1.00E-02 | 17 [ 8.43€6-03 | 19 |
[ nad7 T 963 Targetseq | C | A | U | U U c[G[A|A]lclulul[u[AaJulalclalelalalc[c|u|ulu
score 0.25[0.50] 0.11[0.17[0.70[ 0.73[ 0.25[ 0.04| 0.28| 0.36 | 0.60 | 3.47E-02 | 53 [[136€-02 | 33 |
[ rpsa T 956 Targetseq | C | A | A | A | A|G|G|[A|JU|ClGc|Aa[Aa[clulalclclulalclulc[a]ulu
score 0.25 [ 0.50] 0.34 [0.73[0.70] 0.13[0.25[ 0.14] 0.08[ 0.36 | 0.60| 4.96E-02 | 76 [ 7.21€-03 13 |
Gene name MEF3 motifs S|P|L[S|P|L[S|P|[L|S|P]|L2]|S2
AGI number | At1g06140 6 S{N[(V|P|G|I|A|T|A|T|S|V|A
Type E 1 N|D|[D|N|D|S|N|[N[D|[N|[N|E|M
Species At A 0.70{ 0.09] 0.25 | 053 0.25 [ 0.08[0.53] 0.73] 0.25 [ 0.64[ 0.73 0.27 ] 0.25
Localization mt C 0.14]0.25] 0.25 | 0.00 | 0.25 [0.31] 0.00] 0.05[0.25| 0.06 [ 0.13[ 0.21] 0.25
ref. 11 G 0.04]0.14]0.25 | 0.00 | 0.25 [0.16] 0.00] 0.22[ 0.25| 0.15[ 0.00] 0.09 | 0.25
U 0.13[0.52] 0.25 | 0.47 | 0.25 | 0.45] 0.47] 0.00] 0.25 0.16] 0.14| 0.42| 0.25
atpd 89 Targetseq | U | A | U | U U[G|lu[G|c|AJulul[A[Aa]l]Gec|lululcle|lAal[Aa]lGc|[A[A]G][A
score 0.70] 0.14] 0.25 | 047 0.25 | 0.16| 0.53| 0.73] 0.25 | 0.64] 0.73] 0.09| 0.25 | 3.16E-04 | 1 [1.936-03 | 3 |
Rank without Rank with L,
‘PPRposmon‘25‘25‘24‘23‘22‘21‘20‘19‘18‘17‘15‘15‘14‘13‘12‘11‘10‘ 9 ‘ 8‘7‘6‘5‘4‘3‘2‘ 1 ‘ P-value ‘L,Lzandsz P-value ‘ 12 and 52
Gene name MEF7 motifs S|P|L|S|P|L|S|P|L|[S|P|L|S|P|L|S|[P|L|S|P]|L2]S2
AGI number | At5g09950 6 N[A|V|I N|N|G|S|N|L|N|[N|I|N|N|SI[N|N|[A|[S|N|V|S
Type DYW 1 N(N|D|N|T|D|N|S|M|D|G|N|D|N|E|D|D|D[N|D|R|N
Species At A 0.14]0.17 ] 0.25] 0.14] 0.04| 0.25 [ 0.70 0.05 | 0.20 | 0.15 | 0.25| 0.08 | 0.15 | 0.08 [ 0.25| 0.15| 0.09 0.25[0.70] 0.09] 0.27 [ 0.91
Localization mt C 0.29]044]0.25[0.29|069]025]0.14[087[032[0.23]025]031]023]055[0.25]0.23[0.25[0.25]0.14[0.25] 0.21] 0.00
ref. 12 G 041 0.00{0.25[0.41] 0.00 0.25] 0.04 ] 0.00{ 0.00{ 0.07 | 0.25 | 0.16 [ 0.07 | 0.08 [ 0.25] 0.07[0.14] 0.25] 0.04] 0.14] 0.09] 0.00
Y 0.16 [ 0.39]0.25{ 0.16 | 0.27 0.25 [ 0.13 | 0.08 [ 0.48] 0.55 | 0.25 | 0.45 [ 0.55 [ 0.28 [ 0.25 | 0.55[0.52| 0.25[ 0.13[ 0.52| 0.42 0.09
[cem T 28 Targetseq | A | A | A | U | G | A| G| A|C|G|[A|lCluUulululu|ufM@Muluvu|lGe|lAalAalclula
score 041 0.17[0.25[ 0.14 | 069 0.25 [ 0.70 | 0.87 | 0.48 [ 0.55 | 0.25 | 0.45 [ 0.55 | 0.28 [ 0.25|0.55] 0.14] 0.25[0.70{ 0.25| 0.42[ 091 | 2.34E-04 | 2 [ 8.036-06 [ 2 |
[ cob | 325 Targetseq | U | U | U | A | Cc | clulu|c|AJuUu|lA[U|[lUJUJUJU[C|]G|U[G|[G|U[C|U][A
score 0.29[0.44]0.25[ 0.16 | 069 0.25 | 0.13 | 0.05 [ 0.48 [ 0.55 | 0.25 | 0.45 [ 0.55 | 0.55 [ 0.25|0.55]0.14] 0.25] 0.13[ 0.25[ 0.42[ 091 | 9.34E-03 | 32 [ 7.56E-04 | 10 |
[hadz T 1433 Targetseq | A | C | U | A | G| C|A[A|U|G|[A[ClU|[JU[C|[CJUJU[JUJU[U[C[AJUJU][A
score 041 044]0.25] 0.14 | 0.27] 025 0.70 | 0.87 | 0.48 [ 0.55 | 0.25 | 0.31 [ 0.55| 0.28 [ 0.25| 0.55[0.52] 0.25[ 0.70{ 0.52| 0.42[ 091 | 1.10E-05 | 1 [ 4.06E-07 1 |
[radal T a1 Targetseq | C | A | A | A | U A|U|[UJU[C|[A[C[A[JUJUJUJU[C|]UJA[U[G|A[UJU][A
score 0.16[0.17[0.25[ 0.16 | 0.27] 0.25 [ 0.70 [ 0.87 ] 0.20 [ 0.55 | 0.25 | 0.45 [ 0.55 | 0.55 [ 0.25 0.15[0.52] 0.25[0.70] 0.52| 0.42[ 091 4.65E-04 | 3 [ 494605 3 |




" Rank without Rank with L,
PPRposition| 26 | 25 | 24 | 23 | 22 | 21 [ 20| 19 | 18 | 17 [ 16 | 15 | 14 | 13 |12 | 11| 10| 9 | 8 | 7| 6| 5| 4| 3| 2| 1| Pvalue ‘ Cloandsy | Pvalve ‘ T2 o5
Gene name MEF8 motifs L|S|P]|L2]|S2
AGI number | At2g25580 6 C|R|V
Type DYW 1 D|S|N
Species At A 0.25[0.25] 0,91
Localizati mt [ 0.25[0.25] 0.00
ref. 13 G 0.25[0.25] 0.00
U 0.25[0.25 0.09
nads | 676 Tagetseq | A | U | G | ¢ [ C | A|U|A|A[G|U[C|U[U[A[JU[UJU[G[U[A UlUul~a
score 0.25[0.25[ 091 113601 | 213(16) | 113602 | 23(5) |
nads__ | 95 Tagetseq | U | C | C | 6 [ G | U [ Al Cc|AlU|JU[C|c|GlUJu|[UJu[Gc|ulu A
score 0.91 >1 | P>l [ 33903 | 6(2) |
Gene name MEF9 motifs S|P|S|S|L|[S|S|S|[S|P|[L|S|[P]|L2]S2
AGI number | At1g62260 6 N[N|[N|S|A|N|[N|N|[N[N|T|N|IN|V|S
Type E 1 D|D|[N|L|L|N|D|D|/H|D|D|E|S|Q|D
Species At A 0.15 | 0.09] 0.14 | 0.25] 0.25 | 0.14] 0.15 | 0.15] 0.25| 0.09 | 0.40[ 0.25] 0.05] 0.27] 0.09
izati mt [ 023 0.25[0.29] 0.25] 0.25 [ 0.29] 0.23[0.23]0.25] 0.25| 0.19 0.25[ 0.87] 0.21 [ 0.07
ref. 4 G 0.07 | 0.14] 0.41 | 0.25] 0.25 [ 0.41] 0.07 [ 0.07] 0.25] 0.14 [ 0.28] 0.25| 0.00[ 0.09[ 0.70
U 055 | 0.52 | 0.16 | 0.25] 0.25 | 0.16 | 0.55 | 0,55 0.25 | 0.52] 0.14 | 0.25 0.08| 0.42] 0.14
nad7__ | 200 Targetseq | C | A | A | A A| C|U|JU|JAJU|lClUJU|[C|IA[A]G|]C|lUJUJU[AlC[C|U]U
score 055 | 0.52 | 0.29 | 0.25] 0.25 | 0.41] 0.23 [0.55] 0.25| 052 0.40| 0.25[ 0.87| 0.42] 0.14 | 2.41E-04 5 205604 1
Genename | MEF10 motifs PIL|S|P|L|S|[P|L|[S|P]|L2]S2
AGI number | At3g11460 6 N|[P|T|N|L|[NI[N|V|[N|T]|V|S
Type DYW 1 D|IE|L|D|E|G|D|N|S|D|[G|D
Species At A 0.09] 0.04 [ 0.45| 0.090.20{0.25]0.09] 034 0.13] 0.04[ 0.27] 0.09
izati mt C 0.25] 0.06 | 0.19 | 0.25[0.32]0.25[ 0.25] 0.14 [ 0.50] 0.0 0.21] 0.07
ref. 15 G 0.14]0.17[0.17] 0.14]0.00{0.25[0.14] 0.12] 0.09 [ 0.93] 0.09[ 0.70
U 052 | 073 | 0.18 | 052 | 0.48] 0.25[0.52] 0.40] 0.28] 0.03 [ 042 0.14
nad2 | 842 Targetseq | C | U | C | U [ A| U U U UlG|lclul[Aa|lAlul[AJululululAalclGe|u]leG
score 0.09 ] 0.73 | 0.45 | 0.52 | 0.48] 0.25[0.52] 0.34 [ 0.50| 0.93[ 0.42| 0.70 | 5.08-03 9 4.82E-05 2
Genename | MEF11 motifs LIS|[P|L|[S|P|L|S|[P[L|S|[P]|L2]S2
AGI number | At4g14850 6 G|N|[T|P|[C|N|[C|N|C|S|[S|[N|V]|S
Type DYW 1 PIN|N|[D|N|N|D|N|S|T|N|[N|G|T
Species At A 025]0.14 ] 0.73] 0.04] 0,53 0.08]0.25[0.14]0.25] 0.25 | 0.70| 0.08] 0.27] 0.23
Localization mt C 0.25]0.29 [ 0.05 0.06 | 0.00 [ 0.55 ] 0.25[0.29] 0.25[0.25| 0.14 [ 0.5 0.21] 0.18
ref. 16 G 0.25]0.41[0.22] 0.17]0.00 | 0.08 0.25[0.41]0.25[0.25| 0.04| 0.08 0.09] 0.00
U 0.25] 0.16 | 0.00 | 0.73 | 0.47 | 0.280.25] 0.16] 0.25] 0.25| 0.13| 0.28 | 0.42| 0.60
ccmFN2_ | 344 Targetseq | G | A | C | C [ U Glulu|lulclulul[AlAJU[AJU[U[G|U|[G|[A[C|]U]U
score 0.25] 0.14] 073 | 0.73] 0.53 | 0.280.25[0.41] 0.25] 0.25| 0.70| 0.55| 0.42| 0.60 | 1.81E-03 | 2 [ 7.69E05 | 1 ]
ccmC__ | 568 Targetseq | U | U | A | G | C G|AlU|[clulG|Ge|UulAlcl[AJulclAalAJU[AlC]A]U
score 0.25] 0.16 | 0.73| 0.06 | 0.53 | 0.280.25[0.14]0.25] 0.25] 0.70| 0.55| 0.27| 060 5.37€-03 | 14 | 6.01€:03 | 17 |
o3 | 422 Targetseq | A | A | U | c [ c | clululululclulu|[A|[AJU[A[C|[C|lc@MuUlAlU|U[C
score 0.25] 0.14] 073 | 0.73 ] 0.53 | 0.55 | 0.25[0.29{0.25[0.25 ] 0.70 | 0.28[ 0.42| 0.18 | 1.98E-03 | 3 [ 5.06604 | 3 ]
matR__ | 1730 | Targetseq | C | G | U | C | A G| c| G| Al cC|G|[A|[A[G|A|C|[A|JU[C[G|U[A[A[AJU]U
score 0.25] 0.41 ] 0.73| 0.06 | 0.53 | 0.28 [ 0.25[0.41] 0.25] 0.25 | 0.70| 0.08[0.42| 0.60 | 3.98E-03 | B [348603 [ 10 |
nadda | 124 Targetseq | C | A | A | G | A A U|A[C|G][A]C G| A|JU|[A[C|G[A[UJU[A[AJU]U
score 0.25[0.41[ 073 0.73] 0.53 | 0.55 ] 0.25] 0.14] 0.25] 0.25[ 0.70] 0.08]0.42| 0.60| 6.186-03 | 15 | 3.88£-04 | 2 ]
Gene name MEF14 motifs Pl L|S|P|L|S|P|]L|S|P]|L2|S2
AGI number | At3g26780 6 N[P|S|T|V|N|IN|[S|T|T|V|G
Type DYW 1 T|D|IN|D|G|DIN|[D|N|N|G|D
Species At A 0.04]0.04 070 0.04]0.25]0.15]0.08] 0.25 [ 0.64| 0.73 0.27] 0.09
Localization mt C 0.69 | 0.06] 0.14 ] 0.00 [0.25[0.23[0.55] 0.25[ 0.06 [ 0.05 [ 0.21] 0.07
ref. 17 G 0.00] 0.17 [ 0.04 | 0.93]0.25[0.07[ 0.080.25] 0.15| 0.22] 0.09[ 0.70
U 0.27]0.73] 0.13| 0.03[0.25[0.55] 0.28] 0.25 0.16| 0.00| 0.42] 0.14
matR__ | 1895 | Targetseq | G | A | A | U | A | U | A[A|U[C|ClU[C[A[A|G|[U|A[C[U|[C|C[A|[A|AlG
score 0.04] 0.17 | 0.13| 0.04]0.25[0:55] 0.55| 0.25 | 0.64| 0.73 0.27| 0.70| 2.46E-02 38 1.22602 29
Genename | MEF18 motifs L{S|S|P|L|S|S|P|L|[S|S|P|]L|[S|P]|L2]S2
AGI number | At5g19020 6 VIN|N|T|A|T|N|G|V|AI[N|N|[V|A|N|V]|G
Type E 1 N|D|S|N|R|N|D|[S|Y|H|[D|D|N|T|N|D|D
Species At A 034 0.15]0.13 [ 0.73] 0.25 | 0.64] 0.15 | 0.25 | 0.25 [ 0.25] 0.15] 0.09 | 0.34| 0.25 0.08 0.27] 0.09
Localization mt C 0.14 | 023050 0.05[ 0.25 [ 0.06 | 0.23] 025 0.25 [ 0.25[0.23[0.25[ 0.14 ] 0.25 [ 0.5 0.21] 0.07
ref. 18 G 0.12 | 0.07[ 0.09 [ 0.22] 0.25 [ 0.15] 0.07 [ 025 0.25 [ 0.25[0.07[ 0.14] 0.12] 025 0.08 0.09[ 0.70
U 0.40 | 0.55 | 0.28 | 0.00] 0.25 | 0.16 | 0.55 | 0.25 | 0.25 | 0.25[0.55] 0.52| 0.40 0.25| 0.28 | 0.42] 0.14
nadd | 1355 | Targetseq | A | C | C | U | G [ Al U[U]U|c|clulc|lc|[AalulAalAalAaJululclulclcla
score 0.14 | 0.23[ 0.28 | 0.05] 0.25 | 0.64| 0.55 | 0.25 0.25 | 0.25[0.55] 0.52 0.14 | 0.25| 0.5 0.21| 0.70| 3.89E-03 9 5.13£03 12
Genename | MEF19 motifs S|P|L|[S|P|L[S|P|[L|S|P]|L2]|S2
AGI number | At3g05240 6 SIN|P|T|G|V|[T|N|L|C|T|L|G
Type 3 b S|ID|N|N|N|N|T|D|D|D|D|T|N
Species At A 0.25 | 0.09 | 0.04 | 064 0.17 | 0.34]0.45] 0.09 0.20| 0.08] 0.04] 0.20[ 0.91
Localization mt C 0.25 | 0.25[ 0.06 | 0.06 | 0.44 [ 0.14]0.19] 0.25| 0.32[ 0.51] 0.00{ 0.38] 0.00
ref. 18 G 025 0.14] 0.17 | 0.15] 0.00 [0.12] 0.17] 0.14| 0.00] 0.34[ 0.93 0.06 | 0.00
U 0.25 | 0.52] 0.73 | 0.16] 0.39 | 0.40] 0.18 [ 0.52| 0.48] 0.07| 0.03[ 0:36| 0.09
ccmB__ | 566 Targetseq | G | U | U | U [ C|A[U|[G|UlU|cCclUu|lulu U AluJlulGele|ulu
score 0.25 0.16 0.45[0.52[0.48]0.34[0.93]0.36] 0.09 | 3.28E-03 | 4 [ 9.54E-03 34 |
ccmB___ | 566(-5) |Targetseq | G | G | U | U | U | C|A[U|G|lU[U[C[U][uU A GlAaJUuJlulG|G]|uU
score 0.25 0.64 0.17[0.09[0.48] 0.07 [ 0.93] 0.06 | 0.09 | 3.64E-02 | 46 [ 116E-02 | 25 |
Genename | MEF20 motifs L|S|P|L|[S|P]|L2]S2
AGI number | At3g18970 6 VIT|N|V|T|T|T|G
Type 3 b S|{T|T|D|[N|[N|V|D
Species At A 0.25]0.45 0.04| 0.25[ 0.64] 0.73] 0.70] 0.09
Localization mt C 0.25[0.19]0.69] 0.25 0.06] 0.05[ 0.16 0.07
ref. 18 G 0.25[0.17]0.00] 0.25[ 0.15] 0.22[ 0.14| 0.70
U 0.25[0.18]0.27] 0.25 016 0.00[ 0.00] 0.14
rps4 ‘ 226 Target seq A u A u A C A A u u A C A A A C u A C A C G A A A G
score 0.25]0.45[0.69] 0.25[ 0.64] 0.73] 0.70] 0.70| 3.00E-04 1 1.41E-05 1
Genename | MEF21 motifs S|P|L|[S|[S|P|L|S|P]|L2][S2
AGI number | At2g20540 6 TIN|[P|IN|N|T|I|[N[S|L|G
Type 3 b N|D|H|D|T|D|Q|D|N|K|D
Species At A 0.64 | 0.09]0.04 [0.15/0.00] 0.040.08] 0.15] 0.73] 0.20] 0.09
Localization mt C 0.06 | 0.25[ 0.06 [0.23]0.78] 0.00] 0.31] 0.23] 0.13[ 0.38] 0.07
ref. 18 G 0.15 [ 0.14] 0.17 [0.07] 0.14 [ 0.93] 0.16] 0.07] 0.00{ 0.06 [ 0.70
U 0.16 | 0.52 | 0.73 | 0.55] 0.09 0.03[0.45[ 0.55] 0.14] 0.36] 0.14
cox3 ‘ 257 Target seq A G u C G u A C A A u u A G G A C u C G A u A u G
score 064 0.25] 0.73 [0.55[ 0.78] 0.93] 0.08[ 0.55| 0.73] 0.36 | 0.70 | 4.99E-05 1 1.64E-05 1




" Rank without Rank with L,
PPRposition| 26 | 25 | 24 | 23 | 22 | 21 [ 20| 19 | 18 | 17 [ 16 | 15 | 14 | 13 |12 | 11| 10| 9 | 8 | 7| 6| 5| 4| 3| 2| 1| Pvalue ‘L' ondey | Prvalue ‘ T2 o5

Genename | MEF22 motifs S|P|L[S|P|L[S|P|[L|S|P]|L2]|S2

AGI number | At3g12770 6 T|{N|P|IN|T|V|I|N|T|S|S|L|A

Type DYW b Q(D|D|T|[D|E|[N|[D|D|D|N|Q]|G

Species At A 0.45 | 0.09 | 0.04 | 0.00] 0.04 [0.25] 053] 0.09 [ 0.40[ 0.06[ 0.73] 0.20{ 0.25

Localizati mt c 0.19 | 0.25 [ 0.06 | 0.78] 0.00 [0.25] 0.00] 0.25| 0.19] 0.00] 0.13[ 0.38] 0.25

ref. 8 G 0.7 014 0.17 | 0.14[ 0.93 [ 0.25] 0.00] 0.14 | 0.28] 0.85] 0.00{ 0.06 | 0.25

U 0.18 [ 0.52 | 0.73 | 0.09] 0.03 [0.25]0.47| 052 0.14] 0.10] 0.14] 0.36] 0.25

[nad3 149 Tagetseq | G | U | C | 6 [ 6 | c | c|U|Alc|Ge|A|A|lU[G|[U[]G|[G|U|JUJU|[C[G|[A]JU]|C
score 0.18 | 014 0.73 | 0.14 | 0.93 | 0.25] 0.47| 052 0.19[ 0.85[ 0.73] 0.36| 0.25 | 1.33£:03 4 3.90E-04 2

Gene name MEF29 motifs S|P|L|S|P|L|[S|P|]L|S|P|L|S|P]|L2]S2

AGI number | Atdg30700 6 T|{N|A|[S|N|L|T|N|V|[T|N|T|T|N|L|A

Type DYW 1 D|IN|E|D|D|H|D|R|[H|S|N|[S|N|[T|S|G

Species At A 009 0.08 [ 0.25 0.06 | 0.09 | 0.20 | 0.09 | 0.25 | 0.25[ 0.45] 0.08] 0.40| 0.64 0.04 | 0.20| 0.25

Localization mt C 0.07]0.55[0.25] 0.00] 0.25| 032 0.07 | 0.25 [0.25] 0.19] 0.55] 0.19[ 0.06 [ 0.69] 038 0.25

ref. 19 G 0.74 | 008 0.25 | 0.85 0.14 | 0.00 | 0.74] 0.25 | 0.25| 0.17] 0.08 0.28] 0.15] 0.00| 0.06 | 0.25

U 0.10]0.28[0.25] 0.10 [ 0.52| 048 0.10 | 0.25 [ 0.25[ 0.18]0.28] 0.14] 0.16 | 0.27] 036 | 0.25

[cob 908 Tagetseq | C | A [ A | A| G| C| G| G|G|A|G|]G|lU[G|U|A|[G|Cl|cle|c|AalA|JU|AlG
score 0.74| 0.08 [ 0.25 | 0.85 | 0.52 | 0.20 | 0.74] 0.25 | 0.25] 0.17 | 0.55] 0.40] 0.64] 0.27] 0.20 | 0.25 | 2.70E-04 | 1 [ 254604 | 3

[nads 1550 | Targetsea | C | G | A [ A | U | cCc|c|G|[A|G|u|lu|lulG|clulGe|lclulc|lc|AalAalcCcl[c|a
score 0.10] 0.28]0.25| 0:85] 0.25 | 0.48 | 0.74 0.25 [ 0.25] 0.19] 0.55] 0.40 | 0.64| 0.69| 0.38] 0.25 | 6.72E-04 | 3 [ 126604 | 2

Genename | 0OTP87 motifs S|P|L|S|P|L|S|P|[L|S|P|L|[S|P|L|[S|[P|[L|S]|P]|L2]|S2

AGI number | Atlg74600 6 K{N|IG|S|N|[S|T|T|T|A|N|C|S|A|A|S|S|S|[S|T|V|V

Type E 1 DIN([Y[N|/D|[D|[S|N|[D|/R|D|D|D|D|G|D|D|[E|D|D|E|D

Species At A 0.08] 0.08 | 0.25 | 0.70] 0.09 | 0.25 | 0.45 | 0.73 | 0.40 | 0.25 | 0.09 | 0.25 | 0.06 | 0.25 [ 0.25| 0.06| 0.11 0.25| 0.06| 0.04] 0.27 0.09

Localization mt C 051 055 0.25] 0.14 | 0.25] 0.25 0.19| 0.05 | 0.19 ] 0.25 | 0.25 | 0.25 | 0.00| 0.25 | 0.25 0.00| 034 0.25| 0.00{ 0.00 0.21 | 0.07

ref. 20 G 034 0.08 [ 0.25] 0.04] 0.14 | 0.25] 0.17 | 0.22 | 0.28 | 0.25 | 0.14 | 0.25 | 0.85 | 0.25 | 0.25| 085 0.45 0.25 0.85] 0.93] 0.09 [ 0.70

U 0.07]0.28[025] 013052 0.25] 0.18| 0.00 | 0.14 | 0.25 | 0.52 | 0.25 | 0.10 | 0.25 | 0.25| 0.10 0.10 0.25] 0.10] 0.03[ 0.42 0.14

[ atet 1178 | Targetsea | G | A | A [ A | G| C | U | A|U|G|A|[A|A|]C|A|[A[G|[U[A|[]U|[G|C|G|[G[U][A
score 034]0.55 | 0.25| 0.70] 0.52 | 0.25 | 0.45 | 0.73 | 0.40 | 0.25 | 0.09 | 0.25 | 0.85 | 0.25 | 0.25] 0.10| 0.45] 0.25[ 0.85] 0.93] 0.42| 0.09 | 4.98E-05 | 1 [ 4.59E05 | 1

[nad7 24 Tagetseq | U | U [ U | c [ c | c|A|lu|G|A|C|lG|[A[C|[U|A|[G|G|[A[A[A[A|[G|G|C]|A
score 0,51 055 0.25| 0.13 | 0.14] 0.25 | 0.19] 0.22 | 0.40] 0.25 | 0.52] 0.25 | 0.85 0.25 0.25] 0.06] 0.11] 0.25 | 0.85| 0.93| 0.21] 0.09 | 2.23E-03 | 4 [ 2.64E03 | 5

Gene name REME1L motifs L|S|P|L|S|P|L|S|P]|L2|S2

AGI number | At2g03880 6 SIN|T|S|S|N|T|N|S|V|G

Type DYW 1 M|{N|N|D|D|E|[D|D|N|V|D

Species At A 025 014 0.73 [ 0.25 0.06| 0.25[ 0.40| 0.15 0.73] 0.27] 0.09

Localization mt C 0.25 | 0.29] 0.05 [0.25 0.00 0.25] 0.19] 0.23] 0.13[ 0.21[ 0.07

ref. 21 G 0.25 | 0.41 ] 0.22 | 0.25| 0.85] 0.25] 0.28] 0.07| 0.00| 0.09 [ 0.70

U 025 0.16 | 0.00 [0.25/ 0.10[ 0.25 0.14 0.55] 0.14| 0.42 0.14

[nad2 558 Targetseq | U G|l|A[A|AluUulAaJuoulUuJul[G|[Alulclulu[AalGe|lGclulG|c|[Aalulu
score 025 0.16] 0.73 | 0.25] 085 0.25 0.28] 0.23[0.73] 0.42 0.14 | 3.40E-03 | 7 [273€03 [ 10

Gene name SLG1 motifs L{S|P|JL|[S|P|L|S|P|L|S|P|]L|[S|S|[P|L|S]|P]|L2]S2

AGI number | At5g08490 6 LIK|N|A[N|[N[A|N|N|I|[N|[N|[L|IN|[N|SIM|T|T|T|A

Type E 1 C|D|S|D|D|N|H|D|D|D|[D|D|E|[T|DIN|I|D|D|[T|N

Species At A 0.20 | 0.08] 0.05 | 0.25] 0.15 | 0.08] 0.25 | 0.15 | 0.09| 0.08 | 0.15 | 0.09 | 0.20 | 0.00] 0.15[0.73] 0.11] 0.09 | 0.04 [ 0.70| 0.9

Localization mt C 032 | 0.51 | 0.87 | 0.25] 0.23 [ 055 0.25 | 0.23 0.25] 0.31 | 0.23 | 0.25 | 0.32 | 0.78] 0.23] 0.13] 0.17] 0.07 | 0.00 | 0.16 | 0.00

ref. 22 G 0.00 | 0.34] 0.00 | 0.25] 0.07 | 0.08] 0.25 | 0.07 | 0.14] 0.16 | 0.07 | 0.14 | 0.00 | 0.14] 0.07| 0.00| 0.22 [ 0.74] 0.93 0.14 | 0.00

U 048 | 0.07 | 0.08 | 0.25] 0,55 | 0.28] 0.25 | 0.55 | 0.52 | 0.45 | 0.55 | 0,52 | 0.48 | 0.09[0.55] 0.14] 0,51 0.10] 0.03 | 0.00| 0.09

[nad3 250 Tagetseq | A | A [ G | U | A | A|C|lc|lu|lu|lu|lululclulululclclu|lulGc|G|G|c|aA
score 0.20 [ 0.51] 0:87 | 0.25] 0,55 | 0.28] 0.25 | 0.55] 0.25 | 0.45 | 0.55 | 0.52 | 0.32 | 0.78] 0.55] 0.14] 0.22| 0.74| 093 0.16| 0.91| 2.14E-06 | 1 [ 853E07 | 1

Gene name sLo1 motifs PI|L|P|L|S|P|]L[S|S|[P|L|S]|P]|L2][S2

AGI number | At2g22410 6 N[S|IN|P|[N|NJI[N[T|IN[I|T|T]I[|S

Type E 1 DIN(D|V|D|D|T|T|D|D|N|[N|D|Q|D

Species At A 0.09 | 034 0.09 | 0.04] 0.15 | 0.09| 0.08 0.000.09| 0.09 | 0.08 [ 0.64] 0.04] 0.00] 0.09

Localization mt C 0.25 | 0.14] 0.25 | 0.06 | 0.23 | 0.25] 0.31 | 0.78] 0.07 | 0.25| 0.31] 0.06| 0.00[ 0.47] 0.07

ref. 23 G 0.14 | 0.12| 0.14 | 0.17] 0.07 | 0.14 | 0.16 | 0.14|0.74 0.1 | 0.16 | 0.15| 0.93] 0.21] 0.70

U 052 | 0.40 | 0,52 | 0.73 | 0,55 | 0.52] 0.45 ] 0.09| 0.10 [ 0,52 | 0.45| 0.16] 0.03[ 0.33] 0.14

[nads 249 Targetseq | A | C [ U | AU | U|ClU|A[U[G|[U|[]U[U[]U][U clG|A|A[A[G[C]|G
score 052040052 073] 0.55 0.78]0.74] 0.09| 0.08[ 0,64 0,93 0.47] 0.70| 3.22E-05 | 1 [ 173606 | 1

[nado 328 Targetseq | C | G [ G | U | A| G| U[A|A[G|U[ClU[A]U][U clalulclalelclc
score 0.25 | 040 0.09 [ 0.73] 0.55 0.78]0.09[052| 031[0.64[0.93[ 0.47] 0.07 | 6.39E-04 | 4 [ 144604 | 3

Gene name sL02 motifs L|S|S|P|L|S|P|L|S|S|P|[L|S|P]|L2|S2

AGI number | At2g13600 6 A|N[N|IN|A|[S|N|A|[N|T|IN[A|N|N|IT|T

Type E iy E/N|DIN|D|N|D|D|IN|N|T|D|D|[D|L|D

Species At A 0.25] 0.14] 0.15 0.08] 0.25 | 0.70| 0.09 | 0.25 | 0.14 0.64] 0.04] 0.25] 0.15] 0.09 [ 0.00| 0.09

Localization mt C 0.25] 0.29 | 0.23 | 0.55 ] 0.25 | 0.14 | 0.25 | 0.25 | 0.29] 0.06 | 0.69] 0.25| 0.23[ 0.25 | 047 0.07

ref. 24 G 025 0.41 ] 0.07 | 0.08] 0.25 | 0.04 | 0.14 | 0.25 | 0.41] 0.15] 0.00] 0.25[ 0.07 | 0.14 | 0.21| 0.70

U 0.25] 016 | 055 | 0.28 [ 0.25] 0.13 | 052 | 0.25 [ 0.16] 0.16] 0.27] 0.25 | 0.55| 0.52] 0.33] 0.14

[nadaL 110 Targetseq | U | A | U | U | Cc Bl v [ AU [U|A[U|G]|U AlAalule clalalululsa
score 0.25] 016 | 0.07 | 0.28 | 0.25 [ 0.70| 0.09 | 0.25 [ 0.41] 0.16 [ 0:69] 0.25 0.15 | 0.52| 0.33| 0.70| 528602 | 121 | 1.88E02 | 48

[nad7 739 Tagetseq | C | A [ C | C | U | U|A[cCc|G|[A|JU|[G|]U[JU|[JU|A|JU|G]|[AlC|c|AlAluU|C|G
score 0.25 | 041 | 055 | 0.28 | 0.25 | 0.70 | 0.52 | 0.25 | 0.14] 0.06 | 0.69] 0.25 0.15 | 0.52| 0.47| 0.70| 588E-03 | 11 | LOS5E-03 | 2

[orix 144 Targetseq | G | G [ U | U | U | G| A|[cC|A|U|]G|[G|lU[JU|[]U|A|[C|G[Uu[]G|u|lulAa|lc|lulese
score 0.25 | 041 | 055 | 0.28 | 0.25 | 0.70| 0.25 | 0.25 | 0.16] 0.15| 0.27] 025 0.15] 0.25 033|070 | 136E-02 | 29 | 3.75£03 | 10

[orix 145 Targetseq | G | U | U | U [ G| A|C|A|U[G|G|]U|JU|JU[A[C|[G|[U[]G|[U|JU[A[C|U[G] G
score 025|016 055| 028 0.25| 0.14] 0.14 | 0.25 | 0.41] 0.16] 0.27] 025 0.23 | 0.52| 0.21| 0.70| 2.91€-02 | 68 | 125602 | 32

Genename | MEF32 motifs S|P|L|[S|P|L|[S|P]|L2]S2

AGI number | AT4g14170 6 SIN[P|S|T|V|N|S|L|A

Type E by N|D|[S|DI/D|G|D|N|E|D

Species At A 0.70 | 0.09 [ 0.04]0.06]0.04]0.25[0.15[0.73] 0.20| 0.09

Localization mt C 0.14] 0.25 [ 0.06 ] 0.00| 0.00| 0.25 0.23] 0.13[ 0.38] 0.07

ref. this paper G 0.04] 0.14|0.17]0.85] 0.93 0.25 0.07 0.00| 0.06 | 0.70

U 0.13[ 0,52 [0.73] 0.10] 0.03| 0.25| 0.55| 0.14] 0.36| 0.14

[cems 569 Targetseq | U | C [ A | U [ G| U | U [ clulul| o Sl A[v Bl G|[A[U|[U[G[G|JUJU[A[U][U
score 070|052 [0.73[0.85] 093 0.25 | 0.55| 0.73 0.36| 0.1 | 5.88E-05 | 2 [ 335605 | 2

o 27 Targetseq | A | A | A | A | U | G| A|U|U[G|U|]U|C|U[A[A[A[A[U[G|[G|UJU[A[U][U
score 070 0.09 [0.73[0:85[ 093 0.25 [ 0.55] 0.73 0.36 | 0.1 | 8.03E-04 | [ [ 292604 | 3

[nad1 571 Targetseq | U | U | C | C clulGc|lululclclcluleclul[AaJulule|lGc|lulu|lAalulse
score 070] 052 [0.73]0.85] 093 0.25] 0.55] 0.73 0.36 | 0.70 | 4.38E-05 | T [ 1.59E-06 | 1

Genename | OTP71 motifs S|P|L[S|P|L[S|P|[L|S|P]|L2]|S2

AGI number | At1g64310 6 T|{N|A|S|IN|V|C|S|A|S|IN|[S|V

Type E T S|D|D|[D|N|H|D|D|D[N|D|Q]|D

Species At A 0.45 | 0.09 | 0.25 | 0.06] 0.08 [0.25]0.080.11[0.25[0.70] 0.09] 0.25[ 0.09

Localization mt C 0.19 | 0.25 | 0.25 | 0.00 | 0.55 | 0.25| 051 034 0.25] 0.14] 0.25] 0.25| 0.07

ref. 25 G 0.17 | 0.14] 0.25 | 0.85 ] 0.08 [ 0.25| 0.34| 045 0.25] 0.04] 0.14] 0.25 [ 0.70

U 0.18 | 0.52 | 0.25 | 0.10] 0.28 [0.25] 0.07 0.10| 0.25 0.13[ 0.52] 0.25| 0.14

ccmFN2 176 Targetseq | U | U | G | G [ U | G| G| U |u|lu|u|u|A|[lAlc[c|lGlu|lAlG|[G|C[AluU[C]|U
score 045 0.25 | 0.25 | 0.85] 0.28 | 0.25] 0.34| 0.45] 0.25 0.70| 0.52] 0.25| 0.14 | 1.60E-04 2 4.39E-04 5




" Rank without Rank with L,
PPRposition| 26 | 25 | 24 | 23 | 22 | 21 [ 20| 19 | 18 | 17 [ 16 | 15 | 14 | 13 |12 | 11| 10| 9 | 8 | 7| 6| 5| 4| 3| 2| 1| Pvalue ‘L' ondey | Prvalue ‘ 12 and 92
Genename | OTP72 motifs L{S|P|JL|[S|P|L|S|P|L|S|P|L|[S|P]|L2]S2
AGI number | At3g13880 6 K{N|N|[A|N|N|G|T|N|S|[S|T|S|T|S|L|T
Type E b C|IN|/D|Q|D|T|D|N|S|D|D|E|JF|[D|[N|NJ|H
Species At A 0.25 | 0.14] 0.09 | 0.25] 0.15 | 0.04 | 0.25 | 0:64 | 0.05 | 0.25] 0.06 | 0.35| 0.25| 0.09 [ 0.73] 0.20[ 0.25
Localizati mt c 0.25 | 0.29] 0.25 [ 0.25[ 0.23 [ 0.69] 0.25 | 0.06 | 0.87 ] 0.25[ 0.00] 0.21 [ 0.25| 0.07| 0.13 [ 0.38] 0.25
ref. 25 G 0.25 | 041 0.14 [ 0.25] 0.07 [ 0.00] 0.25 [ 0.15 | 0.00 [ 0.25[0:85[ 0.22[ 0.25 [ 0.74 0.00] 0.06| 0.25
U 0.25 | 0.16 | 0.52 | 0.25] 0.55 | 0.27] 0.25 | 0.16 | 0.080.25] 0.10]0.22[ 0.25| 0.10 0.14| 0.36] 0.25
[t T 440 Tagetseq | G | A [ U | U | G| c|ulc|G|Uu|G|lulGe|lulc|lclA|lCclG|lG|G|[A|[C|A|A]RA
score 0.25 | 0.41] 0,52 | 0.25] 0.55 | 0.69] 0.25 | 0.64 | 0.87 | 0.25[0:85] 0.22[ 0.25| 0.07 [ 0.73] 0.20] 025 | 3.58E-05 2 5.00E-05 2
Gene name MEF25 motifs S|P|L[S|P|L[S|P|[L|S|P]|L2]|S2
AGI number | At3g25060 6 R{N|T|S|T|L|T|G|V|T|N|A]|V
Type E 1 G|D|D|D|[D|N|T|D|D|D|D|S|A
Species At A 0.25 | 0.09 [ 0.40 | 0.06| 0.04 | 0.20 045 0.25[ 0.25 0.09] 0.09] 0.25] 0.25
izati mt 3 0.25 | 0.25[ 0.19 | 0.00{ 0.00 [0.32]0.19] 0.25| 0.25 0.07] 0.25[ 0.25[ 0.25
ref. 26 G 025 0.14] 0.28 [ 0.85] 0.93[0.00]0.17] 0.25| 0.25[ 0.74] 0.14] 0.25] 0.25
U 0.25 | 0.52 | 0.14 | 0.10] 0.03 [0:48]0.18] 0.25[ 0.25| 0.10[ 0.52] 0.25[ 0.25
[nadi T 308 Targetseq | U | U | U | U [ G | AU U|A[U|G|[G|U|[AJU[G|]G|]U|[A[U|JU|G|U|C[A]G®
score 0.25 | 0.52] 0.28 | 0.85 ] 0.03 [0.20]0.18]0.25[0.25] 0.10[ 0.25] 0.25] 0.25 | 4.62E-02 | 76 [a11E02 | 73 |
[nadi [ 308(5) [Targetseq | C | U | U | U | U|[G|A|U|JU[A[U[G|[G|U|[A[U[G|G|U[A[U[U[G|U|C][A
score 0.25 | 0.09] 0.14| 0.85 | 0.93 [ 0.48]0.45] 0.25[ 0.25[0.74 ] 0.52] 0.25] 0.25 | 3.02E-01 | 4 [ 1.20£-03 3 |
Genename | PpPPR_S6 |  motifs L{S|P|L[S|P|L[S|P[L|S|P]|L2][S2
AGI number | Phypa_1694 6 VININIM|T|T|V|[T|N|L|T|[N|V|N
Type DYW 1 N|S|N|D|D|N|D|D|D|D|N|D|D|D
Species Pp A 034]0.13]0.08] 0.11] 0.09 | 0.73]0.25[0.09]0.09] 0.20 [ 0.64 0.09[ 0.27] 0.09
izati mt C 0.14] 0,50 055 0.17 [ 0.07 | 0.05 [ 0.25[0.07[0.25[0.32] 0.06 | 0.25| 0.21] 0.07
ref. 28 G 0.12] 0.09 [ 0.08] 0.22[0.74] 0.22]0.25[0.74] 0.14 ] 0.00 ] 0.15| 0.14| 0.09[ 0.70
U 0.40] 0.28 [ 0.28 0.51 ] 0.10 | 0.00 | 0.25[0.10[0:52] 0.48] 0.16 | 0.52| 0.42] 0.14
[nads [ eU230S [Targetseq | U | A | U | U | A U|A|[U|JU[U[G|[A[UJU[U|G|]G|A[A[G|U|[C[A]C|C[U
score 0.40] 0.28 [ 0.28 ] 0.22 [ 0.74 | 0.73 | 0.25[0.74| 0.52| 0.32| 0.64] 0.25| 0.21] 0.14 | 1.81E-04 | 1 [ 2.69E-04 | 1 |
[nads [ eU272S [Targetseq | U | U | U | U | U [ A | U|[A|U[A[G|]G|U|[A[U|JA[G|A[C[G|]G|U[AJU|C|U
score 0.40] 0.13] 028 0.11[0.74 | 0.73 | 0.25[0.74] 0.14| 0.48| 0.64| 0.52] 0.21] 0.14 | 1.14E-03 | 2 [ 172603 2 |
Genename | PpPPR_71 |  motifs PlL|S|P|L|S|P|L|S|P|L|S|P|L|[S]|P]|L2]S2
AGI number | Phypa_1813 6 P{V|IN[N|L|[T|N[L|T|[T|M|T|S|I|[N|N|V|G
Type DYW 1 D|N|(T|S|D|D|[N|D|[D|D|D|[D|[D|H|D|N|T|T
Species Pp A 0.25]0.34] 0.00 0.05]0.20 | 0.09 ] 0.08 | 0.20 | 0.09 | 0.04 [ 0.11]0.09]0.11]0.08]0.15] 0.08| 027 0.23
Localization mt c 025]0.14]078] 0.87] 0.32] 0.07 | 055 | 032 0.07 [ 0.00 | 0.17] 0.07] 0.34] 0.31] 0.23[0:55[ 0.21] 0.18
ref. 29 G 025]0.12 [ 0.14] 0.00{ 0.00 [ 0.74] 0.08 | 0.00 [ 0.74 | 0.93 | 0.22[0.74] 0.45] 0.16 [ 0.07 [ 0.08 [ 0.09 0.00
U 0.25] 0,40 0.09 0.08 [ 0.48 | 0.10 | 0.28 | 048 0.10 | 0.03 [0.51] 0.10] 0.10] 0.45[ 0.55 | 0.28 [ 0.42 | 0.60
[ comFC [ eUT22SFue [ Targetseq | U | A | G | A | G [ A | U [ G | U] U [ c|clc|[Alc|AlG|G|lu[G|lclulclclulu
score 0.25] 0,40 0.78 0.87 ] 0.32 | 0.09 | 0:55 | 0.20 | 0.74 | 0.93 | 0.51 0.74] 0.34] 0.45] 0.230.55| 0.42| 0.60 | 4.11E-05 | 1 [858E07 | 1 ]
[comFC [ eU1225F |Targetseq | U | A | G | A | G [ A | U [ G| U]|U clclalclalelGlulelclulclclulu
score 0.25] 0,40 0.09 [ 0.87] 0.32 0.09 [ 0:55 0.20 | 0.74 | 0.93 | 0.51] 0.74] 0.34] 0.45] 0.23[0.55| 0.42| 0.60| 4.17E-04 | 1 [ 145605 | 1 ]
Genename | PpPPR_77 |  motifs L|S|P|L|[S|P|JL|S|P|L[S|P|L|S|P|L|[S|P|JL|[S|P|[L|[S|P]|L2]S2
AGI number | Phypa_1918 6 VIL|N[IT|N|N|I|T|{N|L|{N|N|L|N|N|JA|[N|T|[SIN|[N|[V|A|N|T|G
Type DYW i+ |D|D|N|D|D|D|D|/D|N|/D|D|G|N|D|D|D|D|V|D|D|IN|D|N|D|T|D
Species Pp A 0.25] 0.08 | 0.08] 0.08] 0.15 | 0.09] 0.08 | 0.09 | 0.08 | 0.20 | 0.15 | 0.25 | 0.20 | 0.15 | 0.09 | 0.25 | 0.15| 0.35 [ 0.25| 0.15| 0.08 0.25 [ 0.53] 0.09] 0.70] 0.09
Localization mt c 025]0.51[055] 031]0.23]025]031] 007055 032]0.23] 025|032 023|025 0.25 [ 0.23] 0.21 [0.25[0.23]0.55| 0.25] 0.00[ 0.25[ 0.16 [ 0.07
ref. 27 G 025]0.34[0.08] 0.16] 0.07| 0.14] 0.16 | 0.74 | 0.08 [ 0.00 | 0.07 [ 0.25 | 0.00{ 0.07 [ 0.14] 0.25 [ 0.07 | 0.22 [ 0.25[0.07[ 0.08 [ 0.25| 0.00] 0.14] 0.14[ 0.70
U 0.25] 0.07 | 0.28 0.45 | 0.55 | 0.52 | 0.45 | 0.10 | 0.28 | 0.48 | 0.55 | 0.25 | 0.48| 0.55 | 0.52 | 0.25 | 055 | 0.22 | 0.25[ 0,55 0.28 0.25 | 0.47| 0.52| 0.00| 0.14
[cox2 [ eUS70RW [Targetseq | C | A | A | U | U | A | C|U|A|U|[C|[A[A|[A[G|C|U|[AJU[JU|[G|[G|A|C|ATU
score | 0.25] 0.08 | 0.08 | 0.45 ] 0,55 0.09 | 0.31 0.10 | 0.08 | 0.48 | 0.23 | 0.25 | 0.20| 0.15 | 0.14 ] 0.25 | 055 | 0.35 | 0.25] 0.5 0.08] 0.25| 0.53| 0.25[ 0.70] 0.14 | 1.22E-04 | 3 [ 2.58E02 | 2 ]
[cox3 [ eU733RW |Targetseq | A | C | U | U | U | G| G| c|lu|lulu|G|A[A[G|cC|lA|]G|[Clu|lG|clu|lulG|a
score | 0.25] 0.51] 0.28 0.45] 0.55] 0.14] 0.16 | 0.07 | 0.28 | 0.48 | 0.55 | 0.25 | 0.20| 0.15 | 0.14] 0.25 | 0.15] 0.22 | 0.25] 055 0.08] 0.25| 0.47| 0.52] 0.14| 0.70| 1.33£:02 | 1 [322603 | 1 ]
Genename | PpPPR78 [  motifs PlL|S|P|L|S|P|]L|S|P|L|S|P|L|[S|P|L|S|P]|L2|S2
AGI number | Phypa_1926 6 FIM|{N[N|{M[N|[T|[I|[T|[N|V|IN|[T|T|N|[N|I|[N[N|V|G
Type DYW 1 N|D|T|D|D|S|N|D|[D|N|D|D|[N|D|D|D|D|N|D|T|N
Species Pp A 0.17 | 011 0.00 | 0.09] 0.11] 0.13 | 0.73] 0.08 | 0.09 | 0.08 | 0.25 0.15 | 0.73 | 0.40] 0.15] 0.09] 0.08] 0.14] 0.09 [ 0.27 | 0.91
Localization mt C 044 017[ 0781 025] 0.17 [ 050] 0.05 [ 031] 0.07 [ 0,55 0.25 [ 0.23 | 0.05 | 0.19] 0.23] 0.25[ 0.31[ 0.29 0.25 ] 0.21 0.00
ref. 30 G 0.00 | 0.22]0.14 [ 0.14] 0.2 0.09] 0.22] 0.16 [ 0.74] 0.08 | 0.25 0.07 | 0.22 | 0.28] 0.07] 0.14] 0.16 [ 0.41[ 0.14 ] 0.09 | 0.00
U 039 | 0,51 ] 0.09 [ 052 0.51 | 0.28] 0.00 | 045 0.10 [ 0.28 | 0.25 | 0:55 | 0.00 | 0.140.55| 0.52] 0.45] 0.16 [ 0.52| 0.42 0.09
[coxi [ eU75SSL | Targetseq | U | ¢ [ C | c | G [ A|Uu|Cc|clu|lG|[A[G|[G|U|C|[U[AJU[A[U[JU[C|U[A[RA
score 0.17 [ 0.51 ] 0.78 | 025 0.51 | 0.09 | 0.73 | 0.16 | 0.74] 0.28 | 0.25 | 0,55 | 0.73 | 0.14] 0.15[ 0.52| 0.45] 0.29 | 0.52| 0.27| 0.91| 5.30E-04 | 2 [471605 | 1 ]
[ rpsl4 | eU137SL | Targetseq | U clalAalAalulalcle u 1] A ulGc[AalnA 1] AJlulJuluflulululala
score 039 0.11]0.78] 0.14] 0.51 | 0.28] 0.73 | 0.45 0.74] 0.08 | 0.25 | 0.55 | 0.73 | 0.14] 0.55| 0.52| 0.45 0.16 [ 0.52| 0.27| 0.91| 3.44E-04 | 1 [ 546605 | 2 ]
Genename | PpPPR_79 |  motifs L|S|P|L|S|P|L|S|P|L|[S|P|L|S|P]|L2[S2
AGI number | Phypa_1927 6 VIN|N|V|N|[T|M|[T|N|T|IN|[T|M|N|N|[V]|A
Type DYW b N|S|D|/D|D|S|D|D|[D|D|D|N|D|D|N|T|S
Species Pp A 034 0.13]0.09 | 0.25] 0.15 | 035] 0.11] 0.09 | 0.09 [0.40] 0.15[0.73] 0.11| 0.15| 0.08| 0.27] 0.25
Localization mt C 0.14 [ 050 0.25 [ 0.25[ 0.23 ] 0.21] 0.17[ 0.07 | 0.25 [ 0.19] 0.23[ 0.05 [ 0.17] 0.23 [ 0.5 0.21] 0.25
ref. 30 G 012 0.09[0.14 [ 025] 0.07 [ 0.22] 0.22 [ 074 0.14 ] 0.28]0.07[ 0.22[ 0.22] 0.07] 0.08] 0.09] 0.25
U 0.40 | 0.28 [ 0.52 | 0.25] 0,55 | 0.22 | 0,51 0.10 | 0.52 ] 0.14]0:55] 0.00 [ 0.51| 0.5 0.28 | 0.42[ 0.25
[nads [ eUS98RC | Targetseq | A | A | A | C | A | G | U | A |G| A|[CluUu|UJU|lU|C[G|A[Clu[AJU|[U[UJUTU
score 034 | 050 0.52 | 0.25] 0,55 | 0.22] 0.17 | 0.74] 0.09 [ 0.19]0:55] 0.73| 0.51| 055 0.28| 0.42| 0.25 | 2.60E-04 1 1.00E-04 1
Genename | PpPPR91 |  motifs L|S|P|L|[S|[P|L|S|P|L[S|S|P|]L|S|P]|L2]S2
AGI number | Phypa_2112 6 G|N|[S|L|[T|T|[V|N|[S|M|[T|T|[N|I|[T|[N|T|G
Type DYW b D|/D(N|D|N|[N|[D|D|[N|D|[N|[N|[D|D|D|N|R|D
Species Pp A 025] 0.15 [ 0.73] 0.20 [ 0.64 | 0.73] 0.25 | 0.15 | 0.73 | 0.11 | 0.64 0.64] 0.09] 0.08]0.09| 0.08 | 0.70] 0.09
Localization mt C 025]0.23]0.13[ 032 0.06 | 0.05]0.25| 0.23] 0.13 ] 0.17 | 0.06| 0.06 0.25[ 0.31{ 0.07 [ 0:55] 0.16 | 0.07
ref. 27 G 025]0.07 [ 0.00] 0.00{ 0.15 | 0.22] 0.25| 0.07 [ 0.00 | 0.22 | 0.15[ 0.15] 0.14] 0.16 [0.74 0.08 [ 0.14 | 0.70
U 0.25] 0,55 | 0.14 | 048] 0.16 | 0.00 | 0.25 | 055 0.14 | 051 0.16] 0.16| 0.52] 0.45 0.10[ 0.28] 0.00] 0.14
‘ nad5 ‘ eU730RW Target seq G A A A A u C u G C A C A A A U A G G A u u G C A )
score 0.25]0.23[0.73] 032 | 0.64 | 0.73 ] 0.25 | 055 | 0.73 | 0.22 | 0.15| 0.64] 0.52] 0.45| 0.74] 0.55| 0.70] 0.14 | 6.18E-06 1 2.73E06 1




PPRposition| 26 | 25 | 24 | 23 | 22 | 21 | 20 [ 19 | 18 | 17 |16 |15 | 14 |13 |12 | 11|10 | 9 | 8|7 |6 |5 | 4| 3| 2| 1] pualue ‘RLE"L';:::Z‘;‘ P-value ‘Rﬁ;';m‘:z"'

Genename |  OGR1 motifs PI|P|P|L|S|P]|L2|S2

AGI number | 0512g17080 6 S|IT|G|V|N|[N|L|G

Type DYW 1 DIN|[N|N|T|[D|N|D

Species Os A 0.11]0.73]0.17[034] 0 [0.09] 02 [ 009

Localizati mt [ 0.34]0.05[0.44] 0.14 | 0.78] 0.25[ 0.38] 0.07

ref. 31 G 045[022] 0 |012]0.14[0.14]0.06[ 0.7

U 01| 0 [039] 04 |009[052[036]0.14

co2 | 167 Targetseq | C | U | U | c [ c | U|[U[AJUJU[ClU[G|[A| UM Uv|[Uu|[Gc|GGlulUululu|cla
score 0.45]0.22[0.39] 0.40] 0.09[0.52[ 0.38] 0.70 | 2.44E-02 | 48 [ 3.86E-03 | 12 |

o3 | 572 Tagetseq | A | G | U | A | G| c | A|A|lC|c|lG|UJUJUJU[A[C|[U|[G|[G|clUu[c|u|A]lG®
score 0.45]0.22[0.44]0.40[ 0.78] 0.52] 0.20 [ 0.70 | 2.44E-03 | 5 [ 4.70E-04 1 |

nadd | 458 Tagetseq | A | A | A | G [ C | UJU|U|clu|le|lulc|[G|[A[AlClU[G|]G]|]C|U clula
score 0.45]0.73]0.39] 0.14[ 0.14 [ 0.25[ 0.38] 0.70 | 7.056-02 | 70 [ 2.676-02 71 |

ccmC__ | 1457 | Targetseq | C | 6 | A | U | c [ U U [ A|ClU|[Cc[A[U[C[A[A[AJU[G|][G|C|A[C|U|C]|A
score 0.45]0.22[0.44]0.40] 0.09] 0.25[ 0.36 ] 0.09 | 1.88E-03 | 4 [ 2.466-03 5 |

cemC__ | 401 Tagetseq | A | A | U | U | U | 6| U |G |A[AJU[JUJU[CIU[A[AJU[G|[AJU|C[G|C|C]G®
score 0.45]0.22[0.44]0.40] 0.78] 0.25[ 0.36 | 0.09 | 8.02E-03 | 9 [ 3.01E-03 6 |

nad2 | 416 Tagetseq | A | A | U | 6 [ A| U|c |G| clc|e|u|e|uvu il c|Uule|clalu|lGc|clulGe]|g®
score 0.45]0.22[0.44] 0.34 ] 0.78] 0.52] 0.38] 0.09 | 5.34E-04 | 2 [ 320603 9 |

nadd | 433 Targetseq | G | C | A | U | G| c|U |G |G| A|U]cC UlCclU[A[cluUulAJuJulclulalu
score 0.34]0.73]0.39] 0.12[0.78] 0.52] 0.06 [ 0.70 | 8.02E-03 | 10 [ 7.97e-03 20 |

nads | 458ue Targetseq | A | A | A | G | c|lUu|Julu|lclulelulclGeg|AlAlclule|[G|clulclclula
score [ [ 0.10[0.73]0.39] 0.40] 0.78] 0.52] 0.20] 0.14 | 5.77E-03 | 6 [ 5.20£-03 15 |

Genename | MPR2S motifs S|P|L|[S|P|L|S|PJL|S|P|L|S|P]L|[S|P]|L2]S2

AGI number | 0s04g51350 6 A|N|S|N|N|[V|S|N|L|[N|N|T|S|N|A|T|T|L|C

Type E 1 P|D|T|N|T|[D|N|D|P|D|D|G|D|T|[N|[S|D|T|N

Species Os A 0.25| 0,09 0.25 | 0.14] 0.04 | 0.25] 0.70 | 0.09 | 0.20 | 0.15 | 0.09 [ 0.40] 0.06 | 0.04 ] 0.34 | 0.45 0.04| 0.20| 0.91

izati mt [ 025 0.25[0.25[ 0.29] 0.69 | 0.25] 0.14 [ 025 0.32 ] 0.23 | 0.25[0.19[ 0.00]0.69] 0.14| 0.19 0.00| 0.38] 0.00

ref. 32 G 025 0.14] 0.25 | 041 0.00 [ 0.25] 0.04 ] 0.14 ] 0.00{ 0.07 | 0.14 | 0.28[0.85] 0.00 [ 0.12] 0.17 [ 0.93] 0.06] 0.00

U 0.25 | 0.52 [ 0.25 | 0.16] 0.27 | 0.25] 0.13 | 052 | 0.48 | 0.55 | 0.52 | 0.14] 0.10[0.27] 0.40] 0.18 0.03[ 0.36] 0.09

nad5 | 1580 | Targetseq | C | A | A | A | C | U [ A[ A U[A|]C|Cl[U|[AJUJU|[ClU[G|JUJUJU[A[G|U[A

score 0.25 | 0.52 | 0.25 | 0.29] 0,69 | 0.25 0.70 | 052 | 0.48 | 0.23 | 0.52 | 0.28]0.10] 0.27[ 0.40| 0.45| 0.93| 0.36| 0.91| 4.17E-04 3 1.96E-05 2

Figure S3



