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Supplemental Figure 1: Secondary structure of 31 identified sorghum miRNAs.
Mature miRNA sequences are shaded by red color
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Supplemental Figure 2a-e: Sequence alignments of 31 putative microRNAs and their corresponding targets

In sorghum
Target
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niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA
Target
niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

Aligment

21 ACACGAGUGAGAGAAGACAGU 1

27 UGUGCUCUCUCUCUUCUGUCA 47

20 CACGAGUGAGAGAAGACAGU 1

516 AUGCUCUCUCUCUUCUGUCA 535

20 CACGAGUGAGAGAAGACAGU 1

lllllllllllllllll
lllllllllllllllll

447 CUGAUCCCUCUCUUCUGUCA 466

20 CACGLGUGAGAGMG&CAGU 1

lllllllllllllll
lllllllllllllllll

98 CUCCUCAUUCUUUUCUGUCA 117

21 ACACGAGUGAGAGAAGACAGU 1

27 UGUGCUCUCUCUCUUCUGUCA 47

20 CACGAGUGAGACAAGACAGU 1

llllllllllllllllll
llllllllllllllllll

516 AUGCUCUCUCUCUUCUGUCA 535

20 CACGAGUGAGAGAAGACAGU 1

447 CUGAUCCCUCUCUUCUGUCA 466

20 CACGLGUGAGAGMGACLGU 1

98 CUCCUCLUUCUUUUCUGUEA 117

21 ACACGAGUGAGAGAAGACAGU 1

llllllllllllllllllll
llllllllllllllllllll

27 UGUGCUCUCUCUCUUCUGUCA 47

20 CACGAGUGAGAGAAGACAGU 1

516 AUGCUCUCUCUCUUCUGUCA 535

20 CACGAGUGAGAGMGACAGU 1

lllllllllllllll
lllllllllllllllll

98 CUCEUCLUUCUUUUCUGUCA 117

22 UACUGUCACUCUCGUCUCUCGU 1

259 AUGACAGUGCAAACAGAGAGCA 280

23 CUACUGUCACUCUCGUCUCUCGU 1

llllllllllllllllll
llllllllllllllllllll

380 GACGACGGUGAGAGAGGAGAGCU 402

Target Description

sirilar to UniRef100 Q6YZES Cluster: Squamosa proroter-binding-like protein 16, n=1; Oryza
satrva Japonica Group{Rep: Squarmosa promoter-binding.like protein 16 - Oryza sativa subsyp.
jeponica (Rice), partial(167%)

weakly sirular to UniRefl100 Q5USLA Chuster: SBP transeription factor, n=1; Gossypium
hirsuturRep: SBP transcription factor - Gossypium hirsutur (Upland cotton) (Gossypiua
o), partil (53%)

similar to UniRef100 QOIVD6 Chuster: Os10g0577600 protein; n=1; Oryza satrva Japonica
GroupfRep: Os10g0577600 protein - Oryza sativa subsp. japonica (Rice), partial (%)

similar to UniRef100 Q10NOO Chuster: Hydrolase, alphatbeta fold favly protein, expressed; n=1;

Oryza sativa Japonica Group[Rep: Hydrolase, alphaloeta fold farmaly protein, expressed - Oryza
safva s jponica(Rie), patia (37%)

sirlar to UriRef100_ Q6YZE Cluster: Squamosa prooter-binding-hke protein 16, n=1; Oryza
sativa Japonica GroupiRep: Squarmosa promoter-binding. ke protein 16 - Oryza sativa subsp.
ponio (Rice,prti 16%)

weakly sialar to UniRef100_ QSUSLA Chuster. SBP transcription factor; x=1; Gossypiun
hrsuturRep: SBP transcription factor - Gossypiu hirsutura (Upland cotton) (Gossypium
e, il (53%)

siular to UndRef100 QUIVDS Chuster: Os1 0577600 protein =1 Oryza v Japonice
GroupfRep: Os1020577600 protein - Oryza sativa subsp. japonica (Rice), partial (7)

sinilar to UniRef100 Q10NOO Chuster: Hydrolase, alphatbeta fold farly protein, expressed; n=1;

Oryza sativa Japonica Group{Rep: Hydrolase, alphatoeta fold famaly protein, expressed - Oryza
satfva subsp. japonica (Rice), prtil (37%)

sirilar to UniRef100 Q6YZES Cluster: Squarosa promoter-binding-like protein 16; n=1; Oryza
satrva Japonica Group/Rep: Squamosa promoter-binding-like protein 16 - Oryza sativa subsp.
jeponica (Rice), partal (16%)

weakly siralar to UniRef100_ QSUSLA Chuster: SBP transcription factor, n=1, Gossypium
hirsuturqRep: SBP transcription factor - Gossypiua hirsutura (Upland cotton) (Gossypium
meca), patial (53%)

sirlar to UniRef100_ Q10NOO Chuster: Hydvolase, alphatbeta fold farly protein, expressed; n=1;

Oryza sativa Japonica GroupiRep: Hydrolase, alphatveta fold fanly protemn, expressed - Oryza
sfva subsp. joponca(Rie), et (37%)

sinar to UniRef100_ QGHSHY Chuster: Phagoeytosis and cell iy protein ELMO!-Hke; e

()

Chtng |

Cleavage |

Oryza sattvafRep: Phagocytosis and cell motility protem ELMOI -k - Oryza sativa subsp. japonica  Translation |

(Race), patial(367%)

similar to UniRef100 QODKN3 Cluster: Os05g0153000 protein; n=1; Oryza satrva Japonica
Group{Rep: Os05g0153000 protein - Oryza sativa subsp. japonica (Rice), partial (7%)

Translation |



.

shi-

MRsq Ll

shi-
MIR1661 s

30

30

00

00

00

00

00

Target
Accessibility
(UPE)

13841

13302

2359
29%

29%9
29%

29%

29%9

niRNA

Target

niRHA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

Aligament

21 GGAACUUGGUCUGUUGUAAGG 1

lllllllllllllllllllll
lllllllllllllllllllll

1040 CCUUGAACCAGACAACAUUCC 1060

21 GGAACUUGGUCUGUUGUAAGG 1

98 UCUUAAACCAAGCAACAUUCU 118

21 GGAACUUGGUCUGUUGUAAGG 1

136 UCUUGACCGGGACGACAUUCC 156

21 CCCCUUACUUCGGACCAGGCU 1

lllllllllllllllllllll
lllllllllllllllllllll

955 GGGCARUGAAGCCUGGUCCGA 975

21 CCCCUUACUUCGGACCAGGCU 1

955 GGGGAAUGAAGCCUGGUCCGA 975

21 CCCCUUACUUCGGACCAGGCU 1

llllllllllllllllllll
lllllllllllllllllllll

955 GGGCAAUGAAGCCUGGUCCGA 975

21 CCCCUUACUUCGGACCAGGCU 1

lllllllllllllllllllll
lllllllllllllllllllll

955 GGGCAAUGAAGCCUGGUCCGA 975

22 UCCCCUVACUUCGGACCAGGCU 1

954 AGGGGAAUGAAGCCUGGUCCGA 975

weakly sirdlar to UrRef100 QIUGNG Cluster: Caleturn channel alpha-1 suburit; n=1; Bdelloura
candidalRep: Calerura channe] alpha-1 subunat - Belloura candida (Horseshoe crab flatworm), partial

(74)

silar to UndRef100 QOIMS? Chister: Os01g)535400 prote; e Oryza st Japorica
Grouge: Ol gS35400 prtein-Onyzstv b ponc (R, i (1%

weakly sialar to UniRef100 Q86QQ! Chuster: IR2; n=1; Schistosoma japonicurfRep: [R2 -

Target Description

Schistosoma japonicua (Blod fhuke), prtia (1474

weakly sirlar to UniRef100 Q9UGNG Cluster: Caletura channe] alpha-1 subunit; n=1; Bdelloura
candidafRep: Caletum channe] alpha-1 suburat - Bdelloura candida (Horseshoe crah flatwonn), partial

(PA)

weakly sitedlar to UniRef100 QIU6NG Cluster: Caleiurn channe] alpha-1 subunat, n=1; Bdelloura
candidafRep: Caleiurn channe] alpha-1 subunat - Bdelloura candida (Horseshoe crab flatwonn), partial

(PA)

weakly sivalar to UniRef100 QIU6NG Cluster: Caleium chanmel alpha-1 subunat, n=1; Bdelloura
candidsfRep: Caleium charme] alpha-1 suburit - Bdelloura candida (Horseshoe crah flatwonn), partial

(74)

weakly sirular to UnaRef100 QIUGNG Cluster: Caleturn channe] alpha-1 subunit; n=1, Bdelloura
candidafRep: Caleium charme] alpha-1 suburat - Bdelloura candida (Horseshoe crab flatwomn), partial

()

weakly siralar to UniRef100 QIU6NG Cluster: Caletum channel alpha-1 subunat, n=1; Bdelloura
candidafRep: Caletum chanme] alpha-1 suburat - Bdelloura candida (Horseshoe cxab flatwonn), partial

(7A)

it i

Cleavage |

Translation |

Cleavage |



mRNA o .. Expectation

Tt

shi-
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shi-
MIRI7IL TC111734 30

ol
MIR171 TCILR 30

o ICIITHA 30

€

Target
Accessibility

22004

269

269

269

269

28

niRNA
Target
niRNA

Target

niRNA

Target

Target

niRNA

Target

niRNA

Target

Alignment

21 GUCUAGUACGACCGUCGAAGU 1

lllllllllllllllllll
lllllllllllllllllll

522 CAGAUCAUCCUGG-AGCUUCA 541

20 CACUAUAACCGUGCCGAGUU 1

llllllllllllllll
llllllllllllllllll

455 GUGGUUGUGGCACGGUUCAA 474

20 CACUAUAACCGUGCCGAGUU 1

llllllllllllllll
llllllllllllllllll

302 GUGGUUGUGGCACGGUUCAA 321

20 CACUAUAACCGUGCCGAGUU 1

455 GUGGUUGUGGCACGGUUCAA 474

20 CACUAUAACCGUGCCGAGUU 1

302 GUGGUUGUGGCACGGUUCAA 321

20 CACUAUAACCGUGCCGAGUU 1

308 GUGGUUGUGGCACGGUUCAA 327

Target Description

weakly sialar to UraRef100_ATR7C3 Chuster: Chomosoree undetermuined scaffold 1678, whole genome
shotgun secuence; n=1; Vitis viniferalRep: Chromosome undetertuined scaffold 1678, whole genome
shotgun sequence - Vitis virufera (Grape), partial (36%)

sirular to UniRef100_ATQB21 Cluster: 6,7-dimethyl-8-nbitylhurvazine synthase; n=1, Vitis viruferalRep:
6,7-dirvethyl-8-nbitylluazine synthase - Vitis vinifera (Grape), partial (71%)

silar to UndRef100_ APQB21 Chster 6,7 diethyl-thitylunazine synthese; =1 Vi vinifoaRep:
6,7diethyl-rhityunazine syrthese - Vits virfer (Grape), patel (32%)

s o UniRef100 APQB2! Chuster.,7-dinethy-8-rhitylhwoszine syrthase =1 Vits viieraRep:
6,1-dinethy - ity lunazine synthase - Vi vinier (Grape) pecti (71%)

silar to UniRef100_ APQB21 Chster6,7-diethyl-thityluazinesyrthase; =1 Vi vinifraRep:
6,7-dimethyl--itylhunazine syuthase - Vits vinifera (Grape), parti (8244

silar to UndRef100_ APQB21 Chster6,7-diethylS-thitylunazive synthese; =1 Vi vinifoaRep:
6,7diethy - -rhitylunazivesynthase - Vits vinfer (Grape), partiel (32%)

(c)

Cleavage |

Cleavage |

Cleavage |

—

Cleavage

Cleavage |

Cleavage |



Ace,

hie

MIRCO6{ 1C122672

shi-

TC125110
MIRGS%g

shi-
MIROS6 CD222706

miRNA Tanget Ace. Expectation

30

30

30

30

10

10
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20

CD234788 20

15

25

30

Target
Aecessibility
(UPE)

2308

6339

21 46

21 46

19.887

20139

B2

12498

16.402

12498

16.402

2161

19.781

20539

2213

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

Alignment

20 GAAGGUGUCGAAAGAACUUG 1

972 CUUCCUUAGCUUGCUUGAAU 991

21 ARAGGGUGUCCAAAUAACUUG 1

19 UUUCCCACAAUUUUUUUGAAC 39

20 MGGGUGUCGMAUMCUUG 1

329 UUCGAACAGUUUUAUUGAGC 348

20 MGGGUGUCGAMUMCUUG 1

458 UUCGAACAGUUUUAUUGAGC 477

2l GUCMGUUCUUUCGGACACCU 1

lllllllllllllllllll
lllllllllllllllllll

363 CCGUUCMGLMGCCUGUGGA 383

2l GUCMGUUCUUUCGGLCACCU 1

lllllllllllllllllll
lllllllllllllllllll

599 CCGUUCMGMLGCCUGUGGA 619

20 UCAAGUUCUUUCGGACACCU 1

137 GGCUCAGGAGAGCUUGUGGA 156

20 UCAAGUUAUUUCGACACCCU 1

lllllllllllllllll
llllllllllllllllll

1788 AGAUCAAUAGAGUUGUGGGA 1807

20 UCAAGUUAUUUCGACACCCU 1

437 AGAUCAAUAGAGUUGUGGGA 456

20 UCAAGUUAUUUCGACACCCU 1

1788 AGAUCAAUAGAGUUGUGGGA 1807

20 UCAAGUUAUUUCGACACCCU 1

llllllllllllllll
lllllllllllllllllll

437 AGAUCARUAGAGUUGUGGGA 456

2l CMWUCUUUCGGACACCUCU |

lllllllllllllllllll
lllllllllllllllllll

601 GUUCMGAMGCCUGUGGAM 62l

21 CAAGUUCUUUCGGACACCUCU 1

365 GUUCAAGAAAGCCUGUGGARG 385

22 UCAAGUUCUUUCGGACACCUCU 1

llllllllllllllllll
llllllllllllllllllll

438 GGUUAAAGAAAGCUUGUGAAGA 459

21 CAAGUUCUUUCGGACACCUCU 1

323 GUUCAAGAA-GCUUGUGGAGG 342

Target Description

horoologue to UniRef100_ QUI367 Chuster: Os09g1252000 protein e Oryza setiva eponica
GrouplRep: Os09g01252000 protein - Oryza sativa subsp. jeponica (Race), partial (70%)

hornologue to UndRef100_ QUI6KS Chuster: Os08g0300200 proten; =3; Oryza setivRep:
Os{8g0300200 protein - Oryza safiv subsp. aporica (Rie), ptil (17%)

homologue to UniRefl00 Q45W?77 Chuster. Ubiquitin camier protein; n=1; Arachis hypogaealRep:
Ubyuitin camier protein - Arachis hypogaea (Peanut), partial (95%)

hormologue to UniRef100 Q45W77 Cluster, Ubiquitin camier protein, n=1; Arachis hypogsealRep:
Ubicquitn camier protein - Arachis hypogeea (Peanut), conplete

GBJAF466199.1|AAL68844.1 putative growth-regulating factor 1 [Sorghura bicolo]

sindrto UriRef100 Q9SDZS Chster Growth regulatingfctor 1 1=2; Oryza setivRep: Growth
mepltng fctor 1 - Onyza v (Rice), et (37

sindrto UrdRef100 A7QSD4 Chustr: Chiomosome weeteruined scaffod 53, whole genoree shotgun

sequence; =1, Vitis viniferalRep: Chroraosome undetenrined scaffold 53, whole genome shotgun
secquence - Vitis vinifera (Grape), partial (15%)

sirular to UniRef100_ Q6Q502 Cluster: Homeodormam leucine zipper protein 16; n=1; Oryza sativa
Japonica Group[Rep: Homeodormain keucine zipper protein 16 - Oryza sativa subsp. japonica (Rice),
partial (60%)

weakly simalar to UnaiRef100 Q6Q502 Cluster: Homeodormain leucine zipper protein 16; n=1; Oryza
satrva Japonica Group{Rep: Hormeodorain leucine zipper protein 16 - Oryza sativa subsp. japonica
(Race), partial (17%)

sirailar to UniRef100 Q60502 Cluster: Homeodormain leucine zipper protein 16; n=1; Oryza sativa
Japonica Group/Rep: Homeodormain leucine zipper protein 16 - Oryza sativa subsp. japonica (Rice),
partil (60%)

weakly simalar to UniRef100 Q6Q502 Cluster: Homeodorain lecine zipper protein 16; n=1; Oryza
sattva Japonica GroupiRep: Homeodomain leucine zipper protein 16 - Oryza sativa subsp. japonica
(Race), partial (17%)

sirailar to UniRef100 Q9SDZS5 Cluster: Growth-regulating factor 1, n=2; Oryza sativalRep: Growth.

requltng fctor | - Onyza sativa (Rice), pti(53%4)

GBIAF466199.1|AAL63344.] putative growth-regulating factor | [Sorghura bicolor]

sirailar to UniRef100_ATPZJ8 Cluster; Chromosorme chrl3 scaffold 40, whole genorme shotgun
sequence, n=1, Vitis viniferRep: Chromosome chal3 scaffold 40, whole genome shotgun sequence -
Vitis viifera (Grape), partial (76%)

sindrto UrdRef100. QOIS Chuster: LOCTION protein; et ; Xenopus haevisRep: LOCTIOM
protein - Xenopus bevis (Affioen clawed frog), partie (12%)

(d)

Cleavage |

Cleavage |
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niRNA

Target

niRNA
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niRNA
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Target

niRNA
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Target

niRNA
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niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA

Target

niRNA
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Alignment

20 UACACAAGGGUCAGGCGGGG 1

1575 AUGUCUUCCCAUUCCGCCCA 1594

20 U.\CACMGGGUCAGGCGGGG 1

392 CUGUGUUCACAGUCCGCUUC 411

20 UACACMGGGUCAGGCGGGG 1

lllllllllllllll
llllllllllllllllll

353 CUGUGUUCACAGUCCGCUUC 372

20 UACACMGGGUCAGGCGGGG 1

266 GUCUGUUUCCAGUUUGCCCC 285

21 UUCGAACUCUGUUGUUGACGU 1

llllllllllllllllllll
lllllllllllllllllllll

440 AAGCUUGAGGCAACAACUGCA 460

21 UUCGAACUCUGUUGUUGACGU 1

43 GAGCCUGAGGCAACAGCUGCA 63

21 UUCGAACUCUGUUGUUGACGU 1

lllllllllllllllll
lllllllllllllllllll

112 AAGCAUGAGGCAGGAACUGCA 132

2l UUCGMCUCUGUUGUUGACGU 1

162 AGGCUUGAGACACAAAUUGCA 182

21 UUCGAACUCUGUUGUUGACGU 1

107 AAGCAUGAGGCAGGAACUGCA 127

21 CCGUCGUUCGAACUCUGUUGU 1

434 GGCAGCAAGCUUGAGGCAACA 454

20 CGUCGUUCGAACUCUGUUGU 1

llllllllllllllll
llllllllllllllllllll

72 GCAGUAAGUUUGAGACAAUG 91

20 CGUCGUUCGMCUCUGUUGU 1

299 GAAGCMGGUUGLGLUMUA 318

21 GUUGAACGUUCUUUCGGUGUU 1

lllllllllllllllllllll
lllllllllllllllllllll

461 CAACUUGCAAGAAAGCCACAA 481

21 GUUGAACGUUCUUUCGGUGUU 1

1103 CAACUUGCAAAAGAGCUACAR 1123

(e)

Target Description Inhibition Multiplicity

UniRef100_P06586 Cluster. Chloroplast 305 nbosomal protein 53; n=4, Andropogonese[Rep:

Chloroplast 30S rbosomal protein 53 - Zea mays (Maize), corplete Translation 1

sialar to UnaRef100_A7QQL2 Cluster. Chromosore undetenmined scaffold_143, whole genome shotgun
secquence, n=1, Vitis virfers[Rep: Chromosome undeterined scaffold_143, whole genome shotgun
seqquence - Vitis vinifera (Grape), partial (187%)

Cleavage |

siradlar to UniRef100_ATQQL2 Cluster. Chrorosore undetermined scaffold 143, whole genome shotgun

sequence, n=1, Vitis viraferslRep: Chromosorme undetermined scaffold_143, whole genome shotgun Cleavage 1
sequence - Vitis vinufera (Grape), partial (73%)

sirlar to UraRef100_Q641B1 Cluster: MGC83343 protein, n=1, Xenopus lasvis|Rep: MGC83343 {
protein - Xenopus laevis (Afnican clawed frog), partial (6%) Chaog
siradlar to UniRef100_Q6Z6W2 Cluster: MADS-box transcription factor 57, n=2; Oryza sativa Japonica C {
Group|Rep: MADS-box transcription factor 57 - Oryza sativa subsp. japonica (Rice), partial (44%) e
sirilar to UniRef100_Q845C7 Cluster: Zine finger (C3HC4-type RING finger) protein-hike; n=1; Oryza

sativa Japonica Group(Rep: Zine finger (C3HC4-type RING finger) protein-like - Oryzasativasubsp.  Cleavage |
japonica (Rice), partial (1474

UniRef100_Q6Z6W2 Cluster: MADS-box transcription factor 57, n=2; Oryza sativa Japonica {
Group|Rep: MADS-box transcription factor 57 - Oryza sativa subsp. japonica (Rice), partial (8%) 8
it UnRe100, QUIAYA Chter Os04156840 potei =3, Oryma e Jepnica ol -
Os04g0568400 protein - Oryza sativa subsp. japonica (Rice), partial (41%)

Cleavage |
siradlar to UniRef100 Q6Z6W?2 Cluster MADS-box transexiption factor 37, n=2, Oryza sativa Japonica |
GrouRep: MADS boxrascription fctr 7-Oryrasatv s jponice (R, patil(4r) 28
siradlar to UniRef100 QOEOHG Cluster: Os02g0550900 protein; n=1; Oryza sativa Japonica Group[Rep: |
Os{124)550900 protein - Oryza stiva stbsp. japorica (Rie), ptia (20%) ke
homologue to UnaRef100 023313 Cluster: Ferredoxin-sulfite reductase precwssor, n=1, Zea maysiRep: |
Fenedorin-sulfite recuctase precursor - Zea mays (Maize), partial (57%) :
sirailar to UniRef100 Q6Z6W?2 Cluster: MADS-box transeription factor 57, n=2; Oryza satva Japonica Y |

GroupiRep: MADS-box transcription factor 57 - Oryza sativa subsp. japonica (Rice), partial (44)

homologue to UniRef100 Q9XHR2 Cluster: Eukaryotic translation initiation factor 3 subunat A; n=1; Zea

maysfRep: Exkaryotic translation iitation factor 3 subrudt & - Zea mags (Maize), partal (60%) Translation |



Supplemental Table 1: miRNAs expression in differen

miRNA Family [Target Gene Acc. |Gene Synonym |Callus Embryo |Leaf Ovary Panicle
sbi-MIR156; BG947367 Sb02g029300 -

sbi-MIR156; EH409419 Sb01g038620 -

sbi-MIR 156 CF756128 Sb01g027940

sbi-MIR156k  [BG947367 Sb02g029300 | e

sbi-MIR156k  |CF756053 Sb01g027940

sbi-MIR1561  [BG947367 Sb02g029300 | W

sbi-MIR156m  [BG948102 Sb09g004120 -
sbi-MIR156m  [BM325400 Sb04g033230 - - -
sbi-MIR166m  [CF074035 Sb08g005200

sbi-MIR1660  |CF074035 Sb08g005200

sbi-MIR166p  |CF074035 Sb08g005200

sbi-MIR166q  |CF074035 Sb08g005200

sbi-MIR166r  |CF074035 Sb08g005200

sbi-MIR167j CX614408 Sb04g033320

sbi-MIR167k  |CD423596 Sb082021460 -« bl
sbi-MIR168c  [CD209773 Sb04g030860 -

sbi-MIR1711  [CN129969 Sb06g031050 - -
sbi-MIR1711  [CN142205 Sb06g031050 - -
sbi-MIR1711  |AW747132 Sb06£031050 - -
sbi-MIR1711  [CN131513 Sb06g031050 - -«

sbi-MIR171 CN131513 Sb06g031050 - -
sbi-MIR171m  [CN129969 Sb06g031050 - -
sbi-MIR171m  [BM317608 Sb06g031050 - -
sbi-MIR390b  [BE363723 Sb08g002760 -
sbi-MIR396f  [CF480198 Sb09g022550 -

sbi-MIR396g  [CB927788 NTMC2T2.2 - -
sbi-MIR396h  [CD204209 Sb09g019370 -

sbi-MIR396k  [AW676947 Sb04g034800

sbi-MIR396k  [BM329506 Sb10g004460 -

sbi-MIR398b  [CF480868 Sb08g001790

sbi-MIR398b  [CF487358 Sb08g001790

sbi-MIR444a  [CD224118 Sb03g012810 | W -
sbi-MIR444a  |CN125113 Sb06g025690 - -
sbi-MIR444b  [AW564049 Sb09g024840 | W - -

sbi-MIR444c  [BM325378 Sb03g007840 - -

*Transcript per million (TPM) |




t tissues and developmental stages

Pollen Root Shoot TPM* Gene EST |Total EST in Pool
206 2 9689
- 218/55 2/1 9137/17945
- 221 2 26
206 2 9689
- 221 2 9026
206 2 9689
- 232/55 2/1 8617/17945
103/218/232 2/2/2/ 19261/9137/8617
- 188 2 10613
- 188 2 10613
- 188 2 10613
- 188 2 10613
- 188 2 10613
- - 111/659 2/7/ 17945/10613
- 218/232/55 2/2/1 9137/8617/17945
103 2 19261
- - 155/218/221/501 |3/2/2/9 19261/9137/9026/17945
- - 155/218/221/501 |3/2/2/9 19261/9137/9026/17945
- - 155/218/221/501 |3/2/2/9 19261/9137/9026/17945
- - 155/218/221/501 [3/2/2/9 19261/9137/9026/17945
- - 155/218/221/501 |3/2/2/9 19261/9137/9026/17945
- - 155/218/221/501 |3/2/2/9 19261/9137/9026/17945
- - 155/218/221/501 [3/2/2/9 19261/9137/9026/17945
218 2 9137
- 103/221 2/2 19261/9026
- 155/464/111 3/4/2 19261/8617/17945
103 2 19261
- 55 1 17945
- - 259/221/55 5/2/1 19261/9026/17945
- - 664/111 6/2/ 9026/17945
- - 664/111 6/2/ 9026/17945
206/328 2/3 9689/9137
- 231/218/111 2/2/2/ 4648/9137/17945
- 309/578/726/110 [3/5/14/1  |9689/8648/19261/9026
51/109 1/1/ 19261/9137






