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INTRODUCTION

METHODS

Collect paired-end Quality check for collected data
We collected and processed about 1,23x10'" publicly RNA-seq Sorghum | Check strandness | * Contamination and artifacts
available raw RNAseq reads from 18 different sorghum data from SRA * Sequence quality

genotypes. Assembled transcriptomes sizes range from
1,51x10° to 4,32x10° transcripts. We have created, and

. . : Transcriptome quality check Transcriptome assembly - Functional GO annotation
we are making  available, genotype-specific * BUSCO, Transrate * kmer size: 25 and 31
transcriptome assemblies (15 de-novo and three
genome-guided), Gene Ontology annotation, and a |
general description of the Sorghum pan-transcriptome. Evaluate clustering for | Identify orthologs between genotypes : Idingfielf?l te nI;S (.);thred re. Soft-cor
We 1dentified the accessory, exclusive, soft-core, and different inflation values with Orthofinder pAaC . esz OIS,; gleuzivea COTE, SOTRERTS,

hardcore elements of the Sorghum pan-transcriptome o
and even more functional enrichment analyses revealed Code avaiability:

functions associated with specific elements of the https://github.com/labbces/YAATAP I:unctional enrichment analysis of Pan elements
Pan-transcriptome. https://github.com/jomare1188/SORGHUM PAN Overrepresentation fests

RESULTS AN
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Transrate
Genotype Raw reads nseqs largest mean len proteins proteins/n seqs GOhits/proteins Accessory Exclusive Soft-core
BAZ9504 4,25E+08 2,39E+05 1,66E+04 1,74E+03 1,81E+05 0,76 4,32%
BTx623 1,21E+09 4,36E+05 4,37E+04 2,49E+03 6,18E+05 1,42 35,74% GO Biolodical _ .
cv.BRS330 2,17E+08 2,17E+05 1,64E+04 1.21E+03 1,17E+05 0,54 [Glagicdl ProcEsSSeas GO Biological processes GO Biological processes
Della 2,03E+09 2,80E+05 2,01E+04 2,18E+03 2,26E+05 0,81 0,36% DNA integration - ® response to abiotic stimulus - ® . .
DKS-3707 7,73E+08 1,72E+05 1,67E+04 1,83E+03 1,25E+05 0,73 16,50% 0.75 DNA mstabalic process - ® . > anatomical structure morphogenesis
DKS-4420 6,43E+08 1,66E+05 1,67E+04 1,79E+03 1,18E+05 0,71 0,47% i il s _
cellular process regulation of cell death ® root system development ®
keller 1,39E+09 1,94E+05 1,92E+04 1,44E+03 1,26E+05 0,65 15,85% o
cell communication - [ ) programmed cell death - ®
M35-1 9,91E+08 2,40E+05 4,54E+04 1,95E+03 1,67E+05 0,70 0,65% % ' a e e— |
Mota 3,78E+08 1,99E+05 2.32E+04 1.57E+03 1.42E+05 0.72 51,25% ’ Tersi ME et | ® regulation of programmed cell death 1 ®
i . esicle targeting, to, from or within Golgi - ]
NSL365694 7,89E+06 4,91E+03 1,21E+03 3,90E+02 2,86E+02 0,06 - 550 . TEpragictive pragass vest _ gell .9 v ' gf plant organ development 1 °
PI651187 2,84E+07 1,54E+04 1,33E+03 425E+02 8,75E+02 0,06 - g cv.BRS330 cellular macromolecule metabolic process ° vesicle targeting, rough ER to cis-Golgi - [ )
R9188 6,17E+08 1,93E+05 1,66E+04 1,71E+03 1,46E+05 0,76 14,39% = multi-organism process - ) triterpenoid metabolic process - o response to external biotic stimulus A o
Rioref 1,02E+09 2,62E+05 2,83E+04 2,26E+03 4,05E+05 1,55 43,45% 2 cellular response to stimulus - P triterpenoid biosynthetic process L _ o _ .
Rio 1,01E+09 2,70E+05 1,67E+04 1,68E+03 1,84E+05 0,68 - Metric 8 r— . RNA metabolic process - ° interspecies interaction between organisms °
RTx430 2,02E+09 3,26E+05 2,61E+04 2,80E+03 5,80E+05 1,78 16,18% :
> > > > > > > . . . . . response to external stimulus - [ .
3085 8 31E4H07 1LO6E405 | 4TE+04 | 18E403 1. 19E405 113 22 86% . p_COﬂtIgS_WIth_CRBB multi-multicellular organism process - @ p o response to other organism - (
0.25 ' o ———- " RNA modification o
0
SC187 9,28E-+08 2,74E+05 1,73E+04 1,49E+03 1,66E+05 0,60 0,96% ' p_refs with CRBB T | e e p—— ® response to biotic stimulus - °
SM100 1,94E+09 3,28E+05 2,56E+04 2,01E+03 2,15E+05 0,65 11,48% pollen-pistil interaction - ° ANA soc o
Splicing A
TAM428 7,69E+08 1,87E+05 1,59E+04 1,29E+03 1,04E+05 0,55 15,12% recognition of pollen - L ‘ . ‘ _ ‘ preing system development - ®
Tx2737 7,69E+08 2,51E+05 1,64E+04 1,54E+03 1,83E+05 0,73 2,65% . cellular nitrogen compound metabolic process{ @ endoplasmic reticulum to Golgi veS|c|e—-med|ated transport - ®
Tx3362 1,26E+09 2.20E+05 1,68E+04 1,51E+03 1,83E+05 0,83 0,35% _ NSL365694 collular response 1o siress -—@ ribosome assembly - ® response to external stimulus - °
Tx378 1,88E+08 1,54E+05 1,61E+04 1,51E+03 1,27E+05 0,83 10,93% e with CRBB ith CRBB organelle assembly - 1
Cont\gs, == P refS,W - cellular developmental process 4 @ ' tticellul —— . °
Tx7000 7,90E+08 1,42E+05 1,84E+04 1,83E+03 1,07E+05 0,76 23,40% P - | , , , , homeostatic process4 @ muiticelitiar organism developmen
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. mMRNA processing -+ @
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