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Abstract: To analyze the differences in genetic and metabolic pathways during germination in peanuts, peanut varieties were pre-screened
to identify those with resveratrol enrichment for further evaluation. Germinated peanuts subjected to induction with ultrasound (CS) were used
as the experimental group, and uninduced germinated peanuts (KB) were used as the control group. A total of 1104 differentially expressed
genes (DEGs) was obtained, including 521 upregulated genes and 583 downregulated genes. In the Gene Ontology enrichment analysis of the
DEGs, functional analysis of the top 20 categories with obvious enrichment levels was performed. Twenty-one different cluster of orthologous
group functional annotations were obtained, which primarily involved carbohydrate transportation and metabolism, post-translational
modification, and protein conversion. There were 21 biosynthetic pathways in which DEGs were enriched in phenylpropanoids, which are the
most significant pathways for Kyoto Encyclopedia of Genes and Genomes (KEGG) enrichment analysis. The KEGG database showed that the
genes arahy.Tifrunner.gnml1.annl1.DXZI51, arahy.Tifrunner.gnml.ann1.VGN2GE, and arahy.Tifrunner.gnml.annl.Y23DM6 are involved in
phenylpropanoid biosynthesis. These results indicate that ultrasound induction can regulate the expression of genes related to phenylpropanoid
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biosynthetic pathways in germinating peanuts, and transcriptomic changes can be determined at the molecular level in peanut buds induced by

ultrasound.
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Table 1 Transcriptomic sequencing statistics of peanut sprout

N Read Sum Clean bases Q20/% Q30/% GC/%
CS3 1 41076398 5921050834 98.5 95.23 44.64
CS3 2 54729862 7963769963 98.47 95.13 45.17
CS3 3 42818848 6229123218 98.4 94.91 45.2
KB3 1 53736262 7863065452 98.5 95.14 45.17
KB3 2 45490608 6632624241 98.35 94.76 45.18
KB3 3 48874254 7145042689 98.49 95.13 45.04

7 : (1) Sample: #544%; (2) Raw Sum: /&40 534569 %4 B 4L (reads, KAM A, —/>reads BP A —%); (3) Clean
bases: /A45/5 M A %445 (PP Clean reads 48 B A reads K/£); (4) Q20 (%) Q30 (% ): */R4%)5 M F#353AT/R 374, Q20.
Q30 A48 M5 /R A 99%A= 99.9% A L egakt b Ak a9 a ok, —A& Q20 /£ 85%1A £, Q30 7 80%FA_L; (5) GC content (% ):
JRAEBAEAT L6 G Ao C sk EAn & Bkt d 5k,

2 EEEEERST

Table 2 Functional annotation of ref genes

Sample Raw reads Raw bases Clean reads GC/%
GO 27880(0.573) 32507(0.5851) 33775(0.5032) 43951(0.5188)
KEGG 22200(0.4562) 26104(0.4699) 28853(0.4298) 37824(0.4465)
COG 46411(0.9538) 53312(0.9596) 60883(0.907) 77079(0.9099)
NR 47998(0.9864) 54935(0.9888) 65247(0.972) 82113(0.9693)
Swiss-Prot 39446(0.8106) 45725(0.8231) 49409(0.7361) 63545(0.7501)
Pfam 40083(0.8237) 45639(0.8215) 50644(0.7545) 63691(0.7518)
Total anno 48056(0.9876) 54980(0.9896) 65374(0.9739) 82254(0.971)
Total 48660(1.0) 55555(1.0) 67124(1) 84714(1)
PRV AT I R o AR A B i 20 IS HiSeq 2000 AT 46411 NFRIAEEH, A 57.30%F1 95.38%, 13
Al RN, SRS AE CS AR Ax IR KB PR I N KEGG, XA 22200 MRk

) = IR AW B TR AR OC R EE KT 0.9, ReadSum
(FIFIME 5> 5 46208369 251 49367041 2%, Hidfit
JESE R ALEE CS AN X IR KB 135 i
oAl 6.98 Gb 1 7.45 Gb, GC &E5H1M 45.00%
H145.13%, IX L5111 Q20 A1 Q30 43 HITE 98% A1 94%
DA Fo DA b B0 U BH 4 R Sl i s 2E I R =
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BAREIAT AL (- 1D, REFEETRER
MFIEFERELH Ny 48660, SANEh VR 1Rk
FERE BRI A, Hr NR B R 2] 47998 4~
FILFER, 5 98.64%, GO Hl COG 454 27880
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