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Kodo millet (Paspalum scrobiculatum L.) (2n = 4x = 40)
mostly found in dry and semi-arid parts of Africa and Asia,
also known as miraculous millets, is a staple food and
a nutrient-security crop. It’s commonly known that kodo
millet has the strongest tolerance to drought. Little study
was done on high throughout genomic studies in relation fo
the creation of millets improved by genomics. In the pres-
ent investigation, 21,080,571 total reads of sequence data
were included in the 6.55 gigabytes of raw sequence that
was produced following the genome sequencing run. After
utilizing FastQC to verify the raw data quality, a total
sequence of 1,087,611 and 57,81,23,572 bp was obtained.
Three RNA samples from mature, blooming, and vegeta-
tive specimens were gathered, and the high-throughput Ion
torrent sequencing method was applied to the sequencing
process. In the vegetative stage, there were 1, 34, 40, and
824 raw readings; in the reproductive and mature stages,
there were 1, 66, 35, 843 reads and 97, 43, 629 bp reads,
respectively. At three distinct stages, the average read length
was 131.6 bp, 137.6 bp, and 148.8 bp, in that order. The
interface modules BatchPrimer3 (version 1.0) were used
to construct the SSR and EST-SSR primers. Four FASTA
files including contigs from the transcriptome and genome
were utilized to identify SSRs. A total of thirty SSRs were
Sound, with GC% and Tm ranges of 40—70 and 58—62
°C, respectively. Of the 30 SSR and EST-SSR primers that
were used for validation, only 17 were able to amplify the
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DNA from 27 distinct types of Kodo millet. 24 bands were
obtained from the PCR amplification of 27 distinct types.
We think that these findings may be applied in the future as
possible candidates to enhance this significant staple crop.

Key words: Kodo millet, Genome, Transcriptome, RT-PCR,
c¢DNA library, EST-SSR.

PO3POBKA EST-SSR MAPKEPIB HA OCHOBI
TPAHCKPUIITOMHOI'O CEKBEHYBAHHA
IMPOCA KOO (PASPALUM SCROBICULATUM L.)

IIpoco xono (Paspalum scrobiculatum L.) (2n = 4x =
= 40) mepeBaXkHO pOCTE€ B CYXWUX i HaIliBApUIHUX pe-
rioHax Adpuku Ta Asii. Lle npoaoBojibua KyJabTypa,
barara Ha TTOXXWBHI PEUYOBWHM, SIKY TaKOX Ha3MBaIOTh
YyAOIiiiHUM IMPOCOM. 3arajibHOBiIOMO, 110 MPOCO KOO0
Ma€ HaWBUILY CTiliKicThb 10 mocyxu. byno mnpoBene-
HO He0araTo BHUCOKOIIPOAYKTMBHUX TeHOMHUX IOCTiI-
JKE€Hb, MOB’SI3aHUX 3i CTBOPEHHSM Ipoca, MOJIIMIIEHOTO
3a JIOMOMOIrol TeHOMIKM. Y 1LbOMY AOCHimKeHHi 21
080 571 3araabHUX 34YUTYBaHb AAHUX TOCIiTOBHOCTI
OyJ0 BKJIIOYEHO B 6,55 rirabaiT HeoOpoOJeHOi Io-
CJIIIOBHOCTI, sIKa OyJjla OTpuUMaHa MicJsl CEKBEHYBaHHS
reHoMmy. Ilicns BukopuctanHst FastQC mis Bepudikartii
SIKOCTI HeOOpOOIeHUX JaHUX OYyJ0 OTPUMAHO 3arajbHy
nocigoBHicTh 1 087 6111 57 81 23 572 H. byiio 3i0pa-
Ho Tpu 3pasku PHK 3i 3pinux, KBiTy4mx i BeretaTu-
HMX 3pa3KiB, a I TpoIecy CeKBeHyBaHHs Oyslo 3a-
CTOCOBAaHO BUCOKOIPOMYKTUBHUI METOA CEKBEHYBaH-
Ha lon torrent. Ha BeretatuBHiii cramii Oyno 1, 34, 40
Ta 824 HeoOpOOJEeHUX 3YMTYBAHHS, Ha PEIPOMYKTUB-
Hiil Ta 3pimii cramisgx Oyjiao BigmosimHo 1, 66, 35, 843
3unTyBaHHs Ta 97, 43, 629 nH 3uutyBaHHd. Ha Tpbhox
Pi3HUX CTadisIX CepelHsl OOBXWHA 3YMTYBAaHHSI CTaHO-
Buna 131,6 iH, 137,6 na Ta 148,8 H BigmosigHo. s
nobynosu mpaiimepiB SSR ta EST-SSR BukopuctoBy-
Basin iHTepdeiicHi monmyai BatchPrimer3 (Bepcis 1.0).
Hng igeHTugikauii SSR 0yjg0 BUKOPUCTAHO YOTUPU
daitmm FASTA, 1110 MiCTUJIM KOHTUTH 3 TPAHCKPUIITOMY
Ta TeHoMy. Bcboro Oyno BusiBieHo Tpuausath SSR 3
nmianrazoHamMmu GC% ta Tm, Bignosinno 40—70 ta 58—
62 °C. 3 30 mpaiitmepiB SSR ta EST-SSR, sxi 6yiau BU-
KOpUCTaHi mig Bamigaiii, auire 17 3Mornu aMrutipiky-
Batu JIHK 3 27 pisHmux tumiB mpoca komo. B pesynprari
TUJIP-amrutidikanii 27 pi3HUX TUMIB OyJ0 OTPUMAaHO
24 cmyru. Mu BBaxkaeMo, 10O Wi pPe3yabTaT MOXYTb
OyTM 3aCTOCOBaHi B MalOYTHHOMY, K MOXJIMBI KaH-
NUAATU JJIsl TIOJIMILEHHS 1i€l BaXJIMBOI IIPOJOBOIBYOL
KYJIBTYPH.

Karouoei caosa: ipoco Koo, reHoM, TpaHcKpunTom, 3T-
T1JIP, 6iomioreka x/IHK, EST-SSR.
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