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Overview

Lotus japonicus has been widely used as a model system to investigate the genetic background of
legume-specific phenomena. The genome sequences of L. japonicus have been analyzed using the
earliest flowering accession, MG-20, as a reference. In the previous program, we carried out re-
sequencing of two types of RILs collected by NBRP program. By applying the information on high
density SNP markers and high resolution genetic map obtained based on RILs re-sequencing data,
improvement of MG-20 genome sequence information has been carried out.

With the aim to establish the genome information on the accession Gifu (B-129), the other widely
used experimental accession of , we are going to accumulate the Gifu genomic sequences by using
PacBio RS II sequencer and the end sequences of BAC clones constructed from Gifu genomic DNA by
applying 3D-pooling system. By taking the advantages of the long reads from PacBio platform and high
density anchoring marker information based on RILs re-sequencing along with newly analyzed BAC end
sequences, we will be able to generate high quality genome sequence information that will accelerate
the application of information and material resources in NBRP.

Lotus japonicus accession Gifu

Progress

(written in Japanese)
G7ED)

NBRP M 1 AINSIEMRE SN TE IV ATH(CDVT, EERFEE U TLLFBEINTULS Gifu RFED
5 LNEHRZERmU NBRP UY —XXDERZN2 2B E LT =10 PacBio RSII = —4 > —Z&F0)
JeECHIIBEIRINEZITD & &EBIC. Gifu 1t BAC 5175 UDKGETIZUEL. Fak 26 FEDABHETINE L
BEED SNP ¥Y—H—EREEDETERBEDY ) AEROBERZITIADIE. TN~ A—TZAKXDI)L—
7 EHRBAT Y ITY Gifu D PacBio > —4o > H—ZFL) &IENIC 100 B05 ) L) \—DEHIERZINE
Ulce CNSDEFIIBRZEIC. KRBT —F (CHETERLDICHAEUIFE 7> I TOIS L'ANTT
T IIINEITIRDTEAER., T|FEIC NS0 A 810kb D 1685 A>T JICT7ETILT B ENTSE. TNBD
d>5« % BAC 5175 UDFKRIGETIIERCEZEED SNP Y—H—IBRZTHAVWTEIL T B &CLD. U
AR—=ZATERIOATA1TD 99.4%ICHEET S 1561 1> 7+ U THR 11D pseudomolecules ZH#E T D2 &N
TSz, IN5D pseudomolecules (CIFTOXI7EFINCRIEESI Y w FIARUETZ S SOX7EBOEIIEEFEN
THOD. BHETERB D DOERES /) ABHEHRZFd N TS

(5%4m)
(1) PacBio >—4>HY—%H\E5IIERINGE




(2)

(3)

EEDT >N —0. A—TZAKDII—TFERFTZVOTY Gifu RO PacBio >—o>H—%
BAWiSIERNEEIT O, 7 TILEDREEZ#ITD/zH. SSR ¥—H —(CLDEBLHNES
SR U Tz Gifu RIEOR—EENSHZE LTz DNA B> I BWTRA TR ZREL Iz, A0
S ITD PacBio —4 > —(CKBEFIEMT(E. 20 kb ST UZMALT 10 SMART cells T
EL. FIU—RE 10.7 kb, #IEEE 12.4 Gb DF—FHE5N. BYEEZBX DT/ LD 28
fBICHEE T DEIIERMSUIE TS/,

Gifu 3% BAC S-S UDFKinbLHIfE

NBRP =V 1Y « 51/ Xhix@n s L T HDRE=EZ T Ic2 96 L —bhdD 3D T—ILE/ER
Ufze &7 —JL DNA > F)Lhs, BAC U0— > DFXiGELHIsED»H ZIE8E U TERLIES —ITI>
ASA4TS V% MiSeq >—o > B —THEAUEINBRZINELUZ. & —ILH5ESNIZEIER
., UI7LRE ) LMY ITIU. T-ILREITHIEBEIT Y TUBOBRMNSIO- 2%/ ET
DIEERTOIC. BRZEEBLTESNIZ Gifu 288 BAC S 7S UDFKRMEHIERIE. 7T
DIEERREFEIICAT D E LB VY —XOFIRRECEII TRZHIC NBRP =108 - 54X
dD web B . LegumeBase M52 Dz iEDH TLD,

Gifu DT L7t T

FIN—D. A=—TRAKDTIL—TTRIENIC 75 BD PacBio >—4o>H—Z=ALE Gifu DS
J LBCHEIRNIRE T E e fesh. BATEIE L 28 BDEeFIEHREESHE TEZED 100 BZX 3
BeolBEIRZNET D EN TS, INSOERFIEREZRIC. KRIET —F(CHETETDLD(CHEL
EHFR 7 IINTO0S LZAWTTE JIUEEZEDHTND, T—FENZWNzHTOTS LD
ERCEITHEIRU TV TH DN, BEFRT. KRR T4 JDHYr XA 4 Gb., N50 /¥ 700 kb
DT TIVEBRIMESNTWD., P2 TILTOTSLADINSA—45 EFEFT —FEDFAREITSZ
ElCELD, A>T dRRDELEERD EEBIC. ¥N—H—15kR. FRikbeTIEHR & D IEOEIRENTZ
TV, BRES . ABROEKRZTREEDETE THD.



https://www.legumebase.brc.miyazaki-u.ac.jp/

