
Unlocking the genetic diversity in groundnut's wild relatives 



Peanut’s genetic bottle-neck

Sterile AB hybrid 2n = 20

(x 2)

Diploid species with
“AA” genome

Diploid species with
“BB” genome

n = 10  x  n = 10

Arachis hypogaea
AABB

Genetic bottle-neck ! Spontaneous duplication

Project Rationale



Wild species:
Many alleles

Diploid

A. hypogaea
Few alleles

Tetraploid Wild alleles bring many new traits
and provide polymorphism for genetics

Project Rationale



A. ipaensis
“A” genome “B” genome

X

Sterile AB F1 hybrid

colchicine

AABB Tetraploid (Synthetic amphidiploi

crossing/backcrossing with A.hypogaea

A.duranensis

Resynthesis is a way to introduce variability to cultivated peanut
Project Rationale



At Project start

Only two RFLP maps

6 SSR markers published

Only one case of wild introgression – Charles Simpson

Project aimed for 

Characterization of wild genomes and traits

Genetic maps and Genomic resources for Molecular breeding

Introduction of wild genes into breeding programs

Project Rationale



A. hypogaea and wilds
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A. stenosperma V10309
A. hoehnei V14546
A, villosa V12812
A. gregoryi V6389
A. magna KG30097
A. cardenasii GKP 10017
A. hypogaea Caiapó

Amphidiploid and parentals
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Anf V14167 x KG30076
A. duranensis V14167
A. ipaensis KG 30076
A. hypogaea Caiapó
A. hypogaea Tatu

Wild, synthetic and cultivated drought responses better characterized

Range of transpiration responses

Very high – wilds
Surprisingly high - cultivated

Sythetic amphiploids
are completely different from

parental species

- large effect of ploidy

Activities and Results



Characterization of wild genomes to guide resynthesis

B

A

Single copy gene intron phylogenies

Cytogenetics – FISH and GISH
Wild genomes 

better characterised

eg.
New potential BB donors

A. williamsii
A. gregoryi
A. valida

New species being used for 
amphidiploid producion

Activities and Results



To make maps – we needed markers:

Co-dominant, transferable between populations

Useful for plant breeders

Software and more than 350 SSRs developed

Microsatellites - SSRs

More likely to be linked to traits of interest.
markers for RGAs and drought response genes

Candidate genes:

Anchor markers:
For comparison of genomes – legume synteny

Software - 450 universal legume anchor primer pairs 

Activities and Results



To make maps - we needed populations

With wild polymorphism
To dissect the tetraploid problem
2 diploid and one tetraploid population

A.ipaensisA.duranensis

AB
A.hypogaea

A.stenosperma
x A.magna

x

x 
(A.duranensis x A.ipaënsis )c

A. hypogaea
x

A. hypogaea

Activities and Results



Leg1520.0

AS_24K#27.9

AS_20A#39.4
S1A36B##41.6
S1A36D##45.0
AdRGA26B##53.5
AsRGA14D#60.7

Leg044##70.4
AS_27E#73.8
P25M46_2As#76.2
M14#82.9

P26M68_34###96.8

AS_26A116.8

TC7G10##130.3
Leg930#135.4
Leg14M_Gm139.2
Ah-229144.1
Leg156148.2
Leg136##153.4
RN10F4##155.3
TC5A7##155.9
gi-832##160.5
PM49##161.2
RN5H2##163.1
Ah-745_2##169.6
TC9E8##179.5

Seq11C8198.4

Leg050##211.3
Ah-462As#212.1
PM120##213.1
RN9C2##214.6
Ah-569##222.6
Ah-408230.5

Leg062##249.0
TC5C5Ad#249.6
TC1H4##253.2
RN12E1##260.0

P13M49_5##281.1
P19M42_1###287.2

cp4
cp4.2_2004

A4_diploid
gi-6200.0
gi-3850.5

gi-909##17.3

RN13G8###32.9
Leg036##39.4
AS_20F#46.1
P25M46_4###60.5
Leg076###67.1
Ah-275###75.8
Ah-614###76.3
Leg088###77.4
P18M45_4###82.0
Ah-742###85.0
Ah4-26###90.5
PM45###90.6
Ah20###91.0
TC6E1###91.1
PM36###91.2
RM6E8###91.6
PM65###93.4
TC2B1###94.4
TC3A12###100.4
P20M51_8###101.1
P18M44_7###110.7
RM9A3###120.7
RM2H10#138.0

AC3D7##154.4

Ah6-125##165.2

Leg224##174.0
Leg083#179.0
Leg175#185.2

AsRGA24A200.4

AdRGA9C210.6
P25M41_5214.8

A5_diploid
AD_15B0.0
AD_17E3.5
Leg0314.0
AD_13D17.5

RN0_06Ad36.6
TC1A837.4
TC11A455.2
TC1A255.9
Leg09256.0
RN0_61457.0
Seq15D6_2As#57.1
PM2458.4
TC7C6Ad63.8
gi-90667.1
Leg045##72.4
RGA_H180.0
Leg346##82.5
RN21H1#88.6
Seq4H693.6
P18M60_3#99.6
Leg186#102.7
Leg11M_Gm107.1
TC3H7108.6
AC2H11#109.9
TC5A6As#110.0
Leg081113.2
Exportin123.0
Leg203130.2
Leg074#136.7
Leg356149.7
Leg12M_Gm163.5

cp6

A6_diploid
RN17F120.0
Ah38.1

TC3H2Ad19.7

Ap16633.3

P18M60_1##51.2
P21M36_958.1

P19M42_6##68.3

Seq2H1177.6
TC9B12Ad#81.2
P18M45_15#88.5
P22M34_5693.1
P18M45_17100.8
P13M49_9103.6
P18M44_6109.8

Leg304##120.1

Ah-594As139.1
TC9B8As142.0
Ah-700As145.2
Ah-745152.6

RN9A5171.5
Seq3E5183.5
Seq4C1190.2
Seq2D1195.1
Seq15D6#197.9
Leg178203.2
Seq12B2204.2
Ah21207.6
Ah2208.2
Ah-193209.8
Ap14209.9
RN11E5210.9
Leg047212.2
TC2E11Ad213.9
Leg187218.1
TC7H9#230.1
TC1D1240.7
TC2D6250.8
TC4G5Ad251.0

Ah-199269.0

Ah-330290.5
gi-876298.5
Leg298303.8

Leg034314.2

P25M41_1332.7

P20M37_1340.8

AD_13B357.6

gi-919376.9
TC2E5383.4

Leg169##407.9

cp1

A1_diploid
Leg2080.0
RN2F123.0
Leg1045.1

Leg128##22.4

AdRGA14A42.9
Leg24255.2
Leg33M_Gm61.4
TC7H1165.8
Leg160Leg15973.5
Ah-07475.3
TC4A278.3
TC11A279.3
Ah23_2As81.1
AC3C282.3
RN0_50684.6
TC1G486.5
Ah-659Ad90.4
Leg20M_Gm100.7

RN0_729126.5

Ah11151.9

Leg177173.9
TC4C8As183.4
RN0_615187.8
AC2C22As188.1
Seq2G5188.4
PM181188.9
Leg202191.6
Ah-573192.0
RI1F6193.1
TC4F12Ad193.8
TC4D2193.9
PM8196.2
Leg213199.8
PM230202.2
PM32203.0
TC4H2#216.0
AD_17B#224.4
H8ARGAAd#229.6
AD_19C#237.2
P22M3411248.9
P25M46_11250.1
P18M69_3251.9
AdRGA27B257.7
P18M60_2263.5
RM17H9274.5
Leg146291.7
P21M3648292.2

PM22304.8

Leg069318.0
RI2A6321.8
LegTC3145324.6

P18M45_18334.8

P25M4110343.8

cp2

A2_diploid
Leg188##0.0
S1A37A##14.0
P21M68_315.8
S1A36_C20.8
TC7E4###25.5
RN3E10##29.1
Leg066###29.6
LegTC987##32.2
P21M68_6##40.8
TC4G2###41.0
RM1A5###45.5
Leg237###47.3
gi-560###51.2
LegRAB###60.8
Ah30###65.5
Ag99###75.2
PM3###76.8
TC0A1Ad##77.1
TC4E10###77.5
PM42##78.1
Leg4Gm#80.4
Leg181###80.7
Leg223##81.0
Leg168##81.5
Seq13B7##86.1
AsRGA15C##88.3
Leg043##94.8
PM238##107.1
TC2C7##108.1
Leg225##108.7
TC1B2_2##113.0
RN10F9##120.3
TC1E6#121.6
RN9C8##121.7
Leg4amino126.5
S48RGA2137.8
AdRGA11F150.8
PM18Ad173.9

Leg133193.1
RI2D6197.1

TC2A2210.8
RN8C9218.1
RN23F10222.9

Seq4F10233.9
TC3E2237.6

cp3_2005

A3_diploid
Leg176##0.0

TC6G921.3

TC1D1As36.5
Leg24M_Gm42.4
RN22G7#49.1
TC4G1052.1
TC3G1_256.0
TC9H8#57.7
PM20460.3
PM225As65.5
PM243##66.4
Leg14977.8

Leg05588.9

Leg29997.2

Leg228110.0

Leg196123.2

RN13D4134.6

A7_diploid
gi-7160.0
Leg0334.1
TC9F45.6
Ah-558TC4H2_2As6.3
RM15C118.2
TC1E511.8
P25M46_718.5
AD_21E23.8
AD_25A28.3
P21M36_729.3
P16M48_329.4
Leg00242.3
P16M48_746.0
gi-7295Ad51.8
RN1A958.9
PM18860.5
TC6H361.0
TC9F1061.6
RN2H1167.7
P21M68_474.9
Leg17M_Gm91.2
P18M4526102.4
RM5G08110.8

AdRGA14123.5

P25M46_8148.0
AdRGA9A160.9
AS_1A163.3
AD_24C167.1
RN22A12171.2
Leg070172.2
Leg305173.6
Leg30M_Gm176.5
Leg654177.0
TC7A2178.8
RM11H6185.4
TC3B5#195.0
Leg929209.5
Leg924##212.4

P18M4556230.4
P18M45_7231.4

P22M3415253.2

A8_diploid

Lec-1#0.0

gi-11709.8
Ah-64921.2
Leg32222.2
PM170#24.5
ML4D225.9
Seq14G333.5

Leg1_Gm54.8
Leg19956.4
P21M36_260.5

AC2C273.6
Ah-636As75.8

AS_11B89.8
P25M46_9##93.3
PM35##104.1
AD_11G#109.1
TC1D2##110.8
RM13A12#115.7
AD_24G#117.1
AD_11D#117.5
P18M69_1##118.1
PM119#119.0
Leg100#120.6
TC7H2121.2
TC1B2Ad121.5
Ah-671##122.7
gi-7295##138.5
P16M48_1##154.6
P13M49_1##161.5

AS_21C174.8

A9_diploid

TC2C120.0

RN0_68123.7
gi-936#27.3
gi-62328.2

RM15H8##40.1

TC4D9##58.4

AS_13C67.6

A10_diploid

186 SSRs (47% poly.) QTLs
81 anchor markers leaf spot
15 RGAs seed weight
47 sequenced AFLPs seed number
10 others
> 50% genic
51% distortion

Moretzsohn et al. TAG 111, 1060-1071, 2005 and unpublished

AA map



Activities and Results Arachis AA vs Medicago



Activities and Results Arachis AA vs Lotus



130 SSRs (24% poly.)
LOD > 4
Distortion 23.8% 
1234.6 cM

Seq12B02#0.0

seq18G09#27.2
seq4D04#38.5
seq4A0642.7
seq7B0944.0
Ah344.3
Ah1144.7
TC7D0345.2
IC40945.6
Ah3947.0
AC2C0848.1
Ah-29652.8
Seq13A0763.2
Ap15276.7
Seq19C03#99.5

B1_diploid

RN31D030.0
TC1G0414.8
AC3C0216.9
TC4A02#17.4
PM67519.4
AC2D04#29.8
TC7F04#46.8

TC7H1165.1

AC2B384.4

Ah28396.7

PM45136.2
RN10B08146.9

B2_diploid

TC3E020.0

TC7E02#26.6
Seq4F1037.8
RN8C0947.3
TC2A0250.1
Ap17561.2
SC3E10161.9
seq2B1063.7
RI2D0670.5
SI01A579.3
Ag14091.8
TC1E0692.3
RN10F0993.5
seq16C07100.5
TC11B11101.1
seq2C11102.7
gi-0090103.2
PM3114.8
Ah30#134.5

ML2A05160.8
Ah35168.1
IC377168.9
Seq2D08#177.2
RN3E10182.9
TC7E04193.1

seq19D09219.1

B3_diploid

SD03B110.0

RN12E0122.1

SC05D0544.9
TC5C0547.7
SI07G464.2
TC11C0664.6
seq3B1069.3
PM3573.8
TC4H07#87.0

Ag49#104.9

TC7G10#124.3

Seq13B09#139.8

Ah21#170.1
Ah126#170.7
Seq4B09#173.1

B4_diploid

Ah2820.0
SI01D26.1

PM3232.4
seq18B0139.4
PM181#40.9
Seq14F04#51.2
RN31F06#55.8
TC1E01#58.0
Ag39#58.5
seq14G03#74.1

RI2A06105.3
seq2F05110.7
RN22E12#117.7

B5_diploid

Ah-3940.0
gi-90626.1
SI04G8137.5
Seq4H0638.8
RN31A0539.3
AC2H1140.9
PM13744.2
PM2444.9
TC11A0446.2
TC1A0246.9
RNx00649.7
Seq2G0566.4
gi-93670.0
gi-62370.3

B6_diploid
RN32F090.0
TC3B0510.3
Seq4B1110.8
TC4G1011.8
gi-42712.9
AHSID421.2
TC3B0424.5
TC7A02#32.3

B7_diploid
Ah2800.0
gi-71611.8
SD02H812.9
Seq3A0517.5
AHGSTB420.8
IC33327.5
seq2A0628.2
TC6H0328.8
Ah129.1
IC52632.1
IC373#44.9
seq2A0558.7
Ap32#84.0

B8_diploid
IC4680.0
Seq14E1015.9
PM11918.0
TC1D0219.3
RN27A1020.2

RN20C1054.5

B9_diploid
RN23A070.0
RN9A052.1
RN9A05#15.2

B10_diploid

Activities and Results

BB map



TC2E05-10.0

Ah347.7

RM14B11A68.6

Ah2107.3

Seq11H11-2A118.2
Ah594120.6
TC4H02124.3
Ah21128.0
Ah193130.9
RN23A07135.4

A1_tetraploid
PM32A0.0

PM23010.9

Sseq11G320.9

Sseq11H11-3A51.2
RI2A06A57.9

Seq2F565.2

A2_tetraploid
TC1B02i0.0

PM32B14.8

AC2F0824.7

Ag3954.6

RI2A0675.8

Seq2F584.2

B2_tetraploid
TC3E02A0.0

RI2D0634.4

RN10F0950.5
TC2C0754.1

RN12H01A63.4
PM4266.4

Sseq18A574.3

Ah3090.6

TC4G02A102.4

gi560112.5

A3_tetraploid
TCE020.0

TC4G0253.4

TC4E1079.9

RM14B1194.5

B3_tetraploid
RN12E01A0.0

Ah40827.5

PM12037.7

RN5H0248.4
RN23F1254.3

TC5A0763.6

Ah22979.9

RN31E11A114.0

A4_tetraploid
TC7H020.0

RN22A1248.4

PM4588.7

RN31E11113.7

B4_tetraploid
Seq11H110.0

Seq3D915.4
TC3G0520.1
Seq2F1021.1
PM45A21.4
Sseq2F1031.1

A5_tetraploid
PM360.0

PM5013.3

B5_tetraploid
Seq4B11A0.0

gi93627.8
gi62332.2
RM6F0339.0

PM2479.1
RN34H1086.4
TC9C0688.1

RN31A0598.2
Seq4H6101.3

TC3H07A109.4

AC2A04133.6

A6_tetraploid

RN13D040.0

RN34A1032.1

PM42-2A53.6

PM20474.2

A7_tetraploid
TC4G060.0

RM7E04A16.8
TC3B05A19.0

TC3B04A38.6

RN22A12A51.7

Seq2A5A78.5

A8_tetraploid
RN12H010.0

TC2G0554.9
TC3B0561.4
RM7E0463.3

TC3B0473.2

B8_tetraploid
RN32F110.0
TC7H02A1.2
Sseq17E33.5
TC5D069.2

RN35H0436.0

Lec1i65.2

Seq3E1074.6

Lec1A84.6

A9_tetraploid
Lec10.0

TC5A068.7

B9_tetraploid
AC2D040.0

Seq4H117.9

gi12815.9
TC1G0422.5

TC11B04A39.5

A10_tetraploid

Activities and Results

Synthetic x Cultivated



GM635a0.0

GM635b5.9
seq18G09_5B10.7
seq13A0711.6
GM66914.5
seq17E0119.0

TC3G01a48.4
TC3G01c50.1

Ah1
GM6300.0
seq10D043.3
RN6F056.2
GM6337.6
PM1799.4
TC6E0114.5

GM66742.6

Ah2
GM6260.0

seq16C0615.5

seq13E0930.3

Ah3
TC3G01b0.0

XIP21918.0
XIP60624.3
XIP41926.5
XIP12328.1
PM72129.2
GM66029.8
GM67931.5
XIP17733.8
XIP40635.9
TC9F10_8A37.4
TC6H03_6B39.2
PM733a40.9

Ah4
TC7C060.0

XIP24511.0

GM62316.4
TC1A02_7B18.9
XIP68922.6

TC1A0128.4

PM37734.8
seq9H08a38.6

XIP171A46.1

Ah5
RI1F06_2A0.0

seq18E078.6

seq1B0917.1
PM49918.9

PM7325.3

AC2C0534.6

seq2G0450.8

TC9F0462.0

Ah6
seq18G010.0

seq19D019.8

Ah7
GM6980.0

seq8H0122.5

Ah8
seq7G020.0

gi1170_9A18.6
Lec1_9A20.7
PM43622.7
GM69426.8
seq14H0628.8

TC5A0634.5

Ah9.1
seq2B090.0

GM67214.6
TC2D0616.2

Ah193_1A23.6

seq13A1032.9

Ah9.2

XIP2870.0

seq9G0513.9

seq19D0627.1

GM723b37.3

seq19H0343.7

PM18361.8

PM41875.6

Ah10
TC11B040.0

GM64723.6

TC7H11_2A42.1

GM69260.8

Ah11
TC4D090.0

XIP52410.3

seq19A0522.5
XIP16524.6

Ah12
PM4270.0

PM3757.7
GM62910.8
GM73613.2

seq18C0523.9
XIP108B26.1

XIP13661.1

Ah14
XIP1050.0

XIP108A6.7

Ah15
TC4G020.0

GM61836.7

Gi492651.9

GM74562.9

seq18A0567.5

seq19G0783.0

Ah16
GM6240.0

seq19B125.4
TC9H099.0

seq15C1020.1

Ah17
seq11G030.0
TC4F12_2A3.8

Ah18
seq19D09_1B0.0

TC7E0435.4

Ah19
GM6410.0

seq16G0847.3

Ah20

Activities and Results

Cultivated x Cultivated



TC3E020.0

TC7E02#26.6
Seq4F1037.8
RN8C0947.3
TC2A0250.1
Ap17561.2
SC3E10161.9
seq2B1063.7
RI2D0670.5
SI01A579.3
Ag14091.8
TC1E0692.3
RN10F0993.5
seq16C07100.5
TC11B11101.1
seq2C11102.7
gi-0090103.2
PM3114.8
Ah30#134.5

ML2A05160.8
Ah35168.1
IC377168.9
Seq2D08#177.2
RN3E10182.9
TC7E04193.1

seq19D09219.1

TC3E02A0.0

RI2D0634.4

RN10F0950.5
TC2C0754.1

RN12H01A63.4
PM4266.4

Sseq18A574.3

Ah3090.6

TC4G02A102.4

gi560112.5

TCE020.0

TC4G0253.4

TC4E1079.9

RM14B1194.5

TC3E20.0
Seq4F103.7

RN23F1014.7
RN8C919.6
TC2A226.8

RI2D640.5
Leg13344.5

PM18Ad63.8

AdRGA11F86.8
S48RGA299.9
Leg4amino111.1
TC11E4##115.9
RN9C8## TC1E6#116.0
RN10F9##117.3
TC1B2_2##124.6
Leg225##128.9
TC2C7##129.6
PM238##130.5
Leg043##142.8
AsRGA15C##149.4
Seq13B7##151.5
Leg168##156.1
Leg223##156.6
Leg181###156.9
Leg4Gm#157.3
PM42##159.6
TC4E10###160.2
TC0A1Ad##160.5
PM3###160.8
Ag99###162.4
Ah30###172.1
LegRAB###176.9
gi-560###186.4
Leg237###190.3
RM1A5###192.1
TC4G2###196.6
P21M68_6##196.8
LegTC987##205.4
Leg066###208.1
RN3E10##208.6
TC7E4###212.1
S1A36_C216.8
P21M68_3221.8
S1A37A##223.7
Leg188##237.6

A

TC4G020.0

GM61836.7

Gi492651.9

GM74562.9

seq18A0567.5

seq19G0783.0

2

A3 diploid

B3 diploid
A3 tetraploid

B3 tetraploid

A.hypogaea 16
TC3E020.0

TC7E02#26.6
Seq4F1037.8
RN8C0947.3
TC2A0250.1
Ap17561.2
SC3E10161.9
seq2B1063.7
RI2D0670.5
SI01A579.3
Ag14091.8
TC1E0692.3
RN10F0993.5
seq16C07100.5
TC11B11101.1
seq2C11102.7
gi-0090103.2
PM3114.8
Ah30#134.5

ML2A05160.8
Ah35168.1
IC377168.9
Seq2D08#177.2
RN3E10182.9
TC7E04193.1

seq19D09219.1

TC3E02A0.0

RI2D0634.4

RN10F0950.5
TC2C0754.1

RN12H01A63.4
PM4266.4

Sseq18A574.3

Ah3090.6

TC4G02A102.4

gi560112.5

TCE020.0

TC4G0253.4

TC4E1079.9

RM14B1194.5

TC3E20.0
Seq4F103.7

RN23F1014.7
RN8C919.6
TC2A226.8

RI2D640.5
Leg13344.5

PM18Ad63.8

AdRGA11F86.8
S48RGA299.9
Leg4amino111.1
TC11E4##115.9
RN9C8## TC1E6#116.0
RN10F9##117.3
TC1B2_2##124.6
Leg225##128.9
TC2C7##129.6
PM238##130.5
Leg043##142.8
AsRGA15C##149.4
Seq13B7##151.5
Leg168##156.1
Leg223##156.6
Leg181###156.9
Leg4Gm#157.3
PM42##159.6
TC4E10###160.2
TC0A1Ad##160.5
PM3###160.8
Ag99###162.4
Ah30###172.1
LegRAB###176.9
gi-560###186.4
Leg237###190.3
RM1A5###192.1
TC4G2###196.6
P21M68_6##196.8
LegTC987##205.4
Leg066###208.1
RN3E10##208.6
TC7E4###212.1
S1A36_C216.8
P21M68_3221.8
S1A37A##223.7
Leg188##237.6

A

TC4G020.0

GM61836.7

Gi492651.9

GM74562.9

seq18A0567.5

seq19G0783.0

2

A3 diploid

B3 diploid
A3 tetraploid

B3 tetraploid

A.hypogaea 16

Mt   Lj

Activities and Results

Anchors SSRs

Models        Reference diploids              Cultivated



New Genomic Resources

A.ipaensisA.duranensis

AB
A.hypogaea

A.stenosperma
x A.magna

x

x 
(A.duranensis x A.ipaënsis )c

BAC (HindIII)
c. 80,000 clones
c. 6.5x

BAC (HindIII)
c. 80,000 clones
c. 6.5x

A. hypogaea
x

A. hypogaea

6,264 ESTs

subtractive library TAG24 and ICGV86031
water stressed –FTSW 0.11 

500 non-redundant candidate sequences

Activities and Results



Now’s the time to move to the field !



(A.ipaensis x A.duranensis)c - EMBRAPA

(A. gregoryii x A. linearifolia)c - EMBRAPA

[(A.cardenasii x A.diogoi) x A.batizocoi]c - Prof. C. Simpson

Incorporation of amphiploids to breeding programs

Activities and Results



Female parent Male parent Generation Number of seed
Fleur11 AixAd BC1 336

55-437 AixAd BC1 333

GC8-35 AixAd BC1 383

GC8-35 TxAG6 F1 65

73-30 TxAG6 F1 24

IAC-Runner AixAd BC1 150

Caiapo AixAd BC1 120

Activities and Results
Incorporation of amphiploids to breeding programs

ILs



Data Format and Release

ESTs from a wild Arachis species for gene discovery and marker development 2007 BMC 
Plant Biology, 7:7 doi:10.1186/1471-2229-7-7 *Open Access Journal*
All marker information at:
http://www.biomedcentral.com/content/supplementary/1471-2229-7-7-S1.xls
EST sequences have been submitted to Genbank. (numbers EH041934- EH048197)

A general pipeline for the development of anchor markers for comparative genomics in 
plants 2007 BMC Genomics 2006, 7:207 *Open Access Journal*
Table of anchor markers available at:
http://cgi-www.daimi.au.dk/cgi-chili/GeneticMarkers/table

GeMprospector - Online Design of Cross-Species Genetic Marker Candidates in Legumes 
and Grasses.  Nucleic Acids Research 34 
(Web Server issue): W670-W675 *Open Access Journal*
The web program GeMprospector available at:
http://cgi-www.daimi.au.dk/cgi-chili/GeMprospector/main

Microsatellite based, gene-rich linkage map for the AA genome of Arachis (Fabaceae). 2005 
Theoretical and Applied Genetics. 111:1060-1071.
Genetic map info in paper. 
All marker information at: 
http://dx.doi.org/10.1007/s00122-005-0028-x

New softwares for automated microsatellite marker development. 2006 Nucleic Acids 
Research, 34 (Web Server issue): E31. *Open Access Journal*
Software available at:
http://finder.sourceforge.net/

http://cgi-www.daimi.au.dk/cgi-chili/GeneticMarkers/table
http://cgi-www.daimi.au.dk/cgi-chili/GeMprospector/main
http://dx.doi.org/10.1007/s00122-005-0028-x


Links with other projects

GCP – Capacity building Grant
Application of molecular tools for 

controlled wild introgression into Peanut 
cultivated germplasm in Senegal 

GCP - TLI
Improving tropical legume productivity 

for marginal environments 
in sub-Saharan Africa
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Synthetic 
amphidiploids

Genetic and 
Physical maps

Synteny

Marker Assisted 
Selection in breeding 

programs

Improved peanut 
varieties 

SSR
Markers

Genome 
Anchor 
Markers

Candidate gene
Markers.QTLs

Cytogenetic
analysis

Evaluation of 
germplasm.

Genotyping 
system

BAC 
libraries

Summary


