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Supplemental Figure 1. The Pedigree of Clark Isolines that Show the Saddle Pattern
Phenotype.

The saddle variety having the recessive k1 allele, Clark 18a, is a mutant of Clark which has the
dominant K1 allele with i'. Another variety showing the saddle pattern phenotype, Clark 8, is an
isoline resulting from six generations of backcrossing the i allele into the pigmented Clark UC9
isoline which carries the recessive i allele. The seed insets represent the phenotypes. The C or
UC numbers are internal lab numbers. The PI numbers are the official USDA germplasm
numbers for these lines created by Richard L. Bernard, USDA, in the 1960-70's and are
searchable at the national GRIN (Germplasm Resources Information Network) database. The
Clark UC9 i mutation (P1547474) is listed as received in 1965 from Portageville, Missouri and is
a deletion of CHS genes in the | locus region (Todd and Vodkin, 1996). The Clark 18a k1
mutation (P1547439) used in this study is listed as found in Ames, lowa in 1956.
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Supplemental Figure 2. Cufflinks Plots Comparing RNA-Seq Data From Clark (i K1) and
Clark 18a (i' k1).

These plots assess quality of RNA-Seq using the Cufflinks package (Trapnell et al., 2012).
C8: Clark 8; C18a: Clark 18a; Pigm: pigmented region; Yel: non-pigmented region

(A) and (B). Scatter plots highlight general similarities in comparison of gene expression
between Clark 8 and Clark 18a (k1) pigmented region (A) or Clark 8 and Clark 18a non-
pigmented region (B). Each dot represents an individual gene.

(C) and (D). Volcano plots show the observed differences in gene expression relating to the
significance under the statistical model of the Cufflinks package. Genes with an adjusted p
value <0.05 are indicated by red dots. There are fewer differentially expressed genes in the
comparison of the black saddle regions from Clark 8 (K1) to Clark 18a (k1) (C) than in the
comparison of the yellow sectors (D).
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(B) Download of all SSR and SNP

markers surrounding the K1 gene locus (yellow) between 50 and 80 centimorgans showing two putative
flanking markers. Not all markers have available sequences.

(C) Sequence surrounding BARC-040309-07711 used to find its position in the reference genome.

(D) Our diagram of the position of the markers on the two versions of the soybean reference genome
(Wm82.al and Wm82.a2) showing the relative position of the Glyma model representing the AGO5 gene
(yellow) which we identify in this report to be the K1 locus. In the a2 assembly of the genome, only one of
the markers (BARC-040309-07711) was located on chromosome 11 while the other marker (Satt519) was
found on scaffold 21, possiby due to a discrepancy in the genome assembly.
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Supplemental Figure 4. Alignment of Nine AGO5 Proteins Derived from Amplicon Sequences Comparing K1 and k1 Lines.
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Supplemental Figure 4. Alignment of Nine AGO5 Proteins Derived from Amplicon Sequences
Comparing K1 and k1 Lines. (continued from previous page)

The cultivar or mutant genotypes of the following nine predicted proteins derived from amplicon
sequencing were aligned with Multalin http://multalin.toulouse.inra.fr/multalin/

w43 PI1548631 Williams Reference K1
UC80 PI548362 Lincoln Parent line K1
UC82 PI548527 Calland Parent line K1
UC145 PI634895 188-5422 saddle pattern mutant from Lincoln 1945 k1
UC144 PI634873 L88-5344 saddle pattern mutant from Calland 1970 k1
UC146 PI634896 L88-5424 saddle pattern mutant from Lincoln 1954 k1
UC18a PI547439 L67-3479 saddle pattern mutant from Clark 1956 k1
UC150 PI506948 Kurakake saddle pattern variety from Japan, 1987 k1

UC151 PI506949 Kurakake Daizu saddle pattern variety from Japan, 1986 k1
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CCGCTCCTTCTCOGGTGAATGCACCATCCGCTCCTCCTCCGGCTTCCACCATCGGCGTTCCTTCCGGLGCCGCACCTRTTCGTGCCGCGTCTCCGTCTCCGGCGGCAGAATCTCTCACTTCCGLTGTCGA
CCGCGCCTTCTCTGGTGAATGCACCATCTGCTCCTCCTCCGGCTTCCACCATCGGCGTTCCGTCCGRCGCCGCGCCTTTTCGTGCTRCGTTGCCACCTCCGGCGGTGGAARTCTCTCACTTCCGLGGTCGA
CCGCgCCTTCTCeGGTGARTGCACCATCeGCTCCTCCTCCGGCTTCCACCATCGGEGTTCCg TCCGRCGCCGLaCCTgTTCGTGLeGCGTecglCacCTCCGGCGGeaGARTCTCTCACTTCCGLgGTCGA

261 270 280 290 300 310 320 330 340 350 360 370 380 390
| 1
ARAGCAACTTACATTGCAACCGTCGGCGCCTTCGTCGACGAAGGCGGTGAGGT TCAGTGAACGGCCAGGGTTCGGTCTTGTAGGGARGARAAT CARRGTTCGAGCGARTCATTTCCAAGTCARAGTCGCT
ARAGCARCTTACARTGCARCCTTCGGCGCCGTCGTCGTCGARGGCGGTGAGGT TCARGGARCGGCCAGGGTTCGGTCTTGCTGGGGAGARAATCARAGTTCGAGCGARTCATTTTCARGTCCAAGTCGLC
AARAGCARCTTACAaTGCARCCgTCGGCGCCg TCGTCGACGAAGGCGGTGAGGT TCAagGARCGGCCAGGGTTCGGTCTTGeaGGGaAGAARRATCARAGTTCGAGCGARTCATTTcCARGTCaAAGTCGL

391 400 q10 420 430 440 450 460 470 480 430 500 510 520
| |
GARCARGATCTATTTCATTATGACGTCTCTATCAATCCGGAGAT TAAT TCGAAGAAGGT TTGCAGAGATGT TATGACTCTGCTTGT TCAAGCGCACCGTGARARGTTTCT TGGAAATCGCATACCGGCCT
GAARCARGATCTATTTCATTATGACGTCTCTATCARTCCTGAGATTACT TCGAAGAAGGTTTCTAGAGATGTTATGACTTTGCTTGTGCARGCGCATCGTGAARAGATTCTCGGARATCGCATACCAGCCT
GAACARGATCTATTTCATTATGACGTCTCTATCARTCCgGAGATTAAT TCGAAGAAGGTTToccAGAGATGTTATGACTCTGCTTGTgCARGCGCAcCGTGAARAGAT TCTcGGARATCGCATACCAGCCT

521 530 540 550 560 570 580 530 600 610 620 630 640 650
| |
ACGATGGGCGARAGAGTCTTTTCACCGCCGGACCCTTGCCCTTCGARTCGARGGATTTTGTGATCGTGC TGAAGGATGAAGATGARCCAGGCTCGTC-=--TTCTTCCGCGCCTGC TAGARARAARCGTGA
ACGATGGGEGAARGAGTCTTTTCACCGCTGGATCCT TGCCCTTCGARTCTARGGATTTTGTGATCGTGC TAARAGACGACGATGARCCAGGCTCGTCGTCTTCTTCCTCTCC TACTAGGARARRACG TGA
ACGATGGGcGARAGAGTCTTTTCACCGCcGGACCCTTGCCCTTCGARTCgARGGATTTTGTGATCGTGC TaAAaGAcGAaGATGARCCAGGCTCGTC, . . TTCTTCCgCeLCTaCTAGAAARARAARCGTGA

651 BBO E70 6RO 690 Fo0 710 720 730 740 750 760 FrL 780
| |
ACGCGAGTTTAGGGTCACCATCAGGTTTGCTTCCAGGACTGACCTTCACCATCTCGGGCAGT TTCTCAGGCGTCGTCAGTTGGATTGTCCTTATGAARRCTATTCAGGCTCTTGATGTTGTTCTGCGTGLT
ACGCGAGTATAGAGTCACCATCAGGCTTGCTTCCAGAACTGACATTCACCACCTCAGTCAGTTTCTCAGGCGCCGTCAGTTGGATTGTCCTTATGAGACTATCCAGGC TCTTGATGTTGTTCTGLGTGET
ACGCGAGTaTAGAGTCACCATCAGGCTTGCTTCCAGAACTGACaT TCACCACCTCaGgCAGTTTCTCAGGCGeCGTCAGTTGGATTGTCCTTATGAaACTATCCAGGCTCTTGATGTTGTTCTGCGTGLT

781 790 800 10 g20 830 840 850 860 870 880 890 00 910
| |
ACTCCATCTGARAGGT TCGATGTGGTGGGAAGATCGTTTTTCTCGCCTTTTTTGGGGAARACCTGGARCGCTTGGTAGCGGAACGGAGTATTGGAGGGGCTATTACCAGAGCCTTCGTCCARCTCAGATGG
ACACCGTCTGAARGGTTCGTTGTTGTGGGAAGATCGTTCTTCTCACCTTCTTTGGGGAARACCTGGATCGCTTGG TAGCGGARC GGAGTACTGGAGGGGCTATTACCAGAGCC TTCGCCCARCTCAGATGE
ACaCCaTCTGARAGGTTCGaTGTgGTGGGAAGATCGTTeTTCTCACCTTeTTTGGGGAARACCTGGAACGCTTGGTAGCGGAACGGAGTAcTGGAGGGGCTATTACCAGAGCCTTCGeCCARCTCAGATGG

911
|
GCCTGTCTCTARATATTGATGTGTCAGCARGGGCGTTTTATGARGCTATTCCTGTGATTGATTTCATTCAARRTCCATTTTAGGCTCARTCCTTCCARGCCTCTGCCTGATCAGGATCGARTCAAGCTTAR
GCCTGTCTCTTARCATTAATGTGTCGGCGAGGGCTTTTTATGAGCCTATTCCTGTGATTGATTTCATTGARAGTCATTTTAGGGCCAATCCTTCCAGGCCTTTGCCTGATCAGGATCGARTCARGCT TAR
GCCTGTCTCTaRACATTAATGTGTCaGCaAGGGLeTTTTATGAacCTATTCCTGTGATTGATTTCATTcAARgcCATTTTAGGcCARTCCTTCCAaGCCTeTGCCTGATCAGGATCGARTCAAGCTTAR

920 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
1

1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160

1041 1050 1170
1 1

GAGAGCATTGAGAGGAATCARGGTAGARGTTAATCACGGARAGARTCTTAGACGT TACARGATCACTGGAGTCACARARAGAACCACTCAGAGAGTTARTGTTTACTCTTGATGACARRAGARCARARAGC
GAGAGTACTGAGAGGAG TGARGGTAGAAGTGACTCATGGARAGAATCTTAGACGT TACARGATCACTGGAGTCACARRAGARCARC TCAGARAGT TARTGTTTACTCT TGATGACAATAGAACARARAGL
GAGAGcAcTGAGAGGAaTcARGGTAGARGT2AaTCAcGGARAGARTCTTAGACGT TACARGATCACTGGAGTCACARAARGAACaACTCAGAaAGTTARTGTTTACTCTTGATGACAAaAGARCARARAGT

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
| 1

TCAGTTGTTCARTATTTTCATGAGARATACARTATTGTGT TGARGCATACACATCTTCCTGCTCTTCARGCTGGCAGTGACAGTARACCARTTTTTTTGCCTGTTGAGCTTTGTCAARRTTGT TGCTGGAC
TCAGTTGTTCAATATTTTCATGAGARATACARTATTGTGT TGARGCATACGCTTCTTCCTGCTCTTCAAGC TGGTAGTGACAT TARACCAATTTTTCTGCCTATGGAGCTTTGTCARATTGTGGLTGGAC
TCAGTTGTTCARTATTTTCATGAGARATACARTATTGTGT TGAAGCATACACATCTTCCTGCTCTTCARGCTGGeAGTGACAE TARRCCARTTTTTeTGCCTaTgGAGCTTTGTCAARRTTGT2GCTGGAC

1301 1310 1320 1330 1340 1350 1360 1370 1380 1390 1400 1410 1420 1430
1 |

AGAGATATACARAGAGATTGAATGAGGAGCARGTARCTARTCTTTTARGGGCARCTTGTCAGCGTCCTCATGATAGAGAARACTCTATCARACAGGTTGTGARGCARAGTARTTTCAGCACAGACARATT
ARAGATATACAARGAGATTGARTGAGGAGCARGTARCTARTCTTTTARGGGCATCTTGTCAGCGTCCTCGTGATAGAGAAARACTCTATCAGACAGGTGGTGAGGCAARGTARTTTCAGCACAGACARATT
AaAGATATACARAGAGATTGAATGAGGAGCARGTARCTARTCTTTTAAGGGCAaCTTGTCAGCGTCCTCaTGATAGAGAARACTCTATCAAACAGGTeGTGAaGCARAGTARTTTCAGCACAGACARATT

1431 1440 1450 1460 1470 1480 1430 1500 1510 1520 1530 1540 1550 1560
| 1

TGTGTGTCACTTTGGAATTCAAGTGAAGGAGGARCCAGCATTGCTTGATGCTCGGGTTTTGCCTCCCCCAATGCTARARATATCATGGCACAGG TAGAGAATCATGTGTTCARCCCAGAACAGGTCARTGG
TGTGAGTCACTTTGGAATTCAAGTGAGGGAGGATCCAGCATTGCTTGATGCTCGAGTTCTTCCTGCACCAATGCTARAARTATCATGACACAGG TAGAGAATCAAGTGT TGARCCCARRATGGGCCARTGG
TGTGaGTCACTTTGGAATTCAAGTGAaGGAGGAaCCAGCATTGCTTGATGCTCGaGTTeTgCCTcCaCCAARTGCTARAARTATCATGaCACAGG TAGAGAATCAAGTGTTcARCCCAaRAcaGGeCARTGG

1580 1530 1600 1610 1620 1630 1640 1650 1660 1670 1680 1690

|
ARTATGATTGATARGAARATGGTTARTGGTGGCGCTGTGCAGCAT TGGACTTGCCTCARCTTTTCTGGAARARACARACCGAGGTTTGGCAGCTTCATTTTGTCARGAGTTGGCCARARTGTGTARTAACA
ARTATGATTGATARGAARATGTTTARTGCTGGTGTTGTGGAARCAT TGGACTTGCCTCARCTTTTCTGGAAARATARACAGAGAGTTTCCARGTGCATTTTGTCATARGTTGGCCAGARTGTGTAGTAACA
ARTATGATTGATARGAARAATGe TTAATGe TGGeGeTGTGeAaCATTGGACTTGCC TCARCTTTTCTGGAARARCAAACaGAGasTTecCAacTeCATTTTGTCAaaAGTTGGCCAAAATGTGTAaTARCA

1561 1570
|

1710 1720 1730 1740 1750 1760 1770 1780 1790 1800 1810 1820

1
AGGGCATGCGTTTTARCTTGGATCCTTTGCTGCCCATARCATCTGTTCATAGTAGTCARGTAGAGAGTGCTCTTGGGARTGTGCATARGCAGGCTATTGCAARRACTAGCARACGARGGARGACTCGAATT
AGGGCATGCGTTTTARTTCARAGCCTTTACTGCCCATARCATCTGCTCARAGTAGTCARATAGAGAGTGCTCTTGTARATTTGCATARGCAGTCTATTACAAGACTAGCARACCARGGARGACTCCAATT
AGGGCATGCGTTTTAAC TeaaAgCCTTTaCTGCCCATARCATCTGeTCAaAGTAGTCARATAGAGAGTGCTCTTGzaRAAT TGCATAAGCAGECTATTaCARAACTAGCARACcARGGARGACTCCARTT

1691 1700
|

1840 1850 1860 1870 1880 1890 1900 1910 1920 1930 1940 1950

1
ATTGATCATARTTTTGCCTGATTTGAAGGGATCCTATGGGAARAATARAGCGTATTTGTGARACTGAGTTAGGGATAGTATCTCAGTGTTGTCTTCCGAGGCATGTTTACCAGATGARGCCACAATATCTT
GTTGATCATARTTTTGCCAGATTTCGAGGGGTCCTATGARRARATARAGCGTATTTGTGARACTGAGCTAGGARTAGTGTCTCAGTGT TGTCAGCCGAGGCATGTTTGCCAGATGARGCCACAATATCTT
alTGATCATARTTTTGCCAGATTTcaAGGGaTCCTATGaaAARRTARRGCGTATT TGTGAAACTGAG:TAGGaATAGTaTCTCAGTGTTGTCagCCGAGGCATGTTTaCCAGATGAAGCCACARTATCTT

1821 1830
|

1970 1980 1930 2000 2010 2020 2030 2040 2050 2060 2070 2080

|
GAARAATGTGGCCCTCARGATAARTGTGAAGGTTGGTGGCAGTARCACAGTATTGARTGATGCATTTACTAGAAGARTTCCTCACGTGTCTGACTTACCARCARTARTCTTGGGTGCAGATGTAACACATC
GARAATGTGGCCCTCARGATAARTGTGAAGGTTGGTGGCAGTARCACAGTATTGARTGATGCARTTGCTAGAATARTTCCTCGTGTGTCTGACAGACCTACATTARTCTTGGGTGCGGATGTAACACATC
GARAATGTGGCCCTCARGATARATGTGARGGT TGGTGGCAGTARCACAGTATTGAATGATGCAaTTaCTAGARAATTCCTCacGTGTCTGAC agACCaACAaTARTCTTGGGTGCaGATGTARCACATC

1951 1960
|

2100 2110 2120 2130 2140 2150 2160 2170 2180 2190 2200 2210

|
CACAGCCAGGGGARGATTATAGTCCTTCTATTGCTGCAGTAGT TGCATCAATGGATTGGCCTTATGTARCARAGTACAGAGGAGTTGTTTCTGCTCARACTCACCGTGARGARATCATCCARGATCTTTA
CACAGCCAGGGGARGATTCTAGTCCTTCTATTGCTGCAGTAGT TGCATCTATGGATTGGCCTTATGTARCARGGTACAGAGGAGTTGTTTCTGCTCAGACTCACCGTGARGARATCATCCARGATCTTTA
CACAGCCAGGGGARGAT TaTAGTCCTTCTATTGCTGCAGTAGTTGCATCaATGGATTGGCCTTATGTAACAAAG TACAGAGGAGTTGTTTCTGCTCAaACTCACCGTGAAGARATCATCCAAGATCTTTA

2081 2090
|

2211 2220 2230 2240 2250 2260 2270 2280 2290 2300 2310 2320 2330 2340
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Glyna,11G190900, 1
Glyna,12G083500 1_AG
Consensus

Glyna,116190900,1
Glyna,12G083500 1_AG
Consensus

Glyna,116190900,1
Glyna, 126083500 1_AG
Consensus

Glyna,116190900,1
Glyna,12G083500_1_AG
Consensus

Glyna, 116190900, 1
Glyna.126G083500,1_RG
Consensus

Glyna,116190900,1
Glyna.126G083500,1_RG
Consensus

1 |
TAARTACACATGAAGATCCTGTGAGGGGAARGACACATTCGGGAAT TATCAGGGARTTACTTCGTGCTTTCCGTTTATCAARCTAAGACTARGCCAGAGAGGATTATATTCTACAGAGA TGGAG TARGTGAG
TAARTACATGTGAAGATCCTGTGAAGGGGARGGTGCATTCGGGAAT TATCAGGGAGTTACTTCGCGCTTTCCGTTTGTCTACTAATCAGARGCCAGAGAGGATTATATTCTACAGGGA TGGAG TARGT GAG
TAATACAcaTGARGATCCTGTGAaGGGaAAGacalATTCGGGARTTATCAGGGAaTTACTTCGGCTTTCCGTTTaTCaACTAAzaagARGCCAGAGAGGATTATATTCTACAGAGATGGAGTAAGT GAG

2360 2370 2380 2390 2400 2410 2420 2430 2440 2450 2460 2470

|
GGCCARTTCAGCCAGGTTTTGCTGTACGAGATGGATGCARTACGACGCGCTTGTGCCTCACTACAARGARGACTATATGCCCCGTGTTACTTTTGTGGTGGTCCAGARARGACACCACACARGGTTATTTC
GGCCARTTCAGCCAGGTTTTGCTGTACGAGATGGATGCARTACGGCGGGCTTGTGCTTCACTACARGARGGCTATTTACCCCGTGTTACTTTTGTGGTGGTCCARARACGACACCACACARGGTTATTTC
GGCCARTTCAGCCAGGT TTTGCTGTACGAGATGGATGCAATACGaCGeGCTTGTGCcTCACTACARGAAGACTATATaCCCCGTGTTACTTTTGTGGTGGTCCAaAARaGACACCACACARGGTTATTTC

2341 2350
|

2430 2500 2510 2520 2530 2540 2550 2560 2570 2580 2590 2600

|
CTGCAGAARCACGGAAGTCGTGATCAGACAGATARARGTGGAAARTATATTGCCAGGGACTGTCGTGGACACTCARATATGCCACCCTCGGGAGT TTGATTTTTACCTCARCAGTCATGCTGGAATACAAGG
CTGTAGATCATGGAAGTCATGATCAGACARATARARGTGGAARTATAATGCCAGGGACTGTCGTAGACACACACATATGCCACCCTCGGGAGT TTGATTTTTACCTCARCAGTCATGCTGGAATGCAAGG
CTGcAGAaCAcGGAAGTCaTGATCAGACAaATARARGTGGAAATATAATGCCAGGGACTGTCGT aGACACACAaATATGCCACCCTCGGGAGT TTGATTTTTACCTCARCAGTCATGCTGGAATaCARGG

2471 2480
|

2620 2630 2640 2650 2660 2670 2680 2690 2700 2710 2720 2730

2601 2610
| |

AARCTAGTCGACCARCACATTATCATGTGCTGTTCGATGAARRT-ARCTTCACTGCTGACGAGT TGCARATGCTTACARATARCTTGA
AARCTAGTCGACCARCACATTATCATGTGCTGTTCGATGARRACARCTTCACTGCTGACGGGT TGCARATGTTTACTARTARTTTGTGTTATACGTATGCARGGTGTACTCGATCAGTCTCARTAGTTCCA
ARCTAGTCGACCARCACATTATCATGTGCTGTTCGATGAAAa . ARCTTCACTGCTGACGaGT TGCARAT G TTACAAATARCTTEa. s s s st ssessnssssssssssssssssssnsssnsssnssns

2750 2760 2770 2780 2790 2800 2810 2820 2830 2840 2850 2860

2731 2740
|

CCTGTGTATTATGCACATTTGGCTGCCTTCAGGGCTCGCTGTTACATTGAAGT TGCARCATCAGATTCTGGT TCTGCARGTGGAGGCCGGGCTGCTARCTGTGAGGT TAGAT TGCCTTCGGT THAGGAAR

B L R R L e e E R L L T T T T T T

2880 2889

2861 2870
| |

ATGTGAAAGATGTGATGTTTTTCTGTTAAR

R R R IR TR I R R AR

Supplemental Figure 5. Alignment of Two Closely Related Soybean AGO5 Coding Sequence
Transcripts.

The coding sequences of Glyma.11G190900.1 (2673 bp) and Glyma.12G083500.1 (2886 bp) were
aligned using Multalin at http://multalin.toulouse.inra.fr/multalin/.
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Supplemental Figure 5.  Alignment of Two Closely Related Soybean AGO5 Coding Sequence Transcripts. 
The coding sequences of Glyma.11G190900.1 (2673 bp) and Glyma.12G083500.1 (2886 bp) were aligned using Multalin at http://multalin.toulouse.inra.fr/multalin/. 
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Glyma.10g242800(AGO10b)
Glyma.20g151400(AGO10a)
Glyma.02g002500(AGO10c)
Glyma.06g213300(AGO10d)
Glyma.05g011300(AGO10e)
Glyma.17g119400(AGO10f)
Glyma.09g167100(AGO1b)
Glyma.16g217300(AGO1la)
Glyma.11g190900(AGO5b)
Glyma.12g083500(AGO5a)
Glyma.01g053100(AGO7a)
Glyma.02g111600(AGO7b)
Glyma.15g126700(AGO3b)
Glyma.20g022900(AGO3a)
Glyma.13g193200(AGO6a)
Glyma.06g314500(AGO9)
Glyma.20g052500(AGO4c)
Glyma.02g274900(AG0O4b)
Glyma.14g041100(AGO4a)

Supplemental Figure 6. Phylogenetic Tree
for Soybean Argonaute Genes

(Top) Phylogenetic analysis for 20 soybean
AGO genes was performed with MUSCLE and
MEGA v6.0 programs by the maximum-
likelihood method
replicates as Liu et al. (2014) described.

(Right) The gene model number of AGO
genes in both soybean reference genomes.
The list of Wm82.al.v1.1 was reported in Liu
et al, 2014 and
subclassification follows that nomenclature to
distinquish homologs.

Annotation Wm81.al.vl.1

Wm82.a2.vl

AGOla Glymal6g34300
AGO1b Glyma09g29720
AGO3a Glyma20g02820
AGO3b Glymal5g13260
AGO4a Glymal4g04510
AGO4b Glyma02g44260
AGO4c Glyma20g12070
with 500 bootstrap AGO5a Glyma12g08860
AGOS5b Glymallg19650
AGO6a Glymal3g26240
AGO6b Glymal5g37170
AGO7a Glyma01g06370
AGO7b Glyma02g12430
the a, b, ¢ et 55 Glyma06g47230
AGO10a Glyma20g28970
AGO10b Glymal0g38770
AGO10c Glyma02g00510
AGO10d Glyma06g23920
AGO10e Glyma05g08170
AGO10f Glymal7g12850

AGO10g  Glyma04g21450

Glyma.16G217300
Glyma.09G167100
Glyma.20G022900
Glyma.15G126700
Glyma.14G041100
Glyma.02G274900
Glyma.20G052500
Glyma.12G083500
Glyma.11G190900
Glyma.13G193200
no correspondence
Glyma.01G053100
Glyma.02G111600
Glyma.06G314500
Glyma.20G151400
Glyma.10G242800
Glyma.02G002500
Glyma.06G213300
Glyma.05G011300
Glyma.17G119400
Glyma.04G150900
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