ELECTRONIC SUPPLEMENTARY MATERIAL

Table S1. BLAST analysis of non-microsatellite nucleotide sequences retrieved from archaeological maize specimens (last update January

2005).
Primers Samples Amplification products
used
ID Typeof  Race Size  No. of BLASTN E-value BLASTX E-value  TBLASTX  E-value
remain (bp)  clones
Phil27
T.C.54 cob NA 226 2 NS NM - NS
T.C.54 cob NA 92 3 NS Bacillus 4exp-6  Bacillus 7exp-8
halodurans halodurans
C-125/ alpha-L- BA000004
arabinosidase
NP_242740
LH38 kernel Morocho 128 1 Zea mays clone C9  5exp-33  Zea mays gag/pol 9exp-10 Zea mays 8e-13
retrotransposon protein unknown
Huck1 gag/pol gene AAM22642 AY530950.
AF464767
LH40 kernel Chaucha 128 2 Zea mays clone C9 8exp-38 Zea mays gag/pol 9exp-10 Zea mays lexp-15
retrotransposon protein chromosome 4
Huckl gag/pol gene AAM22642 clone BAC 072
AF464767 AF528565
LH20 kernel Pisingallo 128 1 Zeamays clone C9 3exp-35 Zea mays gag/pol 9exp-10 Zea mays lexp-15

retrotransposon protein chromosome 4


http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=15614437
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=47118318
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=20502817
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=20502818
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=46981881
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=20502817
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=20502818
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=23928433
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http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=20502817
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=20502818
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=23928433
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=13606087
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=13606087
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=53759070
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=40738807
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=49097775
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=48856992
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http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=4884712
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=52424382
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=52306107
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=459896
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=40734402
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=41726239
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=54013472
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=41726239
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=54013472
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http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=24426505
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=21207676
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=29609256
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=57546753
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=50953945
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=50953945
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=28380396
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=protein&val=15077456
http://www.ncbi.nlm.nih.gov/entrez/viewer.fcgi?db=nucleotide&val=28380396

Figure S1. Allele sequences of locus phil27 from archaeological and extant maize specimens. Clones (c) and direct sequencing (ds) products

corresponding to archaeological specimens are highlighted in gray. Z.m.p.: Zea mays ssp parviglumis; Z.m.m.: Zea mays Ssp mexicana.

Figure S2. Allele sequences of locus phi029 from archaeological and extant maize specimens. Clones (c) and direct sequencing (ds) products

corresponding to archaeological specimens are highlighted in gray. Z.m.p.: Zea mays ssp parviglumis; Z.m.m.: Zea mays Ssp mexicana.
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