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Analysis of Phenotype and Genetic Diversity of
Foxtail Millet Germplasm with Tillering
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(Millet Research Institute ,Shanxi Academy of Agricultural Sciences/Shanxi Key Laboratory of
Genetic Resources and Breeding in Minor Crops ,Changzhi 046011 )

Abstract : The phenotypic and genetic diversity of 68 cultivars of foxtail millet with tillering from abroad and
domestic were analyzed in this study. The analysis of phenotype showed that the majority of qualitative traits such as
sheath colour, grain colour, hull colour,panicle type and the density of spikelet were green,white,yellow, conic and
loose , respectively. The coefficient of variation of the grain percentage was the smallest and other traits showed abun-
dant genetic variation. The XIAO RUAN GU from Shanxi was of the highest values for the panicle weight of single
plant, grain weight of single plant and weight of thousand-grain,but the DA QING GU from Heilongjiang was of the
lowest values for the grain weight of single plant,grain percentage and weight of thousand-grain. Simultaneously , ge-
netic diversity analysis of 68 foxtail millet germplasm with tillering were conducted using 77 pairs of SNP and SSR
primers distributed across the millet genome. A total of 202 alleles with an average of 2. 62 per pairs of primers,and

1-6 alleles per locus were detected. PIC varied greatly from 0. 0283 to 0. 6974 with an average of 0. 4169. The ge-
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netic similarity coefficient varied from 0. 59 to 0. 96 with an average of 0. 68. The clustering results based on UPG-

MA method showed that the tested materials could be divided into four groups named as I, Il , Il and IV ,respec-

tively. I and I were mainly come from Northwest of China and foreign country, respectively. However, lll were

come from North, East, Northeast of China and the IV included only one material. A total of 10 millet germplasm

with tillering were identified according to phenotype. All above revealed that the genetic diversity of 68 germplasm

were good. These results would provide a theoretical basis for breeding and mining the good genes for tillering.

Key words :foxtail millet germplasm with tillering; phenotype; genetic diversity; cluster analysis
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Table 1 Geographical origin of foxtail millet germplasm with tillering

%' g0 HFEA R %5 g0 Hh A U
Number Name Geographical origin || Number Name Geographical origin
1 AT LT 35 2 8503 LT
2 PN EAR HE AR 36 #7924 LT
3 aRT o SRR 37 108 LT
4 HRET AR 38 #) 66 rp L T
5 AL AR 39 RES LT
6 pNEL: A T E AR 40 AR LR CUEEEY/AIN
7 /e k P ILZR 41 — LRk E LY
8 wHT AR 42 NGB P LY
9 FIER LHEPNES 43 FORLHE LHESEEYIAN
10 KA HA 44 DAL(LE; S SHESLEy/ AN
11 Ih7R-4 AR 45 BT CAESLES/ AT
12 [ S L 46 iy 12 =k
13 REARN2 5 HA 47 BAE 16 rhE T
14 N FPE P 48 69-4 rhE T
15 wbF rhE B 49 BT LN
16 KEH rhE BT 50 HAT T4 HA

17 SE-KEP-1 ERE 51 PI1296378 K

18 BrE PR 52 PI614817 eS|

19 ME—% HE L 53 PI649314 eS|

20 ik 8311-13 L 54 P1436631 K

21 BT s Ew L 55 PI464312 FEH

22 FIARLZT A SHEIEE] 56 PI363068 FH

23 797 L 57 SE-KEP-7 ENfE

24 Mk 17 rp T L 58 SE-KEP-14 B[R

25 N A CHESROE 59 SE-KEP-19 EE

26 NCREISES hE NS 60 SE-KEP-20 E

27 (Lins o [ Py 61 SE-KEP-22 i

28 kA opE A 62 ISE-4 Nz

29 HEA ehE H O 63 ISE-8 ENE

30 WIEAT P 64 ISE-10 1

31 A EUERF N 65 ISE-11 1)} 3

32 2 ERESRER N 66 ISE-13-1 ENjE

33 M rrEdb 67 ISE782 Eps

34 LIHTRGAY LT 68 ISE785 B

PIEATE NS Y, S5 B 77 X RO FIr ) B R 45 SSR 519 i FE A B B AE YR
WwESWHE M YHT 2., TSI SO T ERFHAL) YW AL $E H R R A H
P2l (P RSB b E R BIBEE RSP R Al A L, PCR 43 HT % | BIO-RAD PTC 0200
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Thermal cycler PCR ISCGHEAT . RONARZ N 10 plL:1 pL
10 x PCR buffer, 1 wL X [E 54 (4 wmol/1),0.8 plL
dNTP(2.5 mmol/L) ,0. 1 L Taq DNA 455 U/ul) ,
1 pL B4R DNA (50 ng/ulL) ,ddH,0 6.1 pL,

PCR R W A2 AN R .94 °C #7251 3 min;94 C
AF M 30 5,55 ~60 CiE 2k 30 s (F 54 r)iE kR E
AT ) ;72 °C ZEMH 1 min, 35 NEHR; 72 °C ZE
5 min; )5 4 CHEAF 10 min,
1.5 BEHEKSRERN

K FH 8% A 725 1 2R TR s Tk Jee 68 g A 7 FRL UK, A
FEfE 3 pL(% 0.5 pL s M) , FIK 22 MR
5 x TBE, 25 B 100V, V8 By i5 MR eI i 2% 2 ~
3 em 0458 g L Tk . WRIEC. I Sanguinetti ]
i ARG 0 St R
1.6 FEESHEMEST

RIS G 0-1 4604 FEM R E R &
AHRIE R 1, o e 0, B8 HIE R 999, R
1EA 5 1 2 A PE(E B & (PIC, polymorphism informa-
tion content) ¥/ PIC =1- X 173158 f, RN 251
B RH NTSYSpe 2. 10 %4tk UPMGA i
TR Hr I R IA

2 HRE5SMH
2.1 HEREFREMKTH
211 REHR HRHEZNEE, SR

84.85% , H (0 | 5 15. 15% ; bifh 50% Fp i Ky
B, R BEA, 5 27.27% , WA B F 6 40

R2 AFHEMRREERERA

o B BESEARGHE  RAZ e, 5 asum
92. 42% , HAa h F R @ A LI RAE R £ | 5
S 68. 18% , HUCH YT HEIY | i B 12. 12% ;
FERS PN BB ( LA AR 35 5 hnifE) Liin s £, 5 &
B 40.91% , HoAb A FRARIERY B RRAL S 4K
EAY,

2.1.2 HEMWR  BEERE I B B4 R I
2, MERFA, SFEERCTAE N 3.78 £1.91, A2 IE
M 1.8 ~10. 2,2k AL AIERAR 16 FINSE T R T B
KA BER R/, R 1.8, 3k A 2 [E 1Y) P1614817 43 BE
Bz , o 10. 2 AR [ F-35°8 79. 57 +14. 08d, 4%
A 41 ~121d, 2k AL fEA 12 58,0 41d, 0k H
ENFERY) SE-KEP-14 fiz K, o~ 121d; BpR B 349 0H R
14.16 +8. 65 g,ZF I 4 1. 69 ~38.03 g,k [ ILAY
Mgy 12 FeA%, 0 1. 69 g, ok FILPE /NS B, b
38.03 g; FARRRER EFIME R 1112 £7.28 ¢, 28l A
0.92 ~30.93 g, KR AR KES TR, 70.92 ¢,
ok A LTS B /NS e, M 30,93 g, A FREHIE
K 75.7% +12.2% , 255K 21. 10% ~95.86% , K H
AT R RIAL, M 21, 10% Kk H LR IR TR
1, M 95.86% , THIE TN 2.69 0. 61 g, 7%
B4 0.61 ~4.0 g, 2k A B IBILH K 4wk, N
0.61 g,k A PG R/INR S Bl , M 4.0 g,

J R ik (o FEARAR S S B IR
FEIA TFRIE R A R A S R AR/, Mk
oy EEEL BRARRLEE | BRI AR S R AR, B
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Table 2 Phenotypic traits of foxtail millet germplasm with tillering

PRI (g) SPbRTE

EiliEEUiby

MR THE(g)

Sy EERE TERDAS BAEY Panicle  RiE(g) Kifa K 8@
SR ) - 8 (%)  Weight of
0.0 The density weight  Grain weight Grain Hull Sheath
Name Heading Panicle type Grain thousand-
tillers of spikelet of single of single colour colour  colour
date percentage grain
plant plant
i+ 2.3 76 53 4 VS 19. 04 15.57 =] B TS 81.78 2.91
HRVELD 3.2 81 I53] f /N 12.07 10. 29 =] iy 23 85.25 2.98
iy 12 3.1 41 53 4 LEZUN 1. 69 1.13 | iy 23 66. 86 2.47
7k 8311-13 2.4 72 Y4 R 27.78 22.6 #H H S 81.35 3.21
BT 7.9 79 I5] f2] FrifE 9.86 7.53 #H T 273 76.37 2.12
FARRZT A, 2.8 78 53 44 % 13.13 10.75 tan # £ 81.87 2.27
& 97 A197 3.4 86 [53] 4f bR 18. 30 14.77 W i 53 80.71 2.96
17 4.1 79 (3] % 11.57 9.99 H T 273 86. 34 2. 60
HE 5 2.3 84 53 4k VN 19. 69 15.96 M T TS 81.06 2.72
516 1.8 77 (B3] 4k % 27.96 24.34 & B 53 87. 05 3.00
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F2(8)
i il

sy R FT L Mﬁf{ff) *fgp e ke om0 THEG

EA il (d) TR (%)  Weight of

Name No. of Heading Panicle type The density ~ weight  Grain weight Grain  Hull  Sheath o thowsand.
tillers date of spikelet  of single  of single colour colour  colour percentage grain

plant plant

L+ B 2.7 75 HE /N 19.22 16. 87 4l H - 87.77 2.52
INELAS 5.4 76 T EERN 13.58 11.39 Lics B ® 83.87 3.15
69-4 2.9 80 B 4 N 20. 03 16.73 Sl H ot 83.52 3.08
— R 4.7 68 I8 ERRIN 10. 62 7.97 #E i S 75.05 2.50
SN 2.8 74 I3 fe EERIN 38.03 30.93 £ i £ 81.33 4.00
UNEES 4.4 66 HE /N 23.55 18.74 # B % 79.58 3.72
By 5.2 89 I8 /N 13. 84 11.23 H H S 81. 14 3.70
BrRE 3.5 83 52 4 % 15.70 15.05 & H 2k 95. 86 3.08
KNFELT A 4.9 83 HE % 4.49 3.63 lics H ® 80. 85 2.46
KRBT 2.3 73 5] - 11.99 10.13 Ea H ot 84. 49 2.67
HERL WA 2.8 77 53 4 i 21.06 16. 45 H B 5 78. 11 3.33
KEFER 3.1 82 I3 4 UiN 14.23 11.76 H B 2 82. 64 3.07
N Sk 2.7 67 5] N 9.37 6.52 i H a4t 69. 58 2.47
WET 3.2 77 [5 41 EERN 36.95 30. 86 & B £ 83.52 3.48
1hZR-4 2.3 82 Lkl Frif 18. 04 15. 38 H iy £ 85.25 2.81
NEREIERS 1.8 63 5] 4t LEZ/N 9.84 6.93 # #H ® 70. 43 3.43
it 3.3 59 [5 fe N 14.58 10. 63 # i ® 72.91 2.37
ik 2.5 58 53 N 6.78 5.12 o il #® 75.52 2.93
HES 4.1 66 275 il LEZVN 32.70 25.70 # il £ 78. 59 3.56
WIERT 2.6 65 HE EERIN 4.89 1.99 i H ot 40.70 1.46
oAt 2.8 69 HE LEZVN 17.52 13.75 #E Eil ® 78.48 3.07
w2 3.2 77 T N 15.28 11.40 E:d o E5d 74. 61 2.45
AT 4.6 77 53 - 9.62 8. 04 i H ot 83.58 2.46
AN TR 2.7 80 53 4k = 19. 13 14.94 E| #H £ 78. 10 2.83
£k 8503 2.7 80 I 4t bt 15. 04 12.25 gy iy £ 81.45 2.35
#7924 2.3 91 I8 bRt 22.34 15.75 H B at 70. 50 3.54
] 108 2.2 83 HE bRt 33.39 24.51 H H 53 73. 41 3.57
1 66 2.1 76 ] £t bRt 22.30 17.01 H # 7S 76.28 2.86
R 3.6 82 [5E /N 17.96 14. 51 Y ot 80.79 2.06
AN T 2.0 75 HE /N 9.73 7.30 i3 i1 % 75.03 2.23
WbF 5 3.3 61 i 4k N 12.42 9.06 [ # S 72.95 3.10
KEH 4.4 63 it: N 4.36 0.92 =i i} 5 21.10 0. 61
Kor 3.0 69 G} /N 26.59 21.32 H H 2 80. 18 3.50
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W (g il
sy R FT L M;:;i( g *fg(; e ke om0 THEG

HFR i) (d) Ty (%) Weight of
Name O eading Panicle type The density ~ weight  Grain weight Grain  Hull  Sheath o thowsand.

tillers date of spikelet  of single  of single colour colour  colour percentage gmain

plant plant

WIEGE & 2.0 68 T EERIN 9.73 7.69 i H ot 79.03 2.49
EREB T 5.0 78 T LERUN 6. 63 2.30 i B £ 34.69 1.48
aK8T 3.7 75 5 £ i 12. 64 11.1 41 i} 5 87. 82 2.67
KA 2.1 79 B N 21. 41 14. 88 i B ot 69. 50 2.54
AR 25 2.5 97 LN VN 9.83 6. 86 i 1 o 69. 79 2.58
HAT T4 3.1 84 5 4 N 11.72 10. 1 i H ot 86. 18 2.77
PI296378 2.6 70 g /N 7.67 4.95 E| o £ 64. 54 1.48
PI614817 10.2 98 4 i 1.81 1.15 &l H 5 63. 54 2.07
P1649314 6.8 67 [53] f&] I 8. 02 6.55 =] i £S5 81.67 2.98
PI436631 1.9 85 121k bRt 31.28 26.7 i by 7t 85.36 2.70
P1464312 2.0 90 Lot s 7.48 5.50 #H il 53 73.53 2.13
PI363068 6.5 68 [B3] £ = 5.96 4.09 Gl B &t 68. 62 2.61
SE-KEP-1 2.6 82 53 4 N 9.73 7.91 il i} 5 81.29 3.08
SE-KEP-7 3.7 100 il 3 bt 4.87 3.46 H B S 71.05 2.19
SE-KEP-14* 2.5 121
SE-KEP-19 6.1 94 5] EERIN 4.27 3.37 i H ot 78.92 2.40
SE-KEP-20 2.2 119 TR e 7.08 4.17 B ot 58.90 1.59
SE-KEP-22 2.5 120 5] % 4.93 3.43 M B £ 69. 57 1.91
ISE-4* 8.7 99
ISE-8 8.0 96 [5 fe % 1. 11 8.78 M B 2 79.03 2.37
ISE-10 7.0 98 I3 4k = 6. 40 4.97 i i £ 77. 66 2.45
ISE-11 6.8 64 I 4 b 7.57 5.75 # B £ 75.96 2.21
ISE-13-1 7.6 93 25k 3 b 5.42 2.70 i B £ 49.82 3.21
ISE782 5.1 85 ik 3 /N 7.08 5.41 lis i1 ot 76. 41 3.05
ISE785 6.7 82 5l EERIN 5.51 4.67 i3 B ot 84.75 3.02
¥IE Average 3.78 + 79.57 = 14.16 = 1112+ 75.7 £ 2.69 +

1.91  14.08 o o 8.65 7.28 - o 12.2 0. 61
A% i Amplitude 1.8~ 41~ 1.69 ~ 0.92 ~ 21.10~  0.61 ~

0.2 121 o - 38.03 093 9586 4.0
WHRARBCV(%)  50.53 17.70 — — 61.09 65.47 — — — 16. 12 22.68

O REARY B LUK 35 ORI T R A AN G B Rk

#.The density of spikelet is based on Chang Nong 35, * :Indicates that the maturity of the species is not good and the data are missing

2.2 S|¥ISEMESH

ARWFFEMN 181 XF 5|9 hiifi e 4845 77 X 254
I ZPIEMT S, R 77 XEB17E 68 Ih T
Sy BERP T TR ORHIN 2] 202 AN SFEALAT A5, BN T A
MEN 1 ~6 LA PR 2. 62 4>, 139 X SNP
SIAEAEM B Z AT Z 8 PE 3L 65 X, 514 45

HI1%) 55. 4% ,42 X SSR 51 TEHHAM R Z 1A 24
PERYEE 12 XF, 559 S50 28. 6% .,

77 XG5 A EEE G E(PIC) (R3)ANT
0.0283 ~0. 6974 ZI[a],*F-¥ 4 0. 4169, H:H PIC #%
FHIRET ) SIsv0696b1 , A 0. 6974 | fi Ik A J& 51 )
SIsv1328bl, 4 0.0283 (& 1),
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Table 3 Polymorphism analysis of primers used in the test

bric & pk Pt g tufhk 51975 GAEREC 2B
The name of marker ~ No. chromosome The sequences of primers No. of allele {5 & PIC
SIsv0264h2 1 F:CGGACAAGACAATGCAGGAC R:GCTCCATCCACCGTGTATTC 2 0. 4107
SIsv0063b1 1 F:CTTCACACTTCCCACTTCAC R:AAGTTTGCGAGCAAGCACAA 1 0.2311
SIsv0820h3 1 F:CTATTCACAGGATTGAACGTG R:GCTACTGGATTCTTGCAGTC 1 0. 1196
SIsv0122bl 1 F:GCCTCAAGTTGTCCTCTTGC R:GGAAAGGATGCACTGCCAAT 2 0. 4079
SIsv0803h3 1 F:CATCGGCTCCTTGCTTTGAC R:CCACTCAGAAACCAAATCAC 2 0. 2550
SIsv0307bl 1 F:GGAAGAGTCGGCAAATAGGT R:CCCAATCCACAGAATCAAGC 3 0. 4665
SIsv0593b1 1 F:TCGGATTGTTCTAGCCTATTG R:ACGCAGAAGCTGAAAGACGG 2 0. 4669
SIsv0163bl 1 F:CAAGCCATGCATCCATGATC R:CGACCAACCATAACATGACT 2 0. 2550
SIsv0646bl1 1 F:GAGTCAATAACGAGTTGGCAT  R:GGAATTGTTGAATGAAGTGCG 4 0. 3746
SIsv0383b1 1 F:GGTGAATGCTCCCATCTGAC R:CTAGAGGGATAGCCAGGGAT 2 0.5093
SIsv0030b1 2 F:CTTGGACAGTCAAATGCTCA R:GTACGTGGTTCTGAAAGCAT 3 0.4918
SIsv0106b1 2 F:CTAGCTCCCAGGACACACAG R:GGATCCGATCTTAGGATGAT 2 0.4539
SIsv0603bl 2 F:CCCTGAGCTACTTCTTGCAG R:AGTAACGATGCTTGCTCGTC 3 0.1324
SIsv0271b1 2 F:GCTGACTGAAGAATCCATGC R:ATCGCCTCCAAGAACATCAG 3 0.6172
SIsv0172bl 2 F:ACCGTCAGAGCTGTGTACTC R:AGCCTTCGAAGATTCGATGT 3 0. 0570
SIsv1323bl 2 F:CACTGCCACTACTTCATCAC R:GAGTGCCAGAGGACTGCAAT 2 0.5119
SIsv0677bl 2 F:GCATCAATCTTATGTTGCAGTT ~ R:GGTGATGTATTTCCATGCAGT 3 0.2106
b242 2 F:CACTACCACTGTTCCAGATCG R:CAGGGACCTTGCTTGCATAC 3 0. 6261
P22 2 F:GTCAGCAAGATGCAAACGTC R:AGCTGATAACGCTCCTGTGG 2 0. 5463
SIsv0315b1 3 F:CCGTGTAATACCCGACCTAC R:TCTGATTAGCCAATTACAGAC 2 0. 1362
SIsv0473bl1 3 F:TGGATCTGATCTACTCGTGT R:GTATGGCACATCACGACGAT 3 0. 6460
Slsv1240b1 3 F:ACCAGGCATTTTGAGACGTG R:ACAGCACCGAGTTTGATCCT 2 0.2662
Slsv1354 3 F:TCACACGTGCATGGTTGCAC R:GAACTTGGATCAGACCTCAC 3 0. 6557
SIsv0420b1 3 F:ACAGAAGCTAATGACGTGTG R:GACGTCCCCTTCTGACTTTG 2 0.4118
SIsv0086b1 3 F:CATGCATGCACGGAGCTCAT R:AGACGGCTCACTGTAGTCTT 3 0.5543
SIsv0446b1 3 F.TCAGCCCGACACGAATCAGT R:CACGTTCTTCTCCTTGTTCC 1 0. 0292
SIsv1365 3 F:TCCTTGACGCATCGATGGTT R:AGCACGTTTCAGAAGCTCAG 2 0. 2956
SIsv0119bl1 3 F:TGGTGTACACAAGCCAGAGC R:AACCAAGCTGTCTCCTGACG 3 0. 4998
B101 3 F.ATCTAGGTGCCGATGCGT R:TGTGGGAAGAAGCTAGGGAA 3 0. 5690
SIsv0305h2 4 F:GCTCGTGAACGAAAAGTTGC R:AACGGCAATGAGTGTCCAAG 4 0. 5826
SIsv0437bl 4 F:TCTTGGACCGGAGGAAATAG R:ACGGGACTGGTTGTACGGTG 4 0. 6579
SIsv1002bl 4 F:CCGCTCTTTCTGATACCATC R:CACTTTACTTGGCTGAACCT 3 0.3813
Slsv0424b1 4 F:TGTCCATGACCGTGCTAGAC R:TCGCTAAGCTATCGCTGCTT 2 0. 1408
SIsv0770b1 4 F:AGCCTGGGCGACGCGGTAAT R:TGTCTGATGAGCATCTGAAC 3 0. 6847
SIsv0491b1 4 F:CGTCAGAGCTCCAGTGACAT R:TCTACTGACAGGTGCGATGC 2 0. 3891
SIsv1329b1 4 F:CACAAGGTGCCTTTGGATGT R:TGAAATGGAATGGAGGCACC 2 0.5952
SIsv0182bl 5 F:TGCAGCGTGATCTAAATTGG R:AACTTGTCCGGACTGAAAGG 2 0.3821
SIsv1127bl 5 F:CCAGTGATCGGAGCTGAGCT R:AGTGTGGTTGCTTCAGCTGT 4 0. 5065
SIsv0217h2 5 F:CAGGCACCCCTGGAACTGCT R:TCTTGCCTCATAAACATGCC 3 0.6174
SIsv0594b1 5 F:ACCCATTCAGCACGTTCACT R:CAAGCGGTGGATTCAGGATT 3 0. 4982
Slsv0698b1 5 F:CGGTTAGCATCAAATTCTCC R:TGCTGTTCAAGATGGGCATC 2 0. 3432
SIsv0563bl 5 F:TGAAGGTGCCTGAACCTCAT R:GCTGGTGATACTTCCTTCATC 2 0. 3207
SIsv0641bl 5 F:CTCACTGCAAGACTCGACCT R:CGCTTCCCATCCATGCCATT 2 0. 1107
FM50 6 F:GCCGAACTAAGAAGCACCTG R:TGGAGAATGTGAGAACGTCG 2 0. 5285
FM75 6 F:CTGAAAGGTCAGTTCGAGGC R:GAGAAAGTCTGAACCTGGCG 2 0. 3501
FM4 6 F.ACATCAGCACTGGTTTGCAG R:AGAAGACGACATGAGCGGTT 3 0. 5456
FM15 6 F:GGACCTCTATACACATCCAGAAAG  R:ATCGATCGATCCCCACAAACTTGA 2 0.3242
FM22 6 F:TGGTGCTTGTTCATGTGGAT R:CCTCCTTCCATCAACTCCAA 3 0.5564
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FM27 6 F:TTCAGGGATACACGAGCATTAC ~ R:CATCCATCCATGATCACCAG 3 0. 6626
P32 6 F:TTCAGGGATACACGAGCATTAC  R:TTCAGGGATACACGAGCATTAC 3 0. 5011
SIsv0711b1 7 F:GCAAAGGCAATGTCCTTCTTC R:GAGTGACTTGGCTCCCATCT 3 0. 3655
SIsv0990 7 F: TACGCCGTCGTTATTGAATG R:TATTCGTTTTCTGCCGATGG 3 0. 5357
SIsv1320b1 7 F: AGTACCGTGGACACCGTGTC R:CTATCGCCATGGGAGGTGAG 2 0. 4269
SIsv0254b1 7 F:CCTGGATGCCTCTGTTGTTG R:CTCACATTGGGATTGGAATCT 3 0. 5515
SIsv0324b1 7 F:GGCTACTGGCATTCGTTCCA R:ACGGCAATGATTACGAGACC 3 0. 5006
SIsv0508b1 7 F:AGTCAGCGATATGGAGGATC ~ R:ATCGGTAGAAGCTAATCACGT 2 0. 3501
SIsv0356b1 7 F:GGAGCATGGACTTGTTCAGAG ~ R:AATCAGCGGTGAAAACAGCT 2 0. 3854
SIsv0682b1 7 F:TGCAACGAAGGGATTAGGTT R:CTGTAGTACGCTATGGTAGC 2 0.1678
SIsv0696b1 8 F:CAGCTCATTCTTCAGCAGCT R:CCATCTGACTCCTCATGGAT 4 0. 6974
SIsv0459b1 8 F:GCGTCGTCAGCATCAAAGAC — R:GCCAATGGAGGATAAGGAAG 2 0. 1791
SIsv0752b1 8 F:CCCATGGATCATGGCAGATC R: ATTGGACGAGGCTGTCTCCT 6 0. 6475
SIsv0764b1 8 F:TAGCTGTCTTCACCTTGGTC R:GATCAGACAGAAGAGCTGAG 2 0. 3951
SIsv0598b1 8 F:GTCGAACATGAGCCATGAGT R:TGGAGTTGCACAGTGGATGT 2 0. 4721
SIsv1045b1 8 F:CGGCATGGTGCATGTATTGT R:TTGGAGGACGGATGCCTAAG 3 0. 4531
SIsv0354b1 8 F:CGAACTACCATTGTTGCTTG R:TGGTGATGCCTGTAGACTGT 3 0.4174
SIsv0206b1 8 F:GAAACCTTCATCCACCCTCT R:GTGCAAATGGGCTCTATTGT 3 0. 6752
SIsv0656b1 8 F:ACAACATGCATCCAGAATCAT ~ R;GAGCATTCTCGCATCGGTAT 4 0. 6215
h258 8 F:GGGCCAATAATGGTTGCATA R:TTGCACATCCAAATCTTTCC 3 0. 4343
SIsv0620b1 9 F:CTTGCCGACTTTCATATGAAG ~ R:GGACCTGGACATTGAATGGT 3 0.5212
Slsv1328b1 9 F:CGCCGCTAGAAGAGAACTAG R:AGTGTACACGACAGGTCACT 2 0. 0283
SIsv0392b1 9 F: AATCGCTGACGGTGATTTTC R:GTCCAGTAGCGTGCTAATCT 2 0. 1003
SIsv0435b1 9 F:GTCGTGTGGGATCCTCACGT R:TCATCTAACGTCACCACCATT 2 0.1678
SIsv0562b1 9 F:GCCTCTGTCTGTCAAGCAGG — R:CCCATTAGAAATGAGGAGGAT 3 0. 4364
SIsv0095b1 9 F:CTGGGTGCTGTCCTTGCTTT R:TGTTCCCAGATGTGTGCAGT 2 0. 4546
SIsv0202b1 9 F:CAATGACTCATTGGCCAGAT R:GAGCCTGTTCAGCTGAACTT 3 0. 3041
SIsv0294b1 9 F:GGGCATTAGTGGTGGAGTGG R:CGTGTCCTACATCAATGCAG 4 0. 4085
b102 9 F:CCGTGAAACCCACCACTATT R:GCACACACAAACCCGTCA 3 0. 5203
A B
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Fig.1 Amplification results of SIsv1328b1l and SIsv0696bl in different foxtail millet germplasm with tillering
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