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Introduction Objective 1 — Improve diploid blueberry linkage map
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Other Linkage Map Populations Objective 2 — Align scaffolds to markers

Four sources of genetic linkage maps were included: P i " Using scaffolds as anchors to link D12 FL10 J12a DI10
' = Qverall, SNPs were more . . —0 |
. Dinloid blueb | - N/ N N/ R markers on different linkage maps E 5 IPK2a-2}
iploid blueberry powerful in scaffold e [ T N most cases. linkage ma =10 ! \
TP3224 scaftold00060 MINAB24a - H246B scaffold00367 bCef:cll(!;ﬁ ZZ:;Z::E?;S; [ ] E_
o Dr. Jeannine Rowland, USDA-ARS, Beltsville, MD assignment ke oo oy iamsn B o , b . J 4 ﬁp . : . ! Zp,o;::ggﬁ*;ssgg,
: T st ooney v s comparisons petween aitreren E o \ | B
= Tetraploid blueber i Ml mn Ty o cr . . . 3 L N P vt ——
P .ry . * In both tetraploid map {Jewel mo S O T — s st populations are not effective. This I TP26100 4223“3.033?33}2533320 N
o Dr. Nahla Bassil, USDA-ARS, Corvallis, OR and Draper), more than 300 mice e || TON e e  EEr - = 40 H_6913 Al TPOTEIN ffecerioninlsheraor
! :::13:;9 ::;:::m; g::;; Sstfgmé HI312A VCB-BH-IDVIYK_172 | scaffold00160 m Ight due to: § 45 TP42038 k.~ ::::12232? B fscago:ggg;g;rlzeéggggg
. . TP18995 scaffold00191 TP7864 scaffold00180 254 ) oreazs seadolennn = 1 scafio size
o Dr. Susan McCallum, The James Hutton Institute, Scotland scaffolds assigned to each . e e PO o e © SSR markers are less specific =50 Tpi1473n - ,}’,‘;ggg;\ Scafilquocs|diatacac
- : : ' Mo o T oo Qoo =55  TPBT953 g TP101375) / scaffold00125 | size1018538
= Interspecitic hybrid of blueberry x sparkleberry map with the total size of > Mlosss s s \ e )| e (multiple hits when aligning to —00 el — \ Tpgsm\%. / o002 o CVOCAS
100 Mb Tt e B s e N sy e P 9 9 65 THOS380M] /.,-;:ff”" TP104469 ;ﬂscaﬁotdoosesuizezaslsa
o Dr. James Olmstead, University of Florida X me T e " whole-genome sequences) g7 TEtent :‘f%f" TP24008 7 iscafold00018] size779024
TP£8250 scaffold00104 Y 186523 - sLi! scaffold00678 E Y iscaffo size
: = The total of 686 scaffolds were | = ‘mme o oy G . . i / ~ |
* Cranberry (Georgi et al., 2013) . = e - Nl > Errors in the linkage maps T T Toen| Mo s
assigned to at least one el e T . . =% pioesr7y] i |
i meoammn || R SRR | | = linkage maps of both tetraploid £ RN
Fla4B x W85-20 inkage map e Tove o e - =95 TP69221/ [ NiscaffoldoDD90 ize501067
V. darrowii V. corymbosum }",,{4:3‘ Sk Tras09d e 00Ls 1505 _ bl uebe rry p arents a nd =100 TPS6621} T"l;l’;g;?gg F/UQSGgO:gggggé:sfzeggiggg NA186
| I 1:‘:‘;::.:‘] ::::::z::?: lsfi’tl'fjb ;caffold00005 o . (o . g_ 105 S i
The S|lze Of these SCaﬁO|dS \ / k / \ . / |nter5peC|f|C hybnd were not =110 1pg1212 - ) ggg:g:gg:g_;gg;o
F, #10 x W85-23 (214 Mbp) represented about Fig 3. Scaffold assignment results. Using one linkage group from completed at the time) .
V. corymbosum 44% of th timate blueber each map as example: Jewel LG 03a, Draper LG 8, interspecific P
l © 0O € estimate biueberry hybrid LG 10, cranberry LG 4, and diploid blueberry LG 01b. Fig. 4. Consensus linkage maps that consisted of Draper linkage group 12 (D12), interspecitic hybrid linkage group 10 (FL
! | screening population haploid genome (608 Mbp) Scaffolds assigned to a linkage group repeatedly were marked in 10), Jewel linkage group 12a (J12a), and Diploid linkage group 10 (DI10). Each line that linked to two markers indicates that
the same color. both markers were assigned to the same scaffold. The number following scaffold number is the size (bp) of the scaffold.

Diploid blueberry population

Objective 4 — Identity genes in anthocyanin biosynthesis
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BLAST grape’s peptide sequences

against blueberry sequence stored in
_ Genome Database for Vaccinium |
T (vaccinium.org) for putative blueberry
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