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Archive, Minisiry of Agricubture and Regional Development, Bugwood.org)
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o0 Look up American
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keywords in Google.

e chloroplast gene

W American Chestnut GEnetic map

Web Images haps Shopping Mare + Search tools

About 82,700 results (0.35 seconds)

Ferl GEMNETIC MAPPING OF CHESTMNUT - Meadowwiew Research F. .
wiww actfarms.org/. JAnheritance®%20-%204%20Layman's% 20Introducti... -~
From “olurme 8, Mumber 2 of the Journal of the American Chestnut Foundation, 1994,
GENETIC MAPPING OF CHESTMUT. F. % Hebard. Superintendent.

Genetic Maps - Fagaceas Genomics Web

winw fagaceae org/genetic_maps ~

Two genetic maps have been uploaded to Chap with mare on the way. ... two Chinese
chestnut trees (Castanea mollissima), two American chestnut trees (C.

Images for American Chestnut GEnetic map - Report images

pe— £

A transcriptome-based genetic map of Chinese chestnut (Castanea ...
link.springer.com/articles 0.1007%2Fs11285-012-0579-3

by TL Kubisiak - Cited by 1 - Related articles

Apr 1, 2013 — About half (57 %) of the Chinese chestnut genetic map could be .....
Meadowwiew Research Farm, The American Chestnut Foundation, ...

The American Chestnut Foundation - Freguently Asked Questions

winw act.orgfQEA php =

Why can't you just take the resistance genes from the Chinese chestnut and put it into
the American chestnut through gene splicing/bigtechnology/magic ekes?

The American Chestnut Foundation - The Backcross Method

waew act.orgir_r.php =

American chestnut trees had evolved in the absence of chestnut blight, and our native
species lacked entirely the genetic material to protect it from the fungus.

IFOF] Breeding for Blight Resistance - The American Chestnut Foundation

wiww act.orgfpofs/news_room/Blight% 20Resistance.pdf ~
goal has been to develop American chestnut trees with enough resistance to return
...... million base pairs. Genetic mapping is a way for scientists to negotiate

Three American Tragedies: Chestnut Blight, Butternut Canker, and ...
winw 55 15 .Usda gov/pubsdada_schlarbaum002 htm ~

American chestnut was eliminated from eastern forests as a dominant species by ...
A genetic map of chestnut with regions associated with blight resistance ..
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GENETIC STRUCTURE OF AMERICAN CHESTNUT POPULATIONS BASED ON
NEUTRAL DNA MARKERS
Thomas L. Kubisiak and James H. Roberds

USDA Forest Service. Southern Research Station, Southern Institute of Forest Genetics.
23332 Hwy 67, Saucier. MS 39574 USA (thubisiak @fs.fed.us)

Putative ies identificati [ .

Primers that amplified the intergenic spacer region between /T (UGU) and the rral (UAA) 5' exon of
the chloroplast genome (primers a and b: 3'-CATTACAAATGCGATGCTCT-3" and 5'-
TCTACCGATTTCGCCATATC-3', respectively: Taberlet et al. 1991) were found to uniquely
differentiate American chestnut chloroplast DNA from all other Castanea (chestnut and chinkapin)
species. Based on DNA sequence data (data courtesy F. Dane and P. Lang of Aubumn University) this
primer pair was found to amplify a band 857 base pairs (bp) in length in American chestnut, and bands
ranging from 942 to 945 bp in all other Castanea species including the native chinkapin (both C. pumila
var. alleghaniensis and C. pumila var. ozarkensis). Much of the size difference observed between
American chestnut and the other Castanea species was due to two unique deletions (one 12 bp and the
other 75 bp in length) contained within this region of the American chestnut chloroplast genome. A
larger sampling of native chinkapin (specifically C. pumila: var. alleghaniensis - 48 trees) has yet to show
the presence of these large deletions.




Table 1. Microsatellite and RAPD primer sequence, repeat type, allele size, and number
of unique alleles identified in samples collected from 18 populations of Castanea dentata
Borkh. located throughout the species natural range in eastern North America.

Primer Repeat Allele size “umber of
Locus Sequence §'-3' npe (bp) unique alleles
Microsatellites
CsCATOI? FEAGAATGCCCACTTTTGCA (ACLATIAC) 167-211 3
RCTCCCTTATGGTCTCG
CsCATI4 F-GAGGTTGTTGTTCATCATTAC (AC), 121-151 15
RATCTCAAGTCAAAAGGTGTC
CsCATIS F.TCTGCGACCTCGAAACCGA (AG). 115141 15
RCTAGGGTTTTCATTTCTAG
CaCAN22 - FAACAATAGGAGTTGGTTTGAG 1AC), 160-188 13
RGTTAGGGTTTGGAAAATAGGA
OaGADSS F-GCTTTTCTTITCCAGGGCTAC (AG), 156-192 17
R:GTGGGACAGTGAGGCAGAG
QaGA209 F.CAAGCAGTATTGTTTTATCTC {AG), 227-268 15
RGTTGCCCCTGTGAACTAC
RAPDs
106 CGTCTGCCCG NA 300 2
525 2
650 2
700 2
800 2
184 CAAACGGCAC Na 4350 2
1150 2
1800 2
213 CAGCGAACTA NA 900 2
NA 1000 2
225 CGACTCACAG NA §00 2
1450 2
77 CGACCAGAGC NA 8235 2
1000 2
1250 2
423 GGOTCTCGAA NA 600 2
8758 2
500 TTGCGTCATG NA 773 2
314 COGGTTAGACG NA 575 2

*Locus names beginning with Cs were derived from Castamea satrva (Marinon et al. 2003) and those beginning with Ja
were derived from Quercus alba (sequences courtesy of A, David and D. Wagner). RAPD primer sequences were obtained
from J. Hobbs at the University of British Columbia, BC. Canada.

*F=forward primer, and R=reverse primer
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Figure 1. Map of the geographic origin of the 22 Castanea dentata Borkh. populations sampled in this investigation.
The number in parentheses refers to the number of trees sampled at each location.

Microsatellite PCR amplification and detection

Primer sequences and PCR conditions for microsatellite loci developed in European chestnut (C. sativa)
were obtained from the literature (Marinoni et al. 2003). Primer sequences for microsatellite loci
’ developed in white oak (Quercus alba L.) were obtained from A. David and D. Wagner at the University
of Kentucky. For each microsatellite, the forward primer was 5'-end labeled with one of three fluorescent
dyes to facilitate detection using the Applied Biosystems 3100 Genetic Analyzer and the GENESCAN®
version 3.7 fragment analysis software (Applied Biosystems, Inc. Foster City, CA). Microsatellites were
PCR amplified and the products post-PCR multiplexed by color and size whenever possible. Allele sizes
were determined by including the GENESC ANE-500[TAMRA] internal size standard in each sample
lane. The data were scored using GENOTYPER® version 3.7 (Applied Biosystems, Inc. Foster City,
CA).

RAPD PCR amplification and detection

RAPD amplification and detection was based on the protocols reported in Kubisiak et al. (1997). RAPD
fragments were identified by the manufacturer primer code corresponding to the primer responsible for
their amplification, followed by a subscript four digit number indicating the approximate fragment size in
base pairs. Markers were chosen based on the intensity of amplification (only intensely amplified bands
were scored) and the absence of co-migrating DNA fragments. All markers were found to conform to
Mendelian expectations based on their inheritance in at least one of four different interspecific chestnut
pedigrees.




[ —r Hymzs ——1— OO _ —
SDIFE s R =
o131
g, ——+— .2
8y —4—— 89 LT
8604000 ——— 5.8 Wlown = 84
AT T za0m
- 11
iy —1— B Stigmn . | | 183 e
A — T Wb T 10 F1B10mg
L W o 58y
S T 2 g (L =
“:‘“ : Bt =| | 22 7o 1 Bk
5 3230 iTH
27 < 215 A1 =180 \ i huime i St
108ypag <] | 101 128000 = me “:-u-. gj hors "/’:-l‘ g
o .
gege ——— 1.0 18%ums, 3 u.j‘ W:: Y S0y ag
g ——f— 301 Tigen=| | W3 W i iy i —
a1 N I Bldaen Al —
. ﬂ& :.: i ﬂ s ::;z
Fibwo = | Frr y i 22 /| |\ 303 o
164germ 4 11 Vo1 Is bt iy
e 1 o/ e\
Redz :ﬂum_-_‘:-:ﬂi Sipl —Fobomag _| [
= 1%%m = i iz 55 e 5.2
et R Tt oo T e pribvigm m Y T ] N
L — s Aoy (1%} .
sLi
gy {1 3L 209, 8
o % = '
50 P00pegy —d— T S =
58
O — al
Fllggs — 1 LT 0.l
idyypp — -
A0 L —_ )
wm:FF: B ‘M\ i 138%0em 0o ST v 0.0 :"m:::ﬁ 18500 L]
225 17 [T, 17
81200 S L1
Fi3mn ¥ oy an
Bomn — | 1 pode N gy ——— B8 Fidmm —-= 88
383y 1 &5 e 1m0 sy
com 12 @i 2 B o 10.8 #00neg ——— 111
GBZ i A23rg —4 138 1800 {124 e == 128
— F1 —
Flrd— Fibpeg —g 1 I Bty 8.8 cone 7 AByiga 16 gy ——1— 02
4l co84 —} 1.8 i - |- 19.1 4
coiTz HE T ae m ?3 ATy 08 1221809 1]
L H R f;:: ﬁ
T a2 Rioct — 3240000, =3 Toara e
coaz ——— 72 ™ 254
251 Frrs
- . S0y ] S02yp0m e A gy = 0.3
m....._J_;“ “T::: N $Wbime ns
5800y s
1By 00 b~ 35 Dgegy —— 15
™ geg ——= 04 cons .4




	Chestnut PCR products
	How did I know about the chloroplast gene difference?
	Slide Number 3
	Slide Number 4
	Slide Number 5
	Slide Number 6

