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Fig. 1. Eelctrophoretic karyotypes of Fusarizem spp.

Panel; A) Electropharesis was carried out on an 0.7% agarose gel in
1XTBE buffer with 75 min decreasing to 3 min switching intervals,
1.3 Viem, 228 hrs. Lane 1, 8. pombe and S. cerevisiae; 2, K subglitin-
ans NRRL 13072, 3, & fujikuroi NRRL 13565; 4, K sacchari var.
elongatusn NRRL 13618; b, F anaulatum NRRL 13614; 6, E prolifer-
atusn NRRL 13285; 7, F monddiforme(from banana); 8, & moniliforme
7219(from Sydney); 9, F proliferatusm var. minus NRRL 13617. B).
Electrophoresis was carried out on an 0.9% agarose gel with 5.0 V/
cm and switching intervals were increased from initially 1 min to
2 min during 24 hrs.
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Table 1. Karvotypes and size estimates (Mb) of Fisgrium section Liseole as determined by CHEF analysis

Chg&mngz(;én € Species? and their chromosome sizes(Mh)
SUB1 SUB2® FUJ SACL SAC2¢ ANN PRO1 PROZ PRO3’ PRO4Y MON1 MON2 MON3® MON4® MON5® ANTY
1 610 >600 635° 6350 640" 585° 6100 645" 595° 650 605° 585" =600 580" 580° 585
2 505 550 510 570 510 475 505 585 495 390 535 545 530 510° 540 4.85
3 445° 480  450° 515 4300 400° 435" 525 430 240 475 490 480 430  440° 438
4 340 360 295" 400 310 3685 3300 445 335 170 385 325 360 320 370 390
5 308 310 235 330 260 325 285 380 305 150 335 295 300 2500 260° 320
6 245 260 215 285 230 285 241 340 260 140 240" 255 260 200 190 276
7 225 200 099 252 200 265 225 305 2235 070 102 230 200 170 160 240
3 107 1.00 1.75 160 225° 112 255 0% 99 080 0.60 147
9 0.99 1.07 080 112 099 210 1.02
10 0.99 0.75 1.15 0.78
11 1.03
Total size 3939 >28.60 3819 4016 3890 4322 4217 3918 3764 1810 3502 3854 2830 3800 3830 2634
Total chromo- ¢ 8 0 11 11 13 12 12 9 7 9 9 8 10 1
someNo.

2Species abbreviation SUB1, E subghutinans NRRL 13572; SUB2, K subglatinans Sydney 1082; FUJ, K fugikuroi NRRL 13565; SACL, E sac-
chari var. elongatum NRRL 13618; SAC2, E sacchari; ANN, F anmulatum NRRL 13614, PROL, E proliferatum NRRL13285; PRO2, I prolifer-
atum var, sinus NRRL 13617; PRO3, E proliferatum Sydney 7459 PRO4, E proliferanwm{ltaly); MONY, £ moniliforme Korea; MONZ, £
moniliforme Sydrey 7219; MON3, K moniliforme Sydney 7150; MON4, E moniliforme $12(Ttaly); MONG, F moniliforme TF4(France); ANT, F
anthophilum Sydney 7481. "Indiates doublet. “Chromosomes were numbered according to their size, starting with the largest.

TResults of Migheli ef al. (13}, *Results of Min{16). Mesults of Min et al.(18).
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genome =719} el A 2Zlo)7h Wk B subglutinans= 734195
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E prolyferatum™ E subghttinanse= 72 3% F moniliforme
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Tl = Aol Aol o] FAE A5 7=
Aol Beg xof 9;1‘4’ ATE 8% T4 A F =)
FAAE FEA I AT F proliferatwmit s A4 2 59
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Fig. 2. Chromosome separated by CHEF during 228 hrs (panel A)
were blotted and hybridized with IGS from FE moniliforme 7219
{from Sydney).
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ABSTRACTS : Study of Electrophoretic Karyvotypes of Fusarium Section Liseola

Byung-Re Min', Mi-Sun Ahn, and Yong-Keel Choi? (\Department of Biology. Sangmyung
University, “Department of Biology, Hanyang Universily, Secul 110-743, Korea)

CHEF-PFGE(Contour-Clamped Homogeneous Electric field- Pulsed Field Gel Electrophoresis) was used
to identity electrophoretic karyotype for eight strains belonging to the Fusarium section Liseola. Chro-
mosome numbers were nine to thirteen bands, ranging in size from .75 to 6.45 Mb. The total genome size
was eslimated to range from 38.19 Mb to 43.22 Mb and numercus chromagsome-length polymorphisms
(CLPs) were observed. For the chromosome localization of the gene, 1GS sequence(2.6 Kb) of tDNA from F
moniliforme, chs-2 gene(2.8 Kb) and tp-3 gene(3.8 Kb) from Newrospora crassa were used as probes.



