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Table 1. List of strains used in the
experiment

a) Strains introduced from Kyushu Univ.

Strain Character

Fl- 58 brown leaf spot
- 63 narrow leaf .
- 83 brown discoloration of leaves and glumes
- 90 narrow leaf
-106 lopped leaf and depressed palea
-129 lopped leaf
-152 lopped leaf and depressed palea
-159 brown leaf spot
-160 rolled leaf
~-163 lax panicle

HO-700 dripping-wet leaves

1) ¥R ARFAFBEEERERLER
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b) Linkage testers

Strain Marker genesl
A- 5 Re Rd Pr I-Bf
- 58 Pn Pr wx
N- 4 Pl g
- 57 do
H- 9 dy bc
- 25 g la
- 59 lg wzx
- 61 dy CBr A P+ Pn
- 68 ri bl
- 69 nl fs
- 179 dy be lg la
- 80 dy bly la
- 82 dy g bc
- 84 dg be wx fs
-100 ds Pl gl
~103 nl gl
-126 ds Pl Hg
-127 ds Pl Hg
-143 gw gh Re rd

1) As to the character expression of these genes,
refer to TAKAHASHI and KINOSHITA’s paper
(1968).

Table 2.

and normal types

a) Inheritance mode

RIS TS SN, $LHEOXKBBREHML, ER
ORBEXBRDH DB UMK R =— v A
PIZHBREE L, W ER & 001, Tads, FBME
OEMIZ Immer KO FET X - o
BETFEEO&%KIE FAO © IRC £2BOBRETRK -
o T, sl X nal, dl L lop, lax X lx
DT LB - KR (1970) ww X BB O E LT RE R
HBETREEYHCE 2B ote, ¥ERRET
d REBIHRHMBET b AT <& FBLC20T
B OBEF AV TWBEE L T T2,

E-

REERBRER

WD 1 THHNEORETAIIERER L
HBETFOEME LTTETHA, BEEET2EN
moh, FO 1o L EERTED dp, EE VI
EHNFBED dpy THBEHREIhT% CEH-KH,
1970, —h ox &1 FI-152 3 L8 F1-106 DNERET
FReBEEE LA LIk bh, ChbEEERLE DR
#o F REHR, F il hosgjitd EFM L PE
RETLHO28E 3: 1 OLICHEEL, ThE R dpy,
dps W L BBIE TR L Hic & i (Table 2a), dpy &
DL, dpy LEIMSEET & O RO ESHENT BIR A
LR I hd, dp B8 ] SSETEOBRET

a)

F, segregation in the crosses between “depressed palea”

Cross Phenotype | Normal | Depressed palea . (Goodness of fit
combination Genotype + dpy or dp; Total | Ratio \ z2 ‘ P
H-69 xF1-152 obs. 176 66 242 3:1 0.67 5-3
Fl-106 x N-57 obs. 418 126 544 3:1 0.98 5-3
b) Combined segregations between dp, or dp, and linkage testers
F, segregation goodness of fit. goodness of fit¥,
Gene pairs | Phase AB Ab aB ab Total Rati 2 R.C. V. 2 P
aB a atio l x l P (%) X
dpy : wx | Coup. | 164 12 7 59 242 1 9:3:3:1 189.99 <0.01 7.6 2.99 5-3
dpy : nl Rep. | 144 32 45 21 242 19:3:3:1 6.68 1 -.05 >60
dpy : lopy | Coup. | 133 43 44 22 242 19:3:3:1 3.36 5 -3 439
dp, : lg ” 203 125 97 29 544 | 9:3:3:1 6.72 .1 -05| 550
dpy : lop, ” 317 101 91 35 544 }19:3:3:1 1.62 7 -5 47.4
dpy : dy Rep. | 315 103 93 33 544 19:3:3:1 110 .8-7 51.1

*

Fitness for the theoretical number calculated from the R. C. V.
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FRTF-BEE: AMKRFFRE 2 HBEHERAERVEOMSBET ORI EMBEK

wr &EPERGRNA bR, TREMERET ol (8 IX &
SHBY), T IEEET lopy (55 XTI BEHEE) L 133z OBIfR
Chole, dpy TEETRET lg (8 11 #8485 RO
lops (585 X1 BEER) & F R ERMILTH - fz (Table 2b),
b) 8 w& X

F1-163 o &3 5 A > W CRETFON 21T
-tz (Table 3a, b), AR & IEHE L OXHD Fr ik
EHER, F, TREFER AN A3: 1 Ohesl L1,
AR Ix BETFIPEE LWL Y D,
o Iz L BT BOTEER Y V7R -2 —8
EF A LEFRERAYRL, EMFOBET Pr L3
VT CHBMCH » e, 3EOEMBERIL [x-A-Pn
LHETEh B, RERME 4 BIOEERIMEET P
(85 11 MgERE) &3k Th 5,

Table 3.
and normal types

a) Inheritance mode

c) W OE ®

MFERFAFE L LT FI-63 RO FI-0 235 b, 70
EERERME O RITD F1 ReTEFERE -
Too Fo TRRIEER & MZER O 2 WA 58 Uicss, o
IR AT L DB BAICSR 7 o o (Table 4 a),
MIERAFBRNDGE L, EEOYCHET 2BELH 5
DT, F3s BRI X ARMETHET2001EE L\, L
ML, TDXSEFENOMELEL T F i\ T
TeB W DA e R OB CSFEAEL, THRIE3:1, 15:1
ERve3:1038Lns, ThZhZBEFHRC LY
ZORNIONMR E D), TR EEI RO
F1-00 % f\ o3B3 80T, 3:1 £ 15: 1 O 2 OB,
F4: FI-63 Tik15:1, 63:1 0 2 OB E bhic
ZETHhB. TOBHIFHTHSH, WTFhit LT

F, segregations in the crosses between “lax panicle”

Phenotype | Normal Lax panicle Goodness of fit
Cross Total | gan
combination Genotype + lx Ratio ‘ 12 l P
F1-163x H-61 obs 300 111 411 3:1 0.88 5-3
b) Combined segregations between /x and linkage testers
F, segregation Goodness of fit R.C.V Goodness of fit
Gene pair | Phase Total S
AB Ab aB ab Ratio ( 1 | Pl 2 P
Iz : A Coup. | 151 36 35 29 251 9:3:3:1 17.67 <.001 335 0.12 .99-98
» : Pn »” 221 79 83 28 411 9:3:3:1 1.16 B8-7 50.8
n o dy Rep. 232 68 68 43 411 9:3:3:1 13.80 .01-.001 >60
»n P Coup. | 187 77 64 32 360 9:3:3:1 6.72 1-.05 473
Table 4. F; segregations in the crosses between “narrow leaf”
and normal types
a) Inheritance mode
Cross Narrow| . Goodness of fit
combination Phenotype | Normal leaf Total Ratio } 22 ! P
FI-90x H- 9 obs. 293 82 375 1 1.96 2 -1
» X H-59 obs. 351 118 469 01 0.01 .95-9
F1-90x H-82 obs. 316 12 328 15:1 3.76 1 -.05
F1-63x H-68 obs. 508 28 536 15:1 0.96 5-3
» XH-79 obs. 488 39 527 15:1 1.19 3 -2
» X H-103 obs. 684 30 714 15:1 5.11 .05-.02
FI-63x H-126 obs. 453 9 462 63:1 0.45 7 -5
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b) Combined segregations between nal, or nal, and linkage testers

F, segregation Goodness of fit | Goodness of fit
Gene pair Phase AB Ab aB ab Total Ratio k ¥ ﬁ P R.C.V. 12 P
2 (%)
naly and naly : ds | Rep. | 996 312 70 4 | 1382 | 45:15:3:1 1580 .01-.001} 24.7 5.89 2-1
naly or naly :dy| » 212 73 43 18| 346 | 9:3:3:1 1055 .02-.01 534
naly and naly:la| » 380 108 33 6| 527 |45:15:3:1 558 .2 -1 42.3 4.22 3-2
” s la ” 241 75 11 1 328 ” 508 2 -1 30.5 4.66 1-.05
»” g »” 380 108 24 15| 527 ” 777 .1 -05 >60
naly, or naly :lg| » 270 76 81 42| 469 9:3:3:1 7.80 .1 -.05 58.4
naly and naly : A {Coup.| 319 105 15 8| 447 |45:15:3:1 191 .7 -5 41.4
» :bly| Rep. | 385 123 22 6| 536 » 1.29 8 -7 46.6
” crifo» 352 156 22 6| 536 ” 10.05 .02-.01 4.7
» tbhe| » 358 130 31 8| 527 ” 238 .5 -3 44.1
" g |Coup| 315 109 17 6| 447 » 106 8 -7 49.6
”» :gl|Rep.| 552 132 24 6| 714 ” 17.50 <.001 50.8
» tnl| » 517 167 21 9| 714 ” 551 .2 -1 55.0
” L wWT ” 263 838 77 41 469 9:3:3:1 6.02 .2 -1 56.4
Table 5. F, segregations in the crosses between “dripping-wet” and normal types
a) Inheritance mode
Cross Phenotype | Normal [Dripping-wet leaf] Goodness of fit
combination Genotype + drp Total Ratio ’ 22 ’ P
HO-700x A-58 obs. 422 77 499 3:1 24.37 <.001
»  XH-84 obs. 299 67 366 3:1 875  .01-.001
»” X H-126 obs. 301 75 376 3:1 512 .05-.02
b) Combined segregations between drp and linkage testers
, F, segregation (Goodness of fit v
Gene pair Phase AB Ab aB ab Total Ratio ‘ 2 ’ P R‘(;}‘) :
drp : Pr Coup. 304 112 58 19 493 9:3:3:1 24.07 <.001 51.7
» : Pl ” 152 148 49 26 375 27:21:9:7 12.10 .01-.001 >60
» o wT Rep. 216 83 49 18 366 9:3:3:1 10.16 02-.01 49.4
» i dg ” 224 75 37 30 366 9:3:3:1 18.98 <.001 >60
» . Hg Coup. 238 63 62 13 376 9:3:3:1 9.83 05-.02 53.3
» : Pn ” 291 110 54 22 477 9:3:3:1 22.73 <.001 48.9

ABBCHAL TR Ch A 3 ESHRETC I D LE
Z2ZTCEIWEDTHD, o TZ T naly, naly, naly O
BEFLENE 2 b, Table 4b ik L0
DFERN D, naly 35 1 EEFETBORMEMGET
dy & O EEEMRPETE L, naly 1358 VIIL BSEERT
BOL ONBET la LHGLE, ZOZ &b
&% 2BEFUENACOBRCHESTAZ LIXZHET

B5 5. # 11 HEFEP O BRI nal-di-lg &%
Do e, 1 ZMHADLRECEWTHER L 4 EOM
ST OBEEAE bR LimownwTi, oo TiiEE
BB 3: 1 OHEHER LTS Z & b, naly Tkl
&, naly BB nals WX HMER L BHh5h, 2
he oW T SBOBRVBDLETH 5,

d vhER
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RNERCOWTUL, RCRER - BiF - & (1964) @
L OBEET drpy D5 THC EAMEI TS,
—GEE - KR 971) AFEESER LR TA Lo B
BET drpp PEETAHEEHEL VD, AR
PR LML drpy, 2FTH, Lidi->T Fy @k
Tik Table 5a WiR$ Z & &, BB nIER 7
Lice RPOBBETFHS: 1 exToBEE BV O
B ERNEESBEEKEHEE T UL LERMIE LR
DHTH5, BETOSHEIIZ3: 1 @& LT\ i, drp;
WP RO Pr (8811 B8R L3vBRRED D, wx
(58 1 @Ry, Pn (58 111 EEEHRY), do (55 TV MR, He
(85 XII #ighR¥) &L ehLhisrch % (Table 5b),

e W OE T

JBER D FI-160 2 LicX4o Fr WEFHE, F i

Table 6.
and normal types

EEREBERMCI: 1O THEE L, BENCE S
THRBETE vl &T5, BEHCOWTRIER 7L
BETFESL, £ I #8FRED A BETF L0
1% CEET IBEEIE LTV (ER - 818 - KT,
1964), AEOHEHIZh LB b R/MCHKTSH L, »
OHUTRIETI L BB D b, —BRIE
DEBETFEARL, MEEXS L, rl % rly SBIO% 1l
& LTIy Lize rlp v Table 6a, b e+ o & s 11
BPERED dp L HEABR A v, A (58 111 #EEY), g (58
(IV L), gh (5 VI #ighee) Rt be (68 X1 HEHRE)
ETHNIDOBRTHD - T

f) HIBEYRHEE

Rk X D H{EOEBRRBE LM O TW 50, KE
BCh 2HORMB A IE, FO#E F1-58, FI-159

F, segregations in the crosses between “rolled leaf”

a) Inheritance mode
Phenotype | Normal Rolled leaf Goodness of fit
Cross, Total .
combination Genotype + rl Ratio b £2 ’ P
Fl-160 X H-82 obs. 357 103 460 3:1 1.67 2-1
» xXH-143 obs. 356 100 - 456 3:1 2.29 2-1

b) Combined segregations between 7/ and linkage testers

F, segregation Goodness of fit - | Goodness of fit
Gene pair | Phase Total . R C.V.
P AB Ab aB ab Ratio ‘ 1 ‘ P %) e -f P
7l dy Rep. 271 8 93 10 460 9:3:3:1 13.34 .01-.001 35.0 6.98 .1;.05
» A »” 259 67 67 33 426 9:3:3:1 7.24 .1 -05 58.9
» : be ” 277 80 84 19 460 9:3:3:1 5.11 2 -1 46.6
"o g Coup. | 265 74 78 18 435 9:3:3:1 5.65 .1 -.05 52.7
» :gh Rep. 250 106 60 40 456 9:3:3:1 17.33 <.001 56.3
Table 7. F, segregations in the crosses between “brown

discoloration of leaves” and normal types

a) Inheritance mode

Cross Phenotype | Normal Brown leaf T Goodnes;s of fit
combination Genotype + bl or blg otal Ratio 4 A2 P

F1-58 x A-58 obs. 351 118 469 3:1 O.OII .95-9

»  XH-80 obs. 505 147 652 3:1 2.09 2 -1

» X H-100 obs. 379 92 471 3:1 751 .01-.001
F1-159 x H-100 obs. 387 114 501 3:1 1.35 3 -2 o
F1-83 x N-4 obs. 308 100 408 | 3:1 005 .9-8

» X H-25 obs. 315 127 442 3:1 329 - .1 -05
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b) Combined segregations between bl; and blg and linkage testers

F, segregation Goodness of fit . Goodness of fit

Gene pair | Phase AB Ab aB ab Total Ratio 72 \ P R.CV. T—P—
\ (%)

bl; : Pn Coup. | 112 32 24 19 187 9:3:3:1 8.77 .05-.02 36.3 1.16 8-7

n : C » 267 109 79 29 484 9:3:3:1 5.34 2 -1 51.5
» : Pl »” 200 58 69 19 346 9:3:3:1 1.46 7 -5 50.7
Con i dg Rep. |28 99 88 26| 501 |9:3:3:1 169 .7-5 479
» :onl ” 305 82 92 22 501 9:3:3:1 6.23 2 -1 48.3
» gl | » 299 8 71 21| 471 |9:3:3:1 1097 020l | 514
R 735 4 » 267 84 91 27 469 9:3:3:1  0.50 95-9 49.2
» 1 od » 400 105 108 39 652 9:3:3:1 7.18 1 -.05 54.5
» i la ” 383 122 121 26 652 9:3:3:1 6.07 2 -1 44.5
blg . wx Coup. | 222 86 77 23 408 9:3:3:1 1.67 7 -5 53.7
» ol g Rep. | 145 40 43 12 240 9:3:3:1 1.99 7 -5 50.2
» i la ” 282 83 102 25 442 9:3:3:1 5.77 2 -1 44.7

Table 8. F; segregations in the crosses between ,lopped leaf” and normal type

a) Inheritance mode

Phenotype | Normal Lop leaf Goodness of fit
Cross, Total .
_combination Genotype + lop Ratio ‘ x2 ‘ P
F1-129 X H-79 obs. 358 102 460 3:1 1.96 2 -1
» X H-127 obs. 287 119 406 1 4.02 .05-.02
H-69 XFl-152 obs. 177 65 242 3:1 0.45 7 -5
F1-106 x N-57 obs. 408 136 544 1 0.00 1

b) Combined segregations between lop and linkage testers

F, segregation Goodness of fit Goodness of fit
Gene pair | Phase AB Ab aB ab Total Ratio ‘ ¥ ’ P R'(;'>V' 72 P
o

lop : be Rep. | 266 92 88 14| 460 9:3:3:1 819 .05-.02 39.1 3.31 5-3

» dyg »” 286 122 122 14 544 9:3:3:1 2092 <.001 32.1 0.00 >.99

» :wzx | Coup. | 128 49 43 22 242 9:3:3:1 3.75 3 -2 459

» i ody Rep. | 280 78 75 27 460 9:3:3:1 411 3 -2 53.6

» o Pl Coup. | 225 62 88 31 406 9:3:3:1 577 2 -1 46.6

» g Rep. | 275 83 75 27| 460 |9:3:3:1 272 5 -3 52.5

n ot A Coup. | 210 77 179 40 406 9:3:3:1 10.03 .02-.01 455

n ot dg Rep. | 223 64 92 27 406 9:3:3:1 547 2 -1 50.3

»n i la » 279 79 80 22 460 9:3:3:1 423 3 -2 49.6

» o onl » 136 41 53 12 242 9:3:3:1 235 7 -5 50.0

A E R BB IREE AR by, %7 FI-83104 % R
BEIRFHERCIE bls DU b B OB T
ELTWBZ EPB bk oo tc (Table 7a), bl 135
UL EEBEOEMECRET Pr & ORI HBEBIHH T

B bh, we RO C (F 1 MR, Pr RO PL(E LA
B0, do (55 LV HGM), di (F VI B, la (5 VIII
TR, nl (55 1X EER) RO gl (88 XI1 E) L%
FRE RS bhic, —7F bl 1L wr (18
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BIFE) RO g (B IV @5 Ly BEed -
(Table 7 b)

g ThER

TN L REOHNDFGEN B DESNTETS
METHD, LhFEHETFHMEOXH FL REFRNE
720, Fp TREFBLIChIERN3: L, Bitd
HBIET lop)) 25 LT\~ % (Table 8a), lop: (125
XI BSHHPR OHRERET be & 39.1% OMABUE T,
Z AR D L5 BEEET dio 212 321% T

Table 9.
a) Inheritance mode

HERARER - TR D, wa (8 1 BER), &, Pl Ig (M
b ID SRR, A (5 111 FESARY), de (58 IV HLEHRY),
la (55 VIII BgeE) RO nl (68 IX HEEE) D& % LIt
WBRICH D Z LHED b,

h) % %

F1-163 @ R4 B4 B BB e k3 % £ i o
T ch b, HMMFSHRBRET de LS L T3
(Table 9a), dis WHIEET lr & 19.9% 7o 2 M
THEHPBIREE L, ABESEHOEMECRET PnL oM

F, segregations in the crosses between “dwarf’ and normal type

Phenotype | Normal Dwart (Goodness of fit
Cross Total -
combination Genotype + dig Ratio ‘ X2 ‘ P
FI-163xX H-61 obs. 315 9% 411 3:1 0.59 3-5

b) Combined segregations between dis and linkage testers

F, segregation Goodness of fit R C.V Goodness of fit
Gene pair | Phase Total R e T —
AB Ab aB ab Ratio | 7 | P %) IS P
dig : lx Coup. | 270 30 45 66 411 9:3:3:1 111.86 <.001 199 3.09 .3-5
» i A ”» 162 34 24 31 251 9:3:3:1 32.94 <.001 27.1 1.94 7-5
» 1 dy Rep. | 230 8 70 26 411 9:3:3:1 1.47 7-5 50.1
n P Coup. | 196 83 55 26 360 9:3:3:1 663 .1-05 485
» : Pn ” 293 125 97 29 544 9:3:3:1 6.72 1-.05 55.0

IR & A2 LT R VCEGRAE bhic, ¥ &b RV
P (57 11 B &I OBERITS » 72 (Table 9b),

z z=

PR B LR, HRE, nER, BER, £BHNRE
HE, IhERARCEGRMO THEORREEVECIT L
NENBEMAEEEF /S LT, MERO
Tk Ty THBE T L H508ILLAE 16:1 OV 63:
licHOBEEE LI Db, ZBEHOBETHER
CHEDRBT 5D EHEL b, S0 5 B0 1L
- Kk (1970) D ICHIZER] (slender leaf) @#d
BB XHTHDHN, BEBRTFHIELUADOKIT, %
bR ERCHAWCHEBRERHOBE TR AE - kR
DERERLZIDTHA S,

Tods, SEIRBISNICESBROPIIE, KICER -

KA (97D X » THEIhA b DOBRE R T X
EHELE TR T 5B, MEOHEBM L B REL T
Table 10 & LT, ERARINBTEL, 2hbHO
SEEEBA RIS Fo1 T B MM IT A S R L by,

L L, BERROHEBCZOWTUI—F2ETS, T
Tedoh, FE B I, BERE I 11 Sl
CHBT A EWIERTH- iy BH - AR (1972) 1
EREAmAHOESE M AR U T, MERETFI
FEEET LHEF LCEEREERT250E 05, &
DX 3T iy RO naly A UEERZBE LTS
SV RIIEELOFBR LB L OS2, FTBHEHER
BT OHBZE LT, S BOBRHEPVLETHD,
KA (1970 b) IZKFERMK 8 B0 I v ~— RSz
} &K BRERA M-100 FédHEOMER BT 5
BIETF nal #° Ig LK) 10% O RN T EHEBIFRDH B

1) Zehr#EBE oW TR X - K (1961) X b, lop #EEL, 5 11 #iERto Pl X 40% CHEETH - &
FREL Tw5, SE, JOEFHORETFLEMBRCHEL Z L nb—EHEOERET L, lop % lop ©

SED% lopy & Lt
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Table 10. List of linkage relations found
in this experiment

. R.C. V. (calculated)
Linkagel Gene pair by IWATA
group y
by authors and OMURA
1 dpr-wz 76 2.2
‘rlz—dz 35.0 —
nal—d, 24.7 —
I nah—as
nal—lg 584 —
nal-lg — 10.0
lz-A 335 38.6
lx—Pn 50.8 46.8
111 lxz-dyg 19.9 15.3
dig—A 27.1 39.6
bl—~Pn 36.3 —
VIII naly-la 36.4 —
be-l 39.1 41.6
XI c=tops
d]o—lopz 32.1 —

ZERHE LT B, M-100 O{IZER 3% 50 v
o FI-RB LB St B 54 DTH b, ¥ -
o bd naly kg OMCH LRICABRME T D BT
LT ehb, BB EOBETICIBAEENE .

T IERIEE B LT3 NAGAMATSU and OMURA
(1961) wwX v, 1 BEEEED PLBET LH40% o
B CTHEHET A LPHESh TS, EELOBRIL
2 X1 HERRED be BIET & 391% THETH = L 23
dbhic, - TH XI BEHCET D ERETIX
Zhk lopy LT 5,

UEAETHEE LI S EOEREBLTO
BB LR & LT 8l-Pn, naly-la BT dip-lop,
M EEHBIR 2 Bz L B,

] =

1) ESHROTEYRL BT, SEOEREREY
B oWGREFANRTR, BEBETORE L
MOBFRET & OBEHVBEROEEY TR 72

2) WHRBER2EC, BMSERET d D
W& dpy BELTED, dpy 1388 1 EEBFTBO wx &
7.6% DEBAMTHEE L T U7,

3) HNACIMMAERET I S L, £ 1T
HEHTERET & OB, Ix-A-Pn 15 5 BB G

LT,

4) MEMIIHOEEBREFOLEEILT b,
naly, naly, nals HAETH B, TDRD naly FH 11
MWD dp & 247% OMBE TR L, HEEFEATD
FEAT BB ERIL nali-do-lg DIRE T o tc, i naly EHite
W VI BT la & 364% oMBfcHEET A
ENRRE IR,

5) MnIEMCIEMAEEET dro. PBEELTE
b, L 1L 1L 1V, XII BEHHPTE OED T LI EH
PR BRI 5T,

6) WEEENCIIBMMELUBET L PBELTE D,
1 HPERHPTB O db & 35.0% O M(E < HigsT 5o
ENRH B ET ST,

7 2EOABWRMEC T 2REh bl B X0 bl
DB LT, 6L (188 111 EBETTB O Pn & 36.3%
ORI CTHET D L\ 5 EERIE bR,

8) MR BMSHHEET lop WEEL, &
XI HSEBBRD be KU dyo & O T 39.1 R 321%
7o % MR TSR R 0 A B i,

9) BEHINCIIBMLRIET de 15 LTE D,
& 11 HEEHATE D Ix & 19.9% O i CHEENS
R &hni,

10) FBHLAAWEERALD FILR#Hfw X - CTEHE -
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Summary

Mode of segregation and causal genes for some
morphological character were studied by crossing
with testers of the writers. These characters are
i) depressed palea (2 mutants), ii) lax panicle, iii)
narrow leaf, iv) dripping-wet leaf, v) rolled leaf, vi)
brown discoloration of leaves (2 mutants), vii) lop-
ped leaf and viii) dwarfness. The results obtained
are as follows.

1. Depressed palea: In these mutants the palea
is underdeveloped and shows a depressed appear-
ance. They are single recessive to the normal, and
are caused by dp; and dp, respectively. The dp;
links with wz of the 1st linkage group, in 7.6%
R.C. V.

2. Lax panicle: Panicle with few lateral branchs
and sparsely distributed spikelets on the branches
are called lax panicle. This type is single recessive
to the normal. The causal gene [z links with A
of the 3rd linkage gruop, in 335% R.C.V.

3. Narrow leaf: Leaves with narrow and long
blades are called narrow leaf. The narrow leaf is
caused by triple recessive state of multiple genes,

naly, naly; and nal;. One of the causal genes, nal;,
links with «; of the 2nd linkage group, in 24.7%
R.C. V.

4. Dripping-wet leaf: This is a gene for drip-
ping-wet of leaves, which means “doesn’t repel
water” in the presence of rain fall. This character
is monogenically recessive (drpy) to the nomal, the
“repelling” type.

5. Rolled leaf : Leaf blade margins are incurved,
forming a half cylinder. This is single recessive
to the nomal. The causal gene 4, gives an indi-
cation of linkage to d; in the 2nd linkage group,
with 35.0% R.C.V.

6. Brown discoloration of leaf: These mutants
are non-pathogenic physiologic diseases showing
brown mottled discoloration of leaf sheathes and
blades, and are simple recessive to the nomal. Their
causal genes are denoted as bl; and blg respectively.
The bl; links with Pn of the 3rd linkage group,
in 36.3% R.C.V.

7. Lopped leaf: Since midrib of leaf is und
erdeveloped, leaf shows a lopped or drooped ap-
pearance. This is monogenic recessive character
caused by lop,. This gene links with b¢ and djo of
the 11th linkage group, in 39.1% and 32.1% R.C.V.

8. Dwarfness: This is a kind of “tillering”
dwarf, and is simple recessive to the normal. The
causal gene dj links with /z of the 3rd linkage
group, in 19.9% R.C.V.

9. In the results obtained in the present exam-
ination, the assignment of the gene &/; in the 3rd
linkage group and that of the naly, and 7/, in the
2nd linkage group are the new findings of the

writers.



