N, N -Diphenyl-p-phenylenediamine (NN -97220-p-722b2973Y) Experimental Data

Chemical Name: N, N -Diphenyl-p- Treated Concent- No.of Poly- Cell with Structural Chromosome Aberration
phenylenediamine Time ration Meta- ploid (%)
Synonym p-Dianilinobenzene (Hr) (mg/ml) phase (%) Total
N, N -Diphenyl-1, 4- Judge Gap CTB CTE CSB CSE -G +G Judge
phenylenediamine
Molecular weight: 260. 3 DSMO 24 200 0 — 0 0 1.0 0 0 LO 10 -
Melting point: 146-148°C 48 200 0 — 0 0 0 0 0 0 0 —
Boiling point: 220-225°C (0.5 mmHg)
Chemical Structure Test Chemical
24 0.0013 200 0 — 0 0 0.5 0 0 0.5 0.5 —
0. 0025 200 0.5 — 0. 0.5 0.5 0 0 1.0 1.5 —
©_HN_©_HN_© 0. 005 200 0 — .0 1.0 0.5 0 0.5 20 3.0 —
0. 0075 200 0 — 1.5 0 2.0 0.5 0 2.5 4.0 -—
CAS No : 74-31-7 0.01 200 0 — 2.0 2.5 3.5 0 0 6.0 7.5 =
MITI No : (3)-145
Source of Substance: Wako Pure Chemical 48 0. 0013 200 0 — 0 0 0 0 0 0 0 —
Ind., Ltd. 0. 0025 200 0 — 0.5 0 0 0 0 0 0.5 -—
Lot. No. : KPP1530 0. 005 200 0.5 — 1.5 1.0 3.5 0.5 0 5.0 6.5 £
Purity: % 0. 0075 200 0 — 3.0 3.0 12.0 0 0.5 14.0 16.5 -+
Vehicle: DMSO 0. 01 200 1.0 — 7.0 7.5 37.0 0.5 0 38.5 41.5 +
Positive Control
Judgement for (MMC) 24 0. 00005 200 0.5 — 2.0 3.5 3L.0 0 0 33.0 34.0 -+
Chromosomal Aberration in CHL: Positive 48 0. 00005 200 1.0 — 4.0 9.5 44.5 0 0.5 48.0 48.5 +

IARC Evaluation : not vet cited



Experimental Data

S 9 Concent- No.of Poly- Judge Cell with Structural Chromosome Aberration
with or ration Meta- ploid _______ (h)
without (mg/ml) phase (%) i Total
L L - Gap CTB CTE  CSB  CSE -G +G  Judge
DMSO  — 200 0 — 0 0 1.5 0 0 1.5 1.5 -—
-+ 200 0.5 -— 1.0 0 0 0 0 0 1.0 —
Test Chemical
— 0. 01 200 0 — 0 0 0 0 0 0 0 —
0. 02 200 0 — 0 0 1.5 0 0 1.5 1.5 —
0. 04 200 0 — 3.0 3.5 9.5 0 0 11.5 14.0 +
0. 08 200 0 — 0 4.0 10.0 0 0 13.0 13.0 +
0. 16 200 0 — 1.0 1.5 1.5 0 0.5 3.5 4.5 —
+ 0.01 200 0 — 1.0 0.5 0.5 0 0 1.0 2.0 —
0. 02 200 0 — 2.0 0 2.5 0 0 2.5 4.0 —
0. 04 200 0 — 1.0 1.9 1.9 0 0 3.0 4.0 -—
0. 08 200 0 — 3.5 3.5 3.0 0 0 6.5 9.0 =
0.16 200 0.6 — 3.0 4.5 2.5 0 0 7.0 9.0 =
Positive Control
(B(a)P) — 200 1. — 0.5 0.5 0.5 0 0 1.0 1.5 —
+ 200 0.5 -— 4.0 4.0 29.0 0 0 31.5 33.5
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