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- —A)1E: B85 Nemotron-H Mamba HRSEREATEKL, EFBAMERX e2e MR,

- WEMNE: PR E—NEENREMEMBE, BRT LFRBREFROXERM, LA
ERE. MREERD (BEIENETNRMEHBRAEN e2e MiRA) , HHATHEHNX
Mo XTFRIFRAFAEMESR Nemotron-H RFB TR, ORI H BUEHE AR K e,
HARRTEEME R IRE Cl BEROMOE, FRIEE IR E 8 RIFSEH,

THRES B

fER Megatron EMAARES B L AT EEFRNFEMERB, PR body BAFATEH :
“Recent Megatron versions expose Mamba convolution parameters as
mixer.convld_weight and mixer.convld_bias, while the Nemotron-H bridge maps the
older dotted names. The missing mappings leave those tensors unloaded and omit them
from rollout weight updates.”

SCEL AR

1. BoOBREDAM . 7 miles_plugins/megatron_bridge/nemotron_h.py &9
mapping_registry %™, FHEXT mixer.convld_weight #2 mixer.convid_bias BYBRET,
£ MambaConv1dMapping 2, THREAIE x/B/C EKENKEF/THM, TIMFLET £
HETEEREARBRS, BREES,

2. BT #7138 tests/fast/backends/megatron_utils/test_nemotron_h_conv_mapping.p
y, BESHMNRBIEBATZEBELSHART G E. XPLGFES) LR
TAE, FHHIRBLATARE £,

3. IRERMR B A BFR tests/e2e/megatron/model_scripts/test_nemotron_3_ultra_4laye
r_ci.py FH disabled £k f0485% TODO S8, E# B AIZMRIER BRI,

4. XHEFT: £ docs/models/nemotron/nemotron-3-nano-moe.md F#3E & &AM
Y, RAXFNREMS RS EREPR,

R

« miles_plugins/megatron_bridge/nemotron_h.py (3R #RMEE; £ 5| source; H£KH
dependency-wiring; 5 mapping_registry) : BWMEE XM, EEBNERE G BRITE
MR R T BRE B Mamba &R S HkET,



. tests/fast/backends/megatron_utils/test_nemotron_h_conv_mapping.py (3R BREHNR
; K5 test; EA test-coverage; &5 Mapping, MambaMapping, load_registry,
test_convolution_mapping_coverage) : FEHETTNR X, 28I IESRBRE RIS
BELSMEMASR T HIEHAME,

. tests/e2e/megatron/model_scripts/test_nemotron_3_ultra_4layer_ci.py (#&3k e2e MR
; K5 test; KA test-coverage) : EFTERMRBISMIR, 1FAMBENRBNIR, I0IE
Nemotron-3 Ultra &I G 2 RAR,

. docs/models/nemotron/nemotron-3-nano-moe.md (3 AER XAY; %3] docs: LA
documentation) : ANESCRYIEER, ARG B AERENEE S AL,

X85 mapping_registry

RERED F B

miles_plugins/megatron_bridge/nemotron_h.py
BoE & XM, BRI R BT TR PR T Bk B Mamba B SEBAT ,

# miles_plugins/megatron_bridge/nemotron_h.py $HXBETE K K&
from megatron.bridge.models.conversion.param_mapping import MambaConv1dMapping

def mapping_registry(self):
registry = super().mapping_registry()
base = list(registry.mappings if hasattr(registry, "mappings") else registry._mappings)
extras = [AutoMapping(megatron_param=m, hf_param=h) for m, h in _.NEMOTRONH_MOE_
MAPPINGS.items()]
# RREFENBSEIR, BAEERMD
known_names = {mapping.megatron_param for mapping in base}
# A Mamba HRESEHRMEE, XFTUEFRSHEMPGEAE
mamba = [

MambaConv1dMapping(
megatron_param=f"decoder.layers.*.mixer.convld_{suffix}",
hf_param=f"backbone.layers.*.mixer.convld.{suffix}",

)

for suffix in ("weight", "bias")

if f"decoder.layers.*.mixer.conv1d_{suffix}" not in known_names

]
# HH8 mamba BREDRANESEM &

return MegatronMappingRegistry(*base, *mamba, *extras)

tests/fast/backends/megatron_utils/test_nemotron_h_conv_mapping.py
AR TTNRA XA, 2 ERIEPSRBEORIE BESMMAZ = T RERNL,

# tests/fast/backends/megatron_utils/test_nemotron_h_conv_mapping.py = 89485, R %K
@pytest.mark.parametrize("attribute", ["mappings", "_mappings"])
@pytest.mark.parametrize("existing_suffixes", [(), ("weight",), ("weight", "bias")])
def test_convolution_mapping_coverage(

monkeypatch: pytest.MonkeyPatch, attribute: str, existing_suffixes: tuple[str, ...]

) -> None:



# EMEA BN (EARS)

legacy = [
MambaMapping(f'"decoder.layers.*.mixer.conv1d.{suffix}", f"backbone.layers.*.mixer.
convld.{suffix}")
for suffix in ("weight", "bias")

]

# AR R EE AT kst (A T RI% )

existing = [
MambaMapping(f'decoder.layers.*.mixer.convld_{suffix}", f"backbone.layers.*.mixer.
convld.{suffix}")
for suffix in existing_suffixes

]
base = legacy + existing
# A EAEN IR A B AT AR SR
mappings = load_registry(monkeypatch, base, attribute)
by_name = {mapping.megatron_param: mapping for mapping in mappings}
# IOUERTIB AR APAS N A B ER A E B S B IE 7
for separator in (".", "_"):
for suffix in ("weight", "bias"):
mapping = by _namelf"decoder.layers.*.mixer.conv1d{separator}{suffix}"]
assert isinstance(mapping, MambaMapping)
assert mapping.hf_param == f"backbone.layers.*.mixer.convld.{suffix}"
# IRt R B 2
for mapping in base:
assert by_name[mapping.megatron_param] is mapping
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A, BB ERRMIAMIEEERINARE, BN THHERE (if not in
known_names) , BT IIAEZEESOPRENIE, ETERNFOA TG R TRES T EE
B SEMEMEM, (B BN 2 A9 2 TN R Asm B 3w iR B £

- B BERYAMEA Nemotron-H #A (40 Nano-30B-A3B, Super-120B-A12B) 3#47|
GAEEHAF . FRXEEBE Megatron FTHRAT 8E%% IEF I BAR E H #4170 I 4k
, BET IAESHRRASFRNERE IR, NEKRME, AT HENBHNEERE, HiE
AT HFEERNEER,

« RFeFRE: KRR B RA M
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« PR #3169 fix(ci): keep the Nemotron-H plugin importable without megatron.bridge: %
PR &£ 7 A— Nemotron-H & & CPU CI FRET RERS ALK S BB B, 54 PR
Bk &R — AN X4 miles_plugins/megatron_bridge/nemotron_h.py, BT E—IheE&y
FERBIR,

« PR #3160 [CI] disable the two FT determinism tests #3148 missed: [F AITHEA 1R
Cl X Tm#t/TRONERIAEE (BAMR) , 54 PR WEHBAMRE AL, RELT BRE
g3 Cl feE A | mFFEITAE,



