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Fig. 4

Maternal submandibular gland
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Extended Data Fig. 2
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Extended Data Fig. 3
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Extended Data Fig. 4
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Extended Data Fig. 5
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Extended Data Fig. 6
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Body weight (g)

Extended Data Fig. 7
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Extended Data Fig. 8
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Supplementary Table. 1

Ingredient, g AIN93G AIN93G+DHA
Casein 200 198
L-Cystine 3 2.97
Corn Starch 397.486 393.51114
Maltodextrin 132 130.68
Sucrose 100 99
Cellulose, BW200 50 49.5
Soybean Oil 70 69.3
DHA 0 10
t-butylhydroquinone 0.014 0.01386
Mineral Mix S10022G 35 34.65
Vitamin Mix V10037 10 9.9
Choline Bitartrate 2.5 2.475
Total weight 1000 1000
Energy, kcal/g

% Energy 4.0 4.0
Fat 16 18
Carbohydrate 64 62

Protein 20 20




Supplementary Table.

Target Sequence
Forward 5-TGCCTACCCCTTCTTGTTTG-3'
mPRo Reverse 5-TGGCTGCCAATATAGTC-3'
Forward 5'-GAGAACTGTGCCAAAGCCTACC-3'
Klkib16 Reverse 5-GGTTCCTTGGAGAACACCATCAC-3'
Forward 5'-GAAGAACCGCAAGGATGCTGAG-3'
K4 Reverse 5-TGCAGCTCGATCTCCAGGTTCT-3'
Forward 5-TCCTGGTTGGAGACAGATGGGT-3'
Kks Reverse 5'-AGGATGCTGGATAGACTGAGCC-3'
Forward 5'-CACACGTCAAGCGACCCATGAA-3’
Sox9 Reverse 5-TCTTCTCGCTCTCGTTCAGCAG-3'
Forward 5-CGACGTGGAGGGAGCTTTCT-3'
Por Reverse 5-CCTGGGTGGTGACAGTCCTT-3'
Forward 5-AGAAGTCGCACCATCTTCAC-3'
Ban Reverse 5-GGGCCAAGTCCAACCTGTCT-3'
Forward 5'-AGCCAACAGAGGAACATCCAGC-3'
Scamp? Reverse 5'-CTCACGACGATCCAACTCTGCA-3'
Forward 5'-GGAAAGACGTCCTTGATCACCC-3'
Rabta Reverse 5-CTCTTGACCTGCTGTGTCCCAT-3'
185 rRNA Forward 5-ACGCTGAGCCAGTCAGTGTA-3'

Reverse 5-CTTAGAGGGACAAGTGGCG-3'




Supplementary Table.

Target

Sequence

Total bacteria
Rodentibacter
pneumotropicus

Haemophilus
parainfluenzae

Forward
Reverse
Forward
Reverse
Forward

Reverse

5-ACTCCTACGGGAGGCAGCAGT-3'
5-ATTACCGCGGCTGCTGGC-3'
5-ACGGGTGAGTAATGCTTGGG-3'
5-ACGCCCCCTTTTGTCCTTAG-3'
5-GCACGCAGGCGGTGACTTAA-3'
5-TCCTGTTTGCTCCCCACGCT-3'
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