Supplementary Figure 1

] BL6 LG/J SM/J BL6 LG/J SM/J

- < 2 <+ ae 2 s 2
! gy = NIy 508 2 ST RD 2 $
a 2 s_ » . » s S * s
c - - * - * - *
. 2s % . .g 5 3 =y -*ﬁ-. 3 = P ".’.- 3 p= @ .--ﬂr.l-
@ LlH -V nLu 3 . = L?_*s_ L] | N x N x| mo¥a
b4 c i i
wa e - e < ) < 3 < 4
o mu_ I o m o
|||||||||||||||| 2 - it - STTTTESTSSsSSss s
< = U« = < =
a1 < e : W 13 2 SR +
* : o " 2= 2s m ) H
|1 g 32 f s oz o -+ @ |33 i B: S ERHEE. &
x x
= * 2 [e X m ° © H © i .
oou. oo& m . u- ) o . -0*0". . m_ u-'#o m_ - QWM
T e v o L o W o & ¥ ;] >
£% % 3 3 §3cs88 = 3 S0 FTsssg F T T3
: wuw) dg'ql ww 'S ww
(ww) 3yBiay 9s1g (ww) yraqr (ww) y1 'so (pywiw) JINN
“ 2 »u&. 2 2 2 i
& = << % = PPN = 2 4 <« AWWAAA
m “AAA n ) » R 3 R AMAAA < w A“A AAA%MWM w . 5 w : P
2= ] -% " 2= c * s|s ¥
) ] ¢ au igmn > ay uE 2= * » ﬁ 2 N -% .
c : #- m Q cl aanH) mmm m Qi . -W-%-f- 0|3 " -n . W W el ] m I . '
* * | x *
s 9 Y I E - e - i v e v
o o VVVTTvv m_ n.#- . ) oo m
||||||||||||||||||||||||||||||||| m e e e e memmeeeem
2 ) b T T, S . )
#. W N AAAAH%AMM s < Tm_.AAA W 2 AW‘A W < « TT_ 3
x n b < » « Hi- = x » 1
H * <) 2 ) @ : 2
2 ]
== o ] 5= 2 2= "
| IR o 1 R I X T - S I N gz ¢ :
; " . L G | R R
* 9 . u.uﬁ...u | .. .T_m. R 9 o © u.ﬂ. pur
m XiKd o . (3] o . . m.m.u 4 3 o
© < N =) v =3 n = =) =Y =) P 1) =) ) o o o o o
- - =] S © < N
(wuw) yybBray eiqayiap My S s P ° N 0N ® N TS - -
IHa (%) ALIAG (wuwyp) N'qL (gvww) Ag (%) Ay1sosod paso|d

(01]

23-Month-old Mice
LG/J SM/J

BL6

23M

6M

BL6 LG/J SM/J BL6 LG/J SM/J

23M

6M




Supplementary Figure 2
A

23M Lumbar Spine




Supplementary Figure 3

A Modified Thompson Grading
NP Grading: AF Grading:
1. Aggrecan-rich bulging tissue 1. Discrete fibrous lamellae
2.  Peripheral fibrous tissue 2. Mucinous material between
3. Consolidated fibrous tissue lamellae
4. Horizontal clefts parallel to 3. Extensive mucinous material
endplate and/or loss of NP-AF demarcation
5. Clefts through NP and AF 4. Focal clefts
(herniation) 5.  Clefts through NP and AF
(herniation)
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Supplementary Figure 4

Aging Common DEGs - Upregulated

Cell Differentiation

Response to Stress
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Supplementary Figure 5
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Supplementary Figure
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Supplementary Figure 7

I LG/J I SM/J

BL6

<

BL6 LG/J SM/J

BL6 LG/J

1

o
1 Z 1

eV |[ LN |[ led |

BCL2

(L4dH 03 pazijewioN)
uoissaldxa YNYW aAne|ay

N N v v © ©
(134dy 03 pazijewwsoN)
uoissaidxa YNYW aAne|oy

s S S o
(L34dH 0) pazijewrioN)
uoissaidxa YNy W aAe|9y

CASP6

©

<

o
(t34dH 0) pazijew.oN)

uoissalidxe YNYW aAne|ay

o
o

(L34dH 0} pazijewioN)
uoissaldxa YNYW aAne|dy

S o o o o
(£34dH 0} pazijewioN)
uoissaldxa YNYW aAne|dy

BMP6

(111dH 03 pazijewuoN)
uoissaidxa YNYW aAne|oy

POSTN

wn

o wn

= o =]
(134dH 03 pazijewioN)
uoissaidxa YNYW aAne|oy

(@]

w

$100a9

n o nw o n o
NAN+E«o o
(L34dH 0} pazijewioN)
uoissaldxa YNYW aAne|dy

(’\5

>
o

\Z \Z
N
P

$100a8

9
e
o <
S,
%

2 2
(L34dH 03 pazijewsoN)
uoissaldxa YNYW aAne|dy

=]

CCND1

© © < N o
(£14dH 03 pazijewrsoN)
uolssaldxa YNYW aAne|dy

24
o»@
2o &
©,

)
S,

%%
o
%S,
%

©

<
o
0} pazijew.oN)

uolssaidxa YNYW aAieey

N
oS

o
=] s
(tudH

L.

®,

) N o &\6
(134dH o} pazijeurioN)
uoissaidxa YNYW aAne|oy

-

0.08

CD163

w9 W
- - o

(L4dH 03 pazijewioN)

uoissaldxa YNYW aAne|ay

s & & o
(L34dH 03 pazijewioN)
uoissaidxa YNYW aAne|ay

CD14

2
-

wn
=]
0} pazijew.oN)

uolssaidxa YNYW aAne|ay

(ppadH



Supplementary

Figure 8 Downregulated GO Human Cluster 4 Upregulated GO Human Cluster 2
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