Supplementary Material

Figure S1: Deconvolution of two peptides from the fraction Al (eluted at 24.8min) corresponding to the fragments 2-10 and 110-117 of hemoglobin a chain.
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‘Sequence =VLSGEDKSN, Scan 737, m/z2=474.9800, 2=2, RT=11.31, -10igP=33,88, ppm=516.6, by PEAKS DB
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Sequence=LASHHPAD, Scan 687, m/z=424.3741, 2=2, RT=10.66, -10igP=26.52, ppm=396. 1, by PEAKS DB
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Figure S2:

Deconvolution of three peptides from the fraction A2 (eluted at 64.5min)

corresponding to the fragments 45-57, 75-95 and 119-145 of hemoglobin a chain.
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‘Wm Scan 998, m{2=772.7072, 2=2, RT=15.57, -10igP =39.36, ppm=420.8, by PEAKS DB
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DALASAAGHLDDLPGALSA, Scan 1065, m/z=883,3313, z=2, RT=16,82, -10igP=26.44, ppm=441.7, by PEAKS...
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Figure S3: Deconvolution of three peptides from the fraction A3 (eluted at 81.8min) corresponding to the fragments 45-58, 76-104 and 106-147 of hemoglobin

o chain
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1 VLSGEDKSNI KAAWGKIGGH GAEYGAEALE RMFASFPTTK TYFPHFDVSH GSAQVKGHGK KVADALATAA GHLDDLPGAL SALSDLHAHK
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>tr [QOQUNS|QIQUNS_MOUSE Beta-2-globin (Fragment) OS =Mus musculus OX=10090 GN=tbb-b2 PE=2 SV=1

Figure S4: Deconvolution of two peptides from the fraction B1 (eluted at 28.28min) corresponding to the fragments 2-10 and 56-77 of hemoglobin 3 chain.
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!Seqmﬂm, Scan 759, mjz=486.3116, 2#2, RTw11.53, -10igP=30. 11, ppm=140.9, by PEAKS DB
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Figure S5:

Deconvolution of five peptides from the fraction B2 (eluted at 28.28min)

corresponding to the fragments 1-10, 16-27, 49-70, 73-80 and 122-136 of hemoglobin 3 chain.
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Figure S6: Deconvolution of three peptides from the fraction B3 (eluted at 43min) corresponding to the fragments 1-12, 58-72 and 112-129 of hemoglobin 3
chain.

>tr|QIQUNS|QSQUNS_MOUSE Beta-2-globin (Fragment) O5=Mus musculus OX=10090 GN=Hbb-b2 PE=2 SV=1

1 VHLTDAEKSA VSCLWAKVNP DAIGGEALGR LLVVYPWTQR YFDSFGDLSS ASAIMGNPKV KAHGKKVITA FNEGLKNLDN LKGTFASLSE

—
91 LHCDKLHVDP ENFRLLGNAI VIVLGHHLGK DFTPAAQAAF QKVVAGVATA LAHKYH
————
—

[Sequence =VHLTDAEKAAVS, Scan 1430, m/2=621. 1579, 2=2, RT=20,68, ~10igP =42.59, ppm=523.7, by PEAKS DB + | Sequence =AKVKAHGKKVITAFND, Scan 785, m/2=864. 1516, 2=2, RT=12.06, -10igP=49.25, ppm=173.7, by PEAKS DB v
rrtenstv(va"l__l__l_J_J_J_J__rJ_J—Js wneensty () A [K [V[K[A[H]G [K [k [V [T [T [A[E [ |D
100 _L_—H_—l:“ tt:—iﬂ:}iﬁcpﬂr:r—s i oo f—H ;F ﬂmw;rqmq_mrﬂ— u.—_ﬁm
] : ) i g :
PEoE S A § . b15[°+;5 SN
. | : . : h : : : ot t?14I’+I AR
3 : : ‘ 1 : : ‘ ; . e E 5 55 .
PEoE I O z i 'mm; | bl |
: : s bag[2+] b‘7 ] Eyloibm ¢ § P bS'N'Q ' 7 ' bdly i
E ibp _b§l' o L . :'fl i - : 1 bxsl""??l.[.umul P? ?i } i
200 400 600 800 1000 1200 500 1500
E'l'?o'@q)..l....1..._.;1..'“ FERTTTTIT CRTRTTEUNE PETTU PRI PUTTTETTIN PRTITTIRPON B (G IN—— P 1_ P S L S e
0.0 ..l . IR i ) bl 0.0 - 'v._:-‘r.w..‘_:. pos g Aipl uyt gl fa 2s
-1.0 10| -10 1.0
'Sequence=IVLGHHLGKD, Scan 827, m/z=545. 1058, =2, RT =12.53, -10igP =41.51, ppm=536.2, by PEAKS DB + [ Sequence =GHHLGKDFTPAAQAA, Scan 861, m/z=761.3030, 2=2, RT=13.01, -10igP =46.15, ppm=551.6, by PEAKS DB v
lntenav(%ﬂl__l__l__l__l__l__l__l__lb ‘ . ‘ emﬂtv(%)Gﬁ*|__l_J__I_J__I_J__I__I_J_J__II*Jn
il Lrom— e ) bg o “ﬂxfp—ftfvﬁ:xx s —a— .ﬁt ’-T—F:I:T_-hpo Am—_ﬂ:u i
s ENERECCIRERERE :
sof et e I S B R sof 6 | bl
: o : O | y8 : ; ; : ' o8
{ i { doE : ; : b9'rma i
: B e B 5 P y'rn ; A 7 i
B2 i v by i | be : ? I 1 T
- yl$ I.,y,l[_ \f'.| vl L it LIEP, ¥ |y ' e
200 400 600 800 1000 1500
Erlr%(da)...,.,._4....1_...:|....._l.....1.:...x...nl_“;...._,,.,,,_Lo Error (da) .'_.__ ,‘__.1 —— . _1_.. e ) 1.0
20 .- B e "E av" e r T W 0.0 ) r—--"'.‘ ~- .n.. = -
1.0 - 10| -1.0 Loy 1.0




Figure S7: Deconvolution of three peptides from the fraction B4 (eluted at 48.1min) corresponding to the fragments 2-14, 59-88 and 135-147 of hemoglobin 3
chain.
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Figure S8: Deconvolution of four peptides from the fraction B5 (eluted at 56.4min) corresponding to the fragments 34-40, 59-71, 75-86 and 90-100 of

hemoglobin

[ chain.
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Figure S9: Deconvolution of five peptides from the fraction B6 (eluted at 61.7min) corresponding to
the fragments 2-15, 21-33,90-100, 104-110 and 131-147 of hemoglobin 3 chain.
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Figure 510: Deconvolution of two peptides from the fraction B2 (eluted at 93.7min) corresponding to the fragments 100-107 and 112-146 of hemoglobin 3

chain.
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Figure S11: De convolution of the main peptide from the fraction Al (eluted at24.8min) corresponding to the fragment2-10 of hemoglobin a chain.

% of base peak

m/z

Vi L KI{S|N
a /N /S
‘\I v ] \Q\-
100 — _
80 -
i % HE
— - =
60— C
40 — B
20 — o % . o -
- o~ —_ — ~— == ) 0 -
i | v P+ d = 1 p = :
0 1 . | | . 3
[ 1 1 L} I 1 ] I 1 ] L] l
200 400 500 800 1000

5.0e+5

4 0e+5
5
5
30e+5 O
c
o |
|
¢
20e+5 =
1.0e+5
0.0e<0
observed



Figure S12: De convolution of the main peptide from the fraction A2 (eluted at 64.5 min) corresponding to the fragment 77-95 of hemoglobin a chain.
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Figure S13: De convolution of the main peptide from the fraction A3 (eluted at 81.8 min) corresponding to the fragment 77-95 of hemoglobin a chain.
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Figure S14: De convolution of the main peptide from the fraction Bl (eluted at 28.8 min) corresponding to the fragment 2-10 of hemoglobin 32 chain.
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Figure S15: De convolution of the main pe ptide from the fraction B2 (eluted at 35.5 min) corresponding to the fragment 1-10 of hemoglobin 32 chain.
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Figure S17: De convolution of the main pe ptide from the fraction B4 (eluted at 48.1 min) corresponding to the fragment 59-77 of hemoglobin 31 chain.
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Figure S18: De convolution of the main pe ptide from the fraction B5 (eluted at 56.4 min) corresponding to the fragment 75-84 of hemoglobin 31 chain.
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Figure S19: De convolution of the main peptide from the fraction B6 (eluted at 61.7 min) corresponding to the fragment 131-147 of hemoglobin 31 chain.
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Figure 520: De convolution of the main peptide from the fraction B7 (eluted at 93.7 min) corresponding to the fragment 123-147 of hemoglobin 32 chain.
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