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Score>5, delta e sl e
mass<5ppm,
- | PEP<0.005, good b and 210827 HUVECS,6. No senome lesd 2222900
FxR1 | PB.3080ss | Yo DESTYS 6014723 ) Y o> | Yes |uyn_HCDorbi ahr F| 58931 | 0NN | inserion | (PB3060.6, | s s
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- - - intensity; MS2 TIC
approx 44% (rough £oormes
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bin/hgTracks?db=hg38&lastVirt g s B e v |
. A ModeType=customUri&lastVirt onsrenmn ol e ST R rvmioccl
Minimum 9 amino acids, S o P ety il [t N o
Score>5, delta odeExtraState=multiRegionsBed et o L e T
mass<5ppm Uri%3D%2F userdata%2Fsessio s B FEIFERT I o
PEP<0.005. sandb and ns%2Fr%2F13%2Fmm5db%2F Gt e (T ————"——]
N ] 0c7bcefc%2Fhgt%2FcustRgn_g '  a—
N T ¥ fon series, extra peaks enome_1e56d_a22290 bed+0&v =
AGPDPGVSP - 1 ‘ ‘ do not exceed 25% 210827_HUVEC5,6_ Intron retention No pivecipiy el —
APEH | PB.2610.6 | AQVLLSEPEE |5.638803| | i above 10% relative Yes |tryp_HCDorbi_dhr_F | 220913 Insertion | (PB.2610.6, | T Y —]
AAALYR i o Ly el ‘ | ‘ A intensity; MS2 TIC 11 event PB.2060.7) | 1&multiRegionsBedUrl=%2Fu
= = = y data%2Fsessions%2F%2F 1
- approx 24% (rough So
prox £ ; 3%2FmmS5db%2F0c7boefc%2Fh
minimum is 20%); y9 o
f gt%2FcustRgn_genome_1e56d_
ends in proline and is 522290, =
"‘°s:g:2f;"' as 3%3A49674383%2DA9674573&
position=multi%3A58605299%2
D58605489&hgsid=1323801373
A\/04?; 1 ReFaOrRPAL
AVFVDLEPTVIGKEDAANNYAR
MS2 TIC only 13%, too
AVFVDLEPTVI many missing fragment 210827_HUVEC5,6_
TUBA1A | PB.8359.9 | GKEDAANNY |2.631441| - R ions and unassigned No tryp_HCDorbi_4hr_F | 148203
AR 1 peaks, 1 missed 1
} ‘ H ‘ cleavage
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) .ucsc.edu/cgi-
«{ATLVESSTSGFTRGGGESSVSMR . Minimum 9 amino acids, bin/hgTracks?db=hg38&lastVirt
“ fm— Score>5, delta ModeType=customUrl&lastVirth
“I mass<5ppm, odeExtraState=multiRegionsBed === _— -
= PEP<0.005, good b and Url%3D%2Fuserdata%2Fsessio T el
ATLVESSTSG s y ion series, extra peaks 210827 HUVECS.6 o ns%2Frr%2F 13%2Fmm5db%2F =
i do not exceed 25% = o Exon skipping ! Yes | Oc7bcefc%2Fhgt%2FcustRgn_g o e
NASP | PB.A73.10 FTP\?;ffss 1.879601 | § ] above 10% relative Yes "yp—HCEr’fgb'f“"'f 113107 event Deletion | g 473.10) |enome._1e56d_a22290.bed+0&v|
intensity; MS2 TIC irtModeType=customUrl&virtMod
approx 48% (rough e=1&multiRegionsBedUrl=%2Fu
minimum is 20%); y11 serdata%2Fsessions%2Frr%2F 1
. ending in proline is most 3%2Fmm5db%2F0c7bcefc%2Fh
i I ﬂ‘_ fgoeil i abundant as expected gt%2FcustRgn_genome_1e56d_|
- i} 222290. i
ATLVESSTSG 210827_HUVEC5,6_
NASP | PB.473.10 | FTPGGGGSS | 1.879601 same sequence as above tryp_HCDorbi_shr_F | 83077
VSMR 7
— : UCSCEaurCy o qu ———
_|KKPCSETSQIEGSPTEFLEEK i bin/hgTracks?db=hg38&lastVirt e
s ModeType=customUri&lastVirtM et
* " Minimum 9 amino acids, odeExtraState=multiRegionsBed F L e
| Score>5, delta Url%3D%2Fuserdata%2Fsessio e "
! mass<5ppm, ns%2F%2F 13%2Fmm5db%2F -;%MM-;:» EreomanesEonoma
. PEP<0.005, good b and 0Oc7bcefc%2Fhgt%2FcustRgn_g DT I [l
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1e R do not exceed 25% = e Exon skipping ! Yes |irtModeType=customUrl&virtMod e i Pt o
MAP4 | PB.2568.9 EGSP‘LEFLEE 3.007362| | above 10% rolative Yes trypiHCDrtgrbljhrf 86426 vont Deletion | o5 2668 6) | e=1amultiRegionsBedUr=%2Fu
. intensity; MS2 TIC serdata%2Fsessions%2Frr%2F 1
approx 27% (rough 3%2FmmS5db%2F0c7bcefc%2Fh
R minimum is 20%); y8 gt%2FcustRgn_genome_1e56d_
“ | o | | ending in proline is most 222290. i
. o . 0 abundant as expected 3%3A47928247%2D47998821&
\ \‘ ‘ 'ﬁ ‘ | [ ‘ position=multi%3A58410922%2
3 3 LR D58413847&hgsid=1323801373
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There are many prolines,

¥ ucSC.edu/cg
bin/hgTracks?db=hg38&lastVirt
ModeType=customUri&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Fr%2F 13%2Fmm5db%2F
0Oc7bcefc%2Fhgt%2FcustRgn_g

YSTGSDSASF ‘ ‘ which might explain why No(PB.8415. |enome_1e56d_a22290.bed+08v e R
pCBP2 23&12?;: PHTTPSMCLN bl ke Jeds e oo there are so few bions; |\ f&gaa%g;\ffﬁ% 185556 | EXONSkipPing | p o | 24,PB.8415. |irtModeTyp i
PB‘ 841575 PDLEGPPLEL meets all other criteria ISP event 27,PB.8415. | e=1&multiRegionsBedUrl=%2Fu
; ; but PEP hovers around 75) serdata%2Fsessions%2Frr%2F 1
minimum criterion 3%2Fmm5db%2F0c7bcefc%2Fh!
gt%2FcustRgn_genome_1e56d_|
a22290.bed&nonVirtPosition=chr|
12%3A53462482%2D53467240
&position=multi%3A19540330%
2D19540670&hgsid=132380137
2 RoEnOrRP
“[DGGNPFAEPSELDNP FQASAAAATAELL
MS2 TIC only 16%, PEP
5&%’;’;’;’&2 barely meets criterion, 210827_HUVECS,6_
SCAMP3| PB.954.9 TAELLK 0.75184 t too many missing No tryp_HCDorbi_4hr_F | 222797
K ‘ ‘ fragment ions and r4
{ ‘ ‘ unassigned peaks
T L e
[MViENDLSGSSGVaPSPAR Minimum 9 amino acids, httpsi/igenome.ucsc.edu/cgi- o Tl
Score>5, delta bin/hgTracks?db=hg38&lastVirt e
mass<5ppm, ModeType=customUrl&lastVirth o] e —
PEP<0.005, good b and No |odeExtraState=muliRegionsBed Tt
PB.B630.12] |1\ 1en) oo y ion series, extra peaks 210827_HUVEC5,6_ Alternative (PB.6630.3, | Ur%3D%2Fuserdata%2Fsessio
DAB2IP |PB.6630.3IP | o oemne do not exceed 25% Yes |tryp_HCDorbi_dhr_F | 87656 | acceptor (3' Deletion | [o'aesrs |ns%2Fr%2F 13%2FmmS5db%2F
B.6630.9 above 10% relative 9 splice site) PB.6630.12) | 0°7bcefo%2Fhgt%2FcustRan_g
intensity; MS2 TIC : : enome_1e56d_a22290.bed+0&v
approx 48% (rough irtModeType=customUrl&virtMod
minimum is 20%); y5 e=1&multiRegionsBedUrl=%2Fu
ending in proline is erdata%2Fsessions%2Frr%2F 1
GASSAGEASEKEPLKGPGPASCS
;ggigy MS2 TIC at 20%, PEP
2IPB.13187. just above minimum, 210827_HUVEC5,6_
ARVCF | Sipp 1318 |KEPLKGPGPA significant unassigned No  [tryp_HCDorbi_dhr_F | 42889
741PB.1318 ; fragment ions, 2 missed 2
744 | ‘ ‘ ‘ cleavages
ZLLAT ﬂ ‘ it |
AGQEQELAADAFKELDDOMDG
| MS2 TIC only 13.5%,
PB.A1912.1 | AQQEQELAA i PEP just above 210827_HUVEC5,6_
PRKCSH| ™~ """ | DAFKELDDDM| 1127761 minimum, significant No |tryp_HCDorbi_dhr_F | 213920
DGTLLLPRPR unassigned fragment 10
W . ‘ ‘ ‘ ‘ ’ ‘ ions, 1 missed cleavages
Ll Ly L i | ‘
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VPAPK e ' enome_1e56d_a22290.bed+08v
: intensity; MS2 TIC 3 splice site) 6339.16) |° > ‘
’ ol Jicey ‘ ‘ 3% ough irtModeType=customUri&virtMod
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_ a: ifionzchr _
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E ‘ ‘ ‘ ‘ ‘ above 10% relative 2 start annotated Oc7beefc%2Fhgt%2FoustRan_g s
L il | ‘ ‘ intensity; MS2 TIC in GENCODE enome_1e56d_a22200.bed+08v e
- ; - L - = approx 42% (rough |rtModeType—c_ustomUrI&vaod
minimurm is 20%) e=1&multiRegionsBedUrl=%2Fu
Y iomall AT/ AEA
Doesn't meet PEP score
criterion (since this
APAAAMGVQ same sequence as above (oxidized methionine version of a | $9UeNce is just the Mox 210827_HUVECS5,6_
FAM120A| PB.6511.1 | "o it 2y | 075184 poptide already listed earlior in the able) version of the peptide tryp_HCDorbi_4hr_F | 126162

above, | don't think it
makes sense to track
down the other spectra)
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¥ _UCSC.edurcg-
N bin/hgTracks?db=hg38&lastVirt |*
- : ModeType=customUrl&lastVirth
- odeExtraState=multiRegionsBed
Meets criteria but my Url%3D%2Fuserdata%2Fsessio
only concern is that the y ns%2Fr1%2F13%2FmmS5db%2F
2 [ and b ions are not 0c7bcefc%2Fhgt%2FcustRgn_g
Ac::gSDE'II::IDD'II: - i nnnar ‘ ‘ complemer.:_t:ry_al?_i fla\rly N Ves en’;mfge56d_a2229ubed+o&v
L i il sparse. This is likely xon skipping " irtModeTyp i
PB.2568.11 iggf\g:‘é& 3.750202) ~TE e e because its a z=4 ion event Deletion (PE’Z?SS'” e=1&multiRegionsBedUri=%2Fu |
K and those don't tend to serdata%2Fsessions%2Frr%z2F1
fragment very well. 3%2Fmm5db%2F0c7bcefc%2Fh
Would like to look at the gt%2FcustRgn_genome_1e56d_|
raw data 222290.bed&nonVirtPosition=chr|
3%3A47916970%2D47928353&
position=multi%3A58410401%2
D58411028&hgsid=1323801373
OrRPAIL
MYHDDDLADLVFPSSATADTS | FAGANDP LKBSYVP
MYHDDDLADL Too few y and b ions,
VFPSSATADT . PEP doesn't meet
PB.2568.11 | SIFAGQNDPL | 3.759202| * criterion, too many
KDSYVPLELA i unassigned fragment
K ions
H
i Y ion series looks very
AGTQIAAIAQE f - No
PB.12220.3 N | nice but the delta mass is Exon skipping !
5 LN%\?';/_F'_ESH 2631441 ) ‘ ‘ ‘ ‘ over 300pprm. isolation of vont Deletion ~ |(PB.12220.1 -
‘ the C13 isotope "
; UCSTETUTOgE
EGAP |EPDPPVSHWKPEAVYYEDG, Minimum 9 amino acids, bin/hgTracks?db=hg38&lastVirt
- Score>5, delta ModeType=customUri&lastVirth
mass<5ppm, odeExtraState=multiRegionsBed
~ PEP<0.005, good y ion Url%3D%2F userdata%2F sessio }
i series; a couple of ns%2F1%2F13%2Fmm5db%2F . ‘;;j;:j:M
EGAPIEPDPP . complementary peaks, Alternative Ves(PB.882 | 0C7bCefc%2Fhgi%2FcustRan g i
PB.8829.1 | VSHWKPEAV | 22.55521 extra peaks may exceed acceptor (3' Deletion 9.1)  |enome_1e56d_a22290.bed+08v A
YYEDGAR | 25% above 10% relative splice site) : irtModeType=customUri&virtMod i
intensity; MS2 TIC only e=1&multiRegionsBedUrl=%2Fu - —
16% (rough minimum is serdata%2F sessions%2Frr%2F1 —
20%); fragmentation 3%2Fmm5db%2F0c7bceefc%2Fh
actually looks decent gt%2FcustRgn_genome_1e56d_|
considering it is a z=4 222290.bed&nonVirtPo:
199 o
| TASSDDDIVFEDFAR bin/hgTracks?db=hg38&lastVirt e
} Minimum 9 amino acids, ModeType=customUrl&lastVirth L e
N Score>5, delta jspms»snmu{manwmnwm.\:e
o mass<5ppm, Url%3D%2F userdata%2F sessio AT R
PEP<0.005, good b and ns%2Fr1%2F13%2FmmS5db%2F "
TASSDDDIVF y fon series, extra peaks ' Yes | Oc7bcefc%2Fhgt%2FcustRgn_g
PB7883.9 | Eppar | 075184 do not exceed 25% Novel exon Insertion | op 7883.9) | enome._1e56d_a22290.bed+0&v,
. above 10% relative irtModeType=customUri&virtMod
B intensity; MS2 TIC e=1&multiRegionsBedUrl=%2Fu
“ " approx 44% (rough serdata%2Fsessions%2Frr%z2F1
p [ L L ‘ ‘ ‘ minimum is 20%) 3%2FmmS5db%2F0cTbeefc%2Fh
I S | gt%2FcustRgn_genome_1e56d_
hitps://genome.ucsc.edu/cgi- - =
binhgTracks?db=hg38alastvit FeS=EEEEEEEm— =
- Minimum 9 amino acids ModeType=customUri&lastVirtM Borrroriee
| Score>5, delta ! odeExtraState=multiRegionsBed
! mass<5ppm, Url%3D%2F userdata%z2F sessio
. , o o
PEP<0.005, good b and ns%2FIr%2F13%2Fmmsdb%2F
DGGNPFAEP : f - 0Oc7boefc%2Fhgt%2FcustRgn_g e
" y fon series, extra peaks Exon skipping ' Yes :
PB.954.9 |SELDNPFQAS| 0.75184 [ ‘ il h ‘ [ ‘ ‘ 4o not exceed 25% event Deletion (PB.954.9) enome_1e56d_a22290.bed+0&v |
AAAATAELLK = = = o -*3%9)irtModeType=customUrl&virtMod s
above 10% relative e=18multiRegionsBedUri=%2Fu
'"‘9"5"5'15'52 T'i serdata%2Fsessions%2Frr%2F1
e e (2’8‘:/9) 3%2Fmm5db%2F0c7beefc%2Fh
© gt%2FcustRgn_genome_1e56d_
222290. iti
1%3A155260421%2D15526218




STRPAPGPFLSYGAER Piisciione Ot i i e mm“i“ff‘ —
ModeType= o immem | cumen TSN T
odeExtraState=multiRegionsBed B B e i
. Url%3D%: Fsessi T W v
i YR H2F 13 i2F e E—
Looks really good except 0C7bcelc%2FNQIh2FCUSIRAN G | corommmrscnmccrmarmns il o
PB.104821 | oonncnn ) : o massyjﬁerence P! 210827_HUVECS,6_ Intron retention No enome_1e56d_a22290.bed+08v e e
EDC4 |0|PB.10482. GAER - [ L |, (>500ppm). isolationof | Yes | typ_HCDorbi_ahr_F| 72346 vont Insertion ~ |(PB.10482.8, |irtModeTyp i il
9 i L L A meppcﬁ . 15 PB.10482.9) | e=1&multiRegionsBedUri=%2Fu i;"
| P serdata%2Fsessions%2Fr%z2F1
3%2Fmm5db%2F0c7beefc%2Fh
gt%2FcustRgn_genome_1e56d_
222290.bed&nonVirtPosition=chr,
16%3A67873052%2D67884499
&position=multi%3A33125092%
=== ) o bin/hgTracks?db=hg388lastVirt SR 55
[ M'"'"é“c':r::;‘g‘;:'ds' ModeType=customUri8lastVirtM e
. == . odeExtraState=multiRegionsBed S —
mass<5ppm, . -
Url%3D%2Fuserdata%2F sessio
. PEP<0.005, good b and
3 ion series, extra poaks ns%2FT%2F13%2FmmS5db%2F
- . 210827_HUVEC5,6_ 0c7beefc%2Fhgt%2FcustRgn_g —
MIFPSSSGNP do not exceed 25% Alternative first _— Yes
RBMS1 | PB2016.3 MG CooR R 4774187 | Gbove 10% relative Yes  |tryp_HCDorbi_shr_F | 61807 on Subsitution | og 516 ) [enome_1e56d_a22290.bed+08v
; avove 1 r15 irtModeType=customUri&virtMod
intensity; MS2 TIC o ° v
- o e=1&multiRegionsBedUrl=%2Fu
approx 29% (rough o ions%2FrY
o B 0/ 1. serdata%2Fsessions%2Frr%2F 1
. : minimum is 20%); y14
um s <%, 3%2Fmm5db%2F0c7beefc%2Fh
| ending in proline is most o
abundant gt%2FcustRgn_genome_1e56d_
et o] v‘ 222290.bed&nonVirtPosition=chr,
- - P - - 29%2A1R0272 151 71‘!%3“
Minimum 9 amino acids, bin/hgTracks?db=hg38&lastVirt Y -
Score>5, delta ModeType=customUri&lastVirtM e
mass<5ppm, odeExtraState=multiRegionsBed
PEP<0.005, good b and Url%3D%2Fuserdata%2Fsessio
y ion series, extra peaks 210827 HUVECS.6 ns%2F1T%2F13%2Fmm5db%2F
MIFPSSSGNP same sequence as above (oxidized methionine version of a | do not exceed 25% S 0c7beefc%2Fhgt%2FcustRgn_g
RBMS1 | PB2016.3 | "aaggner | 4774187 peptide already listed earlier in the table) above 10% relative "“LHC?;’;’L‘”‘LF 49330 enome_1e56d_a22290.bed+08&v
intensity; MS2 TIC itModeType=customUri&virtMod
approx 29% (rough e=1&multiRegionsBedUri=%2Fu
minimum is 20%); y8 serdata%2Fsessions%2Frr%2F1
.|SLVVSTSSNKDVLNKDSGK ending in proline is most 3%2Fmm5db%2F0c7bcefc%2Fh
abundant gt%2FcustRgn_genome_1e56d_|
= https://genome.ucsc.edu/cgi- = | 1
bin/hgTracks?db=hg388lastVirt S i e g
§ ModeTyp i R
odeExtraState=multiRegionsBed ey = ]
SLVVSTSSNK Mass difference too high 210827_HUVEC5,6_ Alternative Yes Url%3D%2F userdata%2F sessio et
S100PBP| PB335.4 |\ \on | 1466089 . (>500ppm), isolation of | Yes |tryp_HCDorbi_dhr_F | 43051 | acceptor (3' Deletion | pg ' ) | NS%2F%2F13%2FmmSAb%2F e
the C13 isotope R splice site) 5954 | 0c7beefc%2Fhgt%2FcustRgn_g
. enome_1e56d_a22290.bed+0&v
‘ | ‘ h . ‘ N irtModeType=customUrl&virtMod
Lo | T e=1&multiRegionsBedUri=%2Fu
- - - - - serdata%2F sessions%2F%2F 1
.| 1GNPVPYNEGSTVSK Minimum 9 amino acids, bin/hgTracks?db=hg38&lastVirt
- Score>5, delta
ModeType=customUri&lastVirtM
- mass<5ppm, =
B odeExtraState=multiRegionsBed
PEP<0.005, good b and
IGNPVPYNEG i y ion series, exira peaks 210827_HUVECS,6_ Exon skippin Yes Urg/;.;:) z;zzr:s;;d;a%zsgjs;
RPA1 | PB.10683.5 15036811 MAY exceed 25% above | Yes  |tryp_HCDorbi_dhr_F | 66226 pping Deletion | (PB.10683.5 | S/22FT7: o2Fmmsdb
STVSK - o, e ’ event 0c7beefc%2Fhgt%2FcustRgn_g
, 10% relative intensity; 8 )
o enome_1e56d_a22290.bed+0&v
i MS2 TIC approx 17% ! > ‘
" N o\ irtModeType=customUrl&virtMod
. (rough minimum is 20%); iy ° v
o i | i | y10 ending in proline is e—1&mglnReglor_\sBeudUn—uA:ZFu
- — — - — most abundant isrdala /nZstssmns A:ZFrru/ufil
~|ELELLTSKDPPPSASQSAGITDLGI RTips:s genomevucscveau 'Cgl- I e T T f——
e bin/hgTracks?db=hg38&lastVirt e
ModeType=customUri&lastVirtM n K
odeExtraState=multiRegionsBed it
Url%3D%2Fuserdata%2F sessio [ memee 0 SSSa 3
ns%2F11%2F13%2FmmS5db%2F =
N, No Oc7bcefc%2Fhgto%2FcustRgn_g ==
PB.11293.4 | ELELLTSKDP Mass difference too high 210827_HUVEC5,6_ (PB.11293.4 ver?“(;m:_T'leSG‘)_d_aZfZQL?]l;eq;&&\é ==
PECAM1 |5|PB.11293. | PPSASQSAGI \ [ L I ] (>300ppm), isolation of Yes |tryp_HCDorbi_4hr_F | 112520 | Novel exon Insertion 5, 'e_ 1O&r:u|¥ifae<e_;i;:s%me dl’) n!‘,,/ zé’u —
= =%
80 TDLGKK - the C13 isotope [k PB.11293.80| 2 e o 2Frro 2F 1 =
3%2FmmS5db%2F0c7bcefc%2Fh =
gt%2FcustRgn_genome_1e56d_
22290 .bed&nonVirtPosition=chr|
17%3A64319415%2D64390860
&position=multi%3A37911920%
2D379194528&hgsid=133133675
o
-|GACD LFRELEBAARALGHR bin/hgTracks?db=hg38&lastVirt ] -
ModeType=customUri&lastVirtM T et rg, i
- 1 odeExtraState=multiRegionsBed o T PR
Minimum 9 amino acids, Url%3D%2Fuserdata%2F sessio s s
i Score>5, delta ns%2FT%2F13%2FmmS5db%2F [
. mass<5ppm, Oc7bcefc%2Fhgto%2FcustRgn_g
i PEP<0.005, good b and 210827_HUVECS5,6_ enome_1e56d_a22290.bed+0&v
NHSL1 | PB.4914.1 ggGD‘FS;_';E 1.879601| | 1 " y ion series, extra peaks | Yes |tryp_HCDorbi_dhr_F | 195591 A“e";‘{‘)‘f first | Substitution Yes |irtModeType=customUri&virtMod
i ‘ ‘ ‘ W ‘ ‘ ‘ exceed 25% above 10% 12 e=1&multiRegionsBedUri=%2Fu
1 - - | relative intensity; MS2 serdata%2Fsessions%2Frr%2F 1
TIC approx 15% (rough 3%2FmmS5db%2F0c7bcefc%2Fh
minimum is 20%) gt%2FcustRgn_genome_1e56d_|
22290 .bed&nonVirtPosition=chr|
6%3A138414829%2D13890300
88position=multi%3A73908187
ozony Y




VVNCNDDQGVLLGR

Minimum 9 amino acids,
Score>5, delta
mass<5ppm,
PEP<0.005, good b and

-UCSC.eduicgr

bin/hg:I'racks?db:hgss&lastvin -

ModeType=customUri&lastVirtV
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2F sessio
ns%2Fr%2F 13%2Fmm5db%2F
Oc7bcefc%2Fhgto%2FcustRgn_g

EP<0.0 210827_HUVECS6. Alternative enome_1e56d_a22290.bed+08&v
PB.12826.4 | VWNCNDDQG | y ion series, extra peaks ErAtapite- : ! irtModeTyp i
TGM2 7 VLLGR | 14-28497 1A, L . Ul %o mot oxceed 259 Yes (ryp_HCD;rbl_Ahr_F 69178 donorS (nse )spllce Deletion Yes | amulimegonsBedUri-%oha
above 10% relative serdata%2Fsessions%2Frr%z2F1
intensity; MS2 TIC 3%2Fmm5db%2F0c7bcefc%2Fh
approx 45% (rough gt%2FcustRgn_genome_1e56d_|
minimum is 20%) 222290.bed&nonVirtPosition=chr|
20%3A38127385%2D38165270
&position=multi%3A53303427%
2D53308980&hgsid=132380137
Y
ANEV1DYNGE! Titps://gendme. Ucsc.edu/cgi- e i
- MOSTANEVIDYNGER bin/hgTracks?db=hg38&lastVirt e
ModeType=customUri&lastVirth
odeExtraState=multiRegionsBed
Minimum 9 amino acids, Url%3D%2Fuserdata%2Fsessio
Score>5, delta ns%2Fr1%2F13%2FmmS5db%2F
mass<5ppm, Oc7bcefc%2Fhgt%2FcustRgn_g
PEP<0.005, good b and ' enome_1e56d_a22290.bed+08v p— Ty
: ey 210827_HUVEC5,6. Alternative 8900 = L i Y
PB.11450.1 | MDSTANEVID y ion series, extra peaks AT N - , " irtModeType=customUrl&virtMod: L st —| ity
P4HB 4 VNGER | 9:022085 | ] il T %o mot oxceed 2% Yes (ryp_HCD:;rbl_Ahr_F 98410 donorS (“5; )spllce Deletion Yes | amuliRegionsBedUru2F B P
0 Cn above 10% relative serdata%2Fsessions%2Fm%2F1 e
intensity; MS2 TIC 3%2Fmm5db%2F0c7bcefc%2Fh
approx 38% (rough gt%2FcustRgn_genome_1e56d_|
minimum is 20%) 222290.bed&nonVirtPosition=chr|
17%3A81843166%2D81860535
&position=multi%3A38835608%
2D388386898&Ngsid=132380137
2 ) D
_[1FPsssenPeesSNCR Minimum 9 amino acids, https://genome.ucsc.edu/cgi- e T s
- Score>5, delta bin/hgTracks?db=hg38&lastVirt
- mass<5ppm, ModeType=customUri&lastVirtM =
; PEP<0.005, good b and 210827 HUVECS.6 odeExtraState=multiRegionsBed
IFPSSSGNPG - y ion series, extra peaks = e Alternative first ! Yes | Url%3D%2Fuserdata%2Fsessio
RBMS1 | PB2016.3 | * gggNer | 4774187 - do not exceed 25% Yes ‘WP—HC?:’;"L“"LF 38909 exon Insertion | (pp 2016.3) | ns%2Frr%2F13%2F mm5db%2F
- above 10% relative 0Oc7bcefc%2Fhgt%2FcustRgn_g
N intensity; MS2 TIC enome_1e56d_a22290.bed+0&v
Ll e tlt o8 Tl — approx 34% (rough irtModeType=customUrl&virtMod
minimum is 20%) e=1&multiReqi r=%2Fu
Minimum 9 amino acids, https://genome.ucsc.edu/cgi-
Score>5, delta bin/hgTracks?db=hg38&lastVirt
mass<5ppm, ModeType=customUrl&lastVirtM
PEP<0.005, good b and 210827 HUVECS,6 odeExtraState=multiRegionsBed
MIFPSSSGNP same sequence as above (oxidized methionine version of a |y ion series, extra peaks o - ' Yes |Ur%3D%2Fuserdata%2Fsessio
RBMS1 | PB2016.3 | "gassner | 4774187 peptide already listed earlier in the table) do not exceed 25% "yprCEr’fgb'f“"'f 61807 Insertion | (og 2016.3) | ns%2Frr%2F13%2FmmS5db%2F
above 10% relative 0Oc7bcefc%2Fhgt%2FcustRgn_g
intensity; MS2 TIC enome_1e56d_a22290.bed+0&v
approx 29% (rough itModeType=customUri&virtMod
minimum is 20%) e=18muiti Jri=9%2Fu
Jm Minimum 9 amino acids, https://genome.ucsc.edu/cgi- R |
Score>5, delta bin/hgTracks?db=hg38&lastVirt
MIEPSSSONP - mass<5ppm, 210827 _HUVECS.6. o i ModeType:cus(oml_Jn&las(VinM
i PEP<0.005, good b and o N = lternative first " odeExtraState=multiRegionsBed
RBMST | PB2016.3 | "gassner | 4774187 yion series, extra peaks | o QWP‘HC?%M"'-F 49830 exon Insertion Yes | Urio3D%2Fuserdata%2Fsessio
do not exceed 25% ns%2Frr%2F13%2FmmS5db%2F
| | ‘ ‘ ‘ ‘ above 10% relative 0Oc7bcefc%2Fhgt%2FcustRgn_g
- R intensity; MS2 TIC enome 1e56d a22290.bed+08v
_[SDSGTY/ICTAEMLSQPR
‘Z Doesn't meet PEP score
i~ criterion; mass difference
N 210827_HUVEC5 6.
PB.11293.2 | SDSGTYICTA N is close to the 5ppm = e
PECAM1 s EMLSQPR | 6-390843| troshold, lots of No trypiHCEr)::OrbLAhr?F 129601
- ‘ unassigned fragment
"H‘\H‘j‘m‘_ L _ ions
AEPTGPEAELHNNGIQINSCSVR
- MS2 TIC is only 9.6%;
AEPTGPEAEL N '::::ef d?:g:s:::: 210827_HUVEC5,6_
SP100 | PB.2288.24 | HNHGIQINSC | 13.53313| ' threshold of 25% greater| N0 [tYP_HCDOmbI_4nr_F | 82599
SVR d 9
than 10% relative
abundance
_|[voTFPaPLAAPQEHTLLAPEVWK https://genome.ucsc.edu/cgi- e |
N N N bin/hgTracks?db=hg38&lastVirt e o
Minimum 9 amino acics, it =17 ||| i——
- Score>5, delta " - s
- mass<5ppm, %30 0 i wz’?&?éiiifgév
VDTFPQPLAA 3 PEP<0.005, good b and 210827_HUVEC5,6_ tron retention No t’s’,',/?grﬁjé';f;,;";;fﬂﬁﬁ;jsz“; nevmsossE IO SPGB ]
FTSJ1 | PB.13630.7 |PQCHTLLAPE | 1.127761| - y ion series, extra peaks Yes tryp_HCDorbi_4hr_F | 159097 Insertion  |(PB.13630.3, Y : °,, o csrul
0o event 0Oc7bcefc%2Fhgt%2FcustRgn_g o
VWK MAY exceed 25% above 16 PB.13630.7) : 22 .
b ‘ ‘ ‘ 10% refative imtensity: enome_1e56d_a22290.bed+08v P — A
Lt ‘ Ll ; irtModeType=customUri&virtMod =

MS2 TIC approx 28%
(rough minimum is 20%)

e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F 1

3%2F FOc7bcefc%2Fh




. https://genome.ucsc.edu/cgi-
~|DLSAMEPNDSTS TAVEEPDSLEVL! bin/hgTracks?db=hg388&lastVirt |="
N ModeType=customUrl&lastVirtM
7 Minimum 9 amino acids, odeExtraState=multiRegionsBed )
. Score>5, delta Url%3D%2F userdata%2F sessio B ——
mass<5ppm, ns%2Fr%2F13%2Fmm5db%2F
DLSAMEPNDS PEP<0.005, good b and 210827_HUVEC5,6_ Alternative first Yes 0c7bcefc%2Fhgt%2FcustRgn_g
PB.4517.86 | TSTAVEEPDS y ion series, extra peaks | Yes |tryp_HCDorbi_4hr_F on Insertion | (PB.4517.86 |enome_1e56d_a22290.bed+0&v!
LEVLVK MAY exceed 25% above % x ) irtModeType=customUri&virtVod
Ll I [ ‘ 10% relative intensity; =18multiRegionsBedUrl=%2Fu
— = = & MS2 TIC approx 24% serdata%2Fsessions%2Frr%2F
(rough minimum is 20%) 3%2Fmm5db%2F0c7bcefc%2F
gt%2FcustRgn_genome_1e56d
222290.bed&nonVirtPositiol
6%3A31639028%2D31652705&
e o hitps://genome.ucsc.edulcgi-
GTAGLQTVHSVCPR
! Minimum © amino acids, bin/hgTracks?db=hg38&lastVirt :
- g Different ModeType=customUri&lastVirth o =
Score>5, delta " e
frame of odeExtraState=multiRegionsBed T e B
- mass<5ppm, translation Url%3D%2F userdata%2F sessio o
GTACLQTVHS i PEP<0.005, good b and 210827_HUVECS.6_ leading to Yes | nsU2Frro2F13%2Fmmsdb%2F
EGFL7 | PB.6795.3 0.75184 | | y ion series, extra peaks | Yes  [tryp_HCDorbi_4hr_F | 41752 |  Frameshift "
VCPR MAY o portion of the | (PB.6795.3) | 0c7bcefc%2Fhgt%2FcustRgn_g
exceed 25% above 2 0o
10% M. o protein with enome_1e56d_a22290.bed+08&v
- j relative intensity; . ! y
o different irtModeType=customUrl&virtMod
i MS2 TIC approx 28% i o
! (rough minimum is 20%) sequence. e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F 1
39 9 9 0Fh
GNTAAQMAQTESHSVAR " 3 " [ e
o bin/hgTracks?db=hg38&lastVirt R
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
; Minimum 9 amino acids, Url%3D%2F userdata%2F sessio
i | Score>5, delta ns%2Fr%2F13%2Fmm5db%2F
I i mass<5ppm, 0c7bcefc%2Fhgt%2FcustRgn_g
GNTAAGMAQ L PEP<0.005, good b and 210827_HUVEC56_ ) enome_1e56d_a22290 bed+0&v
PB.43496 | TroloUnr Wil i y ion series, extra peaks | Yes |tryp_HCDorbi_dhr_F Novel exon Insertion Yes |irtModeType=customUri&virtVod
| ‘ ‘ ‘ exceed 25% above 10% 6 e=1&multiRegionsBedUrl=%2Fu
= = £ relative intensity; MS2 serdata%2Fsessions%2Frr%2F 1
TIC approx 10% (rough %2F FOc7bcefc%2f
minimum is 20%) gt%2FcustRgn_genome_1e56d_|
22290 .bed&nonVirtPosition=chr|
6%3A2956008%2D2959291&po
sition=multi%3A70289125%2D7
N2804718&hnsid=1320713113 \
RUEEGAARATTLSVAER
Missed cleavage; extra
T peaks exceed 25% 210827_HUVECS5,6_
CARNMTY| PB.6454.1 [RLEECOAMAT] 7540 |1 above 10% relative No |tryp_HCDorbi_shr_F | 78715
TLSVAER 1 R
intensity; MS2 TIC only )
‘ ‘ 8.5%
A o A
[etccsennr iacavsaaL
- extra peaks exceed 25%
TGFB11 | PB.10368.2 | C-COSCNKP |5 638803 1. above 10% relative No f;gai%gﬂffﬁsi 95880
. ““| AGQVSGAL | intensity; MS2 TIC only -z s
h ‘ 7.4%
“[cArnFoRETVINPETGEQVR Minimum 9 amino acids, hitps://genome.ucsc.edu/cgi= e |
- Score>5, delta bin/hgTracks?db=hg38&lastVirt m
] mass<5ppm, ModeType=customUri&lastVirt = e
. PEP<0.005, good b and 210827_HUVEC5,6_ '
DPP3 | PB.7781.8 %:g;ggg\j;’ 10.90169 |/ yion series, extra peaks | Yes |tryp_HCDorbi_ahr_F | 155102 '“""’;‘::':t“""" Insertion (PBﬁ; g | Uth3D%2Fuserdatati2Fsessio
N do not exceed 25% 8 N ns%2F % 2F 13%2Fmm5db%2F
] above 10% relative 0Oc7bcefc%2Fhgt%2FcustRan_qg
I T ‘ ‘ [ ‘ intensity; MS2 TIC enome_1e56d_a22290.bed+08&v
- _ approx 53% (rough itModeType=customUrl&virtMod
_[QEDAPMIEPLVPEEVSSQK dp et =
N Minimum 9 amino acids, jEE—
5 Score>5, delta
- mass<5ppm,
~ PEP<0.005, good b and .
. . 210827_HUVECS,6. Alternative Yes
PB.11510.2 | QEDAPMIEPL - ) y fon series, extra peaks ErAayite- ae '
EPB41L3 5 VPEEVSSQK | 6-390643 P . ‘ . 40 ot oncoad 25% Yes |tryp_HCDorbi_4hr_F | 151428 | donor (5'splice | Deletion |(PB.11510.2
= = = ot = = = 6 site) 5)
above 10% relative
intensity; MS2 TIC
approx 37% (rough
minimum is 20%)
S ATSRSOARSWEATER — — TICSC.EqU/Car
< eATSASER Minimum 9 amino acids, bin/hgTracks?db=hg38&lastVirt e
Score>5, defta ModeType=customUriaastVirt
y
. mass<5ppm, lodeType=customUrl&lastVi
- PEP<0.005, good b and
] h oy 210827_HUVEC5,6_ No Url%3D%2F userdata%2Fsessio
TINAGL1|PB:306.19IP | GATSASCAAS E. vion series, extra peaks | voo [ivyn HCDorbi_ahr F| 32118 | Frameshit | CMe"98°f | (pB 30619, | ns%2Fr%2F 13%2F mmbab%2F
B.306.2 MSATSR N do not exceed 25% frame
o 9 PB.306.2) | 0c7bcefc%2Fhgt%2FcustRan_g
B above 10% relative
- " enome_1e56d_a22290.bed+0&v
- intensity; MS2 TIC e -
- o irtModeType=customL M
il N T ‘ approx 30% (rough - _ v
= - e 00 =1&multiRegionsBedUrl=%2F
minimum is 20%) i . oo ort




210827_HUVECS,6.

PB.306.19|P| GATSASCAAS ECS.6_
TINaGL1 |8 P A same sequence as above o HGDorb_ahF | 105263
ToAREPVVGASVIOAS s //genome.ucsc.edulcg- =
Ay bin/hgTracks?db=hg38&lastVirt .
Mlnlmslgr;asm::t:ads‘ ModeType=customUrl&lastVirtM ot
mass<5‘ m. odeExtraState=multiRegionsBed
PEP<0.005 gpo;:)d‘band Url%3D%2F userdata%2Fsessio 1R s
EP<0.005, 210827 HUVECS.6_ ) No |ns%2Fri%2F13%2Fmm5db%2F W
CHID1 |PB.7408.151 IDAREPVVGAS yion series, extra peaks | vos [y HCDorbi_dhr F| 40229 | MOTretetON | ycerion  |(PB.7408.15, | 0cTbcefc%2Fhgtv2FeustRan.g
PB.7408.19| VHGAS ) do not exceed 23% o event e
do nol enceed 2o P .7408.19) |enome._1e56d_a22290.bed+08v
. NN i1 AN irtModeType=customUrl&virtMod
T approx é’ou/ (rough e=1&multiRegionsBedUrl=%2Fu
e e 20“/.?) serdata%2Fsessions%2Frr%2F1 ren e
3%2Fmm5db%2F0cTbcefc%2Fh
qt%2FcustRan_genome 1e56d
210827_HUVECS 6_
GRIPAP1| PB.13644.7 | ATSASAIAT |4 13512 tryp_HCDorbi_dhr_F | 37590
r10
210827 HUVECS 6_
ELAVL1 | PB.11846.6 | V'YPQTTCSS | 5 631441 tryp_HCDorbi_ahr_F | 76688
EPITVK P
210827 HUVECS 6
PB.5544.41] | SGGGFSAIDN _HUVECS,6_
BCAP2g |FE054 41 s o HCDorb_thF | 5083
210827 HUVECS 6_
TPx2 | PB.A2746.8 |SVAVQEPFAL |7 8q4304 tryp_HCDorbi_dhr_F | 94947
ATEKR o
AAVEWFDGP 210827_HUVECS 6_
EWSR1 | PB.13268.8 | GGPGGPGGP | 10.14985 tryp_HCDorbi_4hr_F | 154876
MGR 2
GSYGGGDGG
P 2087 35| NGFGGDGN 210827_HUVECS.6_
HNRNPAY 2087 981 | yaaanyND tryp_HCDorbi_4hr_F | 148370
20877 | EGNYSGQQQ 0
SNYGPMK
210827_HUVECS 6
PB.306.19/P| SNTGLRPTPG _HUVECS.6_
TiNaGL1 |8, 398 191 | SNTOLRPTS o HCDor_thF | 24350
210827_HUVECS 6
LSVKEDPYQIL _HUVECS.6_
Fut | Pesttsts|SSACERYA 5 63gs03 o HCDor_hF | 108291
210827 HUVECS 6
RAPGDQAGF _HUVECS.6_
MCAM | PB.8064.40 | NATCTSACE | 1 503681 o HGDorb_ahF | 52063
210827 HUVECS 6_
IACROH2A PB.4095.17 |SLFLGQKPPQ| 0.75184 tryp_HCDorbi_dhr_F | 71361
5
210827 HUVECS 6
PB.12877.2] | SSTDSLPGEL _HUVECS.6_
ncons (73128772 x o HCDob_thF | 7013
210827 HUVECS 6_
MFF | PB.2279.19 | FAAPISAPEY |4 474604 tryp_HCDorbi_dhr_F | 140104
TPVLR ot
NLEALALDLM 210827_HUVECS 6_
XRCC6 | PB.13420.6 | EPEQAVDLTY | 2265521 tryp_HCDorbi_4hr_F | 242933
1
210827 HUVECS 6
PB.7408.15] | EPVVGASVH _HUVEC56_
cHIDT [P e | PV o tyo_ HCDorb_ahF | 35085
PB.10482.1 210827 HUVECS 6_
EDC4 |0[PB.10482.| DGGSILGLGR tryp_HCDorbi_dhr_F | 95904
9 12
210827_HUVECS 6_
ars1 | pe.eso27 | EVPSTEPI | 075184 tryp_HCDorbi_dhr_F | 157285
6
GsN  |PB6628.19] | LCPVSSAPNS oAb ame F | 121841
PB.6628.23 | MVVEHPEFLK Riinoeiets
210827_HUVECS 6_
maP4 |8 256830 |PAPTTICCL 1 5oaes1 tryp_HCDorbi_dhr_F | 27639
r4
210827 HUVECS 6_
PDLIM4 | PB.4059.7 | THACMLEAG | | (07764 tryp_HCDorbi_ahr_F | 91619
EGGK povt
210827 HUVECS 6_
NR2C2 | PB.2424.3 VGTQQRVAEVT 0.75184 tryp_HCDorbi_4hr_F | 41243
6
210827_HUVECS 6
SLGMASGSG _HUVECS.6_
WaPa | PB.2568.18 | SLOMASSSS | 0 75184 tp_HCDroL4nr_F | 123944
210827 HUVECE 6
MAP4 | PB.2568.18 | SLOMASCSG | 7540, tryp_HCDorbi_4hr_F | 181881

SPTEFLEEK

r11




210827_HUVECS,6,

QVVPSAK

r14

SREBF1 | PB.10847.6 |M-CATAVEGP | 7514 tryp_HCDorbi_dhr_F | 93055
r4
210827 HUVECS 6
TAAAVRPEVA et n =
™28 | PB.8961.3 | TASRIFREYA | 075184 o HCDor_ahF | 60015
210827 HUVECS 6_
EFHD2 | PB.137.2 | EVQAINVSSR |6.766564 tryp_HCDorbi_dhr_F | 35451
7
210827_HUVEC5,6_
YEATS? | PB.3076.14 AGFP’;;STEAE 075184 tryp_HCDorbi_ahr_F| 42500
4
210827_HUVEC5,6,
QQEEQDILNF _HUVECS6_
usAPaL | PB.927.12 | AGEEDN 1 679601 tye_HGDorb_th | 243852
210827 HUVECS 6
NPPTSTSHVA ~ n =
KDELR2 | PB.5090.2 | NPT ISHYA 4 870601 tye_HGDorb_ahF | 29808
210827 HUVECS 6_
GRIPAP1 | PB.13644.7 |SRLTATSASQIN 435405 tryp_HCDorbi_ahr_F | 30790
QrAk oo
PB.10482.1 210827_HUVECS 6_
EDC4 |0|PB.10482. 'LETG:TTWH tryp_HCDorbi_4hr_F | 48822
9 r3
EEQQDILSKF 210827_HUVECS5,6_
GAK P%%ﬁ%“gp EEKEAETGAE tryp_HCDorbi_dhr_F | 132985
3 3 NASSK 4
210827_HUVECS 6
TQTSRPESPG A 5
NR2C2 | PB24243 TG SR LSRG 0 75184 tye_HGDorb_ah | 33528
210827 HUVECS 6
TQTSRPESPG ~ n =
NR2C2 | PB24243 |TYISEPESPC 075184 tyo_ HCDorb_ahF | 34724
210827 HUVECS 6
PB.1416.36| | YFGSPALPQF ~ N =
DN | o HGDorb_ahF | 145205
Myl 210827_HUVECS.6_
CNPY3 | PB4ga3 4 |PSSSESLRY) 5 38308 tryp_HCDorbi_4hr_F | 202088
M
LGR
TVSGGEASA 210827_HUVECS5,6_
PDIA5 | PB.2842.8 | QSSLSADGQ | 9.398005 tryp_HCDorbi_dhr_F | 71748
GNFH 5
210827_HUVECS 6_
PDCD6IP | PB.2480.13 | TMPYLENARA 1 503641 tryp_HCDorbi_4hr_F | 78462
r3
210827 HUVECS 6_
POLE3 | PB.6603.3 |"KEAVSSSGG| 7 115484 tryp_HCDorbi_ahr_F| 30071
ADER 9
210827 HUVECS 6
PB.1381.15| | QEETLREQTL _HUVECS.6_
spccacg o198 151 AEETLREAT o HCDor_ahF | 62684
210827_HUVECS5,6.
GPAAAATAEP _HUVECS.6_
TCIRG1 | PB.7820.23 | ST AAAIEEP | 3 007362 tryp_HCDrgrbl_Ahr_F 39730
LGSNDKEIMK 210827_HUVECS5,6_
TINAGL1 | PB.306.12 | ELMENGPVQ | 1.127761 tryp_HCDorbi_4hr_F | 140297
GR )
LGSNDKEIMK 210827_HUVECS 6_
TINAGL1| PB.306.12 | ELMENGPVQ | 1.127761 tryp_HCDorbi_dhr_F | 140115
9
LGSNDKEIMK 210827 HUVECS 6_
TINAGL1| PB.306.12 | ELMENGPVQ | 1.127761 tryp_HCDorbi_dhr_F | 132634
GR 10
210827 HUVECS 6
PB.12413.2 | KSPMEEEIGN _HUVECS.6_
RASIP1 2 e | 075184 o HODorb_thF | 120513
210827 _HUVECS5,6.
PB.12413.2 | KSPMEEEIGN _HUVECS.6_
RASIP1 2 Saiva | 075184 twp_HC?f;bl_Ahr_F 164276
sl 210827_HUVECS.6_
EIF3C | PB.10203.6 | PO TOTV |4 503681 o HGDor_ahF | 151107
GEQR
210827 HUVECS 6
AGLESGAEPG ~ n =
DKC1 [PBA3939.6 (o oS SAEES) 075184 e HCDor_ahF | 63628
210827 HUVECS 6_
CRACR2A| PB.8149.1 |SSASEEEEEV ) gc063 tryp_HCDorbi_hr_F | 135604
FGIPR o
APQSTGPPPA 210827 HUVECS 6_
EIF4G1 | PB.3084.13 |PSPGLPQHFY | 0.75184 tryp_HCDorbi_4hr_F | 93359
PSR r4
210827_HUVEC5,6_
PRPF31 | DB 12514.1 | KQANRMSFG | 7510, tryp_HCDorbi_dhr_F | 49333
0 EVR o
210827 HUVECS 6_
PRPF31 | PB12514.1 | KQANRMSFG | 7540, tryp_HCDorbi_4hr_F | 60035
0 EVR pouk
210827 HUVECS 6_
TPM1 | PB.O793.11 QAEASXAS"N 1427761 tryp_HCDorbi_ahr_F| 36261
6
210827 HUVECS 6_
SFPQ | PB.348.12 | STKEILIFTT |4.886963 tryp_HCDorbi_dhr_F | 111484
5
HDIDCQWVDT 210827 HUVEC5 6_
LOXL2 |PB.5833.22 | TDVPPGDYLF | 25.93849 tryp_HCDorbi_4hr_F | 223538




210827_HUVECS,6,

LRCH3 | PB.3162.17 | IGVPQELLK | 0.75184 tryp_HCDorbi_dhr_F | 107154
r15
210827 HUVECS 6_
SMARCCZ PB.8453.16 EGER\f‘fGEE 075184 tryp_HCDorbi_ahr_F | 131372
)
210827 HUVECS 6
LNQQQHPDS _HUVECS.6_
spouTt | PB.6707.6 | NIaOHEDS |1 127761 o HCDorb_thF | 32468
210827_HUVEC5,6_
ZMYND8 PB'121885'1 TFSM’ERPGSA 4511042 tryp_HCDorbi_ahr_F| 63314
7
210827_HUVEC5,6_
GLA |PB.13773.3 |NFEAMVAEPK | 4836963 tryp_HCDorbi_4hr_F| 82400
8
210827 HUVECS6_
ISLC25A29 PB.9503.16 | CSCYPPMAL |5 750505 tryp_HCDorbi_ahr_F| 28193
SPGGPGR ot
210827 HUVECS 6_
FTsJ1 | PB.13630.7 [CPSAPALTPS |y 7761 tryp_HCDorbi_ahr_F | 210744
PCAFF ot
210827_HUVECS 6
SQAEEHHAG _HUVECS.6_
SCRN1 |PB.5171.16 | SIAEERHAS | o 75184 o HODob_thF | 34226
210827 _HUVECS5,6.
GVSSQPWEG _HUVECS6_
PRYL28 | PB54.12 [CVORERIEC | 075184 tryp_Hc?ﬁm_Anr_F 137263
210827_HUVECS 6
AVTRCAAAG AL 6
UAPILT | PB.6811.13 | AUTROMAS | 0 75184 tye_HGDorb_thF | 145605
210827 HUVECS 6_
ZEB1 |PB.6948.22 QANPGR}?NNA 075184 tryp_HCDorbi_ahr_F | 174748
r2
210827 HUVECS 6
TLTINAFQHQ ~ N =
LAMA4 | PB.447.99 | T NATOR 16 766564 o HCDor_ahF | 76624
210827 HUVECS 6_
U2SURP | PB.2954.16 | LREIEEKEK | 0.75184 tryp_HCDorbi_4hr_F | 54435
7
210827_HUVECS5,6.
RNAAMAAQG _HUVECS.6_
RAN  [P.gstna1| RECAVEREC 1 3.007362 tryp_HCDr%rbl_Ahr_F 86809
210827 HUVECS 6_
TMasF4 | PB-127511 | GLOWGGMKL | 15776, tryp_HCDorbi_dhr_F | 157495
2 DGEGR port
210827 HUVECS 6_
TMosF4 | PB-12751.1 |GLGWGGMKL | 4 4577 tryp_HCDorbi_ahr_F | 121642
2 DGEGR 6
QLDSTIGIHPY 210827 HUVECS 6_
TXNRD1 | PB.8628.12 | CAEGSCHPG |4.511042 tryp_HCDorbi_4hr_F | 155884
WSAW 12
210827 HUVEC5 6_
PRKAR2A| PB.2585.28 KlWF:.:‘.‘\I/_EFHR 0.75184 tryp_HCDorbi_4hr_F | 45225
r4
210827_HUVECS5,6_
MAPRE1 | PB.12763.2 IVD”—Y\?TDVC 4135122 tryp_HCDorbi_4hr_F | 202173
15
PAAPPPPVG 210827_HUVECS 6
PB.10200.1 | GAANNHGAG _HUVECS.6_
GSPT1 0 | aronS | 075184 o HCDob_thF | 49405
210827_HUVECS 6_
TSN |PB.1936.15| ELSQIGR |1.127761 tryp_HCDorbi_dhr_F | 79552
1
o 210827_HUVECS,6_
ARHGDIA| PB.11451.3 [SEASCOVIN! 6 766564 tye_HGDorbi_ahF | 216610
ESFKK
210827_HUVEC5,6_
GART | PB.13065.1 vQGILéLQPP 3.759202 tryp_HCDorbi_4hr_F | 163319

r6




