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FXR1 PB.3060.6 GYATDESTVS
SVQGSR 6.014723

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 44% (rough 
minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r4
58931 Intron retention 

event Insertion 
No 

(PB.3060.6, 
PB.3060.8)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirtModeType=customUrl
&lastVirtModeExtraState=multiRegionsBedUrl%3D%2
Fuserdata%2Fsessions%2Frr%2F13%2Fmm5db%2F0c
7bcefc%2Fhgt%2FcustRgn_genome_1e56d_a22290.b
ed+0&virtModeType=customUrl&virtMode=1&multiR
egionsBedUrl=%2Fuserdata%2Fsessions%2Frr%2F13
%2Fmm5db%2F0c7bcefc%2Fhgt%2FcustRgn_genome
_1e56d_a22290.bed&nonVirtPosition=chr3%3A18095
7837%2D180970192&position=multi%3A61641893%2
D61642598&hgsid=1323801373_4Vg42e7GvytrAAcRe

EqOrBP6IHtS

APEH PB.2610.6
AGPDPGVSP
AQVLLSEPEE

AAALYR
5.638803

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 24% (rough 

minimum is 20%); y9 
ends in proline and is 

most abundant as 
expected

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
220913 Intron retention 

event Insertion 
No 

(PB.2610.6, 
PB.2060.7)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
3%3A49674383%2D49674573&
position=multi%3A58605299%2
D58605489&hgsid=1323801373
_4Vg42e7GvytrAAcReEqOrBP6I

TUBA1A PB.8359.9
AVFVDLEPTVI
GKEDAANNY

AR
2.631441

MS2 TIC only 13%, too 
many missing fragment 

ions and unassigned 
peaks, 1 missed 

cleavage

No
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
148203

NASP PB.473.10
ATLVESSTSG
FTPGGGGSS

VSMR
1.879601

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 48% (rough 

minimum is 20%); y11 
ending in proline is most 
abundant as expected

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
113107 Exon skipping 

event Deletion Yes 
(PB.473.10)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr

NASP PB.473.10
ATLVESSTSG
FTPGGGGSS

VSMR
1.879601 same sequence as above 

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r7
83077

MAP4 PB.2568.9
KKPCSETSQI
EGSPTEFLEE

K
3.007362

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 27% (rough 

minimum is 20%); y8 
ending in proline is most 
abundant as expected

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r8
86426 Exon skipping 

event Deletion Yes 
(PB.2568.9)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
3%3A47928247%2D47998821&
position=multi%3A58410922%2
D58413847&hgsid=1323801373
_4Vg42e7GvytrAAcReEqOrBP6I
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Precursor Charge: 2
Precursor Mass: 1642.742
Theoretical Mass: 1642.743
Score: 22.443
Protein Accession: PB.3060.6
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 3
Precursor Mass: 2536.278
Theoretical Mass: 2536.281
Score: 22.245
Protein Accession: PB.2610.6
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 3
Precursor Mass: 2391.206
Theoretical Mass: 2391.207
Score: 22.133
Protein Accession: PB.8359.9
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 2171.016
Theoretical Mass: 2171.016
Score: 21.479
Protein Accession: PB.473.10
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 3
Precursor Mass: 2423.152
Theoretical Mass: 2423.153
Score: 21.273
Protein Accession: PB.2568.9
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 3
Precursor Mass: 3448.576
Theoretical Mass: 3448.580
Score: 21.238
Protein Accession: PB.8415.24|PB.8415.27|PB.8415.75
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000

Scale
chr1:

1 kb hg38
45,608,000

GENCODE V39 (13 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

NASP
NASP
NASP
NASP

CCDC17
CCDC17
CCDC17

K.YGETANECGEAFFFYGK.S
K.SLLELAR.M

K.SAEEPQEKVDLTLDWLTETSEEAK.G
K.VDLTLDWLTETSEEAK.G

K.QGEVIVSIEEKPK.E
K.QGEVIVSIEEKPKEVSEEQPVVTLEK.Q

K.QGTAVEVEAESLDPTVKPVDVGGDEPEEK.V
K.DGAVNGPSVVGDQTPIEPQTSIER.L

R.LTETKDGSGLEEKVR.A
R.AKLVPSQEETKLSVEESEAAGDGVDTK.V

K.LVPSQEETKLSVEESEAAGDGVDTK.V
K.SLQENEEEEIGNLELAWDMLDLAK.I

K.RQETKEAQLYAAQAHLK.L
R.QETKEAQLYAAQAHLK.L

K.EAQLYAAQAHLK.L
K.LGEVSVESENYVQAVEEFQSCLNLQEQYLEAHDR.L

R.LLAETHYQLGLAYGYNSQYDEAVAQFSK.S

K.SIEVIENR.M
R.MAVLNEQVK.E

R.MAVLNEQVKEAEGSSAEYK.K
R.MAVLNEQVKEAEGSSAEYKK.E

K.KEIEELKELLPEIR.E
K.EIEELKELLPEIR.E

R.SGNVAELALK.A

K.ATLVESSTSGFTPGGGGSSVSMR.K
K.ATLVESSTSGFTPGGGGSSVSMIASR.K

R.KPTDGASSSNCVTDISHLVR.K

NASP|PB.473.1|pFSM|117
NASP|PB.473.2|pNNC|1
NASP|PB.473.3|pNNC|6
NASP|PB.473.8|pNIC|3

NASP|PB.473.6|pFSM|7
NASP|PB.473.5|pFSM|38
NASP|PB.473.19|pNIC|2
NASP|PB.473.16|pNIC|1
NASP|PB.473.10|pNIC|2

Scale
chr1:

100 bases hg38
45,616,400 45,616,700 45,617,500

GENCODE V39 (7 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

NASP
NASP
NASP
NASP

R.MAVLNEQVKEAEGSSAEYKK.E
K.KEIEELKELLPEIR.E

K.EIEELKELLPEIR.E
R.SGNVAELALK.A

K.ATLVESSTSGFTPGGGGSSVSMR.K
K.ATLVESSTSGFTPGGGGSSVSMIASR.K

R.KPTDGASSSNCVTDISHLVR.K

NASP|PB.473.1|pFSM|117
NASP|PB.473.2|pNNC|1
NASP|PB.473.8|pNIC|3

NASP|PB.473.6|pFSM|7
NASP|PB.473.5|pFSM|38
NASP|PB.473.19|pNIC|2
NASP|PB.473.16|pNIC|1
NASP|PB.473.10|pNIC|2

Scale
:chr3

5 kbhg38
47,975,000

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

MAP4
MAP4
MAP4
MAP4
MAP4
MAP4
MAP4

R.EAQTLDSQIQETSI.-
K.VGSLDNVGHLPAGGAVK.T
K.HVPGGGNVQIQNKKVDISK.V
K.DNIKHVPGGGNVQIQNKK.V
K.HVPGGGNVQIQNK.K
K.DNIKHVPGGGNVQIQNK.K
K.CGSKDNIKHVPGGGNVQIQNK.K
K.TAGPIASAQKQPAGK.V
R.LSRLATNTSAPDLKNVR.S
R.LATNTSAPDLKNVR.S
R.LSRLATNTSAPDLK.N
R.LATNTSAPDLK.N
K.ATPMPSRPSTTPFIDK.K
K.TTTLSGTAPAAGVVPSRVK.A
K.TTTLSGTAPAAGVVPSR.V
K.KTTTLSGTAPAAGVVPSR.V
K.SVPADLSRPK.S

R.SPSTLLPK.K
K.TTTAAAVASTGPSSR.S
R.ASPSKPASAPASR.S
K.TQPTSLPKQPAPTTIGGLNK.K
K.TKPAPTTIGGLNK.K
K.QPAPTTIGGLNK.K

K.TKPLATTQPAK.T

K.CSLPAEEDSVLEKLGER.K
K.KCSLPAEEDSVLEKLGER.K

K.GISEDSHLESLQDVGQSAAPTFMISPETVTGTGKK.C
K.GISEDSHLESLQDVGQSAAPTFMISPETVTGTGK.K

K.DVPPLSETEATPVPIKDMEIAQTQK.G

K.DGVLTLANNVTPAKDVPPLSETEATPVPIKDMEIAQTQK.G

K.DGVLTLANNVTPAKDVPPLSETEATPVPIK.D
K.DGVLTLANNVTPAK.D
K.TEAPLAKDGVLTLANNVTPAK.D
K.NVCLPPEMEVALTEDQVPALKTEAPLAK.D
K.NVCLPPEMEVALTEDQVPALK.T
K.DVTPPPETEVVLIK.N

K.EVGLLKDMSPLSETEMALGKDVTPPPETEVVLIK.N

K.DMSPLSETEMALGKDVTPPPETEVVLIK.N
K.DMSPLSETEMALGK.D
K.EVGLLKDMSPLSETEMALGK.D
K.DVAPSTVKEVGLLK.D
K.DMAQLPETEIAPAKDVAPSTVKEVGLLK.D
K.DMAQLPETEIAPAKDVAPSTVK.E

K.ALPLEAEVAPVKDMAQLPETEIAPAKDVAPSTVK.E

K.DKALPLEAEVAPVKDMAQLPETEIAPAK.D
K.ALPLEAEVAPVKDMAQLPETEIAPAK.D
K.ALPLEAEVAPVK.D
K.DKALPLEAEVAPVK.D
R.DMTLPPETNVILTKDK.A
R.DMTLPPETNVILTK.D
K.VALSSETEVALAR.D
K.DLVLLSEIEVAQANDIISSTEISSAEK.V

K.IVPAKDLVLLSEIEVAQANDIISSTEISSAEK.V

K.MDLAPSKDMGPPKENK.K

K.MDLAPSKDMGPPK.E
R.ASPIKMDLAPSKDMGPPK.E
R.ASPIKMDLAPSK.D
K.DVTLLKETER.A
K.NVVLPTETEVAPAKDVTLLKETER.A
K.NVVLPTETEVAPAKDVTLLK.E
K.NVVLPTETEVAPAK.D
R.WPTETDVSSAK.N
K.DVRWPTETDVSSAK.N
K.EVALVKDVR.W
K.DMELPTEKEVALVKDVR.W
K.DMELPTEKEVALVK.D
K.DMQPSMESDMALVKDMELPTEKEVALVK.D
K.DMQPSMESDMALVKDMELPTEK.E
K.DMQPSMESDMALVK.D
K.LDVTLAK.D
K.TEVALAKDMESPTKLDVTLAK.D
K.DMESPTKLDVTLAK.D
K.DMALATKTEVALAK.D
K.TTDMAPSKETEMALAKDMALATK.T
K.TTDMAPSKETEMALAK.D
K.EIEMASEERPPAQALEIMMGLK.T
K.MYHDDDLADLVFPSSATADTSIFAGQNDPLKDSYVPLELAK.E

K.MYHDDDLADLVFPSSATADTSIFAGQNDPLK.D
K.MAYQEYPNSQNWPEDTNFCFQPEQVVDPIQTDPFK.M

K.KKPCSETSQIEGSPTEFLEEK.M
K.SLGMASGSGSPTEFLEEK.M

R.DFIATLEAEAFDDVVGETVGKTDYIPLLDVDEKTGNSESK.K
K.TDYIPLLDVDEKTGNSESK.K

K.TDYIPLLDVDEK.T

R.DFIATLEAEAFDDVVGETVGKTDYIPLLDVDEK.T
K.RDFIATLEAEAFDDVVGETVGK.T
R.DFIATLEAEAFDDVVGETVGK.T

MAP4|PB.2568.4|pNIC|5
MAP4|PB.2568.9|pNIC|3
MAP4|PB.2568.8|pNIC|1
MAP4|PB.2568.7|pFSM|37
MAP4|PB.2568.12|pNIC|5
MAP4|PB.2568.11|pNIC|4
MAP4|PB.2568.10|pNIC|8
MAP4|PB.2568.18|pNNC|1
MAP4|PB.2568.20|pNNC|1
MAP4|PB.2568.32|pNIC|2
MAP4|PB.2568.31|pNIC|1
MAP4|PB.2568.30|pNNC|2
MAP4|PB.2568.26|pNIC|2

Scale
:chr3

1 kbhg38
47,973,50047,974,00047,974,50047,975,000

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

MAP4
MAP4
MAP4
MAP4
MAP4
MAP4

K.MAYQEYPNSQNWPEDTNFCFQPEQVVDPIQTDPFK.M
K.KKPCSETSQIEGSPTEFLEEK.M
K.SLGMASGSGSPTEFLEEK.M

R.DFIATLEAEAFDDVVGETVGKTDYIPLLDVDEKTGNSESK.K

K.TDYIPLLDVDEKTGNSESK.K
K.TDYIPLLDVDEK.T
R.DFIATLEAEAFDDVVGETVGKTDYIPLLDVDEK.T

K.RDFIATLEAEAFDDVVGETVGK.T
R.DFIATLEAEAFDDVVGETVGK.T

MAP4|PB.2568.4|pNIC|5
MAP4|PB.2568.9|pNIC|3
MAP4|PB.2568.8|pNIC|1
MAP4|PB.2568.7|pFSM|37
MAP4|PB.2568.12|pNIC|5
MAP4|PB.2568.11|pNIC|4
MAP4|PB.2568.10|pNIC|8
MAP4|PB.2568.18|pNNC|1
MAP4|PB.2568.20|pNNC|1
MAP4|PB.2568.32|pNIC|2
MAP4|PB.2568.31|pNIC|1
MAP4|PB.2568.30|pNNC|2
MAP4|PB.2568.26|pNIC|2

Scale
chr12:

100 bases hg38
53,462,550 53,464,800

GENCODE V39 (7 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

ENSG00000257379
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2

PCBP2-OT1
ENSG00000273658

K.PSSSPVIFAGGQDR.Y
R.YSTGSDSASFPHTTPSMCLNPDLEGPPLELTK.L

R.YSTGSDSASFPHTTPSMCLNPDLEGPPLEAYTIQGQYAIPQPDLTK.L

PCBP2|PB.8415.16|pFSM|145
PCBP2|PB.8415.18|pFSM|140

PCBP2|PB.8415.20|pNIC|24
PCBP2|PB.8415.21|pNNC|1
PCBP2|PB.8415.22|pNIC|1
PCBP2|PB.8415.27|pNIC|5
PCBP2|PB.8415.26|pNIC|2
PCBP2|PB.8415.24|pNIC|1

PCBP2|PB.8415.23|pFSM|42
PCBP2|PB.8415.63|pNNC|2
PCBP2|PB.8415.60|pNIC|2

PCBP2|PB.8415.53|pFSM|18
PCBP2|PB.8415.51|pFSM|33
PCBP2|PB.8415.43|pFSM|74

PCBP2|PB.8415.39|pNIC|3
PCBP2|PB.8415.37|pFSM|79

PCBP2|PB.8415.33|pNIC|2
PCBP2|PB.8415.32|pNIC|45
PCBP2|PB.8415.30|pNNC|5
PCBP2|PB.8415.29|pNNC|2
PCBP2|PB.8415.35|pNIC|2

PCBP2|PB.8415.75|pNIC|27
PCBP2|PB.8415.69|pNNC|3
PCBP2|PB.8415.79|pNIC|1
PCBP2|PB.8415.87|pNIC|1

PCBP2|PB.8415.88|pNNC|1
PCBP2|PB.8415.94|pNNC|1

Scale
chr3:

2 kb hg38

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

CCDC39
CCDC39
CCDC39
CCDC39

ENSG00000285336
ENSG00000285336

FXR1
FXR1
FXR1
FXR1
FXR1
FXR1
FXR1

K.GFIKDVHEDSLTVVFENNWQPER.Q
R.QVPFNEVRLPPPPDIK.K

R.QVPFNEVRLPPPPDIKK.E
R.LPPPPDIKK.E

R.LPPPPDIKKEISEGDEVEVYSR.A
R.ANDQEPCGWWLAK.V

R.MMKGEFYVIEYAACDATYNEIVTFER.L
K.GEFYVIEYAACDATYNEIVTFER.L

K.CTVDVPEDLR.E
K.CTVDVPEDLREACANENAHK.D

K.CTVDVPEDLREACANENAHKDFK.K
R.IFYHPETTQLMILSASEATVK.R

R.VNILSDMHLR.S
R.EDLMGLAIGTHGSNIQQAR.K

R.KVPGVTAIELDEDTGTFR.I
K.VPGVTAIELDEDTGTFR.I

R.IYGESADAVK.K
K.VIQEIVDK.S

K.VIQEIVDKSGVVR.V
R.VRIEGDNENKLPR.E

R.IEGDNENKLPREDGMVPFVFVGTK.E
R.EDGMVPFVFVGTK.E

R.LQIDEQLR.Q
R.LQIDEQLRQIGSR.S

K.GYATDESTVSSVQGSR.S
R.RGPNYTSGYGTNSELSNPSETESER.K

R.KDELSDWSLAGEDDRDSR.H
K.SSISSVLKDPDSNPYSLLDNTESDQTADTDASESHHSTNRR.R

K.SSISSVLKDPDSNPYSLLDNTESDQTADTDASESHHSTNR.R
K.DPDSNPYSLLDNTESDQTADTDASESHHSTNRR.R

R.RTDEDAVLMDGMTESDTASVNENGLGK.R
R.RTDEDAVLMDGMTESDTASVNENGLGKR.C

R.RTDEDAVLMDGMTESDTASVNENGLVTVADYISR.A
R.TDEDAVLMDGMTESDTASVNENGLGK.R

R.TDEDAVLMDGMTESDTASVNENGLGKR.C
R.TDEDAVLMDGMTESDTASVNENGLVTVADYISR.A

K.AINGPTSASGDDISKLQR.T
K.AINGPTSASGDDISK.L

R.TPGEEKINTLKEENTQEAAVLNGVS.-
K.INTLKEENTQEAAVLNGVS.-

FXR1|PB.3060.2|pFSM|39
FXR1|PB.3060.8|pNIC|13

FXR1|PB.3060.7|pFSM|11
FXR1|PB.3060.6|pNIC|6

Scale
chr3:

100 bases hg38
180,963,000

GENCODE V39 (5 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

FXR1
FXR1
FXR1
FXR1
FXR1
FXR1

R.IEGDNENKLPREDGMVPFVFVGTK.E
R.EDGMVPFVFVGTK.E

R.LQIDEQLR.Q
R.LQIDEQLRQIGSR.S

K.GYATDESTVSSVQGSR.S
R.RGPNYTSGYGTNSELSNPSETESER.K

FXR1|PB.3060.2|pFSM|39
FXR1|PB.3060.8|pNIC|13

FXR1|PB.3060.7|pFSM|11
FXR1|PB.3060.6|pNIC|6

Scale
chr3:

50 bases hg38
49,674,450 49,674,500 49,674,550

GENCODE V39 (10 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

APEH
APEH

R.QVLLSEPEEAAALYR.G
R.AGPDPGVSPAQVLLSEPEEAAALYR.G

R.GLSRQPALSAACLGPEVTTQYGGQYR.T
R.QPALSAACLGPEVTTQYGGQYR.T

APEH|PB.2610.1|pFSM|74
APEH|PB.2610.2|pNNC|4
APEH|PB.2610.4|pFSM|2
APEH|PB.2610.8|pNIC|1

APEH|PB.2610.7|pNNC|1
APEH|PB.2610.6|pNIC|6

APEH|PB.2610.5|pFSM|1
APEH|PB.2610.9|pNIC|6

Scale
chr3:

500 bases hg38

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

APEH
APEH

R.QVLLSEPEEAAALYR.G
R.AGPDPGVSPAQVLLSEPEEAAALYR.G

R.GLSRQPALSAACLGPEVTTQYGGQYR.T
R.QPALSAACLGPEVTTQYGGQYR.T

R.TVHTEWTQR.D
R.DLERMENIR.F

R.QYLVFHDGDSVVFAGPAGNSVETRGELLSR.E
R.QYLVFHDGDSVVFAGPAGNSVETR.G

K.AGGTGPGEEKQFLEVWEK.N

K.QFLEVWEK.N
K.LKSFNLSALEK.H

K.SFNLSALEK.H
K.AESFFQTK.A

K.GDQFVFYEDWGENMVSK.S
R.RSALYYVDLIGGKCELLSDDSLAVSSPR.L

R.SALYYVDLIGGK.C

R.SALYYVDLIGGKCELLSDDSLAVSSPR.L

K.CELLSDDSLAVSSPR.L

APEH|PB.2610.1|pFSM|74
APEH|PB.2610.2|pNNC|4
APEH|PB.2610.4|pFSM|2
APEH|PB.2610.8|pNIC|1

APEH|PB.2610.7|pNNC|1
APEH|PB.2610.6|pNIC|6

APEH|PB.2610.5|pFSM|1
APEH|PB.2610.9|pNIC|6



PCBP2
PB.8415.24|
PB.8415.27|
PB.8415.75

YSTGSDSASF
PHTTPSMCLN
PDLEGPPLEL

TK

There are many prolines, 
which might explain why 
there are so few b ions; 
meets all other criteria 
but PEP hovers around 

minimum criterion

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
185556 Exon skipping 

event Deletion 

No(PB.8415.
24,PB.8415.
27,PB.8415.

75)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
12%3A53462482%2D53467240
&position=multi%3A19540330%
2D19540670&hgsid=132380137
3_4Vg42e7GvytrAAcReEqOrBP

SCAMP3 PB.954.9

DGGNPFAEP
SELDNPFQAS
AAAATAELLK

K

0.75184

MS2 TIC only 16%, PEP 
barely meets criterion, 

too many missing 
fragment ions and 
unassigned peaks

No
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r14
222797

DAB2IP
PB.6630.12|
PB.6630.3|P

B.6630.9

MVIENDLSGS
SGVQPSPAR

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 48% (rough 

minimum is 20%); y5 
ending in proline is 

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
87656

Alternative 
acceptor (3' 
splice site)

Deletion 

No 
(PB.6630.3, 
PB.6630.9, 

PB.6630.12)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1

ARVCF

PB.13187.1
8|PB.13187.
2|PB.13187.
35|PB.1318
7.4|PB.1318

7.44

GASSAGEASE
KEPLKGPGPA

SCS

MS2 TIC at 20%, PEP 
just above minimum, 

significant unassigned 
fragment ions, 2 missed 

cleavages

No
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r4
42889

PRKCSH PB.11912.1
6

AQQEQELAA
DAFKELDDDM
DGTLLLPRPR

1.127761

MS2 TIC only 13.5%, 
PEP just above 

minimum, significant 
unassigned fragment 

ions, 1 missed cleavages

No
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r10
213920

UBAP2 PB.6339.16 SQQTLDTTSS
VPAPK 3.759202

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 43% (rough 

minimum is 20%); y4 
ending in proline is 

among most abundant as 
expected

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
52561

Alternative 
acceptor (3' 
splice site)

Insertion 
No 

(PB.6339.7, 
6339.16)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr

FAM120A PB.6511.1 APAAAMGVQ
GFQDYIEK 0.75184

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 42% (rough 
minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
154811

Usages of an 
ATG start that is 
further upstream 

than the ATG 
start annotated 
in GENCODE

Insertion Yes 
(PB.6511.1)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1

FAM120A PB.6511.1 APAAAMGVQ
GFQDYIEK 0.75184 same sequence as above (oxidized methionine version of a 

peptide already listed earlier in the table)

Doesn't meet PEP score 
criterion (since this 

sequence is just the Mox 
version of the peptide 
above, I don't think it 
makes sense to track 

down the other spectra)

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
126162
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Precursor Mass: 4469.140
Theoretical Mass: 4469.126
Score: 19.270
Protein Accession: PB.2568.11
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000

Scale
:chr3

5 kbhg38
47,975,000

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

MAP4
MAP4
MAP4
MAP4
MAP4
MAP4
MAP4

R.EAQTLDSQIQETSI.-
K.VGSLDNVGHLPAGGAVK.T
K.HVPGGGNVQIQNKKVDISK.V
K.DNIKHVPGGGNVQIQNKK.V
K.HVPGGGNVQIQNK.K
K.DNIKHVPGGGNVQIQNK.K
K.CGSKDNIKHVPGGGNVQIQNK.K
K.TAGPIASAQKQPAGK.V
R.LSRLATNTSAPDLKNVR.S
R.LATNTSAPDLKNVR.S
R.LSRLATNTSAPDLK.N
R.LATNTSAPDLK.N
K.ATPMPSRPSTTPFIDK.K
K.TTTLSGTAPAAGVVPSRVK.A
K.TTTLSGTAPAAGVVPSR.V
K.KTTTLSGTAPAAGVVPSR.V
K.SVPADLSRPK.S

R.SPSTLLPK.K
K.TTTAAAVASTGPSSR.S
R.ASPSKPASAPASR.S
K.TQPTSLPKQPAPTTIGGLNK.K
K.TKPAPTTIGGLNK.K
K.QPAPTTIGGLNK.K

K.TKPLATTQPAK.T

K.CSLPAEEDSVLEKLGER.K
K.KCSLPAEEDSVLEKLGER.K

K.GISEDSHLESLQDVGQSAAPTFMISPETVTGTGKK.C
K.GISEDSHLESLQDVGQSAAPTFMISPETVTGTGK.K

K.DVPPLSETEATPVPIKDMEIAQTQK.G

K.DGVLTLANNVTPAKDVPPLSETEATPVPIKDMEIAQTQK.G

K.DGVLTLANNVTPAKDVPPLSETEATPVPIK.D
K.DGVLTLANNVTPAK.D
K.TEAPLAKDGVLTLANNVTPAK.D
K.NVCLPPEMEVALTEDQVPALKTEAPLAK.D
K.NVCLPPEMEVALTEDQVPALK.T
K.DVTPPPETEVVLIK.N

K.EVGLLKDMSPLSETEMALGKDVTPPPETEVVLIK.N

K.DMSPLSETEMALGKDVTPPPETEVVLIK.N
K.DMSPLSETEMALGK.D
K.EVGLLKDMSPLSETEMALGK.D
K.DVAPSTVKEVGLLK.D
K.DMAQLPETEIAPAKDVAPSTVKEVGLLK.D
K.DMAQLPETEIAPAKDVAPSTVK.E

K.ALPLEAEVAPVKDMAQLPETEIAPAKDVAPSTVK.E

K.DKALPLEAEVAPVKDMAQLPETEIAPAK.D
K.ALPLEAEVAPVKDMAQLPETEIAPAK.D
K.ALPLEAEVAPVK.D
K.DKALPLEAEVAPVK.D
R.DMTLPPETNVILTKDK.A
R.DMTLPPETNVILTK.D
K.VALSSETEVALAR.D
K.DLVLLSEIEVAQANDIISSTEISSAEK.V

K.IVPAKDLVLLSEIEVAQANDIISSTEISSAEK.V

K.MDLAPSKDMGPPKENK.K

K.MDLAPSKDMGPPK.E
R.ASPIKMDLAPSKDMGPPK.E
R.ASPIKMDLAPSK.D
K.DVTLLKETER.A
K.NVVLPTETEVAPAKDVTLLKETER.A
K.NVVLPTETEVAPAKDVTLLK.E
K.NVVLPTETEVAPAK.D
R.WPTETDVSSAK.N
K.DVRWPTETDVSSAK.N
K.EVALVKDVR.W
K.DMELPTEKEVALVKDVR.W
K.DMELPTEKEVALVK.D
K.DMQPSMESDMALVKDMELPTEKEVALVK.D
K.DMQPSMESDMALVKDMELPTEK.E
K.DMQPSMESDMALVK.D
K.LDVTLAK.D
K.TEVALAKDMESPTKLDVTLAK.D
K.DMESPTKLDVTLAK.D
K.DMALATKTEVALAK.D
K.TTDMAPSKETEMALAKDMALATK.T
K.TTDMAPSKETEMALAK.D
K.EIEMASEERPPAQALEIMMGLK.T
K.MYHDDDLADLVFPSSATADTSIFAGQNDPLKDSYVPLELAK.E

K.MYHDDDLADLVFPSSATADTSIFAGQNDPLK.D
K.MAYQEYPNSQNWPEDTNFCFQPEQVVDPIQTDPFK.M

K.KKPCSETSQIEGSPTEFLEEK.M
K.SLGMASGSGSPTEFLEEK.M

R.DFIATLEAEAFDDVVGETVGKTDYIPLLDVDEKTGNSESK.K
K.TDYIPLLDVDEKTGNSESK.K

K.TDYIPLLDVDEK.T

R.DFIATLEAEAFDDVVGETVGKTDYIPLLDVDEK.T
K.RDFIATLEAEAFDDVVGETVGK.T
R.DFIATLEAEAFDDVVGETVGK.T

MAP4|PB.2568.4|pNIC|5
MAP4|PB.2568.9|pNIC|3
MAP4|PB.2568.8|pNIC|1
MAP4|PB.2568.7|pFSM|37
MAP4|PB.2568.12|pNIC|5
MAP4|PB.2568.11|pNIC|4
MAP4|PB.2568.10|pNIC|8
MAP4|PB.2568.18|pNNC|1
MAP4|PB.2568.20|pNNC|1
MAP4|PB.2568.32|pNIC|2
MAP4|PB.2568.31|pNIC|1
MAP4|PB.2568.30|pNNC|2
MAP4|PB.2568.26|pNIC|2

Scale
chr12:

1 kb hg38
53,461,000

GENCODE V39

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

PRR13
PRR13

ENSG00000257379
PRR13
PRR13
PRR13
PRR13
PRR13
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2

PCBP2-OT1
ENSG00000273658

R.LLMHGKEVGSIIGK.K
K.EVGSIIGK.K

R.INISEGNCPER.I
R.LVVPASQCGSLIGK.G

R.LVVPASQCGSLIGKGGCK.I
K.EIRESTGAQVQVAGDMLPNSTER.A

R.ESTGAQVQVAGDMLPNSTER.A

K.PSSSPVIFAGGQDR.Y

R.YSTGSDSASFPHTTPSMCLNPDLEGPPLELTK.L
R.YSTGSDSASFPHTTPSMCLNPDLEGPPLEAYTIQGQYAIPQPDLTK.L

R.QGAKINEIRQMSGAQIK.I
K.IANPVEGSTDR.Q

K.GTGASATTTTTSAVPCVTNK.L

PCBP2|PB.8415.16|pFSM|145
PCBP2|PB.8415.18|pFSM|140

PCBP2|PB.8415.20|pNIC|24
PCBP2|PB.8415.21|pNNC|1
PCBP2|PB.8415.22|pNIC|1
PCBP2|PB.8415.27|pNIC|5
PCBP2|PB.8415.26|pNIC|2
PCBP2|PB.8415.24|pNIC|1

PCBP2|PB.8415.23|pFSM|42
PCBP2|PB.8415.63|pNNC|2
PCBP2|PB.8415.60|pNIC|2

PCBP2|PB.8415.53|pFSM|18
PCBP2|PB.8415.51|pFSM|33
PCBP2|PB.8415.43|pFSM|74

PCBP2|PB.8415.39|pNIC|3
PCBP2|PB.8415.37|pFSM|79

PCBP2|PB.8415.33|pNIC|2
PCBP2|PB.8415.32|pNIC|45
PCBP2|PB.8415.30|pNNC|5
PCBP2|PB.8415.29|pNNC|2
PCBP2|PB.8415.35|pNIC|2

PCBP2|PB.8415.75|pNIC|27
PCBP2|PB.8415.69|pNNC|3
PCBP2|PB.8415.79|pNIC|1
PCBP2|PB.8415.87|pNIC|1

PCBP2|PB.8415.88|pNNC|1
PCBP2|PB.8415.94|pNNC|1

Scale
chr12:

100 bases hg38
53,462,550 53,464,800

GENCODE V39 (7 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

ENSG00000257379
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2
PCBP2

PCBP2-OT1
ENSG00000273658

K.PSSSPVIFAGGQDR.Y
R.YSTGSDSASFPHTTPSMCLNPDLEGPPLELTK.L

R.YSTGSDSASFPHTTPSMCLNPDLEGPPLEAYTIQGQYAIPQPDLTK.L

PCBP2|PB.8415.16|pFSM|145
PCBP2|PB.8415.18|pFSM|140

PCBP2|PB.8415.20|pNIC|24
PCBP2|PB.8415.21|pNNC|1
PCBP2|PB.8415.22|pNIC|1
PCBP2|PB.8415.27|pNIC|5
PCBP2|PB.8415.26|pNIC|2
PCBP2|PB.8415.24|pNIC|1

PCBP2|PB.8415.23|pFSM|42
PCBP2|PB.8415.63|pNNC|2
PCBP2|PB.8415.60|pNIC|2

PCBP2|PB.8415.53|pFSM|18
PCBP2|PB.8415.51|pFSM|33
PCBP2|PB.8415.43|pFSM|74

PCBP2|PB.8415.39|pNIC|3
PCBP2|PB.8415.37|pFSM|79

PCBP2|PB.8415.33|pNIC|2
PCBP2|PB.8415.32|pNIC|45
PCBP2|PB.8415.30|pNNC|5
PCBP2|PB.8415.29|pNNC|2
PCBP2|PB.8415.35|pNIC|2

PCBP2|PB.8415.75|pNIC|27
PCBP2|PB.8415.69|pNNC|3
PCBP2|PB.8415.79|pNIC|1
PCBP2|PB.8415.87|pNIC|1

PCBP2|PB.8415.88|pNNC|1
PCBP2|PB.8415.94|pNNC|1

Scale
chr9:

2 kb hg38
121,785,000

GENCODE V39 (1 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

STOM
ENSG00000227355

DAB2IP
DAB2IP
DAB2IP
DAB2IP

K.YLCELCLDDVLYAR.T
K.CSAADLPEHQGNLK.M

K.MCCELAFCK.I
K.MVIENDLSGSSGVQPSPAR.S

R.TLDGEAGSPAGPDVLPTDGQAAAAQLVAGWPAR.A
R.ATPVNLAGLATVR.R

R.GLGDSGSEGHSSLSSHSNSEELAAAAK.L
K.LGSFSTAAEELAR.R

K.QGPSPVSPNALDR.T
R.SKDELSQAEKDLAVLQDK.L

K.KLEEYETLFK.C
K.LVLEYQAR.L

R.LEEGEERLR.R

R.LMSVEEELKKDHAEMQAAVDSK.Q
R.IASLDAANAR.L
K.LQITENGEFR.N

DAB2IP|PB.6630.2|pNNC|1
DAB2IP|PB.6630.3|pNNC|1
DAB2IP|PB.6630.4|pFSM|1
DAB2IP|PB.6630.5|pFSM|3
DAB2IP|PB.6630.9|pNNC|3
DAB2IP|PB.6630.8|pNIC|2

DAB2IP|PB.6630.11|pFSM|4
DAB2IP|PB.6630.12|pNNC|1

Scale
chr9:

50 bases hg38
121,770,700 121,772,650 121,772,700

GENCODE V39

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

DAB2IP
DAB2IP
DAB2IP
DAB2IP

K.MVIENDLSGSSGVQPSPAR.S

DAB2IP|PB.6630.2|pNNC|1
DAB2IP|PB.6630.3|pNNC|1
DAB2IP|PB.6630.4|pFSM|1
DAB2IP|PB.6630.5|pFSM|3
DAB2IP|PB.6630.9|pNNC|3
DAB2IP|PB.6630.8|pNIC|2

DAB2IP|PB.6630.11|pFSM|4
DAB2IP|PB.6630.12|pNNC|1

Scale
:chr9

2 kbhg38

GENCODE V39 (14 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

UBAP2
UBAP2
UBAP2
UBAP2
UBAP2
SNORD121B

K.SQASKPAYGNSPYWTN.-
K.SAGSGPGKGVSVSSSTTGLPDMTGSVYNK.T
K.GVSVSSSTTGLPDMTGSVYNK.T
K.QHGVNLSTPTPPFQQASGYGQHGYSTGYDDLTQGTAAGDYSK.G

R.DGSLANNPYPGDVTK.F
R.SQQTLDTTSSVPAPK.T

R.IPYQSPVSSSESAPGTIMNGHGGGR.S

K.LRESTPGDSPSTVNK.L

R.QQHQSQAVTVPPPGLESFPSQAK.L

K.SQPEPSPVLSQLSQR.Q
K.GAWKNSVEEWTTEDWTEDLSETK.V
K.NSVEEWTTEDWTEDLSETK.V

K.LVVWEAAQNGADEGTELASNTHNIAQDLSNK.S
R.FSTQGMGTFNPADYSDSTSTDVCGTK.L

K.AINILLEGNSDTTSWETVGCKK.K

K.AINILLEGNSDTTSWETVGCK.K
K.NQDECIVALHDCNGDVNK.A

K.QLMEVTGK.N

K.VKQLMEVTGK.N

R.LAQVIFDKNDSDFEAKVK.Q

R.LAQVIFDKNDSDFEAK.V

K.QVVQATAEQMR.L
R.EKPQISAAQSTQPQKQVVQATAEQMR.L

R.EKPQISAAQSTQPQK.Q

UBAP2|PB.6339.2|pNIC|6
UBAP2|PB.6339.1|pNIC|3
UBAP2|PB.6339.4|pNIC|7
UBAP2|PB.6339.7|pNNC|1
UBAP2|PB.6339.6|pNNC|2
UBAP2|PB.6339.5|pFSM|68
UBAP2|PB.6339.12|pNIC|1
UBAP2|PB.6339.11|pNIC|3
UBAP2|PB.6339.16|pNNC|4

Scale
:chr9

200 baseshg38

GENCODE V39 (13 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

UBAP2
UBAP2
UBAP2
UBAP2
UBAP2
SNORD121B

R.SQQTLDTTSSVPAPK.T
R.IPYQSPVSSSESAPGTIMNGHGGGR.S

UBAP2|PB.6339.2|pNIC|6
UBAP2|PB.6339.1|pNIC|3
UBAP2|PB.6339.4|pNIC|7
UBAP2|PB.6339.7|pNNC|1
UBAP2|PB.6339.6|pNNC|2
UBAP2|PB.6339.5|pFSM|68
UBAP2|PB.6339.12|pNIC|1
UBAP2|PB.6339.11|pNIC|3
UBAP2|PB.6339.16|pNNC|4

Scale
chr9:

2 kb hg38

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

FAM120AOS
FAM120A
FAM120A

R.APAAAMGVQGFQDYIEK.H
M.GVQGFQDYIEK.H

M.GVQGFQDYIEKHCPSAVVPVELQK.L
K.HCPSAVVPVELQK.L

R.LLVDADNCLHR.L
R.QTAQQIVSHVQNK.G

K.VAQSIEDHHQEVIGFCR.E
K.SLTTSQYLMHEVAK.Q

R.NIQDTSDLDAIAK.D
R.NIQDTSDLDAIAKDVFQHSQSR.T

K.NLTEQNSYSNIPHEGKHTPLYER.S
K.NLTEQNSYSNIPHEGK.H

R.SSPINPAQSGSPNHVDSAYFPGSSTSSSSDNDEGSGGATNHISGNK.I
R.NHMDITTPPLPPVAPEVLR.V

K.IAVSIEDEANK.D
R.RQELDAFLAQALSPK.L

R.QELDAFLAQALSPK.L
K.LYEPDQLQELK.I

K.LYEPDQLQELKIENLDPR.G
R.EKTPLIDLCDGQADQAAK.V

R.EKTPLIDLCDGQADQAAKVEK.M
K.TPLIDLCDGQADQAAK.V

K.TPLIDLCDGQADQAAKVEK.M
R.QSVLEGLSFSR.Q

R.VAAASGHCGAFSGSDSSR.T
R.GVISTPVIR.T

K.NQAAIQGRPPYAASAEEVAK.E

K.SSAMSSDGSLAENGVMAEEKPAPQMNGSTGDAR.A
K.TCNTNPHLNALSTDSACRR.E

K.TCNTNPHLNALSTDSACR.R
R.EAALEAAVLNKEE.-

FAM120A|PB.6511.1|pNNC|1
FAM120A|PB.6511.2|pNNC|2
FAM120A|PB.6511.5|pFSM|8
FAM120A|PB.6511.9|pNNC|1
FAM120A|PB.6511.11|pNIC|1

Scale
chr9:

100 bases hg38
93,451,900 93,451,950 93,452,000 93,452,050 93,452,100

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

FAM120AOS
FAM120A
FAM120A

R.APAAAMGVQGFQDYIEK.H
M.GVQGFQDYIEK.H

M.GVQGFQDYIEKHCPSAVVPVELQK.L
K.HCPSAVVPVELQK.L

R.LLVDADNCLHR.L

FAM120A|PB.6511.1|pNNC|1
FAM120A|PB.6511.2|pNNC|2
FAM120A|PB.6511.5|pFSM|8
FAM120A|PB.6511.9|pNNC|1
FAM120A|PB.6511.11|pNIC|1

Scale
:chr3

5 kbhg38
47,975,000

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

MAP4
MAP4
MAP4
MAP4
MAP4
MAP4
MAP4

R.EAQTLDSQIQETSI.-
K.VGSLDNVGHLPAGGAVK.T
K.HVPGGGNVQIQNKKVDISK.V
K.DNIKHVPGGGNVQIQNKK.V
K.HVPGGGNVQIQNK.K
K.DNIKHVPGGGNVQIQNK.K
K.CGSKDNIKHVPGGGNVQIQNK.K
K.TAGPIASAQKQPAGK.V
R.LSRLATNTSAPDLKNVR.S
R.LATNTSAPDLKNVR.S
R.LSRLATNTSAPDLK.N
R.LATNTSAPDLK.N
K.ATPMPSRPSTTPFIDK.K
K.TTTLSGTAPAAGVVPSRVK.A
K.TTTLSGTAPAAGVVPSR.V
K.KTTTLSGTAPAAGVVPSR.V
K.SVPADLSRPK.S

R.SPSTLLPK.K
K.TTTAAAVASTGPSSR.S
R.ASPSKPASAPASR.S
K.TQPTSLPKQPAPTTIGGLNK.K
K.TKPAPTTIGGLNK.K
K.QPAPTTIGGLNK.K
K.TKPLATTQPAK.T

K.CSLPAEEDSVLEKLGER.K
K.KCSLPAEEDSVLEKLGER.K

K.GISEDSHLESLQDVGQSAAPTFMISPETVTGTGKK.C
K.GISEDSHLESLQDVGQSAAPTFMISPETVTGTGK.K

K.DVPPLSETEATPVPIKDMEIAQTQK.G

K.DGVLTLANNVTPAKDVPPLSETEATPVPIKDMEIAQTQK.G
K.DGVLTLANNVTPAKDVPPLSETEATPVPIK.D

K.DGVLTLANNVTPAK.D
K.TEAPLAKDGVLTLANNVTPAK.D

K.NVCLPPEMEVALTEDQVPALKTEAPLAK.D

K.NVCLPPEMEVALTEDQVPALK.T
K.DVTPPPETEVVLIK.N

K.EVGLLKDMSPLSETEMALGKDVTPPPETEVVLIK.N
K.DMSPLSETEMALGKDVTPPPETEVVLIK.N

K.DMSPLSETEMALGK.D
K.EVGLLKDMSPLSETEMALGK.D
K.DVAPSTVKEVGLLK.D

K.DMAQLPETEIAPAKDVAPSTVKEVGLLK.D

K.DMAQLPETEIAPAKDVAPSTVK.E

K.ALPLEAEVAPVKDMAQLPETEIAPAKDVAPSTVK.E
K.DKALPLEAEVAPVKDMAQLPETEIAPAK.D
K.ALPLEAEVAPVKDMAQLPETEIAPAK.D

K.ALPLEAEVAPVK.D
K.DKALPLEAEVAPVK.D
R.DMTLPPETNVILTKDK.A
R.DMTLPPETNVILTK.D
K.VALSSETEVALAR.D
K.DLVLLSEIEVAQANDIISSTEISSAEK.V

K.IVPAKDLVLLSEIEVAQANDIISSTEISSAEK.V

K.MDLAPSKDMGPPKENK.K
K.MDLAPSKDMGPPK.E
R.ASPIKMDLAPSKDMGPPK.E
R.ASPIKMDLAPSK.D
K.DVTLLKETER.A
K.NVVLPTETEVAPAKDVTLLKETER.A
K.NVVLPTETEVAPAKDVTLLK.E

K.NVVLPTETEVAPAK.D
R.WPTETDVSSAK.N
K.DVRWPTETDVSSAK.N
K.EVALVKDVR.W
K.DMELPTEKEVALVKDVR.W
K.DMELPTEKEVALVK.D
K.DMQPSMESDMALVKDMELPTEKEVALVK.D
K.DMQPSMESDMALVKDMELPTEK.E
K.DMQPSMESDMALVK.D
K.LDVTLAK.D
K.TEVALAKDMESPTKLDVTLAK.D
K.DMESPTKLDVTLAK.D
K.DMALATKTEVALAK.D
K.TTDMAPSKETEMALAKDMALATK.T
K.TTDMAPSKETEMALAK.D
K.EIEMASEERPPAQALEIMMGLK.T

K.MYHDDDLADLVFPSSATADTSIFAGQNDPLKDSYVPLELAK.E
K.MYHDDDLADLVFPSSATADTSIFAGQNDPLK.D
K.MAYQEYPNSQNWPEDTNFCFQPEQVVDPIQTDPFK.M

K.KKPCSETSQIEGSPTEFLEEK.M
K.SLGMASGSGSPTEFLEEK.M

R.DFIATLEAEAFDDVVGETVGKTDYIPLLDVDEKTGNSESK.K
K.TDYIPLLDVDEKTGNSESK.K

K.TDYIPLLDVDEK.T

R.DFIATLEAEAFDDVVGETVGKTDYIPLLDVDEK.T
K.RDFIATLEAEAFDDVVGETVGK.T
R.DFIATLEAEAFDDVVGETVGK.T

MAP4|PB.2568.4|pNIC|5
MAP4|PB.2568.9|pNIC|3
MAP4|PB.2568.8|pNIC|1
MAP4|PB.2568.7|pFSM|37
MAP4|PB.2568.12|pNIC|5
MAP4|PB.2568.11|pNIC|4
MAP4|PB.2568.10|pNIC|8
MAP4|PB.2568.18|pNNC|1
MAP4|PB.2568.20|pNNC|1
MAP4|PB.2568.32|pNIC|2
MAP4|PB.2568.31|pNIC|1
MAP4|PB.2568.30|pNNC|2
MAP4|PB.2568.26|pNIC|2

Scale
:chr3

200 baseshg38

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

MAP4
MAP4
MAP4
MAP4

K.LDVTLAK.D
K.TEVALAKDMESPTKLDVTLAK.D
K.DMESPTKLDVTLAK.D
K.DMALATKTEVALAK.D
K.TTDMAPSKETEMALAKDMALATK.T
K.TTDMAPSKETEMALAK.D
K.EIEMASEERPPAQALEIMMGLK.T
K.MYHDDDLADLVFPSSATADTSIFAGQNDPLKDSYVPLELAK.E

K.MYHDDDLADLVFPSSATADTSIFAGQNDPLK.D

K.MAYQEYPNSQNWPEDTNFCFQPEQVVDPIQTDPFK.M
K.KKPCSETSQIEGSPTEFLEEK.M
K.SLGMASGSGSPTEFLEEK.M

MAP4|PB.2568.4|pNIC|5
MAP4|PB.2568.9|pNIC|3
MAP4|PB.2568.8|pNIC|1
MAP4|PB.2568.7|pFSM|37
MAP4|PB.2568.12|pNIC|5
MAP4|PB.2568.11|pNIC|4
MAP4|PB.2568.10|pNIC|8
MAP4|PB.2568.18|pNNC|1
MAP4|PB.2568.20|pNNC|1
MAP4|PB.2568.32|pNIC|2
MAP4|PB.2568.31|pNIC|1
MAP4|PB.2568.30|pNNC|2
MAP4|PB.2568.26|pNIC|2



MAP4 PB.2568.11

MYHDDDLADL
VFPSSATADT
SIFAGQNDPL
KDSYVPLELA

K

3.759202

Meets criteria but my 
only concern is that the y 

and b ions are not 
complementary and fairly 

sparse. This is likely 
because it's a z=4 ion 
and those don't tend to 

fragment very well. 
Would like to look at the 

raw data

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r13
242854 Exon skipping 

event Deletion 
Yes 

(PB.2568.11
)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
3%3A47916970%2D47928353&
position=multi%3A58410401%2
D58411028&hgsid=1323801373
_4Vg42e7GvytrAAcReEqOrBP6I

MAP4 PB.2568.11

MYHDDDLADL
VFPSSATADT
SIFAGQNDPL
KDSYVPLELA

K

3.759202

Too few y and b ions, 
PEP doesn't meet 
criterion, too many 

unassigned fragment 
ions

No
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r13
241977

ACTN4 PB.12220.3
6

AGTQIAAIAQE
LNELDYYDSH

NVNTR
2.631441

Y ion series looks very 
nice but the delta mass is 
over 300ppm, isolation of 

the C13 isotope

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r13
217945 Exon skipping 

event Deletion 
No 

(PB.12220.1
0, 

PGAM5 PB.8829.1
EGAPIEPDPP
VSHWKPEAV

YYEDGAR
22.55521

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good y ion 
series; a couple of 

complementary peaks, 
extra peaks may exceed 
25% above 10% relative 
intensity; MS2 TIC only 
16% (rough minimum is 

20%); fragmentation 
actually looks decent 
considering it is a z=4

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r8
126553

Alternative 
acceptor (3' 
splice site)

Deletion Yes(PB.882
9.1)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
12%3A132717729%2D1327180

ARRB1 PB.7883.9 TASSDDDIVF
EDFAR 0.75184

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 44% (rough 
minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r4
171067 Novel exon Insertion Yes 

(PB.7883.9)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr

SCAMP3 PB.954.9
DGGNPFAEP
SELDNPFQAS
AAAATAELLK

0.75184

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 41% (rough 
minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r13
249752 Exon skipping 

event Deletion Yes 
(PB.954.9)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
1%3A155260421%2D15526218

200 400 600 800 1000 1200 1400 1600 1800
m/z

0e0

3e4

6e4

9e4

1e5

2e5

2e5

2e5

2e5

3e5

3e5

3e5

4e5

Int
en

sit
y

b3

b6
b7 b8

b9

b10

b11

b12

y2

y3
y4

y6

y7

y9 y10

y13

y17y25
y30

Precursor Charge: 4
Precursor Mass: 4469.140
Theoretical Mass: 4469.126
Score: 19.270
Protein Accession: PB.2568.11
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Score: 18.440
Protein Accession: PB.7883.9
Protein: 
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Precursor Charge: 3
Precursor Mass: 1705.860
Theoretical Mass: 1704.858
Score: 18.347
Protein Accession: PB.10482.10|PB.10482.9
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000

Scale
:chr3

5 kbhg38
47,975,000

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

MAP4
MAP4
MAP4
MAP4
MAP4
MAP4
MAP4

R.EAQTLDSQIQETSI.-
K.VGSLDNVGHLPAGGAVK.T
K.HVPGGGNVQIQNKKVDISK.V
K.DNIKHVPGGGNVQIQNKK.V
K.HVPGGGNVQIQNK.K
K.DNIKHVPGGGNVQIQNK.K
K.CGSKDNIKHVPGGGNVQIQNK.K
K.TAGPIASAQKQPAGK.V
R.LSRLATNTSAPDLKNVR.S
R.LATNTSAPDLKNVR.S
R.LSRLATNTSAPDLK.N
R.LATNTSAPDLK.N
K.ATPMPSRPSTTPFIDK.K
K.TTTLSGTAPAAGVVPSRVK.A
K.TTTLSGTAPAAGVVPSR.V
K.KTTTLSGTAPAAGVVPSR.V
K.SVPADLSRPK.S

R.SPSTLLPK.K
K.TTTAAAVASTGPSSR.S
R.ASPSKPASAPASR.S
K.TQPTSLPKQPAPTTIGGLNK.K
K.TKPAPTTIGGLNK.K
K.QPAPTTIGGLNK.K
K.TKPLATTQPAK.T

K.CSLPAEEDSVLEKLGER.K
K.KCSLPAEEDSVLEKLGER.K

K.GISEDSHLESLQDVGQSAAPTFMISPETVTGTGKK.C
K.GISEDSHLESLQDVGQSAAPTFMISPETVTGTGK.K

K.DVPPLSETEATPVPIKDMEIAQTQK.G

K.DGVLTLANNVTPAKDVPPLSETEATPVPIKDMEIAQTQK.G
K.DGVLTLANNVTPAKDVPPLSETEATPVPIK.D

K.DGVLTLANNVTPAK.D
K.TEAPLAKDGVLTLANNVTPAK.D

K.NVCLPPEMEVALTEDQVPALKTEAPLAK.D

K.NVCLPPEMEVALTEDQVPALK.T
K.DVTPPPETEVVLIK.N

K.EVGLLKDMSPLSETEMALGKDVTPPPETEVVLIK.N
K.DMSPLSETEMALGKDVTPPPETEVVLIK.N

K.DMSPLSETEMALGK.D
K.EVGLLKDMSPLSETEMALGK.D
K.DVAPSTVKEVGLLK.D

K.DMAQLPETEIAPAKDVAPSTVKEVGLLK.D

K.DMAQLPETEIAPAKDVAPSTVK.E

K.ALPLEAEVAPVKDMAQLPETEIAPAKDVAPSTVK.E
K.DKALPLEAEVAPVKDMAQLPETEIAPAK.D
K.ALPLEAEVAPVKDMAQLPETEIAPAK.D

K.ALPLEAEVAPVK.D
K.DKALPLEAEVAPVK.D
R.DMTLPPETNVILTKDK.A
R.DMTLPPETNVILTK.D
K.VALSSETEVALAR.D
K.DLVLLSEIEVAQANDIISSTEISSAEK.V

K.IVPAKDLVLLSEIEVAQANDIISSTEISSAEK.V

K.MDLAPSKDMGPPKENK.K
K.MDLAPSKDMGPPK.E
R.ASPIKMDLAPSKDMGPPK.E
R.ASPIKMDLAPSK.D
K.DVTLLKETER.A
K.NVVLPTETEVAPAKDVTLLKETER.A
K.NVVLPTETEVAPAKDVTLLK.E

K.NVVLPTETEVAPAK.D
R.WPTETDVSSAK.N
K.DVRWPTETDVSSAK.N
K.EVALVKDVR.W
K.DMELPTEKEVALVKDVR.W
K.DMELPTEKEVALVK.D
K.DMQPSMESDMALVKDMELPTEKEVALVK.D
K.DMQPSMESDMALVKDMELPTEK.E
K.DMQPSMESDMALVK.D
K.LDVTLAK.D
K.TEVALAKDMESPTKLDVTLAK.D
K.DMESPTKLDVTLAK.D
K.DMALATKTEVALAK.D
K.TTDMAPSKETEMALAKDMALATK.T
K.TTDMAPSKETEMALAK.D
K.EIEMASEERPPAQALEIMMGLK.T

K.MYHDDDLADLVFPSSATADTSIFAGQNDPLKDSYVPLELAK.E
K.MYHDDDLADLVFPSSATADTSIFAGQNDPLK.D
K.MAYQEYPNSQNWPEDTNFCFQPEQVVDPIQTDPFK.M

K.KKPCSETSQIEGSPTEFLEEK.M
K.SLGMASGSGSPTEFLEEK.M

R.DFIATLEAEAFDDVVGETVGKTDYIPLLDVDEKTGNSESK.K
K.TDYIPLLDVDEKTGNSESK.K

K.TDYIPLLDVDEK.T

R.DFIATLEAEAFDDVVGETVGKTDYIPLLDVDEK.T
K.RDFIATLEAEAFDDVVGETVGK.T
R.DFIATLEAEAFDDVVGETVGK.T

MAP4|PB.2568.4|pNIC|5
MAP4|PB.2568.9|pNIC|3
MAP4|PB.2568.8|pNIC|1
MAP4|PB.2568.7|pFSM|37
MAP4|PB.2568.12|pNIC|5
MAP4|PB.2568.11|pNIC|4
MAP4|PB.2568.10|pNIC|8
MAP4|PB.2568.18|pNNC|1
MAP4|PB.2568.20|pNNC|1
MAP4|PB.2568.32|pNIC|2
MAP4|PB.2568.31|pNIC|1
MAP4|PB.2568.30|pNNC|2
MAP4|PB.2568.26|pNIC|2

Scale
:chr3

200 baseshg38

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

MAP4
MAP4
MAP4
MAP4

K.LDVTLAK.D
K.TEVALAKDMESPTKLDVTLAK.D
K.DMESPTKLDVTLAK.D
K.DMALATKTEVALAK.D
K.TTDMAPSKETEMALAKDMALATK.T
K.TTDMAPSKETEMALAK.D
K.EIEMASEERPPAQALEIMMGLK.T
K.MYHDDDLADLVFPSSATADTSIFAGQNDPLKDSYVPLELAK.E

K.MYHDDDLADLVFPSSATADTSIFAGQNDPLK.D

K.MAYQEYPNSQNWPEDTNFCFQPEQVVDPIQTDPFK.M
K.KKPCSETSQIEGSPTEFLEEK.M
K.SLGMASGSGSPTEFLEEK.M

MAP4|PB.2568.4|pNIC|5
MAP4|PB.2568.9|pNIC|3
MAP4|PB.2568.8|pNIC|1
MAP4|PB.2568.7|pFSM|37
MAP4|PB.2568.12|pNIC|5
MAP4|PB.2568.11|pNIC|4
MAP4|PB.2568.10|pNIC|8
MAP4|PB.2568.18|pNNC|1
MAP4|PB.2568.20|pNNC|1
MAP4|PB.2568.32|pNIC|2
MAP4|PB.2568.31|pNIC|1
MAP4|PB.2568.30|pNNC|2
MAP4|PB.2568.26|pNIC|2

Scale
chr12:

1 kb hg38
132,722,000

GENCODE V39

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

ENSG00000256632
PGAM5
PGAM5
PGAM5
PGAM5

R.NVESGEEELASKLDHYKAK.A
R.NVESGEEELASKLDHYK.A

R.HSQYHVDGSLEKDR.T
R.TLTPLGR.E

R.TLTPLGREQAELTGLR.L
R.EQAELTGLR.L

R.AIETTDIISR.H
R.HLPGVCK.V

R.EGAPIEPDPPVSHWKPEAVYYEDGAR.I
R.EGAPIEPDPPVSHWKPEAVQYYEDGAR.I

R.QEEDSYEIFICHANVIR.Y
R.TLGDTGFMPPDK.I

R.TLGDTGFMPPDKITR.S

PGAM5|PB.8829.1|pNNC|23
PGAM5|PB.8829.8|pNNC|1

PGAM5|PB.8829.3|pFSM|28
PGAM5|PB.8829.10|pFSM|1

Scale
chr12:

50 bases hg38
132,717,750 132,717,800 132,718,000

GENCODE V39

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

T D L L R E G A P I E P D P P V S HWK P E A VPGAM5
T D L L R E G A P I E P D P P V S HWK P E A VPGAM5
T D L L R E G A P I E P D P P V S HWK P E A VPGAM5
T D L L R E G A P I E P D P P V S HWK P E A VPGAM5

Q Y Y E D G A R I E A A
Q Y Y E D G A R I E A A
Q Y Y E D G A R I E A A
Q Y Y E D G A R I E A A

R.EGAPIEPDPPVSHWKPEAVYYEDGAR.I
R.EGAPIEPDPPVSHWKPEAVQYYEDGAR.I

PGAM5|PB.8829.1|pNNC|23
PGAM5|PB.8829.8|pNNC|1

PGAM5|PB.8829.3|pFSM|28
PGAM5|PB.8829.10|pFSM|1

Scale
:chr11

2 kbhg38
75,265,000

GENCODE V39 (1 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

ARRB1
ENSG00000254429
ENSG00000279117
ENSG00000254963
ARRB1

R.TASSDDDIVFEDFAR.Q
R.EVPENETPVDTNLIELDTNDDDIVFEDFAR.Q
K.EEPPHREVPENETPVDTNLIELDTNDDDIVFEDFAR.Q

R.GGDVAVELPFTLMHPKPK.E
K.LKHEDTNLASSTLLR.E
K.HEDTNLASSTLLR.E

K.CPVAMEEADDTVAPSSTFCK.V
R.QYADICLFNTAQYK.C

R.KVQYAPERPGPQPTAETTR.Q
K.VQYAPERPGPQPTAETTR.Q

K.AFCAENLEEKIHKR.N
K.AFCAENLEEK.I

R.DFVDHIDLVDPVDGVVLVDPEYLKER.R
K.RDFVDHIDLVDPVDGVVLVDPEYLK.E
R.DFVDHIDLVDPVDGVVLVDPEYLK.E

ARRB1|PB.7883.5|pFSM|12
ARRB1|PB.7883.7|pFSM|35
ARRB1|PB.7883.9|pNNC|1
ARRB1|PB.7883.10|pNIC|2
ARRB1|PB.7883.19|pNNC|1
ARRB1|PB.7883.25|pNNC|1

Scale
:chr11

100 baseshg38
75,266,10075,266,20075,267,200

GENCODE V39 (1 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

ARRB1
ARRB1

R.TASSDDDIVFEDFAR.Q
R.EVPENETPVDTNLIELDTNDDDIVFEDFAR.Q
K.EEPPHREVPENETPVDTNLIELDTNDDDIVFEDFAR.Q

ARRB1|PB.7883.5|pFSM|12
ARRB1|PB.7883.7|pFSM|35
ARRB1|PB.7883.9|pNNC|1
ARRB1|PB.7883.10|pNIC|2
ARRB1|PB.7883.19|pNNC|1

Scale
:chr1

500 baseshg38

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

SCAMP3
SCAMP3

R.TAAANAAAGAAENAFRAP.-
R.TAAANAAAGAAENAFR.A
K.AQQEFAAGVFSNPAVR.T

R.ELQHAALGGTATR.Q
R.ERELQHAALGGTATR.Q

K.NYGSYSTQASAAAATAELLKKQEELNR.K
K.NYGSYSTQASAAAATAELLKK.Q

R.DGGNPFAEPSELDNPFQASAAAATAELLKK.Q
R.DGGNPFAEPSELDNPFQASAAAATAELLK.K
K.NYGSYSTQASAAAATAELLK.K

R.QYATLDVYNPFETR.E
R.DGGNPFAEPSELDNPFQDPAVIQHRPSR.Q
R.DGGNPFAEPSELDNPFQDPAVIQHR.P

SCAMP3|PB.954.2|pNNC|2
SCAMP3|PB.954.1|pNNC|1
SCAMP3|PB.954.4|pNNC|1
SCAMP3|PB.954.9|pNIC|1
SCAMP3|PB.954.7|pNNC|3
SCAMP3|PB.954.6|pNNC|6
SCAMP3|PB.954.10|pNNC|2
SCAMP3|PB.954.8|pFSM|18
SCAMP3|PB.954.5|pFSM|58
SCAMP3|PB.954.11|pNNC|1

Scale
:chr1

100 baseshg38
155,260,600

GENCODE V39 (5 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

SCAMP3
SCAMP3

K.NYGSYSTQASAAAATAELLKKQEELNR.K
K.NYGSYSTQASAAAATAELLKK.Q
R.DGGNPFAEPSELDNPFQASAAAATAELLKK.Q
R.DGGNPFAEPSELDNPFQASAAAATAELLK.K
K.NYGSYSTQASAAAATAELLK.K

R.QYATLDVYNPFETR.E
R.DGGNPFAEPSELDNPFQDPAVIQHRPSR.Q

R.DGGNPFAEPSELDNPFQDPAVIQHR.P

SCAMP3|PB.954.2|pNNC|2
SCAMP3|PB.954.1|pNNC|1
SCAMP3|PB.954.4|pNNC|1
SCAMP3|PB.954.9|pNIC|1
SCAMP3|PB.954.7|pNNC|3
SCAMP3|PB.954.6|pNNC|6
SCAMP3|PB.954.10|pNNC|2
SCAMP3|PB.954.8|pFSM|18
SCAMP3|PB.954.5|pFSM|58
SCAMP3|PB.954.11|pNNC|1

Scale
chr16:

2 kb hg38

GENCODE V39 (1 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

EDC4/ENST00000358933.10
ENSG00000263126/ENST00000572067.1

R.TMPPINLQEK.Q
K.QVICLSGDDSSTCIGILAK.E

K.EVEIVASSDSSISSK.A
R.VISVSTSER.T

R.IIWCPFIPEESEDCCEESSPTVALLHEDR.A
R.AEVWDLDMLR.S

R.FLITGADQNR.E
R.HTEVLPAEEENDSLGADGTHGAGAMESAAGVLIK.L

K.ALQDVQIR.F

R.RIVELPAPADFLSLSSETKPK.L
R.IVELPAPADFLSLSSETKPK.L

R.GLLPGLLPAPADK.L

K.GPGQVPTATSALSLELQEVEPLGLPQASPSR.T
R.TRSPDVISSASTALSQDIPEIASEALSR.G

R.GFGSSAPEGLEPDSMASAASALHLLSPR.P
R.HNTPSLLEAALTQEASTPDSQVWPTAPDITR.E

R.DSQDASAEQSDHDDEVASLASASGGFGTKVPAPR.L
R.DSQDASAEQSDHDDEVASLASASGGFGTK.V

R.LTEHQVAEPPEDWPALIWQQQR.E
R.ELAELRHSQEELLQR.L

R.LCTQLEGLQSTVTGHVER.A

R.ILETGSTTWHR.D

R.DGGSILGLGR.S
R.STRPAPGPFLSYGAER.R

R.SLEPMAGQLSNSVATK.L

K.SCQAMFQQINDSFR.L

R.LGTQEYLQQLESHMK.S
K.LSYLEEAVMHLDHSDPITR.D

EDC4|PB.10482.1|pNNC|1
EDC4|PB.10482.2|pNNC|1
EDC4|PB.10482.5|pNNC|3
EDC4|PB.10482.7|pNNC|1

EDC4|PB.10482.8|pFSM|54
EDC4|PB.10482.9|pNIC|12

EDC4|PB.10482.10|pNNC|1

Scale
chr16:

100 bases hg38
67,881,850 67,881,900 67,881,950 67,882,000 67,882,050

GENCODE V39 (4 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

EDC4/ENST00000358933.10

R.ILETGSTTWHR.D
R.DGGSILGLGR.S

R.STRPAPGPFLSYGAER.R

EDC4|PB.10482.1|pNNC|1
EDC4|PB.10482.2|pNNC|1
EDC4|PB.10482.5|pNNC|3
EDC4|PB.10482.7|pNNC|1

EDC4|PB.10482.8|pFSM|54
EDC4|PB.10482.9|pNIC|12

EDC4|PB.10482.10|pNNC|1

Scale
chr19:

2 kb hg38
38,730,000 38,731,000

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

ACTN4/ENST00000252699.7
ACTN4/ENST00000424234.7
ACTN4/ENST00000440400.2
ACTN4/ENST00000390009.7

CAPN12/ENST00000328867.9
CAPN12/ENST00000601953.5

R.DLLLDPAWEK.Q
K.TFTAWCNSHLR.K

R.KAGTQIENIDEDFRDGLK.L
K.AGTQIAAIAQELNELDYYDSHNVNTR.C

K.AGTQIENIDEDFRDGLK.L
K.ALDFIASK.G

K.LVSIGAEEIVDGNAK.M
R.FAIQDISVEETSAK.E

R.FAIQDISVEETSAKEGLLLWCQR.K
K.EGLLLWCQRK.T

K.EGLLLWCQR.K
K.DGLAFNALIHR.H

R.HRPELIEYDK.L
R.HRPELIEYDKLR.K

R.PELIEYDK.L
R.PELIEYDKLR.K

K.LRKDDPVTNLNNAFEVAEK.Y
R.KDDPVTNLNNAFEVAEKYLDIPK.M

R.KDDPVTNLNNAFEVAEK.Y
K.DDPVTNLNNAFEVAEKYLDIPK.M

K.DDPVTNLNNAFEVAEK.Y
K.YLDIPKMLDAEDIVNTARPDEK.A

K.MLDAEDIVNTARPDEK.A
M.LDAEDIVNTARPDEK.A

K.VLAVNQENEHLMEDYEK.L
K.LEDFRDYRR.L

K.CQLEINFNTLQTK.L
R.PAFMPSEGK.M

K.MVSDINNGWQHLEQAEK.G
K.GYEEWLLNEIRR.L
K.GYEEWLLNEIR.R

K.ASIHEAWTDGK.E

K.ASIHEAWTDGKEAMLK.H
K.HRDYETATLSDIKALIR.K

K.HRDYETATLSDIK.A

R.DYETATLSDIK.A

R.DYETATLSDIKALIR.K
R.KHEAFESDLAAHQDR.V

KHEAFESDLAAHQDRVEQIAAIAQELNELDYYDSHNVNTR.C
K.HEAFESDLAAHQDRVEQIAAIAQELNELDYYDSHNVNTR.C

K.HEAFESDLAAHQDR.V
R.VEQIAAIAQELNELDYYDSHNVNTR.C

R.CQKICDQWDALGSLTHSR.R
K.ICDQWDALGSLTHSRR.E

K.ICDQWDALGSLTHSR.R
R.EALEKTEKQLEAIDQLHLEYAK.R

K.TEKQLEAIDQLHLEYAKR.A
K.TEKQLEAIDQLHLEYAK.R

K.QLEAIDQLHLEYAK.R

K.QLEAIDQLHLEYAKR.A
K.STLPDADREREAILAIHK.E

R.EAILAIHK.E
R.EAILAIHKEAQR.I

K.LSGSNPYTTVTPQIINSK.W
R.DHALLEEQSKQQSNEHLR.R

R.QFASQANVVGPWIQTK.M

R.ISIEMNGTLEDQLSHLK.Q

R.ISIEMNGTLEDQLSHLKQYER.S
R.SIVDYKPNLDLLEQQHQLIQEALIFDNK.H

R.TINEVENQILTR.D
R.DAKGISQEQMQEFR.A

K.GISQEQMQEFR.A

R.ASFNHFDKDHGGALGPEEFKACLISLGYDVENDR.Q
R.ASFNHFDKDHGGALGPEEFK.A

K.DHGGALGPEEFK.A

K.ACLISLGYDVENDR.Q
K.ACLISLGYDVENDRQGEAEFNR.I

R.ETTDTDTADQVIASFK.V

K.VLAGDKNFITAEELRR.E

K.VLAGDKNFITAEELR.R
K.NFITAEELR.R

K.NFITAEELRR.E

R.RELPPDQAEYCIAR.M
R.ELPPDQAEYCIAR.M

R.MAPYQGPDAVPGALDYKSFSTALYGESDL.-

R.MAPYQGPDAVPGALDYK.S

K.SFSTALYGESDL.-

ACTN4|PB.12220.1|pFSM|782
ACTN4|PB.12220.3|pNNC|1
ACTN4|PB.12220.8|pNNC|1
ACTN4|PB.12220.6|pNNC|1
ACTN4|PB.12220.5|pNNC|1

ACTN4|PB.12220.10|pNNC|1
ACTN4|PB.12220.13|pNNC|1
ACTN4|PB.12220.15|pNNC|1
ACTN4|PB.12220.16|pNNC|2
ACTN4|PB.12220.17|pNIC|2

ACTN4|PB.12220.19|pNNC|1
ACTN4|PB.12220.20|pNNC|1
ACTN4|PB.12220.40|pNNC|1
ACTN4|PB.12220.37|pNNC|5
ACTN4|PB.12220.36|pNNC|3
ACTN4|PB.12220.34|pNNC|1
ACTN4|PB.12220.33|pNNC|3
ACTN4|PB.12220.32|pNNC|3
ACTN4|PB.12220.29|pNNC|1
ACTN4|PB.12220.26|pNIC|4
ACTN4|PB.12220.25|pNIC|2

ACTN4|PB.12220.41|pNNC|1
ACTN4|PB.12220.43|pNNC|3

Scale
chr19:

500 bases hg38

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

ACTN4/ENST00000252699.7
ACTN4/ENST00000424234.7
ACTN4/ENST00000440400.2
ACTN4/ENST00000390009.7

R.DLLLDPAWEK.Q
K.TFTAWCNSHLR.K

R.KAGTQIENIDEDFRDGLK.L
K.AGTQIAAIAQELNELDYYDSHNVNTR.C

K.AGTQIENIDEDFRDGLK.L
K.ALDFIASK.G

K.LVSIGAEEIVDGNAK.M
R.FAIQDISVEETSAK.E

R.FAIQDISVEETSAKEGLLLWCQR.K

K.EGLLLWCQRK.T
K.EGLLLWCQR.K

K.DGLAFNALIHR.H

R.HRPELIEYDK.L

R.HRPELIEYDKLR.K

R.PELIEYDK.L

R.PELIEYDKLR.K
K.LRKDDPVTNLNNAFEVAEK.Y

R.KDDPVTNLNNAFEVAEKYLDIPK.M
R.KDDPVTNLNNAFEVAEK.Y

K.DDPVTNLNNAFEVAEKYLDIPK.M
K.DDPVTNLNNAFEVAEK.Y

K.YLDIPKMLDAEDIVNTARPDEK.A
K.MLDAEDIVNTARPDEK.A

M.LDAEDIVNTARPDEK.A

K.VLAVNQENEHLMEDYEK.L

K.LEDFRDYRR.L
K.CQLEINFNTLQTK.L

R.PAFMPSEGK.M

K.MVSDINNGWQHLEQAEK.G
K.GYEEWLLNEIRR.L

K.GYEEWLLNEIR.R
K.ASIHEAWTDGK.E

K.ASIHEAWTDGKEAMLK.H
K.HRDYETATLSDIKALIR.K

K.HRDYETATLSDIK.A

R.DYETATLSDIK.A
R.DYETATLSDIKALIR.K
R.KHEAFESDLAAHQDR.V

R.KHEAFESDLAAHQDRVEQIAAIAQELNELDYYDSHNVNTR.C
K.HEAFESDLAAHQDRVEQIAAIAQELNELDYYDSHNVNTR.C

K.HEAFESDLAAHQDR.V
R.VEQIAAIAQELNELDYYDSHNVNTR.C

R.CQKICDQWDALGSLTHSR.R
K.ICDQWDALGSLTHSRR.E

K.ICDQWDALGSLTHSR.R

R.EALEKTEKQLEAIDQLHLEYAK.R

ACTN4|PB.12220.1|pFSM|782
ACTN4|PB.12220.3|pNNC|1
ACTN4|PB.12220.8|pNNC|1
ACTN4|PB.12220.6|pNNC|1
ACTN4|PB.12220.5|pNNC|1

ACTN4|PB.12220.10|pNNC|1
ACTN4|PB.12220.13|pNNC|1
ACTN4|PB.12220.15|pNNC|1
ACTN4|PB.12220.16|pNNC|2
ACTN4|PB.12220.17|pNIC|2

ACTN4|PB.12220.19|pNNC|1
ACTN4|PB.12220.20|pNNC|1
ACTN4|PB.12220.40|pNNC|1
ACTN4|PB.12220.37|pNNC|5
ACTN4|PB.12220.36|pNNC|3
ACTN4|PB.12220.34|pNNC|1
ACTN4|PB.12220.33|pNNC|3
ACTN4|PB.12220.32|pNNC|3
ACTN4|PB.12220.29|pNNC|1
ACTN4|PB.12220.26|pNIC|4
ACTN4|PB.12220.25|pNIC|2

ACTN4|PB.12220.41|pNNC|1
ACTN4|PB.12220.43|pNNC|3



EDC4
PB.10482.1
0|PB.10482.

9

STRPAPGPFL
SYGAER

Looks really good except 
for mass difference 

(>500ppm), isolation of 
the C13 isotope

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r15
72346 Intron retention 

event Insertion
No 

(PB.10482.8, 
PB.10482.9)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
16%3A67873052%2D67884499
&position=multi%3A33125092%
2D33130630&hgsid=133133675

RBMS1 PB.2016.3 MIFPSSSGNP
GGSSNCR 47.74187

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 29% (rough 

minimum is 20%); y14 
ending in proline is most 

abundant

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r15
61807 Alternative first 

exon Substitution Yes 
(PB.2016.3)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
2%3A160272151%2D16049380

RBMS1 PB.2016.3 MIFPSSSGNP
GGSSNCR 47.74187 same sequence as above (oxidized methionine version of a 

peptide already listed earlier in the table)

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 29% (rough 

minimum is 20%); y8 
ending in proline is most 

abundant

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r15
49330

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr

S100PBP PB.335.4 SLVVSTSSNK
DVLNKDSGK 14.66089

Mass difference too high 
(>500ppm), isolation of 

the C13 isotope
Yes

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
43051

Alternative 
acceptor (3' 
splice site)

Deletion Yes 
(PB.335.4)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1

 

RPA1 PB.10683.5 IGNPVPYNEG
STVSK 1.503681

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 
MAY exceed 25% above 

10% relative intensity; 
MS2 TIC approx 17% 

(rough minimum is 20%); 
y10 ending in proline is 

most abundant

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r8
66226 Exon skipping 

event Deletion 
Yes 

(PB.10683.5
)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh

PECAM1
PB.11293.4
5|PB.11293.

80

ELELLTSKDP
PPSASQSAGI

TDLGKK

Mass difference too high 
(>300ppm), isolation of 

the C13 isotope
Yes

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
112520 Novel exon Insertion

No 
(PB.11293.4

5, 
PB.11293.80

)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
17%3A64319415%2D64390860
&position=multi%3A37911920%
2D37919452&hgsid=133133675
7_aBPqBaMzIOB9sbSvyOae5jv

NHSL1 PB.4914.1 CAGDIFGELE
GQAAALGHR 1.879601

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks  
exceed 25% above 10% 
relative intensity; MS2 
TIC approx 15% (rough 

minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
195591 Alternative first 

exon Substitution Yes

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
6%3A138414829%2D13890300
8&position=multi%3A73908187
%2D73929828&hgsid=1323801

200 400 600 800 1000 1200
m/z

0e0

4e4

9e4

1e5

2e5

2e5

3e5

3e5

4e5

4e5

4e5

5e5

5e5

In
te

ns
ity

b2
b3

b5

b7

b8

b9

b10
b11

y1

y2
y3

y4
y5

y6

y7

y8

y9
y10

Precursor Charge: 3
Precursor Mass: 1705.860
Theoretical Mass: 1704.858
Score: 18.347
Protein Accession: PB.10482.10|PB.10482.9
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 1753.748
Theoretical Mass: 1753.751
Score: 18.294
Protein Accession: PB.2016.3
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 3
Precursor Mass: 1978.037
Theoretical Mass: 1977.038
Score: 18.229
Protein Accession: PB.335.4
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 1560.772
Theoretical Mass: 1560.778
Score: 18.171
Protein Accession: PB.10683.5
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 4
Precursor Mass: 2682.409
Theoretical Mass: 2681.412
Score: 18.114
Protein Accession: PB.11293.45|PB.11293.80
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Mass: 1970.923
Theoretical Mass: 1970.927
Score: 17.150
Protein Accession: PB.4914.1
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 1557.751
Theoretical Mass: 1557.757
Score: 16.455
Protein Accession: PB.12826.47
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000

Scale
:chr2

2 kbhg38
160,273,000160,274,000

GENCODE V39 (5 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RBMS1
RBMS1
RBMS1
RBMS1
MIR4785

R.EGEAGMTLTYDPTTAAIQNGFYPSPYSIATNR.M
K.FIKTPPGVSAPTEPLLCK.F
K.TPPGVSAPTEPLLCK.F

K.CEAVIGHFNGK.F
R.MESTEKCEAVIGHFNGK.F

K.PFGQVISTR.I
K.QQEQDPTNLYISNLPLSMDEQELENMLKPFGQVISTR.I

K.CKGYGFVDFDSPAAAQK.A
K.GYGFVDFDSPAAAQK.A

K.LCQPYGKIVSTK.A
R.GLPPHTTDQDLVK.L

M.IFPSSSGNPGGSSNCR.T
-.MIFPSSSGNPGGSSNCR.T

RBMS1|PB.2016.4|pNIC|36
RBMS1|PB.2016.8|pFSM|1
RBMS1|PB.2016.3|pNNC|48
RBMS1|PB.2016.7|pFSM|12
RBMS1|PB.2016.6|pNNC|9
RBMS1|PB.2016.12|pNNC|9
RBMS1|PB.2016.17|pNIC|1
RBMS1|PB.2016.15|pNNC|1

Scale
:chr2

50 baseshg38
160,402,100160,407,500160,407,550160,407,600

GENCODE V39 (4 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RBMS1
RBMS1
RBMS1
RBMS1

M.IFPSSSGNPGGSSNCR.T
-.MIFPSSSGNPGGSSNCR.T

RBMS1|PB.2016.4|pNIC|36
RBMS1|PB.2016.8|pFSM|1
RBMS1|PB.2016.3|pNNC|48
RBMS1|PB.2016.7|pFSM|12
RBMS1|PB.2016.6|pNNC|9
RBMS1|PB.2016.12|pNNC|9
RBMS1|PB.2016.17|pNIC|1
RBMS1|PB.2016.15|pNNC|1

Scale
:chr2

2 kbhg38
160,273,000160,274,000

GENCODE V39 (5 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RBMS1
RBMS1
RBMS1
RBMS1
MIR4785

R.EGEAGMTLTYDPTTAAIQNGFYPSPYSIATNR.M
K.FIKTPPGVSAPTEPLLCK.F
K.TPPGVSAPTEPLLCK.F

K.CEAVIGHFNGK.F
R.MESTEKCEAVIGHFNGK.F

K.PFGQVISTR.I
K.QQEQDPTNLYISNLPLSMDEQELENMLKPFGQVISTR.I

K.CKGYGFVDFDSPAAAQK.A
K.GYGFVDFDSPAAAQK.A

K.LCQPYGKIVSTK.A
R.GLPPHTTDQDLVK.L

M.IFPSSSGNPGGSSNCR.T
-.MIFPSSSGNPGGSSNCR.T

RBMS1|PB.2016.4|pNIC|36
RBMS1|PB.2016.8|pFSM|1
RBMS1|PB.2016.3|pNNC|48
RBMS1|PB.2016.7|pFSM|12
RBMS1|PB.2016.6|pNNC|9
RBMS1|PB.2016.12|pNNC|9
RBMS1|PB.2016.17|pNIC|1
RBMS1|PB.2016.15|pNNC|1

Scale
:chr2

50 baseshg38
160,402,100160,407,500160,407,550160,407,600

GENCODE V39 (4 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RBMS1
RBMS1
RBMS1
RBMS1

M.IFPSSSGNPGGSSNCR.T
-.MIFPSSSGNPGGSSNCR.T

RBMS1|PB.2016.4|pNIC|36
RBMS1|PB.2016.8|pFSM|1
RBMS1|PB.2016.3|pNNC|48
RBMS1|PB.2016.7|pFSM|12
RBMS1|PB.2016.6|pNNC|9
RBMS1|PB.2016.12|pNNC|9
RBMS1|PB.2016.17|pNIC|1
RBMS1|PB.2016.15|pNNC|1

Scale
chr17:

2 kb hg38
1,898,000 1,899,000 1,900,000

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RPA1

M.VGQLSEGAIAAIMQK.G
K.IGNPVPYNEGLGQPQVAPPAPAASPAASSR.P

K.IGNPVPYNEGSTVSK.A
K.TFGKAAGPSLSHTSGGTQSK.V

K.AAGPSLSHTSGGTQSK.V
K.VVPIASLTPYQSK.W

R.GEGKLFSLELVDESGEIR.A
K.LFSLELVDESGEIR.A

K.SKDSLVDIIGICK.S
K.DSLVDIIGICK.S
K.SYEDATKITVR.S
K.RNIYLMDTSGK.V

R.NIYLMDTSGK.V
K.VVTATLWGEDADKFDGSR.Q

K.VVTATLWGEDADKFDGSRQPVLAIK.G
R.SLSVLSSSTIIANPDIPEAYK.L

R.SLSVLSSSTIIANPDIPEAYKLR.G
R.GWFDAEGQALDGVSISDLK.S

K.SENLGQGDKPDYFSSVATVVYLR.K
K.ENCMYQACPTQDCNKK.V

K.KVIDQQNGLYR.C

K.VIDQQNGLYRCEK.C
K.VIDQQNGLYR.C

R.CEKCDTEFPNFK.Y
K.CDTEFPNFK.Y

K.CDTEFPNFKYR.M
R.IKATVMDVKPVDYR.E

RPA1|PB.10683.1|pFSM|239
RPA1|PB.10683.2|pNIC|1

RPA1|PB.10683.4|pNNC|1
RPA1|PB.10683.5|pNIC|2
RPA1|PB.10683.6|pNIC|2

RPA1|PB.10683.7|pNNC|1

Scale
chr17:

100 bases hg38
1,872,500 1,875,700 1,875,750

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RPA1

K.IGNPVPYNEGLGQPQVAPPAPAASPAASSR.P
K.IGNPVPYNEGSTVSK.A

K.TFGKAAGPSLSHTSGGTQSK.V
K.AAGPSLSHTSGGTQSK.V

K.VVPIASLTPYQSK.W

RPA1|PB.10683.1|pFSM|239
RPA1|PB.10683.2|pNIC|1

RPA1|PB.10683.4|pNNC|1
RPA1|PB.10683.5|pNIC|2
RPA1|PB.10683.6|pNIC|2

RPA1|PB.10683.7|pNNC|1

Scale
:chr6

10 kbhg38
138,420,000

GENCODE V39

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

HEBP2
NHSL1
NHSL1
ENSG00000225177
CCDC28A-AS1
CCDC28A
ECT2L
ECT2L

R.GALGAAEGCSLDGLAR.E
R.IQSSPMTVISEGEGEAVEPVDSIAR.G
R.SLSFSGPR.Y
R.AQEEWAKNEGLMPR.S
R.MSAAEMLK.N
R.NHSPSPPVTPTGAAPSLASPK.Q
R.TTEDLFAAIHR.S

R.AVPSPTTGEEGSVHSR.E
K.DFAVEPAENVSEALR.A

R.SPGAPSAGEAEARPSPSTTPLPDSSPSR.K
R.NSTNEMESESQPASVTSSLPTPAK.S

K.FMKDTRPPFTNSGQPESSR.G
K.DTRPPFTNSGQPESSR.G

R.ATMPQVPGGSVKPK.I
R.SQSTVSAGSSMTSATTPNVYSLCGATPSQSDTSSVK.S

K.SGSSPSQSPCSDLEEPWLPR.S
R.NNLAFPAHPQDVDGKSESSYSGGGGHSSSEPWEYK.S

K.SESSYSGGGGHSSSEPWEYK.S
R.NNLAFPAHPQDVDGK.S
R.ENGSQAMPYNCR.N

R.GHPQADENLGHLGGASGTGTLLRPK.S
R.LGALGPAGDMNGTFLYQR.G
R.ANIQSLEPR.L

R.DSSCQTEDVKVVPPSMR.R
R.QQAQTVQADVVPINITASGTGQDDADGHSVYTPDHYSTLGR.F

K.SLPLPTPEEK.M
K.TPASSDFSDLNTQTNWTK.S
K.CSLSSSEEERFISIR.R

R.SSQYYSQGPTFAANASPFCDDYQDEDEETDQKCSLSSSEEER.F
R.SSQYYSQGPTFAANASPFCDDYQDEDEETDQK.C

R.VKIPVSNLDEESR.W
K.IPVSNLDEESR.W

R.CAGDIFGELEGQAAALGHR.T

K.SFSAHCTQVVNAK.K

K.STGFSNPASQSTSQRPK.L
K.GAQSTPIQHSFLTDVSDVQEMER.G

K.TASDSNLDRLLSDLEELNSSIQK.L

R.LLSDLEELNSSIQK.L
K.LHLADAQDVPNTSAS.-

R.GTSHTPFER.T

NHSL1|PB.4914.1|pNNC|2
NHSL1|PB.4914.2|pNIC|3
NHSL1|PB.4914.7|pNNC|2
NHSL1|PB.4914.9|pNNC|1
CCDC28A|PB.4917.1|pFSM|21
CCDC28A|PB.4917.2|pFSM|1

Scale
:chr6

200 baseshg38
138,572,500

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

NHSL1
ENSG00000225177
CCDC28A-AS1

R.VKIPVSNLDEESR.W
K.IPVSNLDEESR.W

R.CAGDIFGELEGQAAALGHR.T

NHSL1|PB.4914.1|pNNC|2
NHSL1|PB.4914.9|pNNC|1
CCDC28A|PB.4917.1|pFSM|21

Scale
:chr20

2 kbhg38
38,129,00038,130,000

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

TGM2

R.NVIIGPA.-
K.GFRNVIIGPA.-

K.LVVNFESDKLK.A
R.MDLLPLHMGLHK.L
K.TVEIPDPVEAGEEVKVR.M

K.LVAEVSLQNPLPVALEGCTFTVEGAGLTEEQKTVEIPDPVEAGEEVKVR
K.LVAEVSLQNPLPVALEGCTFTVEGAGLTEEQKTVEIPDPVEAGEEVK.V
R.KLVAEVSLQNPLPVALEGCTFTVEGAGLTEEQKTVEIPDPVEAGEEVK

K.TVEIPDPVEAGEEVK.V
K.RKLVAEVSLQNPLPVALEGCTFTVEGAGLTEEQK.T
K.LVAEVSLQNPLPVALEGCTFTVEGAGLTEEQK.T
R.KLVAEVSLQNPLPVALEGCTFTVEGAGLTEEQK.T

K.IRILGEPK.Q
R.DLYLENPEIKIR.I
R.ALLVEPVINSYLLAERDLYLENPEIKIR.I
R.DLYLENPEIK.I
R.ALLVEPVINSYLLAERDLYLENPEIK.I
R.ALLVEPVINSYLLAER.D

R.DCLTESNLIK.V
K.YRDCLTESNLIK.V

K.SVPLCILYEK.Y
K.YLLNLNLEPFSEK.S

R.TVSYNGILGPECGTK.Y
R.IRVGQSMNMGSDFDVFAHITNNTAEEYVCR.L
R.VGQSMNMGSDFDVFAHITNNTAEEYVCR.L

K.LAEKEETGMAMR.I
R.ANHLNKLAEKEETGMAMR.I

R.EDITHTYKYPEGSSEEREAFTR.A
R.EDITHTYKYPEGSSEER.E

K.SVGRDEREDITHTYK.Y
K.EGDLSTKYDAPFVFAEVNADVVDWIQQDDGSVHK.S
K.YDAPFVFAEVNADVVDWIQQDDGSVHK.S
R.AIKEGDLSTKYDAPFVFAEVNADVVDWIQQDDGSVHK.S

K.SEGTYCCGPVPVR.A
R.PDLQPGYEGWQALDPTPQEK.S

R.VVTNYNSAHDQNSNLLIEYFR.N

R.CLGIPTR.V

R.VVNCNDDQGVLLGR.W
R.VVSGMVNCNDDQGVLLGR.W

R.SSPVYVGR.V

R.QEYVLTQQGFIYQGSAK.F
K.ARFPLRDAVEEGDWTATVVDQQDCTLSLQLTTPANAPIGLYR.L

R.NYEASVDSLTFSVVTGPAPSQEAGTKAR.F
R.NYEASVDSLTFSVVTGPAPSQEAGTK.A

R.CDLELETNGRDHHTADLCR.E

RPRD1B|PB.12825.4|pNIC|1
TGM2|PB.12826.5|pNNC|1
TGM2|PB.12826.4|pFSM|2
TGM2|PB.12826.6|pNNC|33
TGM2|PB.12826.42|pNNC|1
TGM2|PB.12826.35|pNNC|14
TGM2|PB.12826.30|pNNC|37
TGM2|PB.12826.28|pNNC|1
TGM2|PB.12826.27|pNNC|1
TGM2|PB.12826.25|pNNC|194
TGM2|PB.12826.21|pNNC|2
TGM2|PB.12826.20|pNIC|6
TGM2|PB.12826.18|pNNC|1
TGM2|PB.12826.16|pNNC|1
TGM2|PB.12826.11|pNNC|3
TGM2|PB.12826.50|pNNC|1
TGM2|PB.12826.47|pNNC|14
TGM2|PB.12826.65|pNNC|4
TGM2|PB.12826.64|pNNC|4

Scale
:chr20

100 baseshg38
38,146,75038,146,80038,146,85038,146,90038,148,000

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

TGM2

R.VVNCNDDQGVLLGR.W
R.VVSGMVNCNDDQGVLLGR.W

R.SSPVYVGR.V

TGM2|PB.12826.5|pNNC|1
TGM2|PB.12826.4|pFSM|2
TGM2|PB.12826.6|pNNC|33
TGM2|PB.12826.42|pNNC|1
TGM2|PB.12826.35|pNNC|14
TGM2|PB.12826.30|pNNC|37
TGM2|PB.12826.28|pNNC|1
TGM2|PB.12826.27|pNNC|1
TGM2|PB.12826.25|pNNC|194
TGM2|PB.12826.21|pNNC|2
TGM2|PB.12826.20|pNIC|6
TGM2|PB.12826.18|pNNC|1
TGM2|PB.12826.16|pNNC|1
TGM2|PB.12826.11|pNNC|3
TGM2|PB.12826.50|pNNC|1
TGM2|PB.12826.47|pNNC|14
TGM2|PB.12826.65|pNNC|4
TGM2|PB.12826.64|pNNC|4

Scale
chr16:

2 kb hg38

GENCODE V39 (1 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

EDC4/ENST00000358933.10
ENSG00000263126/ENST00000572067.1

R.TMPPINLQEK.Q
K.QVICLSGDDSSTCIGILAK.E

K.EVEIVASSDSSISSK.A
R.VISVSTSER.T

R.IIWCPFIPEESEDCCEESSPTVALLHEDR.A
R.AEVWDLDMLR.S

R.FLITGADQNR.E
R.HTEVLPAEEENDSLGADGTHGAGAMESAAGVLIK.L

K.ALQDVQIR.F

R.RIVELPAPADFLSLSSETKPK.L
R.IVELPAPADFLSLSSETKPK.L

R.GLLPGLLPAPADK.L

K.GPGQVPTATSALSLELQEVEPLGLPQASPSR.T
R.TRSPDVISSASTALSQDIPEIASEALSR.G

R.GFGSSAPEGLEPDSMASAASALHLLSPR.P
R.HNTPSLLEAALTQEASTPDSQVWPTAPDITR.E

R.DSQDASAEQSDHDDEVASLASASGGFGTKVPAPR.L
R.DSQDASAEQSDHDDEVASLASASGGFGTK.V

R.LTEHQVAEPPEDWPALIWQQQR.E
R.ELAELRHSQEELLQR.L

R.LCTQLEGLQSTVTGHVER.A

R.ILETGSTTWHR.D

R.DGGSILGLGR.S
R.STRPAPGPFLSYGAER.R

R.SLEPMAGQLSNSVATK.L

K.SCQAMFQQINDSFR.L

R.LGTQEYLQQLESHMK.S
K.LSYLEEAVMHLDHSDPITR.D

EDC4|PB.10482.1|pNNC|1
EDC4|PB.10482.2|pNNC|1
EDC4|PB.10482.5|pNNC|3
EDC4|PB.10482.7|pNNC|1

EDC4|PB.10482.8|pFSM|54
EDC4|PB.10482.9|pNIC|12

EDC4|PB.10482.10|pNNC|1

Scale
chr16:

100 bases hg38
67,881,850 67,881,900 67,881,950 67,882,000 67,882,050

GENCODE V39 (4 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

EDC4/ENST00000358933.10

R.ILETGSTTWHR.D
R.DGGSILGLGR.S

R.STRPAPGPFLSYGAER.R

EDC4|PB.10482.1|pNNC|1
EDC4|PB.10482.2|pNNC|1
EDC4|PB.10482.5|pNNC|3
EDC4|PB.10482.7|pNNC|1

EDC4|PB.10482.8|pFSM|54
EDC4|PB.10482.9|pNIC|12

EDC4|PB.10482.10|pNNC|1

Scale
chr1:

100 bases hg38
32,826,850 32,826,900 32,828,000 32,828,050

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

S100PBP/ENST00000373476.5
S100PBP/ENST00000373475.10

R.ISDHSETPNMELSCR.N
R.SLVVSTSSNKQDVLNK.D

R.SLVVSTSSNKDVLNKDSGK.M
R.SLVVSTSSNKQDVLNKDSGK.M

R.TNVPTFSQSNLEQQK.Q

S100PBP|PB.335.1|pNNC|1
S100PBP|PB.335.4|pNNC|15

S100PBP|PB.335.5|pFSM|9

Scale
chr1:

200 bases hg38

GENCODE V39 (4 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

S100PBP/ENST00000373476.5
S100PBP/ENST00000373475.10

K.LSSLGEEMREDGLSPNESK.L
R.ISDHSETPNMELSCR.N

R.SLVVSTSSNKQDVLNK.D
R.SLVVSTSSNKDVLNKDSGK.M

R.SLVVSTSSNKQDVLNKDSGK.M

R.TNVPTFSQSNLEQQK.Q

S100PBP|PB.335.1|pNNC|1
S100PBP|PB.335.4|pNNC|15

S100PBP|PB.335.5|pFSM|9

Scale
:chr17

2 kbhg38
64,321,00064,322,00064,323,000

GENCODE V39

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

PECAM1/ENST00000563924.6

K.KDTETVYSEVRK.A
K.DTETVYSEVRK.A
K.DLGKKDTETVYSEVR.K
R.ELELLTSKDPPPSASQSAGITDLGKK.D

R.PAVPLLNSNNEK.M
K.QMPVEMSRPAVPLLNSNNEK.M
K.QMPVEMSR.P

K.EQEGEYYCTAFNR.A
K.ASKEQEGEYYCTAFNR.A

K.VVESGEDIVLQCAVNEGSGPITYKFYR.E
K.VVESGEDIVLQCAVNEGSGPITYK.F

K.VIAPVDEVQISILSSK.V
R.VKVIAPVDEVQISILSSK.V

K.MLSEVLR.V
K.NSNDPAVFKDNPTEDVEYQCVADNCHSHAK.M

R.CESISGTLPISYQLLK.T
R.ISYDAQFEVIKGQTIEVR.C
R.ISYDAQFEVIK.G
K.SDSGTYICTAEMLSQPR.I
K.SNTVQIVVCEMLSQPR.I

K.SDSGTYICTAGIDKVVKK.S
K.IASKSDSGTYICTAGIDKVVK.K
K.SDSGTYICTAGIDKVVK.K
K.IASKSDSGTYICTAGIDK.V
K.SDSGTYICTAGIDK.V

K.EDTIVSQTQDFTK.I
K.CTIQVTHLAQEFPEIIIQKDK.A
K.CTIQVTHLAQEFPEIIIQK.D

K.FHISPTGMIMEGAQLHIK.C
K.SELVTVTESFSTPK.F
R.IISGIHMQTSESTKSELVTVTESFSTPK.F

R.IISGIHMQTSESTK.S

R.DQNFVILEFPVEEQDRVLSFR.C
K.NSRDQNFVILEFPVEEQDRVLSFR.C
R.DQNFVILEFPVEEQDR.V
K.NSRDQNFVILEFPVEEQDR.V

K.APIHFTIEKLELNEK.M
K.APIHFTIEK.L

K.EAIQGGIVR.V

R.VTLDKKEAIQGGIVR.V
K.EKTTAEYQVLVEGVPSPR.V
K.TTAEYQVLVEGVPSPR.V

R.IYDSGTYKCTVIVNNKEK.T
R.IYDSGTYKCTVIVNNK.E

K.STESYFIPEVR.I

PECAM1|PB.11293.1|pNIC|79
PECAM1|PB.11293.7|pFSM|543
PECAM1|PB.11293.19|pNIC|19
PECAM1|PB.11293.42|pNNC|1
PECAM1|PB.11293.33|pNIC|5
PECAM1|PB.11293.32|pNNC|2
PECAM1|PB.11293.30|pNIC|3
PECAM1|PB.11293.26|pNNC|1
PECAM1|PB.11293.25|pNNC|6
PECAM1|PB.11293.24|pNNC|2
PECAM1|PB.11293.22|pNNC|75
PECAM1|PB.11293.46|pNNC|1
PECAM1|PB.11293.45|pNNC|3
PECAM1|PB.11293.58|pNIC|1
PECAM1|PB.11293.65|pNIC|1
PECAM1|PB.11293.73|pNIC|1
PECAM1|PB.11293.69|pNNC|1
PECAM1|PB.11293.80|pNNC|6
PECAM1|PB.11293.97|pNNC|1
PECAM1|PB.11293.102|pNIC|2
PECAM1|PB.11293.107|pNNC|1
PECAM1|PB.11293.109|pNNC|1

Scale
:chr17

100 baseshg38
64,341,65064,347,30064,347,350

GENCODE V39

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

PECAM1/ENST00000563924.6

K.KDTETVYSEVRK.A
K.DTETVYSEVRK.A
K.DLGKKDTETVYSEVR.K
R.ELELLTSKDPPPSASQSAGITDLGKK.D

PECAM1|PB.11293.1|pNIC|79
PECAM1|PB.11293.7|pFSM|543
PECAM1|PB.11293.19|pNIC|19
PECAM1|PB.11293.42|pNNC|1
PECAM1|PB.11293.33|pNIC|5
PECAM1|PB.11293.32|pNNC|2
PECAM1|PB.11293.30|pNIC|3
PECAM1|PB.11293.26|pNNC|1
PECAM1|PB.11293.25|pNNC|6
PECAM1|PB.11293.24|pNNC|2
PECAM1|PB.11293.22|pNNC|75
PECAM1|PB.11293.46|pNNC|1
PECAM1|PB.11293.45|pNNC|3
PECAM1|PB.11293.58|pNIC|1
PECAM1|PB.11293.65|pNIC|1
PECAM1|PB.11293.73|pNIC|1
PECAM1|PB.11293.69|pNNC|1
PECAM1|PB.11293.80|pNNC|6
PECAM1|PB.11293.97|pNNC|1
PECAM1|PB.11293.102|pNIC|2



TGM2 PB.12826.4
7

VVNCNDDQG
VLLGR 14.28497

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 45% (rough 
minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
69178

Alternative 
donor (5' splice 

site)
Deletion Yes

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
20%3A38127385%2D38165270
&position=multi%3A53303427%
2D53308980&hgsid=132380137
3_4Vg42e7GvytrAAcReEqOrBP

P4HB PB.11450.1
4

MDSTANEVID
YNGER 9.022085

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 38% (rough 
minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r4
98410

Alternative 
donor (5' splice 

site)
Deletion Yes 

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
17%3A81843166%2D81860535
&position=multi%3A38835608%
2D38838689&hgsid=132380137
3_4Vg42e7GvytrAAcReEqOrBP

RBMS1 PB.2016.3 IFPSSSGNPG
GSSNCR 47.74187

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 34% (rough 
minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r14
38909 Alternative first 

exon Insertion Yes 
(PB.2016.3)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu

RBMS1 PB.2016.3 MIFPSSSGNP
GGSSNCR 47.74187 same sequence as above (oxidized methionine version of a 

peptide already listed earlier in the table)

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 29% (rough 
minimum is 20%)

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r15
61807 Insertion Yes 

(PB.2016.3)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu

RBMS1 PB.2016.3 MIFPSSSGNP
GGSSNCR 47.74187

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r15
49330 Alternative first 

exon Insertion Yes

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v

PECAM1 PB.11293.2
5

SDSGTYICTA
EMLSQPR 6.390643

Doesn't meet PEP score 
criterion; mass difference 

is close to the 5ppm 
threshold, lots of 

unassigned fragment 
ions

No
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r10
129601

SP100 PB.2288.24
AEPTGPEAEL
HNHGIQINSC

SVR
13.53313

MS2 TIC is only 9.6%; 
lots of extra peaks 
exceeding general 

threshold of 25% greater 
than 10% relative 

abundance

No
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
82599

FTSJ1 PB.13630.7
VDTFPQPLAA
PQCHTLLAPE

VWK
1.127761

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 
MAY exceed 25% above 

10% relative intensity; 
MS2 TIC approx 28% 

(rough minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r16
159097 Intron retention 

event Insertion
No 

(PB.13630.3, 
PB.13630.7)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
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Precursor Charge: 2
Precursor Mass: 1557.751
Theoretical Mass: 1557.757
Score: 16.455
Protein Accession: PB.12826.47
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 1712.731
Theoretical Mass: 1712.731
Score: 16.380
Protein Accession: PB.11450.14
Protein: 
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Q-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 1622.707
Theoretical Mass: 1622.711
Score: 16.341
Protein Accession: PB.2016.3
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 1753.748
Theoretical Mass: 1753.751
Score: 18.294
Protein Accession: PB.2016.3
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000

200 400 600 800 1000 1200 1400
m/z

0e0

3e4

5e4

8e4

1e5

1e5

2e5

2e5

2e5

2e5

3e5

3e5

3e5

In
te

ns
ity

b2

b3 b5 b6

y1 y2

y3

y4

y5

y6

y7

y8

y9

y10

y11

y12

Precursor Charge: 2
Precursor Mass: 1914.836
Theoretical Mass: 1914.845
Score: 16.216
Protein Accession: PB.11293.25
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000

200 400 600 800 1000 1200 1400 1600
m/z

0e0

3e4

6e4

9e4

1e5

1e5

2e5

2e5

2e5

In
te

ns
ity

b2

b3

y2

y3
y4

y5

y6

y7 y8 y9

y10

y13

y14

y17

y19

Precursor Charge: 3
Precursor Mass: 2617.338
Theoretical Mass: 2617.336
Score: 15.277
Protein Accession: PB.13630.7
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000

Scale
:chr20

2 kbhg38
38,129,00038,130,000

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

TGM2

R.NVIIGPA.-
K.GFRNVIIGPA.-

K.LVVNFESDKLK.A
R.MDLLPLHMGLHK.L
K.TVEIPDPVEAGEEVKVR.M

K.LVAEVSLQNPLPVALEGCTFTVEGAGLTEEQKTVEIPDPVEAGEEVKVR
K.LVAEVSLQNPLPVALEGCTFTVEGAGLTEEQKTVEIPDPVEAGEEVK.V
R.KLVAEVSLQNPLPVALEGCTFTVEGAGLTEEQKTVEIPDPVEAGEEVK

K.TVEIPDPVEAGEEVK.V
K.RKLVAEVSLQNPLPVALEGCTFTVEGAGLTEEQK.T
K.LVAEVSLQNPLPVALEGCTFTVEGAGLTEEQK.T
R.KLVAEVSLQNPLPVALEGCTFTVEGAGLTEEQK.T

K.IRILGEPK.Q
R.DLYLENPEIKIR.I
R.ALLVEPVINSYLLAERDLYLENPEIKIR.I
R.DLYLENPEIK.I
R.ALLVEPVINSYLLAERDLYLENPEIK.I
R.ALLVEPVINSYLLAER.D

R.DCLTESNLIK.V
K.YRDCLTESNLIK.V

K.SVPLCILYEK.Y
K.YLLNLNLEPFSEK.S

R.TVSYNGILGPECGTK.Y
R.IRVGQSMNMGSDFDVFAHITNNTAEEYVCR.L
R.VGQSMNMGSDFDVFAHITNNTAEEYVCR.L

K.LAEKEETGMAMR.I
R.ANHLNKLAEKEETGMAMR.I

R.EDITHTYKYPEGSSEEREAFTR.A
R.EDITHTYKYPEGSSEER.E

K.SVGRDEREDITHTYK.Y
K.EGDLSTKYDAPFVFAEVNADVVDWIQQDDGSVHK.S
K.YDAPFVFAEVNADVVDWIQQDDGSVHK.S
R.AIKEGDLSTKYDAPFVFAEVNADVVDWIQQDDGSVHK.S

K.SEGTYCCGPVPVR.A
R.PDLQPGYEGWQALDPTPQEK.S

R.VVTNYNSAHDQNSNLLIEYFR.N

R.CLGIPTR.V

R.VVNCNDDQGVLLGR.W
R.VVSGMVNCNDDQGVLLGR.W

R.SSPVYVGR.V

R.QEYVLTQQGFIYQGSAK.F
K.ARFPLRDAVEEGDWTATVVDQQDCTLSLQLTTPANAPIGLYR.L

R.NYEASVDSLTFSVVTGPAPSQEAGTKAR.F
R.NYEASVDSLTFSVVTGPAPSQEAGTK.A

R.CDLELETNGRDHHTADLCR.E

RPRD1B|PB.12825.4|pNIC|1
TGM2|PB.12826.5|pNNC|1
TGM2|PB.12826.4|pFSM|2
TGM2|PB.12826.6|pNNC|33
TGM2|PB.12826.42|pNNC|1
TGM2|PB.12826.35|pNNC|14
TGM2|PB.12826.30|pNNC|37
TGM2|PB.12826.28|pNNC|1
TGM2|PB.12826.27|pNNC|1
TGM2|PB.12826.25|pNNC|194
TGM2|PB.12826.21|pNNC|2
TGM2|PB.12826.20|pNIC|6
TGM2|PB.12826.18|pNNC|1
TGM2|PB.12826.16|pNNC|1
TGM2|PB.12826.11|pNNC|3
TGM2|PB.12826.50|pNNC|1
TGM2|PB.12826.47|pNNC|14
TGM2|PB.12826.65|pNNC|4
TGM2|PB.12826.64|pNNC|4

Scale
:chr20

100 baseshg38
38,146,75038,146,80038,146,85038,146,90038,148,000

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

TGM2

R.VVNCNDDQGVLLGR.W
R.VVSGMVNCNDDQGVLLGR.W

R.SSPVYVGR.V

TGM2|PB.12826.5|pNNC|1
TGM2|PB.12826.4|pFSM|2
TGM2|PB.12826.6|pNNC|33
TGM2|PB.12826.42|pNNC|1
TGM2|PB.12826.35|pNNC|14
TGM2|PB.12826.30|pNNC|37
TGM2|PB.12826.28|pNNC|1
TGM2|PB.12826.27|pNNC|1
TGM2|PB.12826.25|pNNC|194
TGM2|PB.12826.21|pNNC|2
TGM2|PB.12826.20|pNIC|6
TGM2|PB.12826.18|pNNC|1
TGM2|PB.12826.16|pNNC|1
TGM2|PB.12826.11|pNNC|3
TGM2|PB.12826.50|pNNC|1
TGM2|PB.12826.47|pNNC|14
TGM2|PB.12826.65|pNNC|4
TGM2|PB.12826.64|pNNC|4

Scale
:chr17

1 kbhg38
81,844,000

GENCODE V39 (47 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

P4HB
P4HB
P4HB
P4HB
ENSG00000262831
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB

R.TLDGFKK.F
R.TVIDYNGER.T
K.FFPASADRTVIDYNGER.T
K.MDSTANEVIDYNGER.T

K.FFPASADR.T
K.MDSTANEVEAVKVHSFPTLKFFPASADR.T

K.VHSFPTLK.F
K.MDSTANEVEAVKVHSFPTLK.F

K.QLAPIWDKLGETYKDHENIVIAK.M
K.LGETYKDHENIVIAK.M

K.QLAPIWDK.L
K.VLVGKNFEDVAFDEKK.N
K.NFEDVAFDEKK.N
K.NFEDVAFDEK.K
K.VLVGKNFEDVAFDEK.K

K.YKPESEELTAERITEFCHR.F
R.LITLEEEMTKYKPESEELTAER.I

R.LITLEEEMTK.Y

K.SVSDYDGKLSNFK.T
K.HNQLPLVIEFTEQTAPK.I

R.NNFEGEVTKENLLDFIK.H
K.FDEGRNNFEGEVTK.E

K.YQLDKDGVVLFKK.F

K.QFLQAAEAIDDIPFGITSNSDVFSKYQLDKDGVVLFK.K

K.YQLDKDGVVLFK.K

K.QFLQAAEAIDDIPFGITSNSDVFSK.Y
K.DVESDSAKQFLQAAEAIDDIPFGITSNSDVFSK.Y

K.RTGPAATTLPDGAAAESLVESSEVAVIGFFKDVESDSAK.Q
R.TGPAATTLPDGAAAESLVESSEVAVIGFFKDVESDSAK.Q

K.RTGPAATTLPDGAAAESLVESSEVAVIGFFK.D
R.TGPAATTLPDGAAAESLVESSEVAVIGFFK.D

K.EYTAGREADDIVNWLKK.R
R.EADDIVNWLKK.R
R.EADDIVNWLK.K
K.EYTAGREADDIVNWLK.K

K.VDATEESDLAQQYGVR.G
R.LAKVDATEESDLAQQYGVR.G

K.AAGKLKAEGSEIR.L

K.ALAPEYAK.A
K.SNFAEALAAHK.Y
R.KSNFAEALAAHK.Y

R.ADAPEEEDHVLVLR.K

P4HB|PB.11450.5|pNIC|1
P4HB|PB.11450.4|pFSM|4
P4HB|PB.11450.9|pFSM|2083
P4HB|PB.11450.7|pNNC|2
P4HB|PB.11450.16|pNIC|1
P4HB|PB.11450.15|pNIC|2
P4HB|PB.11450.14|pNNC|9
P4HB|PB.11450.13|pNIC|4
P4HB|PB.11450.12|pNNC|2
P4HB|PB.11450.11|pNNC|3
P4HB|PB.11450.10|pNNC|4
P4HB|PB.11450.28|pNNC|1
P4HB|PB.11450.29|pNNC|1
P4HB|PB.11450.33|pNNC|2
P4HB|PB.11450.32|pNNC|1
P4HB|PB.11450.34|pNNC|1

Scale
:chr17

100 baseshg38
81,845,50081,845,60081,845,700

GENCODE V39 (47 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB
P4HB

R.TLDGFKK.F
R.TVIDYNGER.T

K.FFPASADRTVIDYNGER.T
K.MDSTANEVIDYNGER.T

K.FFPASADR.T

K.MDSTANEVEAVKVHSFPTLKFFPASADR.T
K.VHSFPTLK.F
K.MDSTANEVEAVKVHSFPTLK.F

K.QLAPIWDKLGETYKDHENIVIAK.M
K.LGETYKDHENIVIAK.M

K.QLAPIWDK.L

P4HB|PB.11450.5|pNIC|1
P4HB|PB.11450.4|pFSM|4
P4HB|PB.11450.9|pFSM|2083
P4HB|PB.11450.7|pNNC|2
P4HB|PB.11450.16|pNIC|1
P4HB|PB.11450.15|pNIC|2
P4HB|PB.11450.14|pNNC|9
P4HB|PB.11450.13|pNIC|4
P4HB|PB.11450.12|pNNC|2
P4HB|PB.11450.11|pNNC|3
P4HB|PB.11450.10|pNNC|4
P4HB|PB.11450.28|pNNC|1
P4HB|PB.11450.29|pNNC|1
P4HB|PB.11450.33|pNNC|2
P4HB|PB.11450.32|pNNC|1
P4HB|PB.11450.34|pNNC|1

Scale
:chr2

1 kbhg38

GENCODE V39 (5 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RBMS1
RBMS1
RBMS1
RBMS1
MIR4785
TANK-AS1
TANK

R.EGEAGMTLTYDPTTAAIQNGFYPSPYSIATNR.M
K.FIKTPPGVSAPTEPLLCK.F
K.TPPGVSAPTEPLLCK.F

K.CEAVIGHFNGK.F
R.MESTEKCEAVIGHFNGK.F

K.PFGQVISTR.I
K.QQEQDPTNLYISNLPLSMDEQELENMLKPFGQVISTR.I

K.CKGYGFVDFDSPAAAQK.A
K.GYGFVDFDSPAAAQK.A

K.LCQPYGKIVSTK.A
R.GLPPHTTDQDLVK.L

M.IFPSSSGNPGGSSNCR.T
-.MIFPSSSGNPGGSSNCR.T

RBMS1|PB.2016.4|pNIC|36
RBMS1|PB.2016.8|pFSM|1
RBMS1|PB.2016.3|pNNC|48
RBMS1|PB.2016.7|pFSM|12
RBMS1|PB.2016.6|pNNC|9
RBMS1|PB.2016.12|pNNC|9
RBMS1|PB.2016.17|pNIC|1
RBMS1|PB.2016.15|pNNC|1
TANK|PB.2015.1|pFSM|106

Scale
:chr2

50 baseshg38
160,407,500160,407,550160,407,600

GENCODE V39 (4 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RBMS1
RBMS1
RBMS1
RBMS1

M.IFPSSSGNPGGSSNCR.T
-.MIFPSSSGNPGGSSNCR.T

RBMS1|PB.2016.4|pNIC|36
RBMS1|PB.2016.8|pFSM|1
RBMS1|PB.2016.3|pNNC|48
RBMS1|PB.2016.7|pFSM|12
RBMS1|PB.2016.6|pNNC|9
RBMS1|PB.2016.12|pNNC|9
RBMS1|PB.2016.17|pNIC|1
RBMS1|PB.2016.15|pNNC|1

Scale
:chr2

1 kbhg38

GENCODE V39 (5 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RBMS1
RBMS1
RBMS1
RBMS1
MIR4785
TANK-AS1
TANK

R.EGEAGMTLTYDPTTAAIQNGFYPSPYSIATNR.M
K.FIKTPPGVSAPTEPLLCK.F
K.TPPGVSAPTEPLLCK.F

K.CEAVIGHFNGK.F
R.MESTEKCEAVIGHFNGK.F

K.PFGQVISTR.I
K.QQEQDPTNLYISNLPLSMDEQELENMLKPFGQVISTR.I

K.CKGYGFVDFDSPAAAQK.A
K.GYGFVDFDSPAAAQK.A

K.LCQPYGKIVSTK.A
R.GLPPHTTDQDLVK.L

M.IFPSSSGNPGGSSNCR.T
-.MIFPSSSGNPGGSSNCR.T

RBMS1|PB.2016.4|pNIC|36
RBMS1|PB.2016.8|pFSM|1
RBMS1|PB.2016.3|pNNC|48
RBMS1|PB.2016.7|pFSM|12
RBMS1|PB.2016.6|pNNC|9
RBMS1|PB.2016.12|pNNC|9
RBMS1|PB.2016.17|pNIC|1
RBMS1|PB.2016.15|pNNC|1
TANK|PB.2015.1|pFSM|106

Scale
:chr2

50 baseshg38
160,407,500160,407,550160,407,600

GENCODE V39 (4 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RBMS1
RBMS1
RBMS1
RBMS1

M.IFPSSSGNPGGSSNCR.T
-.MIFPSSSGNPGGSSNCR.T

RBMS1|PB.2016.4|pNIC|36
RBMS1|PB.2016.8|pFSM|1
RBMS1|PB.2016.3|pNNC|48
RBMS1|PB.2016.7|pFSM|12
RBMS1|PB.2016.6|pNNC|9
RBMS1|PB.2016.12|pNNC|9
RBMS1|PB.2016.17|pNIC|1
RBMS1|PB.2016.15|pNNC|1

Scale
chrX:

1 kb hg38

GENCODE V39 (4 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

FTSJ1
FTSJ1
FTSJ1

R.NSSIEAFAVCQGYDPPEGFIPDLSKPLLDHSYDFNQLDGPTR.I
R.IIVPFVTCGDLSSYDSDRSYPLDLEGGSEYK.Y

R.IIVPFVTCGDLSSYDSDR.S
R.SYPLDLEGGSEYK.Y

R.SYPLDLEGGSEYKYTPPTQPPISPPYQEACTLKR.K
K.YTPPTQPPISPPYQEACTLK.R

K.YTPPTQPPISPPYQEACTLKR.K
K.EIRPQDCPISR.V

R.VDTFPQPLAAPQCHTLLAPEVWK.C
K.CDSQPALTPSPCAFF.-

FTSJ1|PB.13630.1|pFSM|30
FTSJ1|PB.13630.3|pNNC|14

FTSJ1|PB.13630.7|pNNC|1

Scale
chrX:

50 bases hg38
48,482,750 48,482,800

GENCODE V39 (6 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

L A K E I R P Q D C P I S R V D T F P Q P L A A P Q C H T L L A P EFTSJ1
L A K E I R P Q D C P I S R V D T F P Q P L A A P Q C H T L L A P EFTSJ1
L A K E I R P Q D C P I S R V D T F P Q P L A A P Q C H T L L A P EFTSJ1

K.EIRPQDCPISR.V
R.VDTFPQPLAAPQCHTLLAPEVWK.C

K.CDSQPALTPSPCAFF.-

FTSJ1|PB.13630.1|pFSM|30
FTSJ1|PB.13630.3|pNNC|14
FTSJ1|PB.13630.7|pNNC|1

Scale
:chr6

2 kbhg38

GENCODE V39 (7 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

BAG6/ENST00000375976.8
BAG6/ENST00000676615.2
BAG6/ENST00000211379.9
BAG6/ENST00000375964.11
BAG6/ENST00000676571.1
BAG6/ENST00000362049.10
BAG6/ENST00000439687.6
APOM/ENST00000375918.6
APOM/ENST00000375920.8

R.LQEDPNYSPQRFPNAQR.A
K.RLQEDPNYSPQR.F
R.DLEAPEVQESYRQQLR.S
K.AAGARPLTSPESLSR.D
R.KTMQGEGPQLLLSEAVSR.A
K.TMQGEGPQLLLSEAVSR.A
K.VKPQPPLSDAYLSGMPAK.R
R.GPPPAPEGGSRDEQDGASAETEPWAAAVPPEWVPIIQQD
R.ASPEPQRENASPAPGTTAEEAMSR.G
R.RVGDPPQPLPEEPMEVQGAER.A
R.VGDPPQPLPEEPMEVQGAER.A
R.MATHTLITGLEEYVR.E
R.SFFHQHYLGGQEPTPSNIR.M

R.LINLVGESLR.L
R.YYEVLGAAATTDYNNNHEGREEDQR.L

R.VLQDDKKLQEYNVGGK.V
R.DLSAMEPNDSTSTAVEEPDSLEVLVK.T

BAG6|PB.4517.3|pFSM|88
BAG6|PB.4517.22|pNNC|1
BAG6|PB.4517.20|pNNC|1
BAG6|PB.4517.16|pNNC|1
BAG6|PB.4517.14|pFSM|82
BAG6|PB.4517.13|pNIC|6
BAG6|PB.4517.12|pNIC|2
BAG6|PB.4517.11|pNIC|2
BAG6|PB.4517.10|pNNC|2
BAG6|PB.4517.34|pNIC|67
BAG6|PB.4517.33|pNIC|7
BAG6|PB.4517.32|pNIC|1
BAG6|PB.4517.29|pNNC|1
BAG6|PB.4517.28|pNNC|3
BAG6|PB.4517.42|pNIC|47
BAG6|PB.4517.75|pNIC|1
BAG6|PB.4517.66|pNNC|1
BAG6|PB.4517.65|pNIC|1
BAG6|PB.4517.55|pNIC|7
BAG6|PB.4517.86|pNNC|2

Scale
:chr6

50 baseshg38
31,651,70031,651,750

GENCODE V39 (14 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6

R.DLSAMEPNDSTSTAVEEPDSLEVLVK.T

BAG6|PB.4517.3|pFSM|88
BAG6|PB.4517.22|pNNC|1
BAG6|PB.4517.20|pNNC|1
BAG6|PB.4517.16|pNNC|1
BAG6|PB.4517.14|pFSM|82
BAG6|PB.4517.13|pNIC|6
BAG6|PB.4517.12|pNIC|2
BAG6|PB.4517.11|pNIC|2
BAG6|PB.4517.10|pNNC|2
BAG6|PB.4517.34|pNIC|67
BAG6|PB.4517.33|pNIC|7
BAG6|PB.4517.32|pNIC|1
BAG6|PB.4517.29|pNNC|1
BAG6|PB.4517.28|pNNC|3
BAG6|PB.4517.42|pNIC|47
BAG6|PB.4517.75|pNIC|1
BAG6|PB.4517.66|pNNC|1
BAG6|PB.4517.65|pNIC|1
BAG6|PB.4517.55|pNIC|7
BAG6|PB.4517.86|pNNC|2

Scale
:chr2

1 kbhg38

GENCODE V39 (5 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RBMS1
RBMS1
RBMS1
RBMS1
MIR4785
TANK-AS1
TANK

R.EGEAGMTLTYDPTTAAIQNGFYPSPYSIATNR.M
K.FIKTPPGVSAPTEPLLCK.F
K.TPPGVSAPTEPLLCK.F

K.CEAVIGHFNGK.F
R.MESTEKCEAVIGHFNGK.F

K.PFGQVISTR.I
K.QQEQDPTNLYISNLPLSMDEQELENMLKPFGQVISTR.I

K.CKGYGFVDFDSPAAAQK.A
K.GYGFVDFDSPAAAQK.A

K.LCQPYGKIVSTK.A
R.GLPPHTTDQDLVK.L

M.IFPSSSGNPGGSSNCR.T
-.MIFPSSSGNPGGSSNCR.T

RBMS1|PB.2016.4|pNIC|36
RBMS1|PB.2016.8|pFSM|1
RBMS1|PB.2016.3|pNNC|48
RBMS1|PB.2016.7|pFSM|12
RBMS1|PB.2016.6|pNNC|9
RBMS1|PB.2016.12|pNNC|9
RBMS1|PB.2016.17|pNIC|1
RBMS1|PB.2016.15|pNNC|1
TANK|PB.2015.1|pFSM|106



BAG6 PB.4517.86
DLSAMEPNDS
TSTAVEEPDS

LEVLVK
1.503681

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 
MAY exceed 25% above 

10% relative intensity; 
MS2 TIC approx 24% 

(rough minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
209310 Alternative first 

exon Insertion
Yes 

(PB.4517.86
)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
6%3A31639028%2D31652705&

EGFL7 PB.6795.3 GTACLQTVHS
VCPR 0.75184

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 
MAY exceed 25% above 

10% relative intensity; 
MS2 TIC approx 28% 

(rough minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
41752 Frameshift

Different 
frame of 

translation 
leading to 

portion of the 
protein with 

different 
sequence.

Yes 
(PB.6795.3)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh

SERPINB6 PB.4349.6 GNTAAQMAQ
TESHSVAR 1.879601

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 
exceed 25% above 10% 
relative intensity; MS2 
TIC approx 10% (rough 

minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
48710 Novel exon Insertion Yes 

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_
a22290.bed&nonVirtPosition=chr
6%3A2956008%2D2959291&po
sition=multi%3A70289125%2D7
0289471&hgsid=1329713113_V

CARNMT1 PB.6454.1 RLEEGQAAAT
TLSVAER 0.75184

Missed cleavage; extra 
peaks exceed 25% 
above 10% relative 

intensity; MS2 TIC only 
8.5%

No
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r8
78715

TGFB1I1 PB.10368.2 GLCGSCNKPI
AGQVSGAL 5.638803

extra peaks exceed 25% 
above 10% relative 

intensity; MS2 TIC only 
7.4%

No
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
95880

DPP3 PB.7781.8 GAFNFDQETV
INPETGEQVR 10.90169

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 53% (rough 

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r8
155102 Intron retention 

event Insertion Yes 
(PB.7781.8)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod

EPB41L3 PB.11510.2
5

QEDAPMIEPL
VPEEVSSQK 6.390643

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 37% (rough 
minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
151428

Alternative 
donor (5' splice 

site)
Deletion 

Yes 
(PB.11510.2

5)

TINAGL1 PB.306.19|P
B.306.2

GATSASCAAS
MSATSR

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 25% 
above 10% relative 
intensity; MS2 TIC 
approx 30% (rough 
minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
32118 Frameshift Change of 

frame 

No 
(PB.306.19,
PB.306.2)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
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Precursor Charge: 3
Precursor Mass: 1584.747
Theoretical Mass: 1584.750
Score: 15.196
Protein Accession: PB.6795.3
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000

Scale
chr9:

1 kb hg38

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

ENSG00000228401
ENSG00000228401
ENSG00000228401

EGFL7
EGFL7
EGFL7
EGFL7

AGPAT2
AGPAT2
AGPAT2

R.AHGDPVSESFVQR.V
R.VYQPFLTTCDGHR.A

R.TSGLPGACGAAICQPPCR.N
R.CPAGWRGDTCQSDVDECSAR.R

R.CVNTAGSYWCQCWEGHSLSADGTLCVPK.G
R.GTACLQTVHSVCPR.E

R.VAPNPTGVDSAMKEEVQR.L
R.IDSLSEQISFLEEQLGSCSCKK.D

EGFL7|PB.6795.2|pFSM|297
EGFL7|PB.6795.3|pNNC|1

EGFL7|PB.6795.21|pNNC|43
EGFL7|PB.6795.20|pNNC|2
EGFL7|PB.6795.17|pNIC|8

EGFL7|PB.6795.26|pNNC|8
EGFL7|PB.6795.45|pNNC|1
AGPAT2|PB.6796.4|pNNC|1
AGPAT2|PB.6796.3|pFSM|2

AGPAT2|PB.6796.2|pFSM|51

Scale
chr9:

20 bases hg38
136,670,250 136,670,300

GENCODE V39 (1 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

A G S Y W C Q C W E G H S L S A D G T L C V P K G G P P R V A PEGFL7
A G S Y W C Q C W E G H S L S A D G T L C V P K G G P P R V A PEGFL7
A G S Y W C Q C W E G H S L S A D G T L C V P K G G P P R V A PEGFL7
A G S Y W C Q C W E G H S L S A D G T L C V P K G G P P R V A PEGFL7

R.CVNTAGSYWCQCWEGHSLSADGTLCVPK.G
R.GTACLQTVHSVCPR.E

R.VAPNPTGVDSAMKEEVQR.L

EGFL7|PB.6795.2|pFSM|297
EGFL7|PB.6795.3|pNNC|1

EGFL7|PB.6795.21|pNNC|43
EGFL7|PB.6795.20|pNNC|2
EGFL7|PB.6795.17|pNIC|8

EGFL7|PB.6795.26|pNNC|8
EGFL7|PB.6795.45|pNNC|1
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Precursor Charge: 3
Precursor Mass: 1757.811
Theoretical Mass: 1757.811
Score: 15.101
Protein Accession: PB.4349.6
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 3
Precursor Mass: 1800.927
Theoretical Mass: 1800.933
Score: 15.085
Protein Accession: PB.6454.1
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 1787.859
Theoretical Mass: 1787.866
Score: 15.074
Protein Accession: PB.10368.2
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 2250.056
Theoretical Mass: 2250.055
Score: 14.526
Protein Accession: PB.7781.8
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 2125.023
Theoretical Mass: 2125.025
Score: 14.372
Protein Accession: PB.11510.25
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000
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Precursor Charge: 2
Precursor Mass: 1514.642
Theoretical Mass: 1514.645
Score: 14.305
Protein Accession: PB.306.19|PB.306.2
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000

Scale
:chr6

2 kbhg38
2,968,0002,969,0002,970,0002,971,000

GENCODE V39 (6 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6

K.TNGILFCGRFSSP.-
K.TNGILFCGR.F
K.SFVEVNEEGTEAAAATAAIMMMR.C
R.NLGMTDAFELGKADFSGMSQTDLSLSK.V
K.ADFSGMSQTDLSLSK.V
R.NLGMTDAFELGK.A
K.LEESYDMESVLR.N
R.FKLEESYDMESVLR.N
K.FVEWTRLDMMDEEEVEVSLPR.F
R.LDMMDEEEVEVSLPR.F
K.ELNMIIMLPDETTDLR.T
K.NEEKPVQMMFK.Q
K.VSKNEEKPVQMMFK.Q
K.IAELLSPGSVDPLTR.L
K.FYQAEMEELDFISAVEK.S
K.SCDFLSSFR.D
K.SGGGGDIHQGFQSLLTEVNK.T
R.LECSGTISAHCNLR.L
K.GNTAAQMAQTESHSVAR.L

SERPINB6|PB.4349.2|pFSM|164
SERPINB6|PB.4349.6|pNNC|2
SERPINB6|PB.4349.11|pNNC|1

Scale
:chr6

100 baseshg38
2,956,0502,956,7502,956,8002,959,2002,959,250

GENCODE V39 (11 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6
SERPINB6

R.LECSGTISAHCNLR.L
K.GNTAAQMAQTESHSVAR.L

SERPINB6|PB.4349.2|pFSM|164
SERPINB6|PB.4349.6|pNNC|2
SERPINB6|PB.4349.11|pNNC|1

Scale
chr11:

1 kb hg38

GENCODE V39 (5 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

DPP3
DPP3
DPP3
DPP3

ENSG00000256349

R.LYAYHLSR.A
R.VILGSEAAQQHPEEVR.G

K.EGITTYFSGNCTMEDAK.L
K.LAQDFLDSQNLSAYNTR.L

R.LFKEVDGEGKPYYEVR.L
R.LASVLGSEPSLDSEVTSK.L

K.LTFLEEDDKDLYILWK.G
K.LFVQDEK.G

K.GAFNFDQETVINPETGEQIQSWYR.S
K.GAFNFDQETVINPETGEQVR.E

K.FSTIASSYEECR.A

R.VLLEAGEGLVTITPTTGSDGRPDAR.V

R.ALYEGYATVTDAPPECFLTLR.D
R.KLIVQPNTRLEGSDVQLLEYEASAAGLIR.S

K.LIVQPNTR.L

K.LIVQPNTRLEGSDVQLLEYEASAAGLIR.S

R.LEGSDVQLLEYEASAAGLIR.S

R.SFSERFPEDGPELEEILTQLATADAR.F
R.FPEDGPELEEILTQLATADAR.F

R.FWKGPSEAPSGQA.-

DPP3|PB.7781.1|pFSM|113
DPP3|PB.7781.3|pNIC|1

DPP3|PB.7781.5|pNNC|1
DPP3|PB.7781.8|pNIC|11
DPP3|PB.7781.9|pFSM|1

Scale
chr11:

100 bases hg38
66,495,250 66,495,300 66,495,350

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

DPP3
DPP3
DPP3
DPP3

K.LFVQDEK.G
K.GAFNFDQETVINPETGEQIQSWYR.S

K.GAFNFDQETVINPETGEQVR.E

DPP3|PB.7781.1|pFSM|113
DPP3|PB.7781.3|pNIC|1

DPP3|PB.7781.5|pNNC|1
DPP3|PB.7781.8|pNIC|11
DPP3|PB.7781.9|pFSM|1

Scale
:chr18

2 kbhg38
5,400,000

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

EPB41L3
EPB41L3
EPB41L3
EPB41L3
EPB41L3
EPB41L3
ENSG00000265316

R.IVITGDADIDHDQALAQAIKEAKEQHPDMSVTK.V
R.IVITGDADIDHDQALAQAIKEAK.E
K.RIVITGDADIDHDQALAQAIKEAK.E
K.RIVITGDADIDHDQALAQAIK.E
R.IVITGDADIDHDQALAQAIK.E
K.TITYESSQVDPGTDLEPGVLMSAQTITSETTSTTTTTHITK.T
K.TETISFGSVSPGGVKLEISTK.E
K.TETISFGSVSPGGVK.L
R.QEEQSAAIHISETLEQKPHFESSTVK.T
R.ERQEEQSAAIHISETLEQKPHFESSTVK.T
K.EGSALTEGAKEEGGEEVAKAVLEQEETAAASR.E
R.RVVHASGDASYSAGDSGDAAAQPAFTGIK.G
R.VVHASGDASYSAGDSGDAAAQPAFTGIK.G
K.VVQETVLVEERR.V
K.VVQETVLVEER.R
K.TESSGIETEPTVHHLPLSTEKVVQETVLVEER.R
K.METKTESSGIETEPTVHHLPLSTEK.V
K.TESSGIETEPTVHHLPLSTEK.V
R.QEDAPMIEPLVPEEKMETK.T
R.QEDAPMIEPLVPEEVSSQK.M
R.LAARQEDAPMIEPLVPEEK.M
R.QEDAPMIEPLVPEEK.M
K.LMDGSEIFSLLESAR.K

R.TFLETSTDTAVTNEWEKR.L
R.TFLETSTDTAVTNEWEK.R
K.HQTNISELKR.T

R.KGEEVTPISAIRHEGK.T
R.RKGEEVTPISAIR.H
R.KGEEVTPISAIR.H

K.GISQTNLITTVTPEKK.A
K.GISQTNLITTVTPEK.K

R.SLDGASVNENHEIYMKDSMSAAEVGTGQYATTK.G

K.DSMSAAEVGTGQYATTK.G
R.SLDGASVNENHEIYMK.D

R.ASALIDRPAPYFER.S
K.VCVEHHTFFR.L

K.IRPGEFEQFESTIGFK.L
K.LSMYGVDLHHAK.D
R.GMTPAEAEMHFLENAKK.L
R.GMTPAEAEMHFLENAK.K

K.ELEDKVIELHK.S
R.FAPNHTKELEDKVIELHK.S

K.VILLDGSEYTCDVEKR.S

K.VILLDGSEYTCDVEK.R
K.QLEYQQLEDDKLSQK.S

R.AGAPVPEPPKEEQQQALEQFAAAAAHSTPVRR.E
R.AGAPVPEPPKEEQQQALEQFAAAAAHSTPVR.R

EPB41L3|PB.11510.1|pFSM|142
EPB41L3|PB.11510.2|pNIC|11
EPB41L3|PB.11510.3|pNIC|2
EPB41L3|PB.11510.9|pNNC|1
EPB41L3|PB.11510.8|pNIC|5
EPB41L3|PB.11510.7|pNIC|1
EPB41L3|PB.11510.10|pNIC|1
EPB41L3|PB.11510.23|pNIC|1
EPB41L3|PB.11510.21|pNIC|2
EPB41L3|PB.11510.20|pNIC|1
EPB41L3|PB.11510.16|pNIC|20
EPB41L3|PB.11510.15|pNNC|1
EPB41L3|PB.11510.25|pNIC|6
EPB41L3|PB.11510.26|pNIC|2
EPB41L3|PB.11510.17|pNIC|7

Scale
:chr18

1 kbhg38
5,399,0005,400,0005,401,000

GENCODE V39 (4 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

EPB41L3
EPB41L3
EPB41L3
EPB41L3
EPB41L3
EPB41L3

R.IVITGDADIDHDQALAQAIKEAKEQHPDMSVTK.V
R.IVITGDADIDHDQALAQAIKEAK.E
K.RIVITGDADIDHDQALAQAIKEAK.E
K.RIVITGDADIDHDQALAQAIK.E
R.IVITGDADIDHDQALAQAIK.E
K.TITYESSQVDPGTDLEPGVLMSAQTITSETTSTTTTTHITK.T
K.TETISFGSVSPGGVKLEISTK.E
K.TETISFGSVSPGGVK.L
R.QEEQSAAIHISETLEQKPHFESSTVK.T
R.ERQEEQSAAIHISETLEQKPHFESSTVK.T
K.EGSALTEGAKEEGGEEVAKAVLEQEETAAASR.E
R.RVVHASGDASYSAGDSGDAAAQPAFTGIK.G
R.VVHASGDASYSAGDSGDAAAQPAFTGIK.G
K.VVQETVLVEERR.V
K.VVQETVLVEER.R
K.TESSGIETEPTVHHLPLSTEKVVQETVLVEER.R
K.METKTESSGIETEPTVHHLPLSTEK.V
K.TESSGIETEPTVHHLPLSTEK.V
R.QEDAPMIEPLVPEEKMETK.T
R.QEDAPMIEPLVPEEVSSQK.M
R.LAARQEDAPMIEPLVPEEK.M
R.QEDAPMIEPLVPEEK.M
K.LMDGSEIFSLLESAR.K

R.TFLETSTDTAVTNEWEKR.L
R.TFLETSTDTAVTNEWEK.R

K.HQTNISELKR.T

EPB41L3|PB.11510.1|pFSM|142
EPB41L3|PB.11510.2|pNIC|11
EPB41L3|PB.11510.3|pNIC|2
EPB41L3|PB.11510.9|pNNC|1
EPB41L3|PB.11510.8|pNIC|5
EPB41L3|PB.11510.7|pNIC|1
EPB41L3|PB.11510.10|pNIC|1
EPB41L3|PB.11510.23|pNIC|1
EPB41L3|PB.11510.21|pNIC|2
EPB41L3|PB.11510.20|pNIC|1
EPB41L3|PB.11510.16|pNIC|20
EPB41L3|PB.11510.15|pNNC|1
EPB41L3|PB.11510.25|pNIC|6
EPB41L3|PB.11510.26|pNIC|2
EPB41L3|PB.11510.17|pNIC|7

Scale
chr1:

1 kb hg38
31,587,500

GENCODE V39 (3 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

LINC01226
LINC01226

ENSG00000229167
TINAGL1
TINAGL1
TINAGL1

R.QWQCDQEPCLVDPDMIK.A
R.GVVSDHCYPFSGR.E
R.ERDEAGPAPPCMMHSR.A

R.QATAHCPNSYVNNNDIYQVTPVYR.L
R.LGSNDKEIMKELMENGPVQGR.H

K.ITGWGEETLPDGR.T

R.SNTGLRPTPGAQPGAR.G
R.GATSASCAASMSATSR.A

R.GVNECDIESFVLGVWGR.V

TINAGL1|PB.306.2|pNNC|23
TINAGL1|PB.306.3|pFSM|829

TINAGL1|PB.306.9|pNIC|1
TINAGL1|PB.306.8|pNNC|3

TINAGL1|PB.306.22|pNNC|1
TINAGL1|PB.306.20|pNNC|2
TINAGL1|PB.306.19|pNNC|5

TINAGL1|PB.306.15|pFSM|19
TINAGL1|PB.306.12|pNNC|1
TINAGL1|PB.306.11|pNNC|1

TINAGL1|PB.306.24|pNNC|11
TINAGL1|PB.306.30|pNNC|1

Scale
chr1:

50 bases hg38
31,586,900 31,586,950

GENCODE V39 (2 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

W G P A W G E R G H F R I V R G V N E C D I E S F V L G V W G R V G M E D M GTINAGL1
W G P A W G E R G H F R I V R G V N E C D I E S F V L G V W G R V G M E D M GTINAGL1
W G P A W G E R G H F R I V R G V N E C D I E S F V L G V W G R V G M E D M GTINAGL1

R.SNTGLRPTPGAQPGAR.G
R.GATSASCAASMSATSR.A

R.GVNECDIESFVLGVWGR.V

TINAGL1|PB.306.2|pNNC|23
TINAGL1|PB.306.3|pFSM|829

TINAGL1|PB.306.9|pNIC|1
TINAGL1|PB.306.8|pNNC|3

TINAGL1|PB.306.22|pNNC|1
TINAGL1|PB.306.20|pNNC|2
TINAGL1|PB.306.19|pNNC|5

TINAGL1|PB.306.15|pFSM|19
TINAGL1|PB.306.12|pNNC|1
TINAGL1|PB.306.11|pNNC|1

TINAGL1|PB.306.24|pNNC|11
TINAGL1|PB.306.30|pNNC|1
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Precursor Charge: 3
Precursor Mass: 2775.297
Theoretical Mass: 2775.301
Score: 15.243
Protein Accession: PB.4517.86
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000

Scale
:chr6

2 kbhg38

GENCODE V39 (7 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

BAG6/ENST00000375976.8
BAG6/ENST00000676615.2
BAG6/ENST00000211379.9
BAG6/ENST00000375964.11
BAG6/ENST00000676571.1
BAG6/ENST00000362049.10
BAG6/ENST00000439687.6
APOM/ENST00000375918.6
APOM/ENST00000375920.8

R.LQEDPNYSPQRFPNAQR.A
K.RLQEDPNYSPQR.F
R.DLEAPEVQESYRQQLR.S
K.AAGARPLTSPESLSR.D
R.KTMQGEGPQLLLSEAVSR.A
K.TMQGEGPQLLLSEAVSR.A
K.VKPQPPLSDAYLSGMPAK.R
R.GPPPAPEGGSRDEQDGASAETEPWAAAVPPEWVPIIQQD
R.ASPEPQRENASPAPGTTAEEAMSR.G
R.RVGDPPQPLPEEPMEVQGAER.A
R.VGDPPQPLPEEPMEVQGAER.A
R.MATHTLITGLEEYVR.E
R.SFFHQHYLGGQEPTPSNIR.M

R.LINLVGESLR.L
R.YYEVLGAAATTDYNNNHEGREEDQR.L

R.VLQDDKKLQEYNVGGK.V
R.DLSAMEPNDSTSTAVEEPDSLEVLVK.T

BAG6|PB.4517.3|pFSM|88
BAG6|PB.4517.22|pNNC|1
BAG6|PB.4517.20|pNNC|1
BAG6|PB.4517.16|pNNC|1
BAG6|PB.4517.14|pFSM|82
BAG6|PB.4517.13|pNIC|6
BAG6|PB.4517.12|pNIC|2
BAG6|PB.4517.11|pNIC|2
BAG6|PB.4517.10|pNNC|2
BAG6|PB.4517.34|pNIC|67
BAG6|PB.4517.33|pNIC|7
BAG6|PB.4517.32|pNIC|1
BAG6|PB.4517.29|pNNC|1
BAG6|PB.4517.28|pNNC|3
BAG6|PB.4517.42|pNIC|47
BAG6|PB.4517.75|pNIC|1
BAG6|PB.4517.66|pNNC|1
BAG6|PB.4517.65|pNIC|1
BAG6|PB.4517.55|pNIC|7
BAG6|PB.4517.86|pNNC|2

Scale
:chr6

50 baseshg38
31,651,70031,651,750

GENCODE V39 (14 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6
RTQSDLTKVLVELSDPEEVATSTSDNPEM BAG6

R.DLSAMEPNDSTSTAVEEPDSLEVLVK.T

BAG6|PB.4517.3|pFSM|88
BAG6|PB.4517.22|pNNC|1
BAG6|PB.4517.20|pNNC|1
BAG6|PB.4517.16|pNNC|1
BAG6|PB.4517.14|pFSM|82
BAG6|PB.4517.13|pNIC|6
BAG6|PB.4517.12|pNIC|2
BAG6|PB.4517.11|pNIC|2
BAG6|PB.4517.10|pNNC|2
BAG6|PB.4517.34|pNIC|67
BAG6|PB.4517.33|pNIC|7
BAG6|PB.4517.32|pNIC|1
BAG6|PB.4517.29|pNNC|1
BAG6|PB.4517.28|pNNC|3
BAG6|PB.4517.42|pNIC|47
BAG6|PB.4517.75|pNIC|1
BAG6|PB.4517.66|pNNC|1
BAG6|PB.4517.65|pNIC|1
BAG6|PB.4517.55|pNIC|7
BAG6|PB.4517.86|pNNC|2



TINAGL1 PB.306.19|P
B.306.2

GATSASCAAS
MSATSR same sequence as above 

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r10
109263

CHID1 PB.7408.15|
PB.7408.19

DAREPVVGAS
VHGAS

Minimum 9 amino acids, 
Score>5, delta 
mass<5ppm, 

PEP<0.005, good b and 
y ion series, extra peaks 

do not exceed 23% 
above 10% relative 
intensity; MS2 TIC 
approx 30% (rough 
minimum is 20%)

Yes
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r4
40229 Intron retention 

event Insertion
No 

(PB.7408.15, 
PB.7408.19)

https://genome.ucsc.edu/cgi-
bin/hgTracks?db=hg38&lastVirt
ModeType=customUrl&lastVirtM
odeExtraState=multiRegionsBed
Url%3D%2Fuserdata%2Fsessio
ns%2Frr%2F13%2Fmm5db%2F
0c7bcefc%2Fhgt%2FcustRgn_g
enome_1e56d_a22290.bed+0&v
irtModeType=customUrl&virtMod
e=1&multiRegionsBedUrl=%2Fu
serdata%2Fsessions%2Frr%2F1
3%2Fmm5db%2F0c7bcefc%2Fh
gt%2FcustRgn_genome_1e56d_

GRIPAP1 PB.13644.7 LTATSASQIQT
AK 4.135122

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r10
37590

ELAVL1 PB.11846.6 VLVDQTTGSS
EPITVK 2.631441

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
76688

BCAP29 PB.5544.41|
PB.5544.6

SGGGFSAIDN
PR

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r7
50839

TPX2 PB.12746.8 SVAVQEPFQL
ATEKR 7.894324

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
94947

EWSR1 PB.13268.8
AAVEWFDGP
GGPGGPGGP

MGR
10.14985

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
154876

HNRNPA3 PB.2087.35|
PB.2087.7

GSYGGGDGG
YNGFGGDGN
YGGGGNYND
FGNYSGQQQ

SNYGPMK

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r10
148370

TINAGL1 PB.306.19|P
B.306.2

SNTGLRPTPG
AQPGAR

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r10
24350

FLI1 PB.8115.18 LSVKEDPYQIL
GPTSSR 5.638803

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r13
108391

MCAM PB.8064.40 RAPGDQAGF
HHPGAPLK 1.503681

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
32063

MACROH2A1PB.4095.17 SLFLGQKPPQ 0.75184
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r15
71361

NCOA5 PB.12877.2|
PB.12877.7

SSTDSLPGEL
R

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r4
70139

MFF PB.2279.19 FQAPISAPEY
TPVLR 1.879601

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r14
140104

XRCC6 PB.13420.6
NLEALALDLM
EPEQAVDLTY

NEGSGSK
2.255521

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
242933

CHID1 PB.7408.15|
PB.7408.19

EPVVGASVH
GAS

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r4
35986

EDC4
PB.10482.1
0|PB.10482.

9
DGGSILGLGR

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
95904

IARS1 PB.6502.7 EIVDQITEDIP
VK 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
157285

GSN PB.6628.19|
PB.6628.23

LCPVSSQPNS
MVVEHPEFLK

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r13
121441

MAP4 PB.2568.30 TKPAPTTIGGL
NK 1.503681

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r14
27639

PDLIM4 PB.4059.7 YLQGMLEAG
EGGK 1.127761

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
91619

NR2C2 PB.2424.3 VGTQQVAEVT
R 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
41243

MAP4 PB.2568.18 SLGMASGSG
SPTEFLEEK 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
123944

MAP4 PB.2568.18 SLGMASGSG
SPTEFLEEK 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
181881
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Precursor Charge: 3
Precursor Mass: 1450.715
Theoretical Mass: 1450.716
Score: 14.234
Protein Accession: PB.7408.15|PB.7408.19
Protein: 
Decoy/Contaminant/Target: T
Q-Value: 0.000

Scale
:chr11

2 kbhg38
869,000915,000

GENCODE V39 (4 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

CHID1
CHID1
CHID1
CHID1
CHID1
CHID1

R.HVVFYPTLK.S
R.MVWDSQASEHFFEYKK.S
R.MVWDSQASEHFFEYK.K

R.EPVVGASVHGAS.-
K.DAREPVVGASVHGAS.-

R.LLFEDWTYDDFR.N
R.GREMFEVTGLHDVDQGWMR.A
R.EMFEVTGLHDVDQGWMR.A

R.GLVVTDLKAESVVLEHR.S

R.GLVVTDLK.A

K.TLLEKSQFSDKPVQDR.G

CHID1|PB.7408.1|pFSM|7
CHID1|PB.7408.2|pNIC|1
CHID1|PB.7408.3|pFSM|63
CHID1|PB.7408.6|pNIC|2
CHID1|PB.7408.20|pNNC|1
CHID1|PB.7408.19|pNNC|2
CHID1|PB.7408.15|pNNC|36

Scale
:chr11

100 baseshg38
882,500883,200883,250

GENCODE V39 (6 items filtered out)

huvec_hybrid PacBio Peptides

Huvec_hybrid PacBio Protein

CHID1
CHID1
CHID1
CHID1
CHID1
CHID1

R.EPVVGASVHGAS.-
K.DAREPVVGASVHGAS.-

CHID1|PB.7408.1|pFSM|7
CHID1|PB.7408.2|pNIC|1
CHID1|PB.7408.3|pFSM|63
CHID1|PB.7408.6|pNIC|2
CHID1|PB.7408.20|pNNC|1
CHID1|PB.7408.19|pNNC|2
CHID1|PB.7408.15|pNNC|36



SREBF1 PB.10847.6 LLCAFAVEGP
R 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r14
93055

ITM2B PB.8961.3 TAAAVRPEVA
GAGLAPR 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
60015

EFHD2 PB.137.2 EVQAINVSSR 6.766564
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r7
35451

YEATS2 PB.3076.14 AGFPASTEAE
R 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r4
42500

UBAP2L PB.927.12 QQEEQDILNF
VDDQLGE 1.879601

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
243852

KDELR2 PB.5090.2 NPPTSTSHVA
GTTGISGK 1.879601

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r8
29808

GRIPAP1 PB.13644.7 SRLTATSASQI
QTAK 4.135122

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r15
30790

EDC4
PB.10482.1
0|PB.10482.

9

ILETGSTTWH
R

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r13
48822

GAK PB.3183.4|P
B.3183.5

EEQQDILSKF
EEKEAETGAE

NASSK

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r4
132985

NR2C2 PB.2424.3 TQTSRPESPG
MTSPSPR 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
33528

NR2C2 PB.2424.3 TQTSRPESPG
MTSPSPR 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
34724

PXDN PB.1416.36|
PB.1416.42

YFGSPALPQF
TVTPQDR

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r18
149239

CNPY3 PB.4643.4

SISDPPDQMT
YLPSSSESLPI
GGELSSSSSC

LGR

3.383282
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
202088

PDIA5 PB.2842.8
TVSGGEASA
QSSLSADGQ

GNFH
9.398005

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r5
71748

PDCD6IP PB.2480.13 TMPVLPNAHA
HGL 1.503681

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r13
78462

POLE3 PB.6603.3 IIKEAVSSSGG
ADER 7.142484

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
30071

SDCCAG8 PB.1381.15|
PB.1381.8

QEETLREQTL
LDASEKLK

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r5
82884

TCIRG1 PB.7820.23 GPAAAATAEP
GAAGGPR 3.007362

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
39730

TINAGL1 PB.306.12
LGSNDKEIMK
ELMENGPVQ

GR
1.127761

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
140297

TINAGL1 PB.306.12
LGSNDKEIMK
ELMENGPVQ

GR
1.127761

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
140115

TINAGL1 PB.306.12
LGSNDKEIMK
ELMENGPVQ

GR
1.127761

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r10
132634

RASIP1 PB.12413.2
7

KSPMEEEIGN
SSLYSK 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r5
120513

RASIP1 PB.12413.2
7

KSPMEEEIGN
SSLYSK 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r14
164276

EIF3C PB.10293.6

MIINEELMASL
DQPTQTVVM
HRTEPGQPG

GEQR

1.503681
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
151197

DKC1 PB.13939.6 AGLESGAEPG
DGVCGNTFR 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
93928

CRACR2A PB.8149.1 SSQSEEEEEV
FGIPR 4.886963

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r4
135604

EIF4G1 PB.3084.13
APQSTGPPPA
PSPGLPQHFY

PSR
0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r14
93359

PRPF31 PB.12514.1
0

KQANRMSFG
EVR 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r5
49333

PRPF31 PB.12514.1
0

KQANRMSFG
EVR 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r17
60035

TPM1 PB.9793.11 QAEADVASLN
RR 1.127761

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
36261

SFPQ PB.348.12 STKEILIFTT 4.886963
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r15
111484

LOXL2 PB.5833.22
HDIDCQWVDI
TDVPPGDYLF

QVVPSAK
25.93849

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r14
223538



LRCH3 PB.3162.17 IGVPQELLK 0.75184
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r15
107154

SMARCC2 PB.8453.16 EGERAGGEE
VR 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r9
131372

SPOUT1 PB.6707.6 LNQQQHPDS
VTPPDCK 1.127761

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r4
32468

ZMYND8 PB.12885.1
1

TFSMADPGSA
ER 4.511042

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r7
63314

GLA PB.13773.3 NFEAMVAEPK 4.886963
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r8
82400

SLC25A29 PB.9503.16 GSGVPPMQL
SPGGPGR 3.759202

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
28193

FTSJ1 PB.13630.7 CDSQPALTPS
PCAFF 1.127761

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
210744

SCRN1 PB.5171.16 SQAEEHHAG
AGEAR 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r7
34226

PRXL2B PB.54.12 GVSSQPWEG
WGLSK 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
137263

UAP1L1 PB.6811.13 AVTRCAAAG
GCGLPAR 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r7
145605

ZEB1 PB.6948.22 QANPRRNNA
GK 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
174748

LAMA4 PB.4847.99 TLTINAFQHQ
QCDGTPR 6.766564

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r13
78624

U2SURP PB.2954.16 LREIEEKEK 0.75184
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r7
54435

RAN PB.8811.11 RNAAMAAQG
EPQVQFK 3.007362

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
86809

TM9SF4 PB.12751.1
2

GLGWGGMKL
DGEGR 1.127761

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r10
157495

TM9SF4 PB.12751.1
2

GLGWGGMKL
DGEGR 1.127761

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r6
121642

TXNRD1 PB.8628.12
QLDSTIGIHPV
CAEGSCHPG

WSAVV
4.511042

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r12
155884

PRKAR2A PB.2585.28 KIWHHLQFHR
ITVK 0.75184

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r14
45225

MAPRE1 PB.12763.2 IVDILYATDVC
V 4.135122

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r15
202173

GSPT1 PB.10200.1
7

GPAAPPPPVG
GAANNHGAG
SGAGGRADA

GK

0.75184
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r7
49405

TSN PB.1936.15 ELSQIGR 1.127761
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r11
79552

ARHGDIA PB.11451.3

CSQGAAQGW
GFAQGCWAVI
EGEVPPTGDL

ESFKK

6.766564
210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r14
216610

GART PB.13065.1 VQGILLLQPP
E 3.759202

210827_HUVEC5,6_
tryp_HCDorbi_4hr_F

r16
163319


