47889-00351P1

Multiple sequence alignment of th10, AAV1, AAV2, AAV3, AAV7, and AAVS using Clustal Omega:

CLUSTAL 0O(1.2.4) multiple sequence alignment

AAVT MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQODNGRGLVLPGYKYLGPFNGLD 60
rhl0 MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQDDGRGLVLPGYKYLGPFNGLD 60
AAVS MAADGYLPDWLEDNLSEGIREWWALKPGAPKPKANQQKQDDGRGLVLPGYKYLGPENGLD 60
AAV1 MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQDDGRGLVLPGYKYLGPENGLD 60
AAV2 MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDSRGLVLPGYKYLGPENGLD 60
AAV3 MAADGYLPDWLEDNLSEGIREWWALKPGVPQPKANQQHQODNRRGLVLPGYKYLGPGNGLD 60
KXKKKKKKKK KKK khkhkhhkk s kk Khkkk K khk ook KAKKAAKKKKRK KK Kk kk
AAVT KGEPVNAADAAALEHDKAYDQQLKAGDNPYLRYNHADAEFQERLQEDTSFGGNLGRAVFQ 120
rhl0 KGEPVNAADAAALEHDKAYDQQLKAGDNPYLRYNHADAEFQERLQEDTSFGGNLGRAVFQ 120
AAVS KGEPVNAADAAALEHDKAYDQQLQAGDNPYLRYNHADAEFQERLQEDTSFGGNLGRAVFQ 120
AAV1 KGEPVNAADAAALEHDKAYDQQLKAGDNPYLRYNHADAEFQERLQEDTSFGGNLGRAVFQ 120
AAV2 KGEPVNEADAAALEHDKAYDRQLDSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQ 120
AAV3 KGEPVNEADAAALEHDKAYDQQLKAGDNPYLKYNHADAEFQERLQEDTSFGGNLGRAVFQ 120
KXKKKK KKK KK KKK KK KKK s hk | sk khhh ok s kA A AAEXXRRRK ¢ KKK KKK KKK Kk Kk Kk Kk kK
AAVT AKKRVLEPLGLVEEGAKTAPAKKRPVEPSPQORSPDSSTGIGKKGQQPARKRLNFGQTGDS 180
rhl0 AKKRVLEPLGLVEEGAKTAPGKKRPVEPSPORSPDSSTGIGKKGQQPAKKRLNFGQTGDS 180
AAVS AKKRVLEPLGLVEEGAKTAPGKKRPVEPSPQRSPDSSTGIGKKGQQPARKRLNFGQTGDS 180
AAV1 AKKRVLEPLGLVEEGAKTAPGKKRPVEQSPQ-EPDSSSGIGKTGQQPAKKRLNFGQTGDS 179
AAV2 AKKRVLEPLGLVEEPVKTAPGKKRPVEHSPV-EPDSSSGTGKAGQQPARKRLNFGQTGDA 179
AAV3 AKKRILEPLGLVEEAAKTAPGKKGAVDQOSPQO-EPDSSSGVGKSGKQPARKRLNFGQTGDS 179
Akkok s KXKKKAXKK KK KK KK ks Kk KkKkk ek Kk kskkk s AAKKKAAK KK .
AAVT ESVPDPQPLGEPPAAPSSVGSGTVAAGGGAPMADNNEGADGVGNASGNWHCDSTWLGDRV 240
rhl0 ESVPDPQPIGEPPAGPSGLGSGTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRV 240
AAVS ESVPDPOPLGEPPAAPSGVGPNTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRV 240
AAV1 ESVPDPQPLGEPPATPAAVGPTTMASGGGAPMADNNEGADGVGNASGNWHCDSTWLGDRV 239
AAV2 DSVPDPQPLGQPPAAPSGLGTNTMATGSGAPMADNNEGADGVGNSSGNWHCDSTWMGDRV 239
AAV3 ESVPDPQPLGEPPAAPTSLGSNTMASGGGAPMADNNEGADGVGNSSGNWHCDSQWLGDRV 239
SAKKKKKK sk e khkk ke sk kekek KAAAAAAAAARRRAK | AAKKKK KK Kk o kkkok
AAVT ITTSTRTWALPTYNNHLYKQISSET-AGSTNDNTYFGYSTPWGYFDENRFHCHESPRDWQ 299
rhl0 ITTSTRTWALPTYNNHLYKQISNGTSGGSTNDNTYFGYSTPWGYFDENRFHCHESPRDWQ 300
AAVS ITTSTRTWALPTYNNHLYKQISNGTSGGATNDNTYFGYSTPWGYFDEFNRFHCHEFSPRDWQ 300
AAV1 ITTSTRTWALPTYNNHLYKQISSAS-TGASNDNHYFGYSTPWGYFDENRFHCHEFSPRDWQ 298
AAV2 ITTSTRTWALPTYNNHLYKQISSQ--SGASNDNHYFGYSTPWGYFDEFNRFHCHESPRDWQ 297
AAV3 ITTSTRTWALPTYNNHLYKQISSQ--SGASNDNHYFGYSTPWGYFDENRFHCHESPRDWQ 297
KKK KKK KKK K K Kk Kk k k kK ok ok ok Koo e KKK KKk ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok ok kK Kk ok
AAVT RLINNNWGFRPKKLRFKLEFNIQVKEVTTNDGVTTIANNLTSTIQVFSDSEYQLPYVLGSA 359
rhl0 RLINNNWGFRPKRLNFKLENIQVKEVTQONEGTKTIANNLTSTIQVEFTDSEYQLPYVLGSA 360
AAVS RLINNNWGFRPKRLSFKLENIQVKEVTQONEGTKTIANNLTSTIQVEFTDSEYQLPYVLGSA 360
AAV1 RLINNNWGFRPKRLNFKLEFNIQVKEVTTNDGVTTIANNLTSTVQVEFSDSEYQLPYVLGSA 358
AAV2 RLINNNWGFRPKRLNFKLENIQVKEVTQONDGTTTIANNLTSTVQVEFTDSEYQLPYVLGSA 357
AAV3 RLINNNWGFRPKKLSFKLENIQVRGVTQONDGTTTIANNLTSTVQVEFTDSEYQLPYVLGSA 357

kAhkhkhkkhkhkhrkkhkhkhkhkhkekx K hkhkkhkkhkrkhkeoe **k *ox% khkhkhkhkkhkkhhkkoehkhkhkeoekhkhkkhkhhkhhkhkhkhk

AAVT HQGCLPPFPADVEFMIPQYGYLTLNNGSQSVGRSSFYCLEYFPSQMLRTGNNFEFSYSFED 419
rhl0 HQGCLPPFPADVEFMIPQYGYLTLNNGSQAVGRSSFYCLEYFPSQMLRTGNNFEFSYQFED 420
AAVS8 HQGCLPPFPADVFMIPQYGYLTLNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFED 420
EX2032
1 Sarepta v. Trustees UPenn et al.
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HOGCLPPFPADVEMIPQYGYLTLNNGSQAVGRSSEFYCLEYFPSOMLRTGNNETESYTFEE
HOGCLPPFPADVEMVPQYGYLTLNNGSQAVGRSSEFYCLEYFPSOMLRTGNNFTEFSYTEFED
HOGCLPPFPADVEMVPQYGYLTLNNGSQAVGRSSEFYCLEYFPSOMLRTGNNFQEFSYTEFED

KAKAKNKAAAKARAA KNI A KN e kAN KA A A A A NI AN e kAN h A A A A AN h A AN Ak A Ak A A hk k K,k K%k

VPFHSSYAHSQSLDRLMNPLIDQYLYYLARTQSNPGGTAGNRELQFYQGGPSTMAEQAKN
VPFHSSYAHSQSLDRLMNPLIDQYLYYLSRTQS-TGGTAGTQOLLESQAGPNNMSAQAKN
VPFHSSYAHSQSLDRLMNPLIDQYLYYLSRTQT-TGGTANTQTLGESQGGPNTMANQAKN
VPFHSSYAHSQSLDRLMNPLIDQYLYYLNRTON-QSGSAQNKDLLESRGSPAGMSVQPKN
VPFHSSYAHSQSLDRLMNPLIDQYLYYLSRTN-TPSGTTTQSRLOFSQAGASDIRDQSRN
VPFHSSYAHSQSLDRLMNPLIDQYLYYLNRTQGTTSGTTNQSRLLESQAGPQOSMSLQOARN

KAAIAAIAAIAA I A A I AR A AR A AR A A KXK *Kxo. X e e K k. . *x e %

WLPGPCFRQQORVSKTLDONNNSNEFAWTGATKYHLNGRNSLVNPGVAMATHKDDEDREFFEFPS
WLPGPCYRQORVSTTLSONNNSNFAWTGATKYHLNGRDSLVNPGVAMATHKDDEEREFFPS
WLPGPCYRQORVSTTTGONNNSNFAWTAGTKYHLNGRNSLANPGIAMATHKDDEEREFFPS
WLPGPCYRQQORVSKTKTDNNNSNETWTGASKYNLNGRESIINPGTAMASHKDDEDKEFPM
WLPGPCYRQQRVSKTSADNNNSEYSWTGATKYHLNGRDSLVNPGPAMASHKDDEEKEFFPQ
WLPGPCYRQOQRLSKTANDNNNSNEPWTAASKYHLNGRDSLVNPGPAMASHKDDEEKFFPM

kkhkkkkhkoekkhkk ok X e kkhkkk oo kK ekkoekkhkkhkkeoekhke K khkk K hkkoekhkhkkhkkhkeookkhk

SGVLIFGKTGATNK-TTLENVLMTNEEEIRPTNPVATEEYGIVSSNLQAANTAAQTQVVN
SGVLMFGKQGAGKDNVDYSSVMLTSEEEIKTTNPVATEQYGVVADNLQOONAAPIVGAVN
NGILIFGKONAARDNADYSDVMLTSEEEIKTTNPVATEEYGIVADNLQQONTAPQIGTVN
SGVMIFGKESAGASNTALDNVMITDEEEIKATNPVATERFGTVAVNEQSSSTDPATGDVH
SGVLIFGKQGSEKTNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAATADVN
HGNLIFGKEGTTASNAELDNVMITDEEEIRTTNPVATEQYGTVANNLQSSNTAPTTGTVN

K’ e e kKK . Ke ok Khhkkhkke KhhAkk khkAk kk ok ke koK * .

NOGALPGMVWONRDVYLOGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQILIKNTPVPAN
SOQGALPGMVWONRDVYLOGPIWAKIPHTDGNFHPSPLMGGEFGLKHPPPQILIKNTPVPAD
SOGALPGMVWONRDVYLOGPIWAKIPHTDGNFHPSPLMGGEFGLKHPPPOQILIKNTPVPAD
AMGALPGMVWQODRDVYLQOGPIWAKIPHTDGHFHPSPLMGGFGLKNPPPQILIKNTPVPAN
TOQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPLMGGFGLKHPPPQILIKNTPVPAN
HOGALPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPLMGGEFGLKHPPPQIMIKNTPVPAN

Kk khkhkhk kA ke hkk kA khhAkhhhkhhhkhhhkhkeoehhkhkhhhkhhhkhhhkkhoehkhkhdhkhoehkhkhkhhkhkko

PPEVFTPAKFASFITQYSTGQVSVEIEWELOQKENSKRWNPEIQYTSNFEKQTGVDEFAVDS
PPTTFSQAKLASFITQYSTGQVSVEIEWELOKENSKRWNPEIQYTSNYYKSTNVDFAVNT
PPTTENQSKLNSFITQYSTGQVSVEIEWELOKENSKRWNPEIQYTSNYYKSTSVDFAVNT
PPAEFSATKFASFITQYSTGQVSVEIEWELOQKENSKRWNPEVQYTSNYAKSANVDETVDN
PSTTFSAAKFASFITQYSTGQVSVEIEWELOQKENSKRWNPEIQYTSNYNKSVNVDETVDT
PPTTFSPAKFASFITQYSTGQVSVEIEWELOQKENSKRWNPEIQYTSNYNKSVNVDETVDT

* * eke KAAKKAAKAAAKAAAKAAAKAAAKAA AN A A A A A Ak e khkhhk o * Kk koo k.

QGVYSEPRPIGTRYLTRNL 737
DGTYSEPRPIGTRYLTRNL 738
EGVYSEPRPIGTRYLTRNL 738
NGLYTEPRPIGTRYLTRPL 736
NGVYSEPRPIGTRYLTRNL 735
NGVYSEPRPIGTRYLTRNL 736
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47889-00351P1

Pairwise sequence alignment of th10 and AAV1 using EMBOSS Needle:

S i i

# Program: needle

# Rundate: Fri 15 Nov 2024 23:30:10

# Commandline: needle

—auto

-stdout

-asequence emboss needle-120241115-233006-0256-84279313-plm.asequence
-bsequence emboss needle-120241115-233006-0256-84279313-plm.bsequence
-datafile EBLOSUM62

-gapopen 10.0

-gapextend 0.5

—-endopen 10.0

-endextend 0.5

-aformat3 pair

-sproteinl

-sprotein?2

# Align format: pair

# Report file: stdout

HHEHHH A AR

S o Sk S SR o e e 3k SE o ok

#

#

# Aligned sequences: 2

# 1: rhl0

# 2: AAVI

# Matrix: EBLOSUMG62

# Gap penalty: 10.0

# Extend penalty: 0.5

#

# Length: 738

# Identity: 627/738 (85.0%)

# Similarity: 673/738 (91.2%)

# Gaps: 2/738 ( 0.3%)

# Score: 3449.0

#

#

#

rh1l0 1 MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQDDGRGLVLPGY 50
FEErrrr e et et e et ettt el

AAV1 1 MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQDDGRGLVLPGY 50

rhl0 51 KYLGPEFNGLDKGEPVNAADAAALEHDKAYDQQOLKAGDNPYLRYNHADAEF 100
FEErrererrrrrer et e et et ettt r e

AAV1 51 KYLGPEFNGLDKGEPVNAADAAALEHDKAYDQQLKAGDNPYLRYNHADAEF 100

rhl0 101 QERLQEDTSFGGNLGRAVFQAKKRVLEPLGLVEEGAKTAPGKKRPVEPSP 150
FEErrerrrrrrrer e et e et et et et et r el

AAV1 101 QERLQEDTSFGGNLGRAVFQAKKRVLEPLGLVEEGAKTAPGKKRPVEQSP 150

rhl0 151 QRSPDSSTGIGKKGQQPAKKRLNEFGQTGDSESVPDPQPIGEPPAGPSGLG 200
O T T T T T S O Y O (S

AAV1 151 Q-EPDSSSGIGKTGQQPAKKRLNFGQTGDSESVPDPQPLGEPPATPAAVG 199
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SGTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRVITTSTRTWAL

sl r et e e e e
PTTMASGGGAPMADNNEGADGVGNASGNWHCDSTWLGDRVITTSTRTWAL

PTYNNHLYKQISNGTSGGSTNDNTYFGYSTPWGYFDENRFHCHESPRDWQ

R A R R RN
PTYNNHLYKQISSASTGAS-NDNHYFGYSTPWGYFDFNRFHCHFSPRDWQ

RLINNNWGFRPKRLNEFKLENIQVKEVTONEGTKTIANNLTSTIQVETDSE

R R R R N S R R R AR NN
RLINNNWGFRPKRLNFKLFNIQVKEVTTNDGVTITIANNLTSTVQVESDSE

YOQLPYVLGSAHQGCLPPFPADVFMIPQYGYLTLNNGSQAVGRSSEFYCLEY

Lrrrrrrrrrrrrrrrrrrrrr e et rr ey
YQLPYVLGSAHQGCLPPFPADVFMIPQYGYLTLNNGSQAVGRSSFYCLEY

FPSOMLRTGNNFEFSYQFEDVPFHSSYAHSQSLDRLMNPLIDQYLYYLSR

FEEEErr ettt ettt ettt et rrre
FPSOMLRTGNNFTEFSYTFEEVPFHSSYAHSQSLDRLMNPLIDQYLYYLNR

TOSTGGTAGTQQLLESQAGPNNMSAQAKNWLPGPCYRQORVSTTLSQONNN

R e I R R A R R N R R R R RN PRI
TONQSGSAQNKDLLFSRGSPAGMSVQPKNWLPGPCYRQQRVSKTKTDNNN

SNFAWTGATKYHLNGRDSLVNPGVAMATHKDDEERFFPSSGVLMFGKQGA
R R A R R N A R R R R A NN I R R A R
SNFTWTGASKYNLNGRESIINPGTAMASHKDDEDKFFPMSGVMIFGKESA

GKDNVDYSSVMLTSEEEIKTTNPVATEQYGVVADNLQQQONAAPIVGAVNS
R T 21 1 I A I 1 2 S N D B I I I R R
GASNTALDNVMITDEEEIKATNPVATERFGTVAVNFQSSSTDPATGDVHA

QOGALPGMVWONRDVYLQGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQIL

SEErrrrrr e rrrr e e e s b e e et e
MGALPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPLMGGFGLKNPPPQIL

IKNTPVPADPPTTESQAKLASFITQYSTGQVSVEIEWELOKENSKRWNPE

R e e e R AR R
IKNTPVPANPPAEFSATKFASFITQYSTGQVSVEIEWELQKENSKRWNPE

IQYTSNYYKSTNVDFAVNTDGTYSEPRPIGTRYLTRNL 738

S N I B N I e e N R R R
VQYTSNYAKSANVDFTVDNNGLYTEPRPIGTRYLTRPL 736
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47889-00351P1

Pairwise sequence alignment of th10 and AAV2 using EMBOSS Needle:

SRR i

# Program: needle

# Rundate: Fri 15 Nov 2024 23:25:10

# Commandline: needle

—auto

-stdout

—asequence emboss needle-I120241115-232506-0064-13031896-plm.asequence
-bsequence emboss needle-I120241115-232506-0064-13031896-plm.bsequence
-datafile EBLOSUM62

-gapopen 10.0

-gapextend 0.5

—-endopen 10.0

-endextend 0.5

-aformat3 pair

-sproteinl

-sprotein?2

# Align format: pair

# Report file: stdout

FHEHHHHE A AR AR

N T E

#

#

# Aligned sequences: 2

# 1: rhl0

# 2: AAV2

# Matrix: EBLOSUMG62

# Gap penalty: 10.0

# Extend penalty: 0.5

#

# Length: 738

# Identity: 620/738 (84.0%)

# Similarity: 667/738 (90.4%)

# Gaps: 3/738 ( 0.4%)

# Score: 3405.5

#

#

#

rhl0 1 MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQDDGRGLVLPGY 50
T T O O B B O e P R R R

AAV2 1 MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDSRGLVLPGY 50

rhl0 51 KYLGPFNGLDKGEPVNAADAAALEHDKAYDQQLKAGDNPYLRYNHADAEF 100
R N e R AN R R NN

AAV2 51 KYLGPFNGLDKGEPVNEADAAALEHDKAYDRQLDSGDNPYLKYNHADAEF 100

rhl0 101 QERLQEDTSFGGNLGRAVFQAKKRVLEPLGLVEEGAKTAPGKKRPVEPSP 150
POttt et r et rrr ettt te e bttt

AAV2 101 QERLKEDTSFGGNLGRAVFQAKKRVLEPLGLVEEPVKTAPGKKRPVEHSP 150

rhl0 151 QRSPDSSTGIGKKGQQPAKKRLNFGQTGDSESVPDPQPIGEPPAGPSGLG 200

S N R A R NN N
AAV2 151 V-EPDSSSGTGKAGQQPARKRLNFGQTGDADSVPDPQPLGQPPAAPSGLG 199
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SGTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRVITTSTRTWAL

N R R R R R AR RN
TNTMATGSGAPMADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWAL

PTYNNHLYKQISNGTSGGSTNDNTYFGYSTPWGYFDENRFHCHESPRDWQ

R e R N R R R R R RN
PTYNNHLYKQIS--SQSGASNDNHYFGYSTPWGYFDFNRFHCHFSPRDWQ

RLINNNWGFRPKRLNEFKLENIQVKEVTONEGTKTIANNLTSTIQVETDSE

CEEErrrrrrrrr e ettt et s bt
RLINNNWGFRPKRLNFKLFNIQVKEVTQNDGTTTIANNLTSTVQVETDSE

YOQLPYVLGSAHQGCLPPFPADVFMIPQYGYLTLNNGSQAVGRSSEFYCLEY

Crrrrrrrrrrrrrrrrrrrrr = rrrrr et et
YQLPYVLGSAHQGCLPPFPADVFMVPQYGYLTLNNGSQAVGRSSFYCLEY

FPSOMLRTGNNFEFSYQFEDVPFHSSYAHSQSLDRLMNPLIDQYLYYLSR

Frrrerrrrrrra et r ettt et
FPSOMLRTGNNFTEFSYTFEDVPFHSSYAHSQSLDRLMNPLIDQYLYYLSR

TOSTGGTAGTQQLLESQAGPNNMSAQAKNWLPGPCYRQORVSTTLSQONNN

R R R R R N N R RN N R R R R RN PR
TNTPSGTTTQSRLQFSQAGASDIRDQSRNWLPGPCYRQQRVSKTSADNNN

SNEFAWTGATKYHLNGRDSLVNPGVAMATHKDDEERFFPSSGVLMEGKQGA

R A RN AR R N A R RN
SEYSWTGATKYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGS

GKDNVDYSSVMLTSEEEIKTTNPVATEQYGVVADNLQQONAAPIVGAVNS

O A 2 A T U -2 1 1 O - 1 P ARSI [:
EKTNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAATADVNT

QOGALPGMVWONRDVYLQGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQIL

CEorrrrrrr=trr ettt ety
QGVLPGMVWQDRDVYLQGPIWAKI PHTDGHFHPSPLMGGFGLKHPPPQIL

IKNTPVPADPPTTESQAKLASFITQYSTGQVSVEIEWELOKENSKRWNPE

FErrrrrrsta ettt ettt
IKNTPVPANPSTTFSAAKFASFITQYSTGQVSVEIEWELQKENSKRWNPE

IQYTSNYYKSTNVDFAVNTDGTYSEPRPIGTRYLTRNL 738

R N R R RN
IQYTSNYNKSVNVDFTVDINGVYSEPRPIGTRYLTRNL 735
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47889-00351P1

Pairwise sequence alignment of th10 and AAV3 using EMBOSS Needle:

SRR i

# Program: needle

# Rundate: Fri 15 Nov 2024 23:31:39

# Commandline: needle

—auto

-stdout

—asequence emboss needle-I120241115-233134-0706-54638021-plm.asequence
-bsequence emboss needle-I120241115-233134-0706-54638021-plm.bsequence
-datafile EBLOSUM62

-gapopen 10.0

-gapextend 0.5

—-endopen 10.0

-endextend 0.5

-aformat3 pair

-sproteinl

-sprotein?2

# Align format: pair

# Report file: stdout

FHEHHHHE A AR AR

N T E

#

#

# Aligned sequences: 2

# 1: rhl0

# 2: AAV3

# Matrix: EBLOSUMG62

# Gap penalty: 10.0

# Extend penalty: 0.5

#

# Length: 739

# Identity: 629/739 (85.1%)

# Similarity: 675/739 (91.3%)

# Gaps: 4/739 ( 0.5%)

# Score: 3458.5

#

#

#

rhl0 1 MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQDDGRGLVLPGY 50
R e e N N N N R

AAV3 1 MAADGYLPDWLEDNLSEGIREWWALKPGVPQPKANQQHQDNRRGLVLPGY 50

rhl0 51 KYLGPFNGLDKGEPVNAADAAALEHDKAYDQQLKAGDNPYLRYNHADAEF 100
FEEEr- ettt et r et et et ettt

AAV3 51 KYLGPGNGLDKGEPVNEADAAALEHDKAYDQQLKAGDNPYLKYNHADAEF 100

rhl0 101 QERLQEDTSFGGNLGRAVFQAKKRVLEPLGLVEEGAKTAPGKKRPVEPSP 150
T T - O O I N PO (SO O

AAV3 101 QERLQEDTSFGGNLGRAVFQAKKRILEPLGLVEEAAKTAPGKKGAVDQSP 150

rhl0 151 QRSPDSSTGIGKKGQQPAKKRLNFGQTGDSESVPDPQPIGEPPAGPSGLG 200
O T G T T T T T S Y O IO O

AAV3 151 Q-EPDSSSGVGKSGKQPARKRLNFGQTGDSESVPDPQPLGEPPAAPTSLG 199
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SGTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRVITTSTRTWAL

ottt rrrrrr ettt e ettt e et et
SNTMASGGGAPMADNNEGADGVGNSSGNWHCDSQWLGDRVITTSTRTWAL

PTYNNHLYKQISNGTSGGSTNDNTYFGYSTPWGYFDENRFHCHESPRDWQ

R e R N R R R R R RN
PTYNNHLYKQIS--SQSGASNDNHYFGYSTPWGYFDFNRFHCHFSPRDWQ

RLINNNWGFRPKRLNEFKLENIQVKEVTONEGTKTIANNLTSTIQVETDSE

R A R R R N R R R AR R RN
RLINNNWGFRPKKLSFKLFNIQVRGVTQNDGTTTIANNLTSTVQVETDSE

YOQLPYVLGSAHQGCLPPFPADVFMIPQYGYLTLNNGSQAVGRSSEFYCLEY

Crrrrrrrrrrrrrrrrrrrrr = rrrrr et et
YQLPYVLGSAHQGCLPPFPADVFMVPQYGYLTLNNGSQAVGRSSFYCLEY

FPSOMLRTGNNFEFSYQFEDVPFHSSYAHSQSLDRLMNPLIDQYLYYLSR

FErrerrrrrrre ettt ettt ettt rrre
FPSOMLRTGNNFQFSYTFEDVPFHSSYAHSQSLDRLMNPLIDQYLYYLNR

TO-STGGTAGTQQLLEFSQAGPNNMSAQAKNWLPGPCYRQORVSTTLSQONN

R R C3 I T I I S O O I I O R e A S
TQGTTSGTTNQSRLLFSQAGPQSMSLOARNWLPGPCYRQQORLSKTANDNN

NSNFAWTGATKYHLNGRDSLVNPGVAMATHKDDEERFEFPSSGVLMEGKQG

RN R R R R R N N N N I I R R N
NSNFPWTAASKYHLNGRDSLVNPGPAMASHKDDEEKFFPMHGNLIFGKEG

AGKDNVDYSSVMLTSEEEIKTTNPVATEQYGVVADNLQQONAAPIVGAVN

e I 12 e T T T2 T O 2 1 1 R A I R P
TTASNAELDNVMITDEEEIRTTNPVATEQYGTVANNLQSSNTAPTTGTVN

SOGALPGMVWONRDVYLOGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQTI

SPrrrrrrrrrsrrrrr e rrrr et e
HQGALPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPLMGGFGLKHPPPQI

LIKNTPVPADPPTTEFSQAKLASFITQYSTGQVSVEIEWELOKENSKRWNP

sPErrrrrrsrrrrrra et rrrr e e e
MIKNTPVPANPPTTFSPAKFASFITQYSTGQVSVEIEWELQKENSKRWNP

EIQYTSNYYKSTNVDFAVNTDGTYSEPRPIGTRYLTRNL 738

R N R AR RN
EIQYTSNYNKSVNVDFTIVDTNGVYSEPRPIGTRYLTRNL 736
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47889-00351P1

Pairwise sequence alignment of th10 and AAV7 using EMBOSS Needle:

SRR i

# Program: needle

# Rundate: Fri 15 Nov 2024 23:33:42

# Commandline: needle

—auto

-stdout

—asequence emboss needle-I120241115-233337-0776-26048654-plm.asequence
-bsequence emboss needle-I120241115-233337-0776-26048654-plm.bsequence
-datafile EBLOSUM62

-gapopen 10.0

-gapextend 0.5

—-endopen 10.0

-endextend 0.5

-aformat3 pair

-sproteinl

-sprotein?2

# Align format: pair

# Report file: stdout

FHEHHHHE A AR AR

N T E

#

#

# Aligned sequences: 2

# 1: rhl0

# 2: AAV7T

# Matrix: EBLOSUMG62

# Gap penalty: 10.0

# Extend penalty: 0.5

#

# Length: 739

# Identity: 655/739 (88.6%)

# Similarity: 692/739 (93.6%)

# Gaps: 3/739 ( 0.4%)

# Score: 3578.0

#

#

#

rhl0 1 MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQDDGRGLVLPGY 50
FEErrerrrr e e et et e ettt

AAVT 1 MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQDNGRGLVLPGY 50

rhl0 51 KYLGPFNGLDKGEPVNAADAAALEHDKAYDQQLKAGDNPYLRYNHADAEF 100
FErrrrrerrrrrer et e et ettt et e

AAVT 51 KYLGPFNGLDKGEPVNAADAAALEHDKAYDQQLKAGDNPYLRYNHADAEF 100

rhl0 101 QERLQEDTSFGGNLGRAVFQAKKRVLEPLGLVEEGAKTAPGKKRPVEPSP 150
Frrrrerrrrrrrererrrrrerrrrer et ettt

AAVT 101 QERLQEDTSFGGNLGRAVFQAKKRVLEPLGLVEEGAKTAPAKKRPVEPSP 150

rhl0 151 QRSPDSSTGIGKKGQQPAKKRLNFGQTGDSESVPDPQPIGEPPAGPSGLG 200
T T T S Y Y O O B

AAVT 151 QRSPDSSTGIGKKGQQPARKRLNFGQTGDSESVPDPQPLGEPPAAPSSVG 200



rhl0

AAVT

rh1l0

AAVT

rhl0

ARV

rhl0

AAVT

rhl0

AAVT

rhl0

AAVT

rhl0

AAVT

rh1l0

AAVT

rhl0

AAVT

rhl0

AAVT

rhl0

AAVT

201

201

251

251

301

300

351

350

401

400

451

450

500

500

550

550

600

599

650

649

700

699

SGTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRVITTSTRTWAL

Rttt ettt b et
SGTVAAGGGAPMADNNEGADGVGNASGNWHCDSTWLGDRVITTSTRTWAL

PTYNNHLYKQISNGTSGGSTNDNTYFGYSTPWGYFDENRFHCHESPRDWQ

CEEErrrrrrr et trrrr et et
PTYNNHLYKQISSETA-GSTNDNTYFGYSTPWGYFDFNRFHCHFSPRDWQ

RLINNNWGFRPKRLNEFKLENIQVKEVTONEGTKTIANNLTSTIQVETDSE

R R N e R RN R NN
RLINNNWGFRPKKLRFKLFNIQVKEVTTNDGVTITIANNLTSTIQVEFSDSE

YOQLPYVLGSAHQGCLPPFPADVFMIPQYGYLTLNNGSQAVGRSSEFYCLEY

CErrrrrrrrrrrrrrrrrrrr e et rr ettt
YQLPYVLGSAHQGCLPPFPADVFMIPQYGYLTLNNGSQSVGRSSFYCLEY

FPSOMLRTGNNFEFSYQFEDVPFHSSYAHSQSLDRLMNPLIDQYLYYLSR

FErrerrrerrrrrrtattrr ettt ettt
FPSOMLRTGNNFEFSYSFEDVPFHSSYAHSQSLDRLMNPLIDQYLYYLAR

TOST-GGTAGTQQLLEFSQAGPNNMSAQAKNWLPGPCYROQQORVSTTLSQONN

N R e e R R RN R RN P R
TQSNPGGTAGNRELQFYQGGPSTMAEQAKNWLPGPCFRQQORVSKTLDONN

NSNFAWTGATKYHLNGRDSLVNPGVAMATHKDDEERFEFPSSGVLMEGKQG

CEEEEErrr ettt ettt e et
NSNFAWTGATKYHLNGRNSLVNPGVAMATHKDDEDRFFPSSGVLIFGKTG

AGKDNVDYSSVMLTSEEEIKTTNPVATEQYGVVADNLQQQONAAPIVGAVN
S 21 0 120 - I O 0 I 20 U I I A (P AP |
A-TNKTTLENVLMTNEEEIRPTNPVATEEYGIVSSNLQAANTAAQTQVVN

SOGALPGMVWONRDVYLOGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQTI

shrrrrrrrrrrrrrrrrrrrerrrr e e e e
NQGALPGMVWQNRDVYLQGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQI

LIKNTPVPADPPTTEFSQAKLASFITQYSTGQVSVEIEWELOKENSKRWNP

R N R N R R R RN
LIKNTPVPANPPEVFTPAKFASFITQYSTGQVSVEIEWELQKENSKRWNP

EIQYTSNYYKSTNVDFAVNTDGTYSEPRPIGTRYLTRNL 738

R R AR RN
EIQYTSNFEKQTGVDFAVDSQGVYSEPRPIGTRYLTRNL 737
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Pairwise sequence alignment of th10 and AAV8 using EMBOSS Needle:

SRR i

# Program: needle

# Rundate: Mon 18 Nov 2024 04:56:18

# Commandline: needle

—auto

-stdout

—asequence emboss needle-I120241118-045614-0421-63917963-plm.asequence
-bsequence emboss needle-I120241118-045614-0421-63917963-plm.bsequence
-datafile EBLOSUM62

-gapopen 10.0

-gapextend 0.5

—-endopen 10.0

-endextend 0.5

-aformat3 pair

-sproteinl

-sprotein?2

# Align format: pair

# Report file: stdout

FHEHHHHE A AR AR

N T E

#

#

# Aligned sequences: 2

# 1: rhl0

# 2: AAVS

# Matrix: EBLOSUMG62

# Gap penalty: 10.0

# Extend penalty: 0.5

#

# Length: 738

# Identity: 690/738 (93.5%)

# Similarity: 713/738 (96.6%)

# Gaps: 0/738 ( 0.0%)

# Score: 3795.0

#

#

#

rhl0 1 MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQDDGRGLVLPGY 50
FEErrerrrrrrrer et ettt ettt

AAV8 1 MAADGYLPDWLEDNLSEGIREWWALKPGAPKPKANQQKQDDGRGLVLPGY 50

rhl0 51 KYLGPFNGLDKGEPVNAADAAALEHDKAYDQQLKAGDNPYLRYNHADAEF 100
FEErrerrrrrrrer e errrr et et e st r et

AAVS8 51 KYLGPFNGLDKGEPVNAADAAALEHDKAYDQQLQAGDNPYLRYNHADAEF 100

rhl0 101 QERLQEDTSFGGNLGRAVFQAKKRVLEPLGLVEEGAKTAPGKKRPVEPSP 150
Frrrrerrrrrrrer et rrr et ettt e

AAVS 101 QERLQEDTSFGGNLGRAVFQAKKRVLEPLGLVEEGAKTAPGKKRPVEPSP 150

rhl0 151 QRSPDSSTGIGKKGQQPAKKRLNFGQTGDSESVPDPQPIGEPPAGPSGLG 200
RN I N

AAV8 151 QRSPDSSTGIGKKGQQPARKRLNFGQTGDSESVPDPQPLGEPPAAPSGVG 200
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rhl0

AAVS

rh1l0

AAVS

rhl0

AAVS

rhl0

AAVS

rhl0

AAVS

rhl0

AAVS

rhl0

AAVS8

rh1l0

AAVS

rhl0

AAVS

rhl0

AAVS

rhl0

AAVS

201

201

251

251

301

301

351

351

401

401

451

451

501

501

551

551

601

601

651

651

701

701

SGTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRVITTSTRTWAL

colrrrrrrrrrrrrrr e rrrr e e e e e
PNTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRVITTSTRTWAL

PTYNNHLYKQISNGTSGGSTNDNTYFGYSTPWGYFDENRFHCHESPRDWQ

CErrrrrrrrrrr ettt e e et ettt
PTYNNHLYKQISNGTSGGATNDNTYFGYSTPWGYFDFNRFHCHFSPRDWQ

RLINNNWGFRPKRLNEFKLENIQVKEVTONEGTKTIANNLTSTIQVETDSE

CErrrrrrrrrrrr=rrrrrrr e ettt ettt
RLINNNWGFRPKRLSFKLFNIQVKEVTQONEGTKTIANNLTSTIQVEFTDSE

YOQLPYVLGSAHQGCLPPFPADVFMIPQYGYLTLNNGSQAVGRSSEFYCLEY

Lrrrrrrrrrrrrrrrrrrrrr e et rr ey
YQLPYVLGSAHQGCLPPFPADVFMIPQYGYLTLNNGSQAVGRSSFYCLEY

FPSOMLRTGNNFEFSYQFEDVPFHSSYAHSQSLDRLMNPLIDQYLYYLSR

FEErrrrrrrrrets ettt ettt et
FPSOMLRTGNNFQFTYTFEDVPFHSSYAHSQSLDRLMNPLIDQYLYYLSR

TOSTGGTAGTQQLLESQAGPNNMSAQAKNWLPGPCYRQORVSTTLSQONNN

R R N R R R R R R RN N N
TQTTGGTANTQTLGFSQGGPNTMANQAKNWLPGPCYRQQRVSTTTGQONNN

SNEFAWTGATKYHLNGRDSLVNPGVAMATHKDDEERFFPSSGVLMEGKQGA

R R N R A R R R R R R AR A R R N
SNFAWTAGTKYHLNGRNSLANPGIAMATHKDDEERFFPSNGILIFGKQNA

GKDNVDYSSVMLTSEEEIKTTNPVATEQYGVVADNLQQONAAPIVGAVNS

A R R R AN A R R R N R R R
ARDNADYSDVMLTSEEEIKTTNPVATEEYGIVADNLQQONTAPQIGTVNS

QOGALPGMVWONRDVYLQGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQIL

Crrrrrrrerrrrrrrrrrrrr e e et r et
QGALPGMVWQONRDVYLQGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQIL

IKNTPVPADPPTTESQAKLASFITQYSTGQVSVEIEWELOKENSKRWNPE

FErrrrrrrrrrr sttt e et r et
IKNTPVPADPPTTENQSKLNSFITQYSTGQVSVEIEWELQKENSKRWNPE

IQYTSNYYKSTNVDFAVNTDGTYSEPRPIGTRYLTRNL 738

FEEEEEErrrr=t ettt el
IQYTSNYYKSTSVDFAVNTEGVYSEPRPIGTRYLTRNL 738
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