Track I

5 Predicting Drug-Target Affinity Using Protein Pocket and Graph Convolution
Network

Yunhai Li, Pengpai Li, Duanchen Sun, Zhiping Liu

7 MSMK: Multiscale module kernel for identifying disease-related genes

Ju Xiang, Shengkai Chen, Xiangmao Meng, Ruiging Zheng, Ying Zheng, Min Li

8 Flat and Nested Protein Name Recognition Based on BioBERT and Biaffine
Decoder

Zhan Tang, Xupeng Kou, Hongcheng Xue, Yuantian Xia

11 RFIR: A Lightweight Network for Retinal Fundus Image Restoration

Limai Jiang, Yi Pan, Yunpeng Cai

26 Gaussian Beltrami-Klein Model for Protein Sequence Classification: A
Hyperbolic Approach

Sarwan Ali, Haris Mansoor, Prakash Chourasia, Yasir Ali, Murray Patterson

27 stEnTrans: Transformer-based deep learning for spatial transcriptomics
enhancement

Shuailin Xue, Fangfang Zhu, Changmiao Wang, Wenwen Min
30 Contrastive Masked Graph Autoencoders for Spatial Transcriptomics Data
Analysis

Donghai Fang, Yichen Gao, Zhaoying Wang, Fangfang Zhu, Wenwen Min

37 Spatial gene expression prediction from histology images with STco



ZhiCeng Shi, Fangfang Zhu, Changmiao Wang, Wenwen Min

42 Exploration and Visualization Methods for Chromatin Interaction Data
Andrejs Sizovs, Sandra Silina, Gatis Melkus, Peteris Rucevskis, Lelde Lace, Edgars

Celms, Juris Viksna

51 A Geometric Algorithm for Blood Vessel Reconstruction from Skeletal
Representation

Guoging Zhang, Yang Li

52 UFGOT: unbalanced filter graph alignment with optimal transport for cancer
subtyping based on multi-omics data

Yusheng Jiang, Hongyu Zhang, Jinting Guan

53 Dendritic SE-ResNet Learning for Bioinformatic Classification

Yi Ou, Yaotong Song, Zhipeng Liu, Zhiming Zhang, Jun Tang, Shangce Gao

57 GSDRP: Fusing Drug Sequence Features with Graph Features to Predict
Drug Response

Xing Peng, Yuan Dang, Jingyun Huang, Shangyi Luo, Zhuang Xiong

60 CircMAN: Multi-channel Attention Networks Based on Feature Fusion for
CircRNA-binding Site Prediction

Huiliang Luo, Guojian Deng, Rigian Hu, Ruiquan Ge, Feiwei Qin, Changmiao Wang
61 Machine Learning-Driven Discovery of Quadruple-Negative Breast Cancer
Subtypes from Gene Expression Data

Bikram Sahoo, Nikita Jinna, Padmashree Rida, Zandra Pinnix, Alex Zelikovsky

62 A novel Combined Embedding Model based on Heterogeneous Network for



Inferring Microbe-Metabolite Interactions

Xinzi Chen, Pei Li, Weizhong Zhao, Xingpeng Jiang, Xianjun Shen

65 Central Feature Network Enables Accurate Detection of Both Small and
Large Particles in Cryo-Electron Tomography

Yaoyu Wang, Xiaohua Wan, Cheng Chen, Fa Zhang, Xuefeng Cui

67 LncRNA-disease association prediction based on integrated application of
matrix decomposition and graph contrastive learning

Guangyi Tang, Qingbao Zhang, Dengju Yao, Xiaojuan Zhan

71 Predictive Score-Guided Mixup for Medical Text Classification

Yuhong Pang, Yantuan Xian, Yan Xiang, Yuxin Huang

73 CHASOS: A novel deep learning approach for chromatin loop predictions

Jialiang Sun, Jun Guo, Jian Liu

75 A deep metric learning based method for predicting miRNA-disease
associations

Nguyen-Phuc-Xuan Quynh, Hoai-Nhan Tran, Cheng Yan, Jianxin Wang

84 Learning an adaptive self-expressive fusion model for multi-omics cancer
subtype prediction
Yueyi Cai, Nan Zhou, Junran Zhao, Shunfang Wang

85 IFNet: An Image-Enhanced Cross-Modal Fusion Network for Radiology
Report Generation

Yi Guo, Xiaodi Hou, Zhi Liu, Yijia Zhang

86 Hybrid Attention Knowledge Fusion Network for Automated Medical Code



Assignment

Shilong Wang, Xiaobo Li, Wen Qu, Hongfei Lin, Yijia Zhang

88 Variable-length Promoter Strength Prediction based on Graph Convolution

Tiangi Teng, Feng Yang, Qiang Zhang, Juan Liu

90 scMOGAE: A Graph Convolutional Autoencoder-Based Multi-omics Data
Integration Framework for Single-Cell Clustering

Benjie Zhou, Hongyang Jiang, Yuezhu Wang, Yujie Gu, Huiyan Sun

95 VM-UNET-V2: Rethinking Vision Mamba UNet for Medical Image
Segmentation

Mingya Zhang, Yue Yu, Limei Gu, Tingsheng Ling, Xianping Tao

98 Fighting Fire with Fire: Medical Al Models Defend Against Backdoor Attacks
via Self-Learning

Peng Xi, Wenjuan Tang, Shaoliang Peng

101 An In-depth Assessment of Sequence Clustering softares in bioinformatics

Zhen Ju, Mingyu Wang, Xuelei Li, Jintao Meng, Wenhui Xi, Yanjie Wei

103 Novel Fine-tuning Strategy on Pre-trained Protein Model Enhances ACP
functional Type Classfication

Shaokai Wang, Bin Ma
107 Enhancing Privacy and Preserving Accuracy in Medical Image Classification
with Limited Labeled Samples

Chaokun Yan, Menghan Yin, Wenjuan Liang, Haicao Yan, Huimin Luo, Junwei Luo

108 gaBERT: an Interpretable Pretrained Deep Learning Framework for Cancer



Gene Marker Discovery

Jiale Hou, Zikai Wang, Haoran Lu, Xinzhe Pang, Yunpeng Cai

118 Hybrid CNN and Low-Complexity Transformer Network with Attention-
based Feature Fusion for Predicting Lung Cancer Tumor after Neoadjuvant
Chemoimmunotherapy

Jiancun Zhou, Hulin Kuang, Yahui Wang, Jianxin Wang

125 Deep Hyper-Laplacian Regularized Self-Representation Learning based
Structured Association Analysis for Brain Imaging Genetics

Shuangqing Wang, Cuina Jiao, Tianru Wu, Xinchun Cui, Chunhou Zheng, Jinxing Liu

126 IntroGRN: Gene Regulatory Network Inference from single-cell RNA Data
Based on Introspective VAE

Rongyuan Li, Jingli Wu, Gaoshi Li, Jiafei Liu, Jinlu Liu, Junbo Xuan, Zheng Deng

128 Identification of Potential SARS-CoV-2 Main Protease Inhibitors Using
Drug Repurposing and Molecular Modeling
Alexander M. Andrianov, Konstantin V. Furs, Anna V. Gonchar, Xiong Xie, Anna D.

Karpenko, Yan V. Laikov, Danila A. Varabyeu, Hong Liu, Alexander V. Tuzikov

129 An Ensemble Learning Model for Predicting Unseen TCR-Epitope
Interactions

Rawshon Raha, Qiang Liu, Fang-Xiang Wu
133 Deep Learning Approach to Identify Protein’s Secondary Structure
Elements

Mohammad Bataineh, Kamal Al Nasr, Richard Mu, Mohammed Alamri

139 Modeling single-cell ATAC- seq data based on contrastive learning



Wei Lan, Weihao Zhou, Qingfeng Chen, Ruiging Zheng, Yi Pan, Yi-Ping Phoebe Chen

140 Continuous Identification of Sepsis-Associated Acute Heart Failure Patients:
An Integrated LSTM-Based Algorithm

Jinhu Zhuang, Linyan Xie, Chenxi Peng, Guangjian Zeng, Ming Wu, Xiaxia Yu

144 A novel approach for subtype identification via multi-omics data using
adversarial autoencoder
Xia Chen, Hao Nie, Quanwei Chen, Xiang Zhang, Zixing He, Xiuxiu Chao, Weihao

Ou, Xiangzheng Fu, Haowen Chen

149 Exploring Hierarchical Structures of Cell Types in sScRNA-seq Data

Haojie Zhai, Yusen Ye, Yuxuan Hu, Lanying Wang, Lin Gao

150 Predicting Frequencies of Drug Side Effects Using Graph Attention
Networks with Multiple Features

Ying Zheng, Shibo Xu

153 RabbitTrim: highly optimized trimming of lllumina sequencing data on
multi-core platforms

Mingkai Wang, Zekun Yin, Lifeng Yan, Yang Yang, Fangjin Zhu, Xiaohui Duan, Xin Li,
Bertil Schmidt, Weiguo Liu

154 A hybrid feature fusion network for predicting HER2 status on H&E-stained
histopathology images
Pei Zhang, Zhihong Liu, Liangliang Liu

155 scCoRR: a data-driven self-correction framework for labeled scRNA-seq
data

Yongxin He, Jin Liu, Min Li, Ruiging Zheng



163 KT-AMP: Enhancing Antimicrobial Peptide Functions Prediction through
Knowledge Transfer on Protein Language Model

Xiao Liang, Haochen Zhao, Jianxin Wang

165 A Multi-Scale Attention Network for Sleep Arousal Detection with Single-
Channel ECG

Yidan Dai, Ye Lin, Wenjun Ma, Xiaomao Fan, Ye Li, Huijun Yue

166 RabbitSAlign: Accelerating Short-Read Alignment for CPU-GPU
Heterogeneous Platforms

Lifeng Yan, Zekun Yin, Jinjin Li, Yang Yang, Tong Zhang, Fangjin Zhu, Xiachui Duan,
Bertil Schmidt, Weiguo Liu

167 FedKD-DTI: Drug-Target Interaction Prediction Based on Federated
Knowledge Distillation

XueTao Wang, Qichang Zhao, Jianxin Wang

168 Accurately Deciphering Novel Cell Type in Spatially Resolved Single-Cell
Data through Optimal Transport
Mai Luo, Yuansong Zeng, Jianing Chen, Ningyuan Shangguan, Wenhao Zhou,

Yuedong Yang

170 Synthesis of Boolean Networks with Weak and Strong Regulators
Noy Biton, Sharon Shoob, Ani Amar, Hillel Kugler

171 Patch-based coupled attention network to predict MSI status in colon cancer

Xiangyu Li, Liangliang Liu

175 Predicting Blood-Brain Barrier Permeability through Multi-View Graph

Neural Network with Global-Attention and Pre-trained Transformer



Shuang Chu, Xindi Huang, Guihua Duan, Cheng Yan

176 LLMDTA: Improving Cold-Start Prediction in Drug-Target Affinity with
Biological LLM

Wuguo Tang, Qichang Zhao, Jianxin Wang

177 DMSDR: Drug Molecule Synergy-Enhanced Network for Drug
Recommendation with Multi-Source Domain Knowledge

Kang An, Mingyu Lu, Yijia Zhang

179 A Graph Transformer-Based Method for Predicting LncRNA-Disease
Associations Using Matrix Factorization and Automatic Meta-Path Generation

Dengju Yao, Yuehu Wu, Xiaojuan Zhan

183 The Dynamic Spatiotemporal Features Based on Rich Club Organization in
Autism Spectrum Disorder

Chang Liu, Tao Liu, Jingye Sheng, Jikun Zheng, Pengcheng Huang, Bin Wang

184 Integrated Analysis of Autophagy-Related Genes Identifies Diagnostic
Biomarkers and Immune Correlates in Preeclampsia

Yantuanjin Ma, Xingli Deng, Hongging Zhang, Yuan Qian

185 Multi-Grained Cross-Modal Feature Fusion Network for Diagnosis
Prediction

Ying An, Zhenrui Zhao, Xianlai Chen

188 MOL-MOE: Learning Drug Molecular Characterization Based on Mixture
of Expert Mechanism

Xiang Zhang, Chenliang Qian, Jie Xia, Fan Yang



189 A Multimodal Federated Learning Framework for Modality Incomplete
Scenarios in Healthcare

Ying An, Yaqgi Bai, Yuan Liu, Lin Guo, Xianlai Chen

190 FUunBGC: An Intelligent Framework for Fungal Biosynthetic Gene Cluster
Identification

Yixiao Wang, Ying Wang

191 An Automatic Recommendation Method for Single-Cell DNA Variant Callers
Based on Meta-Learning Framework

JinHui Wang, Xinyi Zhao, Jiayin Wang

192 Incomplete Multimodal Learning with Modality-Aware Feature Interaction
for Brain Tumor Segmentation

Jianhong Cheng, Rui Feng, Jinyang Li, Jun Xu

194 Multi-Scale Mean Teacher for Unsupervised Cross-Modality Abdominal
Segmentation with Limited Annotations

Zehao Zhan, Yuping Sun, Bilian Zhu, Jie Ling, Manshi Hu, Shun Yao

195 Subgraph-aware dynamic attention network for drug repositioning

Xingiang Wen, Yugui Fu, Shenghui Bi, Ju Xiang, Xinliang Sun, Xiangmao Meng

197 Multi-filter based signed graph convolutional networks for predicting
interactions on drug networks

Ming Chen, Zitao Hu, Xiujuan Lei, Chunyan Ji, Zhao Tong, Yi Pan

198 CPSORCL: A Cooperative Particle Swarm Optimization Method with
Random Contrastive Learning for Interactive Feature Selection

Junliang Shang, Yahan Li, Xiaohan Zhang, Feng Li, Yuanyuan Zhang, Jinxing Liu



199 Hypergraph representation learning for cancer drug response prediction

Jiangzhen Lin, Wei Peng, Wei Dai, Gong Chen, Xiaodong Fu, Li Liu, Lijun Liu

200 DGCL.: a contrastive learning method for predicting cancer driver genes
based on graph diffusion

Zhengnan Zhou, Wei Peng, Wei Dai, Xinping Xu, Xiaodong Fu, Li Liu, Lijun Liu

201 KUMA-MI: A 12-Lead Knowledge-guided Multi-branch Attention Networks
for Myocardial Infarction Localization

Jun Long, Jichao Yang, Lin Guo, Ying An

202 scAHVC: Single-cell Multi-omics clustering algorithm based on adaptive
weighted hyper-laplacian regularization

Wei Lan, Shengzu Huang, Xun Sun, Haibo Liao, Qingfeng Chen, Junyue Cao

205 Early Prediction of SGA-LGA Fetus at the First Trimester Ending through
Weighted Voting Ensemble Learning Approach
Nguyen Van Sau, Hui Jiang, Feng Sha, Ye Li

208 A Hierarchical Classification Model for Annotating Antibacterial Biocide
and Metal Resistance Genes via Fusing Global and Local Semantics

Xing Lv, Jie Deng, Weizhong Zhao, Xinhui Tu, Xingpeng Jiang

210 Secure Relative Detection in (Forensic) Database with Homomorphic
Encryption

Jingwei Chen, Weijie Miao, Wenyuan Wu, Linhan Yang, Haonan Yuan

214 Noninvasive diagnosis of cancer based on the heterogeneity and

fragmentation features of cell-free mitochondrial DNA



Xiaoging Peng, Wenlong Jie, Zihao Li, Junjie You, Wentong Feng

218 A Novel Dual Interactive Network for Parkinson's Disease Diagnosis Based
on Multi-modality Magnetic Resonance Imaging

Jin Liu, Hao Du, Junbin Mao, Jianchun Zhu, Xu Tian

219 DVMPDC: A deep learning model based on dual-view representation and
multi-strategy pooling for predicting synergistic drug combinations

Chenliang Xie, Haochen Zhao, Jianxin Wang

222 MEMDA: a multi-similarity integration pre-completion algorithm with error
correction for predicting microbe-drug associations

Yuxiang Li, Haochen Zhao, Jianxin Wang

227 ResDeepGS:A deep learning-based method for crop phenotype prediction

Chaokun Yan, Jiabao Li, Qi Feng, Junwei Luo, Huimin Luo

228 Benchmarking Biomedical Relation Knowledge in Large Language Models
Fenghui Zhang, Kuo Yang, Chengian Zhao, Haixu Li, Xin Dong, Haoyu Tian,
Xuezhong Zhou

233 FCMEDriver: identifing cancer driver gene by combining mutual exclusivity
of embedded features and optimized mutation frequency score

Sichen Yi, Minzhu Xie
245 Feddaw: Dual Adaptive Weighted Federated Learning for Non-11D Medical
Data

Linan Ren, Kaixin Li, Ying An, Yuan Liu, Xianlai Chen

248 LoopNetica: predicting chromatin loops using convolutional neural networks



and attention mechanisms

Yang Lei, Li Tang, HanYu Luo, WenJie Huang, Min Li

250 Probabilistic and Machine Learning Models for the Protein Scaffold Gap
Filling Problem
Kushal Badal, Letu Qingge, Xiaowen Liu, Binhai Zhu

260 Patient Anticancer Drug Response Prediction based on Single-Cell
Deconvolution

Wei Peng, Chuyue Chen, Wei Dai

261 A Data Set of Paired Structural Segments between Protein Data Bank and
AlphaFold DB for Medium-Resolution Cryo-EM Density Maps: A Gap in
Overall Structural Quality

Thu Nguyen, Willy Wriggers, Jing He

263 PmmNDD: Predicting the Pathogenicity of Missense Mutations in
Neurodegenerative Diseases via Ensemble Learning
Xijian Li, Ying Huang, Runxuan Tang, Guangcheng Xiao, Xiaochuan Chen, Ruilin He,

Zhaolei Zhang, Jiana Luo, Yanjie Wei, Yijun Mao, Huiling Zhang

264 Improved Inapproximability Gap and Approximation Algorithm for Scaffold
Filling to Maximize Increased Duo-preservations

Jinting Wu, Haitao Jiang
266 Residual Spatio-Temporal Attention based Prototypical Network for Rare
Arrhythmia Classification

Zeyu Cao, Fengyi Guo, Ying An, Jianxin Wang

268 SEMQuant: Extending Sipros-Ensemble with Match-Between-Runs for



comprehensive quantitative metaproteomics

Bailu Zhang, Shichao Feng, Manushi Parajuli, Yi Xiong, Chongle Pan, Xuan Guo

273 PrSMBooster: Improving the Accuracy of Top-down Proteoform
Characterization using Deep Learning Rescoring Models

Jiancheng Zhong, Chen Yang, Maoqi Yuan, Shaokai Wang

Track II

4 IAMP-CRA:Identifying Antimicrobial Peptides Using Convolutional Recurrent
Neural Network with Self-Attention

Jingyao Lu, Yang He, Guosheng Han, Li Zeng

15 Identification of circRNA-miRNA-mRNA Networks to Explore Underlying
Mechanism in Lung Cancer

Yajie Wang, Shuangshuang Wu, Mengsi Duan, Dong Yuan, Yu Fu

17 MVSLLnc: LncRNA subcellular localization prediction based on multi-source
features and two-stage voting strategy
Sheng Wang, Zuguo Yu, Guosheng Han

38 VTrans: A VAE-based Pre-trained Transformer Method for Microbiome Data
Analysis
Xinyuan Shi, Yinuo Yan, Fangfang Zhu, Wenwen Min

40 Spatial CVGAE: Spatial Domain Identification via Consensus Clustering
Integrated Variational Graph Autoencoder
Jinyun Niu, Taosheng Xu, Wenwen Min

46 Identify Modules Associated with Immunotherapy Response from Mouse
Tumor Profiles for Stratifying Cancer Patients
Dechen Xu, Jie Li, Li Zhou, Dong Wang, Jiahuan Jin

47 HCTTI: High Performance Heterogeneous Computing Toolkit for Tissue
Image Stain Normalization
Bo Wang, Weipeng Xing, Jialiang Yang, Yan Jiang



49 ReLinker: Reinforcement Learning-based Diffusion Generative Model for
Equivariant 3D Linker Design
Yilun Lou, Yingfei Sun

59 HiSVision: a method for detecting large-scale structural variations based on
Hi-C data and detection transformer
Haixia Zhai, Chengyao Dong, Tao Wang, Junwei Luo

64 SV-JIM, detailed pairwise structural variant calling using long-reads and
genome assemblies
C. Malcolm Todd, Lingling Jin, lan McQuillan

77 Self-supervised graph representation learning for single-cell classification
Qiguo Dai, Wuhao Liu, Xianhai Yu, Xiaodong Duan, Zigiang Liu

79 Network-Guided Sparse Subspace Clustering on Single-Cell Data
Chenyang Yuan, Shunzhou Jiang, Jicong Fan, Tianwei Yu

99 An improved Stacking Model for Predicting MI Risk in Imbalanced Data
Yan Liu, Zhiyu Zhang, Huazhu Song, Renjie Li, Kaituo Mi

109 MultiKD-DTA: Enhancing Drug-Target Affinity Prediction through
Multiscale Feature Extraction with Knowledge Distillation
Rigian Hu, Ruiquan Ge, Guojian Deng, Jin Fan, Bowen Tang, Changmiao Wang

111 CCAT-DDI: Co-embedding Counterfactual-based Networks for Predicting
Drug-drug Interactions with Drug Attributes and Topologies
Xue Pan, Chunping Ouyang, Linlin Zhang, Yongbin Liu, Ying Yu

113 Link Prediction Using Attention and Random Walk from Heterogeneous
Networks for Drug Repositioning
Jong-Hoon Park, Young-Rae Cho

123 Causal Analysis in Bio-pathways via Stochastically Simulated Perturbations
Ozan Kahramanogullari, Anton Dignds, Johann Gamper

124 A Transferability-guided Protein-Ligand Interaction Prediction Method
Weihong Zhang, Fan Hu, Peng Yin, Yunpeng Cai

130 Causal Relationship between Apolipoprotein B and Risk of Atherosclerotic
Cardiovascular Disease: a Mendelian Randomization Analysis
Xiangyong Kong, Yanchen Cai, Yuwei Li, Haotian Zhang, Ping Wang



134 BatchLassoNet: an interpretable extended LassoNet for disease classification
using microbiome profiles from multiple cohorts
Daryl LX Fung, Mohd Wasif Khan, Carson Kai-Sang Leung, PingZhao Hu

151 Disease Gene Prediction Based on Anomaly Detection and Block-wise
Modeling of High-dimensional Data
Xiaogi Zhang, Hui Pan, Hongdong Li

157 Biogeography-based Multi-objective Discrete Optimization with Constraints
Xuan Liu, Chenyan Wang, Xiangyu Qu, Chang Xu, Chaomurilige, Guixian Xu, Bo
Cheng

158 CerviNet A Novel Approach for Pap-smear Images Analysis for Cervical
Cancer Classification
Khowaja Ashfaque, Zou Beiji, Xiaoyan Kui

169 Multi-modal deep learning to predict prognosis in breast cancer
Zhihong Liu, Pei Zhang, Liangliang Liu

181 Transcriptome association based on isoform-level clustering discovers
potential disease genes in Alzheimer’s disease
ZhiWei Duan, HongDong Li

186 Automated Precise Prostate Cancer Grading: An Analysis of Multiple
Staining Characteristics of Histopathology Images
Junlai Qiu, Qingfeng Chen, Wei Lan, Junyue Cao

193 MIT-SO: Multi-hypergraph Integration Template based on Spatial Overlap
for Diagnosis of autism spectrum disorder
Yuefeng Ma, Xiaochen Mu, Tengfei Zhang

217 MFF-SleepNet: A Multi-view Feature Fusion Network for Sleep Stage
Classification
Jun Yang, Qichen Wang, Chuanghe Yu

223 A multi-agent cooperative based genetic algorithm for complex data
clustering

Yourui Han, Bolin Chen, Jianjun Zhang, Youpeng Hu, Jun Bian, Ruiming Kang,
Xuequn Shang

230 Predicting CircRNA-Disease Associations Based on Heterogeneous Graph
Neural Network and Knowledge Graph Attribute Mining Attention
Wei Lan, Cong Peng, Hongyu Zhang, Chunling Li, Qingfeng Chen, Junyue Cao



236 scDFVA: Single-cell Deep Clustering by Fusing Variational Graph Attention
Autoencoder and ZINB-based Autoencoder
Ge Zhang, Xuye Kou, Chaokun Yan, Junwei Luo, Huimin Luo

240 ldentification and Applications of Disease-Associated Differential Human
and Bacterial Proteins with Metaproteomic Evidence
Jamie Canderan, Moses Stamboulian, Yuzhen Ye

241 MIIDF: A Crop Phenotype Prediction Method Using Mutual Information
and Improved Deep Forest
Ge Zhang, Zhou Zhang, Jianlin Wang, Chaokun Yan, Junwei Luo, Huimin Luo

242 MFF-HPO: Protein-Phenotype Relationship Prediction based on Sequence
using Multi-Feature Fusion
Xuehua Bi, Zhuocheng Ji, Linlin Zhang, Guanglei Yu, Zhipeng Gao, Kai Zhao

247 Loc4Lnc: Accurate Prediction of IncRNA Subcellular Localization via
Enhanced RNA Sequence Representation
Yujia Cheng, Xiaoyong Pan, Yang Yang

251 A Web-Based Database Service Platform for Curated Mitochondrial Genome
Architecture in Selected Metazoan Species
Haihe Shi, Renzeng Du, Gengyun Niu

255 Efficient locating for mass-occurrence biological patterns
Lilu Guo

256 ZeRPI: A Graph Neural Network Model for Zero-Shot Prediction of RNA-
Protein Interactions
Yifei Gao, Runhan Shi, Gufeng Yu, Yuyang Huang, Yang Yang

258 GEP-DNN4Mol: Automatic Chemical Molecular Design Based on Deep
Neural Networks and Gene Expression Programming
Wen Zheng, Zhongji Li, Yuanyuan Chen, Lei Deng, Hao Zhang, Yuzhong Peng

259 Prediction of mIiRNA-disease association based on heterogeneous
hypergraph convolution and heterogeneous graph multi-scale
Wei Peng, Zhicheng He, Sifan Pang, Wei Dai

262 EDSL: A Biologically Informed and Efficient DNA Sequence Learner to
Predict Functional Genomics Events
Mohammad Shiri, Jiangwen Sun



265 Enhancing Cancer Subtype Classification through Convolutional Neural
Networks: A Deeplnsight Analysis of TCGA Gene Expression Data
Changda Li, Yan Yan, Wenjun Lin, Yue Zhang

272 MTGGF: A Metabolism Type-aware Graph Generative Model for Molecular
Metabolite Prediction

Xuexin Wei, Pengcheng Zhao, Qiong Wang, Haoyang Wang, Bingxue Du, Jianing Li,
Bei Zhu, Hui Yu, Jianyu Shi

274 scAGCN: Graph Convolutional Network with Adaptive Aggregation
Mechanism for scRNA-seq Data Dimensionality Reduction
Xiaoshu Zhu, Liquan Zhao, Shuang Meng, Miao Xie

275 Coronary Artery Segmentation Framework Based on Three Types of U-Net
and Voting Ensembles
Mengkun Gan, Weijie Xie, Xiaocong Tan, Wenhui Wang



